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Supplementary Material 1 

 2 

Supplementary Methods 3 

Sample preparation and genomic profiling 4 

All tumor tissues (fresh-frozen, FF; or formalin fixed paraffin-embedded, FFPE) obtained from 5 

participants were reviewed by two independent pathologists before sample disposal to confirm the 6 

pathologic diagnoses of biliary tract carcinomas (BTCs). Serial sections on tissue slides was 7 

performed to evaluate tumor content and percentage. Only samples with estimated tumor 8 

purity >20% on histopathologic assessment were further subjected to genomic profiling. Tumor 9 

purity assessed in our study is the proportion of cancer cells in the tissues. Tumor tissue section 10 

from each patient was hematoxylin-eosin (HE) stained, and the proportion of cancer cells was then 11 

estimated by pathologists. For sections with tumor purity over 20%, bulk tumor tissues were 12 

subjected to extract DNA and sequencing. For those tumor tissues with purity less than 20%, micro-13 

resected tumor section was performed to remove non-cancerous cells and stroma to improve tumor 14 

purity. DNAs were extracted from paired tumor and blood samples using DNA Extraction Kits 15 

(Qiagen). DNAs yield and quality were quantified using the Qubit 3.0 (Invitrogen) and NanoDrop 16 

2000 (Thermo Scientific) and the integrity was further visually inspected by agarose gel 17 

electrophoresis. 18 

Genomic alterations profiling was performed in 2 major next-generation sequencing (NGS) 19 

platform, including whole-exome sequencing (WES) and a custom hybridization capture-based 20 

targeted panel sequencing (TPS)[1] provided by OrigiMed (Cancer Sequencing YS panel, CSYS, 21 

Shanghai, China). WES libraries were prepared from DNA extracted from tumor and normal 22 

samples using the Agilent’s SureSelect Human All Exon V6 Kit (Agilent Technologies Inc.), and 23 

the sequencing was conducted using the Illumina Hiseq XTEN platform for paired-end 150bp reads. 24 

For CSYS platform, 50–250ng DNA was used to construct libraries, targeted genomic regions were 25 

hybrid-captured, and sequence reads were generated using Illumina (San Diego, CA) instruments 26 

with the referred procedures followed the steps described in Frampton et al,[2].   27 

 28 

WES data analysis 29 

Somatic mutation calling and filtering 30 
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Paired-end reads from paired tumor and normal-control samples were aligned to the human 1 

reference genome (GRCh37) using the Burrows-Wheeler Aligner (BWA) (version 0.7.10)[3]. 2 

Somatic mutation calling was processed using GATK (version 3.7)[4] followed the GATK Best 3 

Practices by using its Mutect2 function with duplicate and unmapped reads removed. A stringent 4 

downstream filter comprised of the following criteria was used to obtained high quality somatic 5 

variants: Variant Allele Fraction (VAF) ≥5% with >5 variant supporting reads in the tumor sample, 6 

and VAF <1% in the normal-control samples; a minimum of 5X coverage; strand bias ≤0.95. 7 

Variants with PASS tag was retained and annotated by ANNOVAR (version: 2018-04-16)[5] using 8 

multiple specific databases (e.g. ExAC03, dbNSFP33a, ClinVar-20170130, avsnp150, Cosmic70). 9 

To make a possible comparison with target sequencing, non-coding variants in the introns, 10 

upstream or downstream of coding regions in 3’- and 5’-UTRs, and in intergenic regions were 11 

discarded.  12 

Tumor mutation burden (TMB) 13 

TMB analysis of WES data was performed followed with Chalmers et al,[6].  Briefly, all base 14 

substitutions and indels identified by WES in the coding region of genes as non-synonymous 15 

alterations, were all counted, except alterations listed as known somatic alterations in COSMIC or 16 

truncations in tumor suppressor genes were not counted. Known germline alterations in dbSNP or 17 

occurring with two or more counts in the ExAC database were not counted. TMB was calculated 18 

as the total number of mutation counts divided by the size of the coding region of the whole-exome 19 

territory. 20 

Analysis of significantly mutated genes 21 

MutSigCV (version 1.41)[7] was performed on the somatic variations of WES data to identify the 22 

significantly mutated genes that were mutated more often than expected by chance. MutsigCV’s 23 

q-value < 0.1 was taken as threshold to detect significantly mutated genes. Populational frequencies 24 

of mutated genes was calculated by integrating WES and TPS samples together. In addition, mutual 25 

co-occurrence and exclusive event analysis on top 20 significantly mutated genes was performed 26 

by “somaticInteractions” function from Maftools (version 2.2.10)[8], using pair-wise Fisher’s 27 

Exact test to detect such significant pair of genes. Then “oncostrip” function was used to visualize 28 

mutually exclusive set of genes for TP53 and KRAS. 29 

Somatic copy-number alterations (SCNAs) calling 30 

According to the Agilent Target BED file, copy number for each segment was first analyzed by 31 

Control-FREEC (version 11.4)[9] and segments with same copy number were merged together to 32 



3 
 

generate a unique segment file. GISTIC2 (version 2.0.23)[10] was then used to calculate significant 1 

copy number gains and losses at a confidence level 0.99. Focal amplifications and deletions were 2 

selected using a threshold of GISTIC’s q-value <= 0.01. 3 

Identifications and annotations of germline variants 4 

Germline variants were identified using GATK (version 3.7) and its HaplotypeCaller function in 5 

single-sample mode with duplicate and unmapped reads removed. Variants were then filtered using 6 

VariantFiltration function of GATK with parameters "DP <4 || QD <2.0 || FS >60.0 || MQ <40.0 || 7 

MQRankSum <-12.5 || ReadPosRankSum <-8.0" and "DP <4 || QD <2.0 || FS >200.0 || 8 

ReadPosRankSum <-20.0" for SNVs and indels, respectively. Furthermore, to exclude potential 9 

tumor-in-normal contamination, germline mutations with VAF in normal-control sample <30%, 10 

and co-localizing with any known somatic mutation, which germline variants located at the same 11 

protein residue as recurrent (n>=3) somatic mutations in TCGA MC3 MAF[11] were further 12 

filtered. After the filtration, variants annotations were firstly obtained by ANNOVAR (version: 13 

2018-04-16), and the evidence for pathogenic variations mainly derived from the public databases, 14 

including the Human Gene Mutation Database, Clinvar, Sorting Intolerant From Tolerant (SIFT), 15 

and the standard from American College of Medical Genetics (ACMG). A further manual review 16 

was performed to reduce the false positive variants.  17 

Determination of MSI status 18 

Microsatellites in the human reference genome (GRCh37) was identified using RepeatFinder 19 

(version 1.0)[12] with default parameters. To detect the microsatellite instability status, MANTIS 20 

(version 1.0.4)[13] was used with modified parameters “-mrq 20.0 -mlq 25.0 -mlc 20 -mrr 1” to fit 21 

for the whole-exome data, taken both tumor and non-tumor bam files as inputs. Any Step-Wise 22 

Difference (DIF) value calculated by MANTIS greater than or equal to 0.4 is treated as unstable. 23 

For 160 BTCs samples, only one patient was classified as MSI-H tumor, and MSI-PCR testing as 24 

the gold standard method was also performed to confirm the MSI-H status in tumor tissues. 25 

 26 

TPS analysis for detecting somatic alterations 27 

The raw sequencing data underwent stringent quality control of read depth and ratio of target 28 

capture. Data quality was inspected and controlled by examining sequencing coverage and 29 

uniformity, and a suite of customized bioinformatics pipelines was applied for discovery of SNVs, 30 
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short and long indels, SCNAs and gene rearrangements. The bioinformatics pipelines of CSTS 1 

have been described in our previous reports[1].  2 

TMB was calculated from TPS data for each sample by counting the number of somatic mutations, 3 

including coding SNVs and indels, per megabase (Mb) of the sequence examined. Known somatic 4 

mutations in the Catalog of Somatic Mutations in Cancer (COSMIC) and known germline 5 

polymorphisms in the U.S. National Center for Biotechnology Information’s Single Nucleotide 6 

Polymorphism Database (dbSNP) were not counted[6]. 7 

TPS panel designed 572 microsatellite loci (MSLs) targeted region as candidate MSI markers, 8 

which were done as previously described[13,14]. Using custom predictive model analyzed by a 9 

random forest algorithm combined with an orthogonal validation of PCR testing or IHC method as 10 

the gold standard, MSI status for each tumor sample could be judged. PCR products were analyzed 11 

by Sanger sequencing using an ABI 3730 Genetic Analyzer (Thermo Fisher Scientific, Waltham, 12 

MA). 13 

Finally, all the detected mutations were compared with our in-house database of genomic changes 14 

specific to clinical annotation. A manual review process was performed to ensure no false positives 15 

or mistakes in clinical annotations, including complex variant curation and clinical relevance 16 

inference based on our in-house database. Based on the annotated mutations, a succinct report with 17 

relevant references to literature and clinical trials was generated. 18 

 19 

Identification of hypermutated tumors 20 

To determine a threshold of hypermutation in BTCs, a segmented linear regression analysis or 21 

‘‘broken-stick analysis’’ was performed on the mutation burdens from WES cohort and TPS cohort, 22 

which refers to method from Campbell’s colleagues[15]. Briefly, using the R package “Segmented”, 23 

an iterative process was used to determine segment breakpoints at which a statistically significant 24 

change in the slope of adjacent regression lines occurred[16]. Consequently, the threshold was 25 

determined to 9.36 Mut/Mb in WES and 16.1 Mut/Mb in TPS, respectively. 26 

 27 

Mutational landscape construction 28 

A mutational case was defined as sample with no less than one non-silent mutation in coding region 29 

or SCNAs detected in individual genes. We determine 68 potential driver mutation genes of BTCs 30 

(Supplementary Table S4) as following: (1) genes that simultaneously captured by both WES and 31 
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CSYS platform; (2) significantly mutated genes identified by MutSigSV from our WES data; (3) 1 

recurrent mutations summarized from three previous studies which investigated the genomic 2 

landscape of BTCs, including Nakamura et al[17], Jusakul et al[18], and Montal et al[19]; (4) Tier1 3 

cancer-related genes presented in COSMIC Cancer Gene Census database (version 91, 4 

https://cancer.sanger.ac.uk/census). The mutational landscape was constructed according to the 5 

populational frequencies (>5%) with a slight modification and integrated the mutations of IDH2 6 

and MUC4 which showed significantly different rate as comparing with previous cohorts. The 7 

mutational spectrum was visualized by Maftools (version 2.2.10). 8 

 9 

Mutations enriched for oncogenic pathways 10 

Recurrent alterations of BTCs presented in Figure 1C could be roughly classified into four major 11 

functional families, that are cell cycle/cyclins genes, receptor tyrosine kinases genes, chromatin-12 

modifying genes and others. Furthermore, ten curated pathways with oncogene and tumor 13 

suppressor gene information were retrieved from a study of TCGA program[20]. The mutational 14 

map of these 10 pathways was constructed according to the paper with a slight modification by 15 

integrating the description of percentage of mutational cases for each subtype of BTCs 16 

(Supplementary Figure S5). 17 

 18 

Determining the scope of DNA damage response (DDR) genes 19 

The scope and definition of DDR genes were collected from Human DNA Repair Genes 20 

(https://www.mdanderson.org/documents/Labs/Wood-Laboratory/human-dna-repair-genes.html).  21 

As most DDR genes have not yet been determined to have oncogenic or pathogenic effects in BTCs, 22 

we narrowed the scope of DDR genes into 47 coding genes that could be captured by both WES 23 

and CSYS platform (Supplementary Table S6), listing as: TP53, MUTYH, APEX1, PARP1, PARP2, 24 

PARP3, MGMT, MSH2, MSH6, MLH1, PMS2, ERCC1, RAD51, RAD51B, RAD51D, XRCC2, 25 

XRCC3, RAD52, RAD54L, RAD54B, BRCA1, RAD50, MRE11A, NBN, FANCA, FANCC, BRCA2, 26 

FANCD2, FANCE, FANCF, FANCG, BRIP1, FANCL, FANCM, PALB2, RAD51C, PRKDC, POLB, 27 

POLD1, POLE, FEN1, BLM, ATM, RECQL, ATR, CHEK1 and CHEK2. 28 

 29 

Mutational signature analysis and identification of aristolochic acid (AA) signature 30 

https://cancer.sanger.ac.uk/census
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Mutational signatures were inferred for ICC samples performed WES from our cohort. Firstly, we 1 

excluded 4 hypermutated ICCs as considering hypermutated tumors has been demonstrated to have 2 

significantly different substitution patterns. Next, the 96 mutational subtypes generated from 3 

somatic SNVs based on 6 single-base substitutions (SBSs, C>A, C>G, C>T, T>A, T>C and T>G) 4 

in 16 possible combinations of neighboring bases for each SBS were used as input data to infer 5 

their contributions to observed mutations. We implemented a non-negative matrix factorization 6 

(NMF) approach[21] to decipher the mutational signatures (Signature A, B, and C) of all samples 7 

with the number based on the signature stability and Frobenius reconstruction errors. Finally, three 8 

mutational signatures (A, B, and C) were linked to the known COSMIC cancer signatures 9 

(https://cancer.sanger.ac.uk/cosmic/signatures) with comparing cosine similarities to infer their 10 

exposure contributions. 11 

Mutational signature activity (mSigAct, v2.0.0-branch) was applied to assess presence of the AA 12 

signature in all ICC samples. The mSigAct software[22] provided a signature presence test to infer 13 

whether the observed mutation spectrum could be better explained with a contribution from the 14 

AA mutational signature (COSMIC signature 22) than without it and compared them with a 15 

likelihood ratio test. The null hypothesis was that the mutational counts were generated without the 16 

AA signature and the alternative hypothesis was that they were from the AA signature. The test 17 

was then carried out by a standard likelihood ratio test on these two hypotheses. The mSigAct 18 

revealed strong evidence of AA exposure with FDR < 0.05. 19 

 20 

Immunohistochemistry for expressions of MMR genes 21 

Whole sections from available FFPE of BTCs tissues were prepared into to 4 or 5 μm-thick on 22 

glass slides. For samples identified as MSI-H tumors, the primary antibodies used were anti-MSH2 23 

(Invitrogen, clone 25D12), anti-MSH6 (Ventana, clone 44), anti-MLH1 (Ventana, clone M1) and 24 

anti-PMS2 (Agilent Dako, Clone EP51). The secondary antibodies were added to all sections, 25 

including the negative control slides. During interpretation, loss of nuclear staining in the tumor 26 

cells with positively stained internal control was counted as an abnormal result for 4 MMR genes.  27 

  28 
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Supplementary Figures 1 

Figure S1. Correlation analysis of alterations in cocaptured genes between whole-exome 2 

sequencing (WES) and targeted panel sequencing (TPS). (A) Linear correlation between the variant 3 

allele fractions of cocaptured somatic single-nucleotide variants (SNVs, blue line) and indels (dark 4 

line) derived from WES and those derived from the TPS panel. (B) Identification of copy-number 5 

variants (CNVs) in individual genes from WES and TPS. The dashed line indicates the diploid 6 

copy-number (normal), and the vertical axis represents the number of copy-number gains (red) or 7 

copy-number losses (blue). 8 

 9 

 10 

Figure S2. Distribution of somatic tumor mutation burden (TMB) and differences among the three 11 

subtypes of biliary tract cancer. (A) Distribution of TMB assessed by WES (top) or TPS (bottom) 12 

for each patient highlights the hypermutated group. Hypermutated cases are separated on the left, 13 

and the most drastic change point in the mutation rate (vertical dashed line) was chosen as the 14 

cutoff to discriminate hypermutated cases from non-hypermutated cases. (B) Linear correlation 15 

between TMB evaluated from WES and that evaluated from TPS. (C-D) Landscape of TMB across 16 

the major tumor types in WES data (C) or TPS data (D). The median level of TMB for each tumor 17 

type and in our cohort is highlighted. 18 
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 1 

 2 

Figure S3. Somatic interactions of cooccurring or exclusively occurring mutations among the top-3 

20 significantly mutated genes in 803 BTC patients. (A) Pairwise Fisher’s exact tests were 4 

performed to detect significant pairs of genes. The cooccurring relationships are colored by a green 5 

box, while the exclusively occurring mutations are colored by a pink box. (B) TP53 mutations are 6 

exclusive to alterations in ARID1A, MUC4, IDH1 and EPHA2. (C) KRAS mutations are exclusively 7 

associated with alterations in LRP1B, TERT, PIK3CA, IDH1 and EPHA2. 8 
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 1 

 2 

Figure S4. Integration of somatic mutations and SCNAs to decipher the mutational landscape of 3 

BTC patients. Pathway components and interactions in the ten selected oncogenic pathways are 4 

plotted. Somatic alteration (mutation and CNV) spectra of components in these pathways among 5 

the three subtypes (ICC, ECC, and GBC). The numbers of altered samples in each subtype are 6 

labeled in the boxes, and the color intensity indicates the average frequency of the alteration in 7 

each subtype. The numbers of patients harboring altered pathways are compiled in the top left 8 

corner of the plot. 9 
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Sample_ID Tumor_Type Age Sex Seq_Method AJCC_Stage Tissue_Source Pathology_Differentiation HBV/HCV_Infection N_Stage M_Stage Vascular_Invasion CA19-9>200 RFS_status RFS OS_Status OS
SH_01 ICC 61 Male WES II primary tumor moderate Negative N0 M0 negative negative 1 13 0 51
SH_02 ICC 44 Female WES II primary tumor moderate Negative N0 M0 positive negative 1 1 1 11
SH_03 ICC 59 Female WES III+IV primary tumor moderate Negative N0 M0 positive negative 1 5 1 11
SH_05 ICC 43 Female WES II primary tumor moderate Positive N0 M0 negative negative 0 51 0 51
SH_06 ICC 48 Male WES I primary tumor moderate Positive N0 M0 negative negative 0 51 0 51
SH_07 ICC 61 Female WES I primary tumor moderate Negative N0 M0 negative positive 1 1 1 23
SH_08 ICC 45 Male WES III+IV primary tumor moderate Positive N0 M0 negative NA 0 49 0 49
SH_09 ICC 62 Male WES II primary tumor moderate Positive N0 M0 negative negative 1 2 1 18
SH_10 ICC 46 Male WES III+IV primary tumor moderate Positive N1 M0 negative negative 1 0 1 38

SH_100 ICC 38 Female WES II primary tumor moderate Positive N0 M0 negative negative 1 3 0 34
SH_101 ICC 54 Male WES I primary tumor moderate Negative N0 M0 negative negative 1 9 0 34
SH_107 ICC 65 Male WES II primary tumor moderate Negative N0 M0 negative negative 1 5 1 21
SH_108 ICC 57 Female WES II primary tumor moderate Negative N0 M0 negative positive 1 2 1 8
SH_110 ICC 51 Male WES II primary tumor moderate Positive N0 M0 positive negative 1 NA 1 4
SH_111 ICC 85 Male WES I primary tumor moderate Negative N0 M0 negative positive 1 6 1 10
SH_113 ICC 40 Male WES I primary tumor moderate Positive N0 M0 negative negative 1 12 1 31
SH_115 ICC 51 Female WES II primary tumor moderate Negative N0 M0 negative positive 1 2 1 5
SH_118 ICC 43 Male WES I primary tumor moderate Positive N0 M0 negative negative 1 6 1 16
SH_119 ICC 44 Male WES I primary tumor moderate Positive N0 M0 negative negative 0 32 0 32
SH_120 ICC 51 Male WES III+IV primary tumor moderate Positive N0 M1 negative positive 1 8 1 22
SH_121 ICC 48 Male WES II primary tumor moderate Positive N0 M0 positive negative 1 9 1 15
SH_122 ICC 49 Male WES I primary tumor moderate Negative N0 M0 negative negative 0 32 0 32
SH_123 ICC 64 Female WES III+IV primary tumor moderate Negative N0 M0 negative negative 1 3 1 9
SH_125 ICC 35 Female WES II primary tumor moderate Positive N0 M0 positive negative 1 6 1 14
SH_127 ICC 40 Male WES I primary tumor moderate Positive N0 M0 negative negative NA NA 1 2
SH_128 ICC 63 Male WES I primary tumor poor Positive N0 M0 negative negative 1 4 1 7
SH_129 ICC 68 Female WES I primary tumor moderate Negative N0 M0 negative positive 1 1 0 42
SH_13 ICC 47 Male WES I primary tumor moderate Positive N0 M0 negative negative NA NA 0 50

SH_130 ICC 54 Male WES III+IV primary tumor poor Positive N1 M0 negative negative NA NA 1 7
SH_131 ICC 48 Male WES II primary tumor moderate Positive N0 M0 positive negative 1 1 1 3
SH_132 ICC 70 Female WES I primary tumor moderate Positive N0 M0 negative negative NA NA 1 1
SH_133 ICC 66 Male WES III+IV primary tumor moderate Negative N1 M0 negative negative 1 0 1 26
SH_134 ICC 59 Female WES I primary tumor moderate Negative N0 M0 negative positive 1 10 1 12
SH_135 ICC 68 Male WES I primary tumor moderate Negative N0 M0 negative negative NA NA 1 3
SH_137 ICC 58 Female WES II primary tumor poor Negative N0 M0 negative positive NA NA 1 4
SH_139 ICC 65 Male WES II primary tumor moderate Negative N0 M0 negative negative 1 3 1 9
SH_140 ICC 59 Female WES III+IV primary tumor moderate Positive N1 M0 negative negative 1 9 1 11
SH_141 ICC 62 Male WES III+IV primary tumor moderate Negative N1 M0 positive negative 1 2 1 9
SH_142 ICC 52 Male WES I primary tumor moderate Positive N0 M0 negative negative NA NA 1 8
SH_143 ICC 54 Male WES II primary tumor moderate Positive N0 M0 positive negative 1 2 1 5
SH_144 ICC 62 Male WES I primary tumor moderate Negative N0 M0 negative negative NA NA 1 18
SH_146 ICC 60 Male WES I primary tumor moderate Negative N0 M0 negative positive 1 1 1 6
SH_147 ICC 48 Male WES II primary tumor poor Positive N0 M0 positive negative 1 1 0 28
SH_16 ICC 63 Female WES II primary tumor moderate Positive N0 M0 negative negative NA NA 1 5
SH_17 ICC 55 Male WES III+IV primary tumor moderate Negative N1 M1 negative positive 1 3 1 6
SH_18 ICC 50 Male WES I primary tumor moderate Positive N0 M0 negative negative 1 1 1 4
SH_19 ICC 56 Female WES I primary tumor well Positive N0 M0 negative NA NA NA 0 49
SH_20 ICC 44 Male WES I primary tumor moderate Positive N0 M0 negative negative NA NA 1 16
SH_24 ICC 55 Female WES II primary tumor moderate Negative N0 M0 positive positive 1 3 1 6
SH_25 ICC 52 Male WES I primary tumor moderate Positive N0 M0 negative negative 0 51 0 51
SH_26 ICC 49 Male WES II primary tumor moderate Positive N0 M0 positive negative 1 27 1 33
SH_28 ICC 48 Male WES III+IV primary tumor moderate Positive N0 M1 positive negative NA NA 1 1
SH_29 ICC 74 Female WES III+IV primary tumor moderate Negative N1 M0 negative positive 1 2 1 4
SH_33 ICC 38 Female WES I primary tumor moderate Negative N0 M0 negative positive 1 3 1 5
SH_34 ICC 52 Male WES I primary tumor moderate Negative N0 M0 negative positive 1 5 1 6
SH_35 ICC 72 Male WES I primary tumor moderate Positive N0 M0 negative negative 1 5 1 28
SH_41 ICC 36 Male WES I primary tumor moderate Positive N0 M0 negative negative 1 15 1 18
SH_42 ICC 43 Female WES II primary tumor moderate Positive N0 M0 positive negative 1 32 0 48
SH_44 ICC 73 Female WES II primary tumor moderate Negative N0 M0 positive negative 1 NA 1 0
SH_46 ICC 52 Female WES III+IV primary tumor moderate Negative N1 M0 negative negative 1 4 1 21
SH_48 ICC 56 Male WES I primary tumor moderate Positive N0 M0 negative negative 0 49 0 49
SH_50 ICC 65 Female WES I primary tumor moderate Positive N0 M0 negative negative 1 31 0 47
SH_51 ICC 52 Male WES II primary tumor moderate Negative N0 M0 positive negative 1 1 1 22
SH_52 ICC 49 Male WES II primary tumor moderate Positive N0 M0 positive positive 1 4 1 7
SH_53 ICC 69 Male WES I primary tumor moderate Negative N0 M0 negative negative 1 10 0 48
SH_56 ICC 38 Male WES III+IV primary tumor moderate Positive N0 M1 negative negative 1 1 1 4
SH_58 ICC 41 Male WES II primary tumor moderate Positive N0 M0 positive negative 1 3 1 6
SH_59 ICC 60 Female WES III+IV primary tumor moderate Positive N0 M1 negative positive 1 NA 1 4
SH_61 ICC 39 Female WES III+IV primary tumor moderate Negative N1 M0 negative positive 1 1 1 8
SH_63 ICC 52 Female WES III+IV primary tumor moderate Negative N1 M0 negative positive 1 5 1 12
SH_64 ICC 51 Male WES III+IV primary tumor moderate Positive N1 M0 positive positive NA NA 1 2
SH_66 ICC 63 Female WES I primary tumor moderate Negative N0 M0 negative positive NA NA 1 11
SH_67 ICC 66 Male WES I primary tumor moderate Negative N0 M0 negative negative NA NA 0 46
SH_69 ICC 50 Male WES III+IV primary tumor moderate Positive N1 M0 negative positive 1 21 1 23
SH_70 ICC 54 Female WES II primary tumor moderate Negative N0 M0 negative negative 1 3 1 9
SH_71 ICC 59 Male WES I primary tumor moderate Positive N0 M0 negative negative 0 46 0 46
SH_74 ICC 38 Male WES I primary tumor moderate Negative N0 M0 negative negative 0 41 0 41
SH_79 ICC 43 Female WES II primary tumor moderate Positive N0 M0 negative negative 0 35 0 35
SH_80 ICC 59 Female WES I primary tumor moderate Negative N0 M0 negative negative 1 3 1 20
SH_81 ICC 38 Male WES III+IV primary tumor moderate Negative N1 M0 negative positive 1 2 1 22
SH_82 ICC 43 Female WES I primary tumor moderate Negative N0 M0 negative negative 1 13 1 34
SH_85 ICC 57 Female WES II primary tumor moderate Positive N0 M0 negative negative 1 3 1 5
SH_86 ICC 66 Male WES I primary tumor moderate Negative N0 M0 negative positive 0 35 0 35
SH_87 ICC 53 Male WES II primary tumor moderate Positive N0 M0 positive negative 1 4 1 12
SH_88 ICC 56 Male WES I primary tumor moderate Positive N0 M0 negative positive 1 21 0 35
SH_89 ICC 64 Female WES I primary tumor moderate Negative N0 M0 negative negative 1 9 1 31
SH_90 ICC 56 Male WES III+IV primary tumor moderate Negative N1 M0 negative negative 1 2 1 7
SH_91 ICC 65 Female WES I primary tumor moderate Negative N0 M0 negative negative 0 39 0 39
SH_94 ICC 51 Male WES II primary tumor moderate Positive N0 M0 negative negative 0 34 0 34
SH_95 ICC 48 Male WES II primary tumor moderate Positive N0 M0 negative positive 1 0 1 9
SH_98 ICC 63 Male WES III+IV primary tumor moderate Negative N1 M0 negative negative NA NA 1 5
SH_99 ICC 65 Male WES II primary tumor moderate Negative N0 M0 negative negative NA NA 0 35

XH_P01 ICC 43 Male WES III+IV primary tumor poor Negative N1 M0 negative negative 1 3 1 10
XH_P02 ICC 25 Female WES III+IV primary tumor moderate Negative N0 M1 negative positive 1 2 1 13
XH_P03 ICC 60 Female WES III+IV primary tumor moderate Negative N1 M0 negative positive 1 16 1 20
XH_P04 ICC 45 Female WES II primary tumor poor Positive NX M0 positive negative 1 5 0 41
XH_P05 ICC 43 Female WES III+IV primary tumor poor Positive N1 M1 negative negative 1 2 1 11
XH_P06 ICC 62 Male WES I primary tumor poor Negative NX M0 negative negative 1 46 0 48
XH_P07 ICC 59 Female WES III+IV primary tumor moderate Negative N1 M0 negative negative 1 14 1 18
XH_P08 ICC 63 Female WES III+IV primary tumor poor Negative N1 M0 negative negative 1 2 1 16
XH_P09 ICC 63 Male WES II primary tumor moderate Negative N0 M0 negative negative 1 16 1 22
XH_P10 ICC 44 Male WES III+IV primary tumor poor Positive N1 M1 negative negative 1 2 1 9
XH_P11 ICC 45 Male WES I primary tumor poor Positive N0 M0 negative negative 1 3 1 14
XH_P12 ICC 57 Female WES II primary tumor poor Positive N0 M0 negative negative 1 32 1 50
XH_P13 ICC 65 Female WES III+IV primary tumor moderate Negative N1 M0 negative negative 1 14 1 17
XH_P15 ICC 83 Male WES II primary tumor moderate Negative NX M0 negative positive 1 5 1 17
XH_P16 ICC 62 Male WES I primary tumor moderate Negative N0 M0 negative negative 0 60 0 60
XH_P17 ICC 63 Female WES II primary tumor poor Positive N0 M0 negative negative 0 70 0 70
XH_P18 ICC 66 Male WES III+IV primary tumor poor Negative N1 M0 negative negative 1 3 1 11
XH_P20 ICC 62 Male WES I primary tumor poor Positive NX M0 negative negative 1 4 0 16
XH_P21 ICC 55 Male WES II primary tumor poor Negative N0 M0 negative negative 1 2 1 25
XH_P24 ICC 34 Male WES II primary tumor poor Negative NX M0 negative negative 0 42 0 42

Table S1. Detailed clinicopathological features of 803 BTC patients. (*status: 1-relapse/death; 0-censored)
Supplementary Tables



XH_P25 ICC 56 Male WES II primary tumor poor Positive NX M0 negative positive 1 13 1 18
XH_P27 ICC 34 Male WES II primary tumor poor Negative N0 M0 negative negative 1 3 1 10
XH_P28 ICC 52 Male WES II primary tumor poor Negative N0 M0 negative negative 1 20 0 60
XH_P29 ICC 49 Male WES II primary tumor moderate Negative N0 M0 negative negative 1 4 1 7
XH_P30 ICC 48 Male WES I primary tumor poor Negative N0 M0 negative negative 1 13 1 31
XH_P31 ICC 62 Female WES II primary tumor moderate Positive N0 M0 positive negative 1 6 1 17
XH_P32 ICC 51 Female WES III+IV primary tumor poor Negative N1 M1 positive positive 1 1 1 12
XH_P33 ICC 62 Male WES III+IV primary tumor moderate Positive N1 M0 negative positive 1 18 1 35
XH_P34 ICC 51 Female WES II primary tumor moderate Negative N0 M0 positive negative 1 9 1 14
XH_P35 ICC 68 Male WES III+IV primary tumor moderate Negative NX M0 positive negative 1 3 1 19
XH_P36 ICC 40 Female WES III+IV primary tumor moderate Negative N0 M0 negative positive 1 5 0 34
XH_P37 ICC 61 Female WES III+IV primary tumor poor Negative N1 M0 negative positive 1 5 1 16
XH_P38 ICC 53 Female WES II primary tumor poor Negative N0 M0 negative negative 1 10 1 44
XH_P39 ICC 69 Female WES III+IV primary tumor moderate Negative N1 M0 negative positive 1 3 1 10
XH_P40 ECC 47 Male WES I primary tumor poor Negative N0 M0 negative negative 1 32 1 40
XH_P41 ICC 61 Male WES III+IV primary tumor moderate Negative N1 M0 negative negative 1 6 1 12
XH_P42 ICC 51 Male WES I primary tumor poor Negative N0 M0 negative negative 1 2 0 54
XH_P43 ICC 42 Male WES III+IV primary tumor moderate Negative N1 M0 positive positive 1 16 1 48
XH_P44 ICC 52 Male WES III+IV primary tumor moderate Negative N1 M0 negative positive 1 3 1 7
XH_P45 ICC 38 Female WES I primary tumor moderate Negative N0 M0 negative negative 1 19 1 42
XH_P46 ICC 65 Male WES I primary tumor poor Negative N0 M0 negative positive 1 4 1 16
XH_P47 ICC 67 Male WES I primary tumor poor Negative N0 M0 negative positive 1 6 0 18
XH_P48 ICC 52 Male WES III+IV primary tumor poor Negative N1 M0 negative negative 1 6 0 30
XH_P49 ICC 65 Female WES III+IV primary tumor poor Positive N1 M1 negative positive 1 6 0 20
XH_P50 ICC 51 Male WES III+IV metastatic tumor moderate Negative N1 M1 negative negative 1 3 1 15
XH_P51 ICC 53 Female WES I primary tumor poor Positive N0 M0 negative negative 1 12 0 30
XH_P52 GBC 52 Male WES II metastatic tumor moderate Negative N0 M0 negative positive 1 3 1 22
XH_P53 GBC 58 Female WES III+IV primary tumor poor Negative N0 M0 negative negative 1 2 0 22
XH_P54 ICC 57 Female WES III+IV primary tumor moderate Negative N1 M1 negative negative 1 3 1 12
XH_P55 GBC 56 Female WES III+IV primary tumor moderate Negative N0 M0 negative negative 1 2 1 24

XH_P557 ECC 72 Male WES III+IV primary tumor moderate Negative N1 M0 negative positive 1 2 0 17
XH_P56 ICC 77 Male WES I primary tumor moderate Positive N0 M0 negative positive 1 3 0 14
XH_P57 GBC 69 Female WES III+IV primary tumor moderate Negative N1 M0 negative positive 1 2 0 15
XH_P61 GBC 58 Male WES III+IV primary tumor poor Negative N1 M0 positive negative 1 1 0 5
XH_P62 ICC 36 Male WES III+IV primary tumor moderate Negative N0 M1 negative negative 1 1 0 13
XH_P63 ICC 63 Female WES III+IV primary tumor poor Negative N0 M1 negative positive 1 2 0 12
XH_P87 ICC 54 Male WES I primary tumor moderate Negative N0 M0 negative negative 0 18 0 21
XH_P88 ICC 62 Male WES I primary tumor poor Negative N0 M0 negative negative 1 18 0 21
XH_P89 ICC 77 Female WES I primary tumor moderate Negative N0 M0 negative positive 1 7 1 11
XH_P90 ICC 68 Female WES III+IV primary tumor poor Negative N1 M1 negative negative 1 2 1 5
XH_P91 ICC 70 Female WES III+IV primary tumor poor Negative N1 M0 negative negative 1 4 0 17
XH_P92 ICC 57 Male WES II primary tumor poor Negative N0 M0 negative positive 1 7 0 18
XH_P93 ICC 57 Male WES II primary tumor poor Negative N0 M0 negative negative 1 1 1 4
XH_P94 ICC 32 Male WES III+IV primary tumor poor Negative N1 M1 positive positive 1 1 0 16
XH_P95 ICC 38 Female WES I primary tumor poor Negative N0 M0 negative negative 0 8 0 8
XH_P96 ICC 67 Female WES I primary tumor moderate Negative N0 M0 negative negative 0 6 0 16
XH_P97 GBC 55 Male WES II primary tumor poor Negative N0 M0 negative negative 1 4 0 19
XH_P99 ICC 49 Male WES II primary tumor poor Negative N0 M0 negative positive 1 4 0 11

116K0135A1 ICC 44 Male CSYS NA primary tumor poor Negative NX MX NA NA NA NA NA NA
116L0197A1 ECC 44 Female CSYS NA primary tumor poor Negative N1 M0 NA NA NA NA NA NA
116L0221A1 ICC 67 Male CSYS III+IV metastatic tumor NA Negative NX M1 NA NA NA NA NA NA
116L0254A1 ECC 48 Male CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
116L0263A1 GBC 58 Female CSYS NA metastatic tumor NA Negative NX MX NA NA NA NA NA NA
116L0279A1 ECC 64 Female CSYS NA primary tumor poor Negative N0 M0 NA NA NA NA NA NA
116L0287A1 ICC 52 Male CSYS NA primary tumor moderate Negative NX MX NA NA NA NA NA NA
117B0454A1 GBC 74 Female CSYS NA metastatic tumor moderate Negative NX MX NA NA NA NA NA NA
117B0488A1 ECC 69 Female CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
117B0545A1 GBC 54 Female CSYS III+IV primary tumor poor Negative N1 MX NA NA NA NA NA NA
117C0618A1 GBC 67 Female CSYS III+IV primary tumor poor Negative N1 MX NA NA NA NA NA NA
117C0646A1 ICC 62 Male CSYS NA primary tumor moderate Negative NX MX NA NA NA NA NA NA
117C0651A1 ECC 63 Male CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
117C0664A1 ICC 47 Male CSYS I primary tumor moderate Positive N0 M0 NA NA NA NA NA NA
117C0733A1 ECC 50 Male CSYS NA primary tumor poor Negative N0 M0 NA NA NA NA NA NA
117C0866A1 GBC 58 Male CSYS NA primary tumor well Negative NX MX NA NA NA NA NA NA
117D0978A1 ICC 38 Male CSYS NA primary tumor poor Negative NX MX NA NA NA NA NA NA
117D0997A1 ECC 66 Male CSYS III+IV primary tumor poor Negative N1 M0 NA NA NA NA NA NA
117D1007A1 ECC 64 Male CSYS III+IV primary tumor moderate Negative N1 M0 NA NA NA NA NA NA
117D1030A1 ICC 82 Male CSYS III+IV metastatic tumor poor Negative NX M1 NA NA NA NA NA NA
117D1074R1 ICC 60 Male CSYS NA primary tumor NA Negative NX MX NA NA NA NA NA NA
117D1101A1 ICC 54 Male CSYS III+IV primary tumor poor Negative N1 M0 NA NA NA NA NA NA
117D1130A1 ECC 44 Female CSYS III+IV metastatic tumor NA Negative N1 M1 NA NA NA NA NA NA
117D1192A1 ICC 79 Male CSYS III+IV primary tumor moderate Negative N1 M0 NA NA NA NA NA NA
117E1223A1 ECC 83 Male CSYS NA primary tumor moderate Negative N1 M0 NA NA NA NA NA NA
117E1250R1 GBC 62 Male CSYS III+IV metastatic tumor moderate NA N1 M0 NA NA NA NA NA NA
117E1259R1 ICC 49 Male CSYS III+IV metastatic tumor poor Positive NX M1 NA NA NA NA NA NA
117E1261R1 ICC 40 Male CSYS I primary tumor poor Negative N0 M0 NA NA NA NA NA NA
117E1396A1 ICC 69 Male CSYS NA primary tumor NA Negative NX MX NA NA NA NA NA NA
117E1425A1 ICC 60 Male CSYS III+IV primary tumor moderate Positive N1 M1 NA NA NA NA NA NA
117E1443A1 ECC 68 Male CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
117E1534A1 GBC 52 Female CSYS III+IV primary tumor moderate Negative N0 M1 NA NA NA NA NA NA
117F1556A1 ICC 66 Female CSYS NA primary tumor NA Negative NX MX NA NA NA NA NA NA
117F1640A1 ICC 63 Male CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
117F1648A2 ICC 62 Male CSYS III+IV primary tumor poor Negative NX M1 NA NA NA NA NA NA
117F1689A1 ICC 69 Male CSYS NA primary tumor poor Negative NX MX NA NA NA NA NA NA
117F1759A1 ECC 57 Female CSYS III+IV metastatic tumor poor Negative NX M1 NA NA NA NA NA NA
117F1767A1 ICC 54 Male CSYS NA primary tumor poor Negative NX MX NA NA NA NA NA NA
117F1770A1 GBC 72 Male CSYS III+IV primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
117F1811A1 GBC 66 Male CSYS III+IV primary tumor poor Negative N1 M0 NA NA NA NA NA NA
117G2016A1 ECC 54 Female CSYS I primary tumor poor Negative N0 M0 NA NA NA NA NA NA
117G2026A1 GBC 66 Male CSYS III+IV metastatic tumor poor Negative NX M1 NA NA NA NA NA NA
117G2087A1 ECC 60 Male CSYS III+IV metastatic tumor poor Negative NX M1 NA NA NA NA NA NA
117H2198A1 ICC 43 Male CSYS NA primary tumor NA Negative NX MX NA NA NA NA NA NA
117H2255A1 GBC 58 Female CSYS III+IV primary tumor poor Negative N1 M0 NA NA NA NA NA NA
117H2289A1 ICC 50 Male CSYS III+IV primary tumor poor Positive NX M1 NA NA NA NA NA NA
117H2404A1 ECC 39 Male CSYS III+IV primary tumor poor Negative N1 M0 NA NA NA NA NA NA
117H2427A1 GBC 60 Male CSYS III+IV primary tumor moderate Negative N0 M1 NA NA NA NA NA NA
117H2467A1 ICC 46 Male CSYS III+IV recurrent tumor moderate NA NX MX NA NA NA NA NA NA
117H2489A1 ICC 62 Female CSYS III+IV primary tumor moderate Negative NX M1 NA NA NA NA NA NA
117H2552A1 ECC 70 Female CSYS II primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
117I2596A1 ECC 48 Male CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
117I2661A1 ICC 46 Male CSYS III+IV primary tumor poor Negative NX MX NA NA NA NA NA NA
117I2687A1 ICC 66 Female CSYS III+IV primary tumor poor Positive N1 M0 NA NA NA NA NA NA
117I2735A1 ECC 54 Male CSYS II primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
117I2766A1 ECC 60 Female CSYS II primary tumor well Negative N0 M0 NA NA NA NA NA NA
117I2799A1 ICC 51 Male CSYS III+IV primary tumor poor Negative N1 M0 NA NA NA NA NA NA
117I2805A1 ECC 61 Male CSYS II primary tumor poor Negative N1 M0 NA NA NA NA NA NA
117I2844A1 ECC 70 Male CSYS III+IV recurrent tumor moderate Negative NX M1 NA NA NA NA NA NA
117I2845A1 ICC 73 Male CSYS NA primary tumor NA Negative NX MX NA NA NA NA NA NA
117I2858A1 ICC 72 Female CSYS NA primary tumor well Positive N0 MX NA NA NA NA NA NA
117I2888A1 ECC 69 Male CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
117I2908A1 GBC 55 Male CSYS III+IV primary tumor poor Positive N1 M0 NA NA NA NA NA NA
117I2919A1 ICC 62 Female CSYS NA primary tumor NA Negative NX MX NA NA NA NA NA NA
117I2931A1 GBC 61 Male CSYS II primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
117I2978A1 ICC 63 Female CSYS III+IV primary tumor poor Negative N0 M0 NA NA NA NA NA NA
117J3004A1 ICC 61 Male CSYS II primary tumor moderate Negative N0 M0 NA NA NA NA NA NA



117J3045A1 ICC 37 Male CSYS NA primary tumor poor Positive NX MX NA NA NA NA NA NA
117J3086A1 ICC 86 Male CSYS III+IV primary tumor poor Negative N1 M1 NA NA NA NA NA NA
117J3117A1 GBC 55 Male CSYS III+IV primary tumor NA Negative N0 M0 NA NA NA NA NA NA
117J3131A1 ICC 53 Male CSYS I primary tumor moderate Positive N0 M0 NA NA NA NA NA NA
117J3133A1 ECC 58 Female CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
117J3136A1 GBC 57 Female CSYS III+IV metastatic tumor NA NA NX M1 NA NA NA NA NA NA
117J3193A1 ECC 50 Female CSYS III+IV primary tumor moderate Negative NX M1 NA NA NA NA NA NA
117J3213A1 ICC 49 Male CSYS NA primary tumor moderate Positive NX MX NA NA NA NA NA NA
117J3237A1 GBC 31 Female CSYS III+IV metastatic tumor moderate Negative N0 M0 NA NA NA NA NA NA
117J3239A1 GBC 61 Female CSYS III+IV primary tumor poor Negative N1 M0 NA NA NA NA NA NA
117J3282A1 GBC 72 Male CSYS III+IV primary tumor poor Negative N1 M0 NA NA NA NA NA NA
117J3295A1 ECC 56 Female CSYS III+IV primary tumor moderate Negative N1 M0 NA NA NA NA NA NA
117J3306A1 ICC 58 Male CSYS II primary tumor moderate Positive N0 M0 NA NA NA NA NA NA
117J3318A1 GBC 73 Male CSYS III+IV primary tumor moderate Negative N1 M0 NA NA NA NA NA NA
117K3377A1 ICC 74 Male CSYS NA primary tumor NA Negative N0 M0 NA NA NA NA NA NA
117K3386A1 ICC 65 Male CSYS III+IV primary tumor moderate Positive NX M1 NA NA NA NA NA NA
117K3403A1 ECC 53 Male CSYS I primary tumor poor Negative N0 M0 NA NA NA NA NA NA
117K3508A1 GBC 51 Female CSYS III+IV metastatic tumor poor Negative N1 M1 NA NA NA NA NA NA
117K3520A1 ICC 53 Female CSYS III+IV primary tumor well Negative N1 M0 NA NA NA NA NA NA
117K3527A1 ICC 67 Female CSYS I primary tumor poor Positive N0 M0 NA NA NA NA NA NA
117K3556A1 ICC 60 Male CSYS III+IV primary tumor poor Positive NX MX NA NA NA NA NA NA
117K3576A1 ICC 54 Male CSYS III+IV primary tumor moderate Negative N1 M0 NA NA NA NA NA NA
117K3596A1 ECC 75 Female CSYS II primary tumor poor Negative N0 M0 NA NA NA NA NA NA
117K3609A1 ICC 48 Male CSYS III+IV primary tumor poor Positive N1 M1 NA NA NA NA NA NA
117K3620A1 ICC 52 Male CSYS III+IV primary tumor moderate NA NX M1 NA NA NA NA NA NA
117K3660A1 GBC 73 Female CSYS NA primary tumor moderate Negative NX MX NA NA NA NA NA NA
117K3669A1 ICC 54 Female CSYS III+IV primary tumor poor Negative N1 M1 NA NA NA NA NA NA
117K3688A1 GBC 49 Female CSYS III+IV primary tumor poor Negative N0 M0 NA NA NA NA NA NA
117K3699A1 ICC 67 Female CSYS III+IV metastatic tumor moderate Negative NX M1 NA NA NA NA NA NA
117K3728A1 ECC 61 Female CSYS II primary tumor poor Negative N1 M0 NA NA NA NA NA NA
117K3750A1 ICC 52 Male CSYS III+IV primary tumor poor NA N1 M0 NA NA NA NA NA NA
117L3780A1 ECC 60 Male CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
117L3815A1 GBC 57 Female CSYS III+IV primary tumor well Negative NX M1 NA NA NA NA NA NA
117L3816A1 ICC 58 Female CSYS III+IV primary tumor poor Positive N1 M0 NA NA NA NA NA NA
117L3817A1 ICC 65 Male CSYS II primary tumor poor Negative N0 M0 NA NA NA NA NA NA
117L3842A1 ICC 40 Male CSYS II primary tumor poor Positive N0 M0 NA NA NA NA NA NA
117L3851A1 ECC 60 Female CSYS III+IV metastatic tumor NA Negative NX M1 NA NA NA NA NA NA
117L3938A1 GBC 49 Female CSYS III+IV primary tumor poor Negative N0 M0 NA NA NA NA NA NA
117L3940A1 ICC 65 Male CSYS III+IV primary tumor well Negative N0 M1 NA NA NA NA NA NA
117L3952A1 ICC 51 Female CSYS III+IV primary tumor moderate NA N1 M0 NA NA NA NA NA NA
117L3964A1 ICC 52 Female CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
117L3965A1 ICC 64 Male CSYS II primary tumor poor Negative N0 M0 NA NA NA NA NA NA
117L4005A1 ICC 51 Male CSYS III+IV primary tumor poor Positive N0 M1 NA NA NA NA NA NA
117L4040A1 GBC 54 Female CSYS III+IV primary tumor poor Negative N1 M0 NA NA NA NA NA NA
117L4049A1 ICC 63 Male CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
117L4084A1 ICC 66 Male CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
117L4087A1 ECC 59 Female CSYS II primary tumor NA Negative N1 M0 NA NA NA NA NA NA
117L4089A1 ECC 46 Female CSYS II primary tumor poor Negative N1 M0 NA NA NA NA NA NA
117L4100A1 ICC 54 Male CSYS III+IV primary tumor moderate Positive N1 M0 NA NA NA NA NA NA
117L4103A1 GBC 50 Female CSYS III+IV metastatic tumor poor Negative NX M1 NA NA NA NA NA NA
117L4125A1 ICC 65 Female CSYS III+IV metastatic tumor moderate Negative NX M1 NA NA NA NA NA NA
117L4126A1 ICC 62 Male CSYS III+IV recurrent tumor poor Positive NX M1 NA NA NA NA NA NA
117L4133A1 GBC 52 Female CSYS II primary tumor poor Negative N0 M0 NA NA NA NA NA NA
117L4139A1 ECC 63 Male CSYS I primary tumor moderate NA N0 M0 NA NA NA NA NA NA
118A4239A1 ECC 73 Female CSYS II primary tumor poor Negative N1 M0 NA NA NA NA NA NA
118A4277A1 ICC 68 Female CSYS III+IV primary tumor poor Negative N1 M0 NA NA NA NA NA NA
118A4280A1 GBC 79 Male CSYS III+IV primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118A4284A1 ICC 52 Male CSYS II primary tumor moderate Positive N0 M0 NA NA NA NA NA NA
118A4298A1 ICC 57 Male CSYS III+IV primary tumor poor Negative NX M1 NA NA NA NA NA NA
118A4330A1 ECC 74 Male CSYS II primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118A4336A1 GBC 73 Male CSYS III+IV primary tumor moderate Negative N1 M0 NA NA NA NA NA NA
118A4375A1 ICC 67 Male CSYS III+IV primary tumor moderate Positive NX M1 NA NA NA NA NA NA
118A4386A1 ICC 57 Female CSYS III+IV primary tumor poor Negative N1 M0 NA NA NA NA NA NA
118A4387A1 GBC 74 Male CSYS III+IV metastatic tumor NA Negative NX M1 NA NA NA NA NA NA
118A4434A1 ICC 43 Female CSYS II primary tumor well Positive N0 M0 NA NA NA NA NA NA
118A4438A1 ICC 67 Female CSYS II primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118A4486A1 GBC 66 Male CSYS III+IV primary tumor well Negative N0 M0 NA NA NA NA NA NA
118A4554A1 GBC 70 Male CSYS II primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118A4682A2 ICC 57 Male CSYS II primary tumor moderate Positive N0 M0 NA NA NA NA NA NA
118A4689A1 ECC 34 Female CSYS II primary tumor NA Negative N0 M0 NA NA NA NA NA NA
118A4698A1 ECC 56 Female CSYS NA primary tumor poor Negative NX MX NA NA NA NA NA NA
118A4765A2 ICC 59 Female CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118B4778A1 ICC 52 Male CSYS III+IV metastatic tumor moderate Negative NX M1 NA NA NA NA NA NA
118B4782A1 ICC 80 Female CSYS III+IV primary tumor moderate Negative N0 M1 NA NA NA NA NA NA
118B4789A1 ECC 80 Female CSYS III+IV metastatic tumor NA Negative NX M1 NA NA NA NA NA NA
118B4791A2 ECC 76 Male CSYS II primary tumor moderate Positive N1 M0 NA NA NA NA NA NA
118B4864A2 ICC 59 Female CSYS NA primary tumor poor Negative NX MX NA NA NA NA NA NA
118B4888A1 ICC 62 Female CSYS NA primary tumor moderate Negative N0 MX NA NA NA NA NA NA
118B4909A1 GBC 67 Female CSYS III+IV metastatic tumor NA Negative NX M1 NA NA NA NA NA NA
118B4937A1 ICC 61 Female CSYS III+IV primary tumor NA Negative NX M1 NA NA NA NA NA NA
118B5017A1 ECC 60 Male CSYS II primary tumor poor Negative N1 M0 NA NA NA NA NA NA
118B5044A1 ECC 68 Male CSYS II primary tumor moderate NA N1 M0 NA NA NA NA NA NA
118B5053A1 ECC 60 Female CSYS II primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118B5073A1 GBC 62 Female CSYS III+IV metastatic tumor NA Negative N1 M1 NA NA NA NA NA NA
118B5110A1 ICC 74 Male CSYS NA primary tumor poor Negative NX MX NA NA NA NA NA NA
118B5118A1 ICC 65 Male CSYS NA primary tumor moderate Negative NX MX NA NA NA NA NA NA
118B5121A1 ECC 62 Male CSYS II primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118B5127A1 ECC 63 Female CSYS II primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118C5128A1 ICC 65 Male CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118C5132A1 ICC 55 Male CSYS III+IV primary tumor moderate Negative N1 M1 NA NA NA NA NA NA
118C5169A1 ICC 60 Female CSYS III+IV primary tumor moderate Negative N1 M0 NA NA NA NA NA NA
118C5218A1 ICC 63 Male CSYS III+IV primary tumor poor Negative NX M1 NA NA NA NA NA NA
118C5252A1 ICC 57 Male CSYS NA primary tumor NA Positive NX MX NA NA NA NA NA NA
118C5275A1 ICC 61 Female CSYS III+IV primary tumor poor Negative N1 M0 NA NA NA NA NA NA
118C5293A1 ICC 71 Male CSYS NA primary tumor moderate Negative NX MX NA NA NA NA NA NA
118C5350A2 ECC 66 Male CSYS NA primary tumor poor Negative NX MX NA NA NA NA NA NA
118C5506A1 ICC 64 Male CSYS III+IV primary tumor poor NA N1 M0 NA NA NA NA NA NA
118C5592A1 ICC 76 Female CSYS NA primary tumor NA Positive NX MX NA NA NA NA NA NA
118C5597A1 ECC 67 Male CSYS II primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118C5599A1 ICC 59 Female CSYS III+IV primary tumor poor Negative N1 M0 NA NA NA NA NA NA
118C5623A1 GBC 53 Female CSYS NA primary tumor poor Negative NX MX NA NA NA NA NA NA
118C5635A1 ICC 59 Male CSYS III+IV primary tumor poor Negative N1 M0 NA NA NA NA NA NA
118C5668A1 ICC 65 Female CSYS III+IV primary tumor poor Positive N1 M0 NA NA NA NA NA NA
118C5749A1 GBC 35 Male CSYS II primary tumor moderate Positive N0 M0 NA NA NA NA NA NA
118C5765A1 ICC 50 Male CSYS III+IV primary tumor moderate Negative N1 M0 NA NA NA NA NA NA
118C5766A1 ECC 72 Female CSYS II primary tumor moderate Negative N1 M0 NA NA NA NA NA NA
118C5792A1 ICC 65 Male CSYS NA primary tumor NA NA NX MX NA NA NA NA NA NA
118C5833A1 ICC 61 Male CSYS I primary tumor moderate NA N0 M0 NA NA NA NA NA NA
118C5910A1 ICC 73 Female CSYS III+IV primary tumor NA Positive N1 M0 NA NA NA NA NA NA
118D5912A3 ICC 53 Male CSYS III+IV metastatic tumor NA Negative NX MX NA NA NA NA NA NA
118D5925A1 ECC 64 Female CSYS II primary tumor poor Negative N1 M0 NA NA NA NA NA NA
118D5949A1 ECC 63 Male CSYS III+IV metastatic tumor moderate Negative NX M1 NA NA NA NA NA NA
118D5960A1 ICC 44 Male CSYS III+IV primary tumor NA Positive N1 M0 NA NA NA NA NA NA
118D5965A1 ECC 53 Male CSYS III+IV primary tumor moderate Negative NX M1 NA NA NA NA NA NA
118D6010J1 ECC 58 Female CSYS III+IV primary tumor moderate Negative N0 M0 NA NA NA NA NA NA



118D6094D1 GBC 74 Male CSYS II primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118D6120A1 GBC 54 Female CSYS II primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118D6166A1 ICC 72 Female CSYS III+IV primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118D6220A1 ICC 46 Female CSYS III+IV primary tumor well Negative NX M1 NA NA NA NA NA NA
118D6255A1 ICC 56 Female CSYS III+IV primary tumor poor Positive NX M1 NA NA NA NA NA NA
118D6295A1 ECC 38 Female CSYS III+IV primary tumor poor Negative NX M1 NA NA NA NA NA NA
118D6350A1 ICC 69 Male CSYS III+IV primary tumor moderate Positive N0 M0 NA NA NA NA NA NA
118D6360A1 ICC 61 Female CSYS II primary tumor moderate Positive N0 M0 NA NA NA NA NA NA
118D6403A1 ICC 73 Male CSYS NA primary tumor poor Negative NX MX NA NA NA NA NA NA
118D6420A1 GBC 81 Male CSYS I primary tumor well Negative N0 M0 NA NA NA NA NA NA
118D6519A1 ECC 47 Male CSYS III+IV primary tumor poor NA NX M1 NA NA NA NA NA NA
118D6546A1 GBC 57 Female CSYS III+IV metastatic tumor NA Negative NX M1 NA NA NA NA NA NA
118D6605A1 ECC 71 Female CSYS I primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118D6683A1 ICC 66 Male CSYS III+IV primary tumor poor Negative NX M1 NA NA NA NA NA NA
118D6684A1 ICC 60 Male CSYS III+IV primary tumor poor Negative NX MX NA NA NA NA NA NA
118D6719A1 ICC 69 Male CSYS III+IV primary tumor moderate Negative N1 M0 NA NA NA NA NA NA
118D6898A1 ECC 65 Male CSYS III+IV primary tumor well Negative N1 M0 NA NA NA NA NA NA
118D6984A1 ECC 73 Male CSYS II primary tumor poor Negative N1 M0 NA NA NA NA NA NA
118D6985A1 ICC 56 Male CSYS III+IV primary tumor poor Negative N1 M0 NA NA NA NA NA NA
118E7021A1 GBC 82 Male CSYS II primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118E7059A1 ICC 62 Male CSYS NA primary tumor poor Negative NX MX NA NA NA NA NA NA
118E7103A1 ECC 42 Female CSYS II primary tumor well Negative N0 M0 NA NA NA NA NA NA
118E7142A1 ECC 51 Male CSYS II primary tumor moderate Negative N1 M0 NA NA NA NA NA NA
118E7171A1 GBC 66 Female CSYS II primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118E7187A1 ICC 83 Female CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118E7191A1 ICC 65 Female CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118E7218A1 ECC 66 Male CSYS III+IV metastatic tumor moderate Negative NX M1 NA NA NA NA NA NA
118E7249A1 GBC 45 Female CSYS II primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118E7270A1 ECC 55 Male CSYS II primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118E7290A1 ECC 31 Male CSYS III+IV metastatic tumor NA Negative N1 M1 NA NA NA NA NA NA
118E7304A1 ECC 59 Male CSYS II metastatic tumor poor Negative N0 M0 NA NA NA NA NA NA
118E7306A1 ICC 63 Male CSYS NA primary tumor poor NA NX MX NA NA NA NA NA NA
118E7325A1 GBC 53 Female CSYS II primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118E7344A1 ICC 60 Male CSYS III+IV primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118E7407A1 ECC 72 Male CSYS III+IV primary tumor moderate Negative N1 M1 NA NA NA NA NA NA
118E7446A1 ICC 65 Female CSYS III+IV primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118E7470A1 ICC 54 Female CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118E7477A1 ICC 62 Male CSYS III+IV primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118E7484A1 ICC 59 Male CSYS III+IV metastatic tumor poor Positive NX M1 NA NA NA NA NA NA
118E7554A2 GBC 54 Female CSYS III+IV metastatic tumor NA Negative N0 M1 NA NA NA NA NA NA
118E7614A1 ICC 45 Male CSYS II primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118E7632A1 ICC 49 Female CSYS NA primary tumor poor Negative NX MX NA NA NA NA NA NA
118E7633A1 ICC 71 Male CSYS I primary tumor poor Positive N0 M0 NA NA NA NA NA NA
118E7744A1 ECC 61 Male CSYS I primary tumor moderate NA N0 M0 NA NA NA NA NA NA
118E7805A1 ICC 64 Female CSYS II primary tumor poor Positive N0 M0 NA NA NA NA NA NA
118E7868A1 ECC 63 Female CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118E7888A1 GBC 64 Female CSYS III+IV primary tumor poor Negative N0 M1 NA NA NA NA NA NA
118E7901A1 ICC 48 Male CSYS III+IV primary tumor moderate NA N0 M1 NA NA NA NA NA NA
118E7926A1 ICC 43 Female CSYS III+IV primary tumor poor Positive NX M1 NA NA NA NA NA NA
118E7940A1 ECC 77 Male CSYS II primary tumor poor NA N1 M0 NA NA NA NA NA NA
118E7964A1 ICC 67 Male CSYS III+IV metastatic tumor poor Negative NX MX NA NA NA NA NA NA
118E7982A2 ECC 58 Male CSYS II primary tumor moderate NA N1 M0 NA NA NA NA NA NA
118F7997A1 ICC 48 Female CSYS III+IV primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118F8082A1 ICC 68 Male CSYS III+IV metastatic tumor moderate Negative NX M1 NA NA NA NA NA NA
118F8090A1 ICC 54 Female CSYS NA primary tumor poor Negative NX MX NA NA NA NA NA NA
118F8094A1 ECC 47 Male CSYS II primary tumor moderate Negative N1 M0 NA NA NA NA NA NA
118F8096A1 ECC 59 Male CSYS II primary tumor poor Negative N1 M0 NA NA NA NA NA NA
118F8114A1 GBC 52 Male CSYS III+IV metastatic tumor poor Negative N1 M0 NA NA NA NA NA NA
118F8152A1 ICC 59 Male CSYS III+IV primary tumor poor Positive N1 M0 NA NA NA NA NA NA
118F8157A1 ICC 58 Female CSYS III+IV metastatic tumor NA Negative NX M1 NA NA NA NA NA NA
118F8167A1 ECC 44 Male CSYS III+IV metastatic tumor NA Negative NX M1 NA NA NA NA NA NA
118F8170A1 GBC 55 Female CSYS III+IV metastatic tumor NA NA NX M1 NA NA NA NA NA NA
118F8189A1 ICC 61 Female CSYS III+IV primary tumor poor Negative N0 M1 NA NA NA NA NA NA
118F8201A1 ICC 75 Female CSYS III+IV primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118F8208A1 ECC 35 Female CSYS NA primary tumor moderate Negative NX MX NA NA NA NA NA NA
118F8237A1 ICC 61 Male CSYS II primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118F8276A1 ICC 57 Female CSYS III+IV primary tumor moderate NA N0 M0 NA NA NA NA NA NA
118F8372A1 GBC 67 Female CSYS II primary tumor poor NA N0 M0 NA NA NA NA NA NA
118F8377A1 GBC 72 Female CSYS III+IV primary tumor poor Negative N1 M0 NA NA NA NA NA NA
118F8392A1 ECC 64 Male CSYS II primary tumor moderate Negative N1 M0 NA NA NA NA NA NA
118F8415A1 ECC 55 Female CSYS III+IV metastatic tumor moderate Negative NX M1 NA NA NA NA NA NA
118F8458A1 ICC 42 Male CSYS III+IV primary tumor poor Negative N1 M0 NA NA NA NA NA NA
118F8489A1 ICC 47 Male CSYS III+IV metastatic tumor NA Negative NX M1 NA NA NA NA NA NA
118F8522A1 ICC 68 Female CSYS I primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118F8546A1 ICC 46 Male CSYS NA primary tumor poor Negative NX MX NA NA NA NA NA NA
118F8558A1 ICC 67 Male CSYS III+IV primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118F8601A1 ICC 50 Male CSYS III+IV primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118F8632A1 GBC 66 Female CSYS III+IV primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118F8646A1 ECC 82 Female CSYS III+IV primary tumor poor Negative N1 M1 NA NA NA NA NA NA
118F8770A1 ICC 55 Female CSYS III+IV primary tumor moderate Negative N1 M0 NA NA NA NA NA NA
118F8792A1 ICC 64 Male CSYS III+IV primary tumor poor Positive N0 M0 NA NA NA NA NA NA
118F8797A1 ICC 55 Male CSYS III+IV primary tumor poor Negative N1 M0 NA NA NA NA NA NA
118F8813A2 ECC 72 Male CSYS I primary tumor well Positive N0 M0 NA NA NA NA NA NA
118F8844A1 GBC 62 Male CSYS III+IV metastatic tumor moderate Negative N1 M0 NA NA NA NA NA NA
118F8850A1 ICC 60 Female CSYS III+IV primary tumor poor Negative N1 M0 NA NA NA NA NA NA
118F8903A1 GBC 59 Male CSYS III+IV primary tumor moderate Negative N1 M0 NA NA NA NA NA NA
118G1224A1 ICC 39 Male CSYS III+IV primary tumor moderate Negative N1 M1 NA NA NA NA NA NA
118G1344A1 ICC 57 Male CSYS III+IV primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118G1348A1 GBC 48 Female CSYS II primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118G8977A1 ICC 44 Male CSYS NA primary tumor poor Positive NX MX NA NA NA NA NA NA
118G9081A1 ICC 59 Male CSYS III+IV primary tumor moderate Positive N1 M1 NA NA NA NA NA NA
118G9119A1 ICC 46 Female CSYS I primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118G9120A1 ECC 52 Female CSYS NA primary tumor poor Negative NX MX NA NA NA NA NA NA
118G9233A1 ICC 71 Male CSYS III+IV primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118G9262A1 ICC 51 Female CSYS I primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118G9348A1 GBC 55 Male CSYS II primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118G9364A1 ICC 65 Male CSYS III+IV primary tumor poor Negative NX M1 NA NA NA NA NA NA
118G9391A1 ICC 65 Male CSYS III+IV primary tumor poor NA N0 M0 NA NA NA NA NA NA
118G9397A1 GBC 47 Male CSYS II primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118G9417A2 ECC 67 Male CSYS II primary tumor moderate NA N0 M0 NA NA NA NA NA NA
118G9421A1 ICC 71 Male CSYS III+IV primary tumor poor Negative N1 M0 NA NA NA NA NA NA
118G9423A1 GBC 75 Female CSYS III+IV primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118G9448A1 GBC 78 Male CSYS III+IV metastatic tumor poor NA NX M1 NA NA NA NA NA NA
118G9512A1 ECC 66 Male CSYS III+IV primary tumor moderate Negative N1 M0 NA NA NA NA NA NA
118G9558J1 GBC 54 Female CSYS III+IV primary tumor moderate Negative N0 M1 NA NA NA NA NA NA
118G9559A1 ECC 68 Female CSYS II primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118G9581A1 ICC 55 Female CSYS NA primary tumor NA Negative NX MX NA NA NA NA NA NA
118G9603A1 GBC 54 Female CSYS II primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118G9617A1 ICC 24 Male CSYS III+IV primary tumor moderate Positive NX M1 NA NA NA NA NA NA
118G9676A1 ICC 61 Male CSYS III+IV primary tumor moderate Positive NX MX NA NA NA NA NA NA
118G9722A1 ICC 44 Male CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118G9724A1 ICC 56 Female CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118G9729A1 ICC 37 Male CSYS NA primary tumor poor Positive NX MX NA NA NA NA NA NA
118G9742A1 ICC 65 Male CSYS III+IV primary tumor poor Negative N1 M0 NA NA NA NA NA NA
118G9781A1 ICC 61 Male CSYS III+IV primary tumor poor Positive N1 M0 NA NA NA NA NA NA



118G9797A1 GBC 47 Female CSYS II primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118G9912A1 GBC 64 Male CSYS III+IV primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118G9955A1 GBC 50 Male CSYS I primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118G9970A1 ECC 49 Male CSYS NA primary tumor moderate Negative NX MX NA NA NA NA NA NA
118H1438M1 ICC 56 Female CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118H1479A1 ICC 69 Female CSYS III+IV primary tumor poor Negative N1 M0 NA NA NA NA NA NA
118H1515A1 GBC 67 Male CSYS III+IV primary tumor moderate Negative N1 M0 NA NA NA NA NA NA
118H1577A1 ICC 74 Male CSYS III+IV primary tumor NA Negative NX M1 NA NA NA NA NA NA
118H1607A1 ICC 35 Male CSYS III+IV primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118H1642A1 ECC 65 Male CSYS III+IV primary tumor poor Negative N1 M0 NA NA NA NA NA NA
118H1685A1 ICC 55 Male CSYS II primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118H1689A1 ICC 69 Male CSYS III+IV metastatic tumor NA Negative NX M1 NA NA NA NA NA NA
118H1733A1 ECC 43 Male CSYS NA primary tumor poor Negative NX MX NA NA NA NA NA NA
118H1787A1 GBC 59 Female CSYS III+IV metastatic tumor NA Negative NX M1 NA NA NA NA NA NA
118H1840A1 ICC 65 Male CSYS NA primary tumor poor Negative NX MX NA NA NA NA NA NA
118H2136A1 ECC 63 Female CSYS III+IV metastatic tumor moderate Negative NX M1 NA NA NA NA NA NA
118H2149S1 ICC 73 Male CSYS III+IV primary tumor moderate NA N1 M1 NA NA NA NA NA NA
118H2157A1 ICC 53 Male CSYS NA primary tumor poor Positive NX MX NA NA NA NA NA NA
118H2438A1 ECC 73 Female CSYS II primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118H2472A1 ICC 66 Male CSYS NA primary tumor moderate Negative NX MX NA NA NA NA NA NA
118H2473A1 ECC 78 Male CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118H2475M1 ECC 55 Male CSYS III+IV primary tumor moderate Negative N1 M0 NA NA NA NA NA NA
118H2476A1 ICC 55 Male CSYS III+IV primary tumor moderate Positive NX M1 NA NA NA NA NA NA
118H2503A1 GBC 60 Male CSYS III+IV primary tumor moderate Negative N1 M1 NA NA NA NA NA NA
118H2531A3 GBC 27 Female CSYS NA metastatic tumor NA NA NX MX NA NA NA NA NA NA
118H2540A1 ECC 58 Male CSYS III+IV primary tumor poor Positive N1 M0 NA NA NA NA NA NA
118H2588A1 ECC 78 Male CSYS NA primary tumor poor Negative NX MX NA NA NA NA NA NA
118H2593A1 ICC 74 Female CSYS I primary tumor moderate Positive N0 M0 NA NA NA NA NA NA
118H2626A1 ICC 65 Male CSYS III+IV recurrent tumor NA Positive NX MX NA NA NA NA NA NA
118H2716A1 ICC 58 Male CSYS III+IV primary tumor poor Negative N1 M0 NA NA NA NA NA NA
118H2758A1 ECC 54 Female CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118I2919A1 ICC 56 Male CSYS III+IV metastatic tumor NA Positive NX M1 NA NA NA NA NA NA
118I2978M1 ICC 69 Male CSYS III+IV metastatic tumor moderate Negative N0 M0 NA NA NA NA NA NA
118I3162A1 ICC 63 Male CSYS III+IV primary tumor moderate Positive N1 M0 NA NA NA NA NA NA
118I3202A1 ICC 55 Female CSYS III+IV recurrent tumor moderate Negative NX MX NA NA NA NA NA NA
118I3402A1 ICC 53 Male CSYS II primary tumor poor Positive N0 M0 NA NA NA NA NA NA
118I3426A1 ECC 67 Female CSYS I primary tumor moderate NA N0 M0 NA NA NA NA NA NA
118I3457A2 ICC 57 Female CSYS NA primary tumor moderate Positive NX MX NA NA NA NA NA NA
118I3472M1 GBC 47 Female CSYS III+IV primary tumor moderate Negative N1 M0 NA NA NA NA NA NA
118I3488A1 ICC 67 Female CSYS III+IV primary tumor poor Positive N1 M0 NA NA NA NA NA NA
118I3510A1 ICC 55 Female CSYS III+IV primary tumor poor NA N1 M0 NA NA NA NA NA NA
118I3529A1 ECC 73 Male CSYS II primary tumor poor Positive N0 M0 NA NA NA NA NA NA
118I3532A1 ICC 59 Male CSYS III+IV primary tumor poor Positive N1 M0 NA NA NA NA NA NA
118I3573A1 GBC 61 Female CSYS III+IV metastatic tumor moderate Negative NX M1 NA NA NA NA NA NA
118I3576A1 ICC 65 Male CSYS II primary tumor poor Positive N0 M0 NA NA NA NA NA NA
118I3592A2 ECC 63 Male CSYS NA primary tumor poor NA N1 MX NA NA NA NA NA NA
118I3607A2 ICC 60 Female CSYS III+IV primary tumor poor Positive N0 M0 NA NA NA NA NA NA
118I3629A1 ECC 59 Female CSYS III+IV primary tumor moderate Negative N1 M0 NA NA NA NA NA NA
118I3652A1 ICC 75 Male CSYS III+IV primary tumor NA Positive N1 M1 NA NA NA NA NA NA
118I3743M1 GBC 64 Female CSYS III+IV metastatic tumor NA Negative NX M1 NA NA NA NA NA NA
118I3752D1 ICC 53 Male CSYS NA primary tumor poor Positive NX MX NA NA NA NA NA NA
118I3763A1 GBC 65 Male CSYS II primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118I3817A1 ICC 43 Male CSYS III+IV primary tumor poor Positive N0 M0 NA NA NA NA NA NA
118I3847A1 ICC 63 Male CSYS III+IV primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118I3850D1 ECC 69 Female CSYS I primary tumor moderate Positive N0 M0 NA NA NA NA NA NA
118I3860A1 ICC 62 Male CSYS III+IV primary tumor poor Negative N1 M0 NA NA NA NA NA NA
118I3960A1 GBC 72 Male CSYS III+IV primary tumor poor NA N0 M0 NA NA NA NA NA NA
118I3967M1 ICC 75 Male CSYS NA primary tumor poor Negative NX MX NA NA NA NA NA NA
118I4062A1 ICC 69 Male CSYS III+IV recurrent tumor moderate Negative NX MX NA NA NA NA NA NA
118J4224A1 ICC 57 Male CSYS III+IV recurrent tumor poor Positive NX MX NA NA NA NA NA NA
118J4228A1 ICC 62 Female CSYS III+IV primary tumor moderate Negative N1 M0 NA NA NA NA NA NA
118J4287M1 ICC 55 Male CSYS I primary tumor moderate Positive N0 M0 NA NA NA NA NA NA
118J4299M1 GBC 68 Female CSYS NA metastatic tumor poor NA NX MX NA NA NA NA NA NA
118J4384A1 ICC 69 Female CSYS NA primary tumor NA Positive NX MX NA NA NA NA NA NA
118J4450M1 ICC 54 Male CSYS III+IV primary tumor moderate Negative NX M1 NA NA NA NA NA NA
118J4625A1 ICC 60 Male CSYS III+IV primary tumor poor Negative N1 M0 NA NA NA NA NA NA
118J4646M1 ICC 60 Male CSYS III+IV primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118J4748M1 ICC 63 Male CSYS III+IV primary tumor poor Positive N0 M0 NA NA NA NA NA NA
118J4750A1 ICC 55 Male CSYS III+IV metastatic tumor poor Negative N1 M0 NA NA NA NA NA NA
118J4755M1 ICC 45 Male CSYS II primary tumor poor Positive N0 M0 NA NA NA NA NA NA
118J4761A1 ICC 69 Male CSYS III+IV primary tumor poor Positive N1 M0 NA NA NA NA NA NA
118J4779J1 ECC 51 Male CSYS II primary tumor poor NA N0 M0 NA NA NA NA NA NA
118J4845A1 ICC 66 Male CSYS II primary tumor moderate Positive N0 M0 NA NA NA NA NA NA
118J4887A1 GBC 58 Female CSYS III+IV primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118J4963M1 GBC 56 Female CSYS NA primary tumor NA Positive N1 MX NA NA NA NA NA NA
118J5065A1 ICC 63 Male CSYS III+IV primary tumor poor Positive NX MX NA NA NA NA NA NA
118J5083M1 ICC 42 Female CSYS III+IV primary tumor moderate NA N1 M1 NA NA NA NA NA NA
118J5085M1 ICC 51 Female CSYS NA primary tumor poor Positive NX MX NA NA NA NA NA NA
118J5119A1 ECC 58 Male CSYS III+IV metastatic tumor moderate Negative NX M1 NA NA NA NA NA NA
118J5135A1 ICC 74 Male CSYS III+IV primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118J5144A1 GBC 38 Female CSYS III+IV primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118J5169M1 ICC 75 Female CSYS III+IV primary tumor moderate Negative NX M1 NA NA NA NA NA NA
118J5206M1 ECC 39 Female CSYS III+IV metastatic tumor poor Positive NX M1 NA NA NA NA NA NA
118J5249M1 ECC 59 Female CSYS II primary tumor poor Positive N1 M0 NA NA NA NA NA NA
118J5276A1 ECC 55 Female CSYS I primary tumor poor Positive N0 M0 NA NA NA NA NA NA
118J5402A1 ICC 50 Male CSYS III+IV metastatic tumor poor Positive N1 M0 NA NA NA NA NA NA
118J5518M1 ICC 34 Male CSYS III+IV primary tumor poor Positive NX M1 NA NA NA NA NA NA
118J5583A1 ICC 67 Male CSYS NA primary tumor poor Positive NX MX NA NA NA NA NA NA
118K5630A1 ICC 65 Male CSYS III+IV primary tumor moderate Positive N1 M0 NA NA NA NA NA NA
118K5635M1 ECC 54 Male CSYS II primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118K5684M1 GBC 74 Male CSYS III+IV metastatic tumor moderate Positive NX M1 NA NA NA NA NA NA
118K5718A1 ICC 66 Male CSYS II primary tumor poor Positive N0 M0 NA NA NA NA NA NA
118K5909A1 GBC 67 Female CSYS NA primary tumor moderate Positive NX MX NA NA NA NA NA NA
118K5971J1 ICC 42 Male CSYS I primary tumor moderate Positive N0 M0 NA NA NA NA NA NA
118K5984A1 ICC 56 Female CSYS III+IV primary tumor moderate Positive NX M1 NA NA NA NA NA NA
118K5992M1 ICC 60 Male CSYS NA primary tumor NA Positive NX MX NA NA NA NA NA NA
118K5993A1 GBC 52 Female CSYS III+IV recurrent tumor NA Positive NX MX NA NA NA NA NA NA
118K6072M1 ICC 56 Male CSYS III+IV primary tumor moderate Positive N1 M0 NA NA NA NA NA NA
118K6080A1 GBC 68 Female CSYS III+IV primary tumor moderate Positive N1 M0 NA NA NA NA NA NA
118K6130M1 ICC 52 Female CSYS I primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118K6186A1 ICC 63 Male CSYS III+IV primary tumor moderate NA N0 M0 NA NA NA NA NA NA
118K6209A1 ICC 69 Female CSYS NA primary tumor moderate Negative NX MX NA NA NA NA NA NA
118K6272A1 GBC 52 Female CSYS II primary tumor moderate Positive N0 M0 NA NA NA NA NA NA
118K6285M1 GBC 66 Female CSYS III+IV primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118K6312M1 GBC 54 Female CSYS NA primary tumor moderate Negative NX M0 NA NA NA NA NA NA
118K6336A1 ECC 53 Male CSYS II primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118K6349A1 ECC 74 Female CSYS II primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118K6372A3 ICC 68 Male CSYS III+IV primary tumor poor Negative N1 M0 NA NA NA NA NA NA
118K6377A1 GBC 68 Male CSYS II primary tumor well Negative N0 M0 NA NA NA NA NA NA
118K6454A1 ICC 61 Female CSYS NA primary tumor NA Negative NX MX NA NA NA NA NA NA
118K6479M1 GBC 56 Male CSYS III+IV primary tumor poor Positive NX M1 NA NA NA NA NA NA
118K6509A1 GBC 48 Female CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118K6518A1 ICC 62 Female CSYS II primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118K6557A1 GBC 68 Male CSYS III+IV primary tumor well Negative N0 M1 NA NA NA NA NA NA
118K6580A1 GBC 72 Male CSYS NA primary tumor moderate Positive NX MX NA NA NA NA NA NA



118K6595M2 GBC 56 Female CSYS III+IV primary tumor NA Positive NX M1 NA NA NA NA NA NA
118K6631A1 ICC 46 Male CSYS III+IV primary tumor moderate Positive N1 M0 NA NA NA NA NA NA
118K6637M1 ECC 74 Female CSYS NA primary tumor NA Negative NX MX NA NA NA NA NA NA
118K6653A1 GBC 68 Male CSYS III+IV metastatic tumor NA Negative NX M1 NA NA NA NA NA NA
118K6674A1 ECC 71 Male CSYS III+IV metastatic tumor poor Negative N1 M0 NA NA NA NA NA NA
118K6703A1 ICC 61 Male CSYS II primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118K6789A1 ICC 65 Female CSYS III+IV primary tumor moderate Positive N1 M1 NA NA NA NA NA NA
118K6855M1 ECC 53 Male CSYS I primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118K6924A1 ICC 62 Female CSYS I primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118K6958A1 GBC 66 Male CSYS III+IV metastatic tumor NA Negative NX M1 NA NA NA NA NA NA
118K6975A1 ECC 65 Female CSYS II primary tumor moderate Positive N0 M0 NA NA NA NA NA NA
118K6977A1 GBC 64 Female CSYS III+IV metastatic tumor poor Negative NX M1 NA NA NA NA NA NA
118K6986A1 ICC 53 Male CSYS III+IV primary tumor poor Positive NX MX NA NA NA NA NA NA
118K7052M1 ICC 46 Female CSYS III+IV primary tumor moderate Positive N0 M1 NA NA NA NA NA NA
118K7082A1 ICC 62 Female CSYS III+IV primary tumor poor Negative N1 M0 NA NA NA NA NA NA
118K7083M1 ICC 65 Female CSYS III+IV primary tumor moderate Positive N0 M0 NA NA NA NA NA NA
118L7106A1 GBC 59 Male CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118L7131A1 ECC 72 Male CSYS III+IV metastatic tumor moderate Negative NX M1 NA NA NA NA NA NA
118L7133A1 ICC 40 Male CSYS NA primary tumor poor Positive NX MX NA NA NA NA NA NA
118L7161A1 GBC 62 Female CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118L7198A1 ICC 56 Male CSYS III+IV primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118L7202A1 GBC 45 Female CSYS III+IV metastatic tumor moderate Negative NX M1 NA NA NA NA NA NA
118L7212A1 ICC 69 Female CSYS I primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118L7229A1 GBC 71 Female CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118L7236A1 ICC 47 Female CSYS III+IV primary tumor NA Positive NX M1 NA NA NA NA NA NA
118L7265A2 ECC 49 Male CSYS II primary tumor moderate Negative N0 MX NA NA NA NA NA NA
118L7275A1 ECC 63 Female CSYS III+IV primary tumor poor Positive NX M1 NA NA NA NA NA NA
118L7370A1 ICC 65 Female CSYS III+IV primary tumor moderate Positive N1 M0 NA NA NA NA NA NA
118L7386A1 ICC 56 Male CSYS III+IV primary tumor moderate Negative N1 M0 NA NA NA NA NA NA
118L7404M1 GBC 61 Female CSYS III+IV metastatic tumor poor Negative NX M1 NA NA NA NA NA NA
118L7413A1 ECC 60 Female CSYS III+IV metastatic tumor poor Positive NX M1 NA NA NA NA NA NA
118L7497M1 ICC 70 Male CSYS III+IV primary tumor NA Positive NX M1 NA NA NA NA NA NA
118L7516M1 ICC 71 Female CSYS II primary tumor moderate Positive N0 M0 NA NA NA NA NA NA
118L7537A1 ECC 51 Male CSYS II primary tumor poor Positive N1 M0 NA NA NA NA NA NA
118L7560M1 ICC 56 Male CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118L7574A1 ICC 56 Female CSYS III+IV primary tumor poor Negative N1 M0 NA NA NA NA NA NA
118L7607A1 ICC 63 Male CSYS NA primary tumor poor Negative NX MX NA NA NA NA NA NA
118L7654M1 ICC 68 Male CSYS NA primary tumor moderate Positive NX MX NA NA NA NA NA NA
118L7656M1 ICC 62 Male CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118L7756A1 ICC 47 Male CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118L7757A1 ICC 39 Male CSYS I primary tumor poor Positive N0 M0 NA NA NA NA NA NA
118L7820J1 ICC 31 Male CSYS NA primary tumor poor Negative NX MX NA NA NA NA NA NA

118L7848M1 ICC 69 Female CSYS III+IV primary tumor moderate Positive N1 M0 NA NA NA NA NA NA
118L7853A1 ECC 53 Male CSYS II primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118L7860A1 GBC 82 Male CSYS III+IV primary tumor poor Negative N1 M1 NA NA NA NA NA NA
118L7867A1 ICC 43 Female CSYS III+IV primary tumor moderate Positive NX M1 NA NA NA NA NA NA
118L7895A1 ECC 30 Male CSYS III+IV metastatic tumor poor Positive NX M1 NA NA NA NA NA NA
118L8016M1 ECC 33 Male CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118L8023M2 ICC 74 Male CSYS III+IV metastatic tumor poor Negative NX M1 NA NA NA NA NA NA
118L8029M1 ICC 55 Male CSYS III+IV primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118L8044A1 ECC 64 Female CSYS III+IV primary tumor poor Positive NX M1 NA NA NA NA NA NA
118L8083A1 ICC 59 Male CSYS I primary tumor poor Positive N0 M0 NA NA NA NA NA NA
118L8213A1 ICC 66 Female CSYS I recurrent tumor poor Negative N0 M0 NA NA NA NA NA NA
118L8367M1 GBC 49 Female CSYS III+IV primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118L8370M1 ECC 64 Male CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118L8457A1 ICC 32 Male CSYS III+IV primary tumor poor Positive N0 M0 NA NA NA NA NA NA
118L8475A1 ICC 52 Female CSYS III+IV primary tumor poor Positive N0 M0 NA NA NA NA NA NA
118L8606A1 GBC 60 Male CSYS III+IV primary tumor poor Negative N1 MX NA NA NA NA NA NA
118L8638M2 ICC 51 Female CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
118L8642M1 GBC 64 Female CSYS III+IV metastatic tumor poor Negative N0 M1 NA NA NA NA NA NA
118L8875M1 ICC 63 Female CSYS III+IV primary tumor moderate Positive N0 M0 NA NA NA NA NA NA
118L8884A1 ECC 54 Male CSYS II primary tumor poor NA N0 M0 NA NA NA NA NA NA
118L8913A1 ECC 73 Male CSYS II primary tumor moderate Positive N0 M0 NA NA NA NA NA NA
118L8983A1 ECC 73 Male CSYS II primary tumor poor Negative N0 M0 NA NA NA NA NA NA
118L8989A1 ECC 67 Male CSYS II primary tumor poor Positive N0 M0 NA NA NA NA NA NA
118L9109A2 ICC 54 Female CSYS III+IV primary tumor poor Negative N1 M0 NA NA NA NA NA NA
118L9110M1 ICC 51 Male CSYS II primary tumor moderate Positive N0 M0 NA NA NA NA NA NA
119A1499J1 ICC 60 Male CSYS NA primary tumor poor Positive NX MX NA NA NA NA NA NA

119A1568M1 ECC 61 Male CSYS III+IV metastatic tumor moderate Positive NX M1 NA NA NA NA NA NA
119A1621M1 GBC 65 Female CSYS III+IV primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
119A1715M1 ICC 73 Female CSYS III+IV primary tumor poor Negative NX MX NA NA NA NA NA NA
119A1725M1 ICC 71 Female CSYS III+IV primary tumor poor Negative NX M1 NA NA NA NA NA NA
119A1933A1 ICC 66 Female CSYS NA primary tumor poor Negative NX MX NA NA NA NA NA NA
119A1949A1 ICC 65 Female CSYS III+IV primary tumor poor Negative N1 MX NA NA NA NA NA NA
119A9209D1 ECC 62 Male CSYS II primary tumor moderate Negative N1 M0 NA NA NA NA NA NA
119A9336A1 ECC 58 Male CSYS III+IV primary tumor moderate Negative NX M0 NA NA NA NA NA NA
119A9340A1 ECC 46 Male CSYS NA metastatic tumor poor Positive NX MX NA NA NA NA NA NA
119A9694A1 ICC 67 Male CSYS I primary tumor moderate Positive N0 M0 NA NA NA NA NA NA
119A9698A1 GBC 79 Female CSYS II primary tumor poor Negative N0 M0 NA NA NA NA NA NA
119A9702A1 ICC 43 Male CSYS NA primary tumor moderate Negative NX MX NA NA NA NA NA NA
119A9806A1 ECC 72 Male CSYS III+IV primary tumor moderate Negative N1 MX NA NA NA NA NA NA
119A9889A1 ICC 65 Male CSYS III+IV primary tumor poor NA N1 M0 NA NA NA NA NA NA
216L0152A1 ICC 72 Male CSYS III+IV primary tumor NA Negative NX M1 NA NA NA NA NA NA
216L0276A1 ICC 61 Female CSYS NA primary tumor NA Negative NX MX NA NA NA NA NA NA
217A0361A1 ICC 50 Female CSYS NA primary tumor NA Negative N1 M0 NA NA NA NA NA NA
217B0420A1 ECC 63 Male CSYS III+IV metastatic tumor poor Negative N0 M0 NA NA NA NA NA NA
217B0528A1 ICC 44 Female CSYS NA primary tumor NA Negative NX MX NA NA NA NA NA NA
217C0588A1 ICC 55 Female CSYS III+IV primary tumor poor Positive N1 M0 NA NA NA NA NA NA
217C0745A1 ICC 48 Female CSYS III+IV primary tumor moderate Negative N1 M0 NA NA NA NA NA NA
217D0937A1 ICC 56 Male CSYS II primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
217E1258A1 ICC 53 Female CSYS III+IV metastatic tumor poor Positive N1 M0 NA NA NA NA NA NA
217E1387A1 ICC 65 Female CSYS III+IV recurrent tumor NA Positive NX MX NA NA NA NA NA NA
217F1558A1 ICC 67 Male CSYS NA primary tumor NA Negative NX MX NA NA NA NA NA NA
217F1599A1 ECC 54 Female CSYS II primary tumor poor Negative N0 M0 NA NA NA NA NA NA
217F1625A1 ICC 88 Female CSYS NA primary tumor NA Negative NX MX NA NA NA NA NA NA
217F1660A1 GBC 53 Female CSYS III+IV metastatic tumor NA Negative NX M1 NA NA NA NA NA NA
217F1870A1 ICC 83 Male CSYS II metastatic tumor NA Negative N0 M0 NA NA NA NA NA NA
217G1915A1 GBC 73 Male CSYS III+IV metastatic tumor poor Negative NX M1 NA NA NA NA NA NA
217G2113A1 ICC 59 Male CSYS III+IV primary tumor moderate Negative N1 M0 NA NA NA NA NA NA
217H2225A1 GBC 51 Female CSYS NA primary tumor poor Negative NX MX NA NA NA NA NA NA
217H2254A1 ICC 57 Male CSYS III+IV primary tumor poor NA N1 M0 NA NA NA NA NA NA
217H2400A1 ICC 28 Male CSYS NA primary tumor NA Negative NX MX NA NA NA NA NA NA
217H2423A1 ECC 59 Male CSYS NA primary tumor NA Negative NX MX NA NA NA NA NA NA
217H2487A1 ICC 48 Female CSYS NA primary tumor NA Negative NX MX NA NA NA NA NA NA
217I2570A1 GBC 59 Male CSYS III+IV metastatic tumor NA Positive N0 M1 NA NA NA NA NA NA
217I2920A1 GBC 60 Female CSYS III+IV metastatic tumor poor Negative NX M1 NA NA NA NA NA NA
217I2921A1 GBC 80 Female CSYS III+IV metastatic tumor NA Negative NX M1 NA NA NA NA NA NA
217J3201A1 ICC 68 Male CSYS III+IV primary tumor poor Negative N0 M0 NA NA NA NA NA NA
217K3355A1 ICC 83 Female CSYS NA primary tumor NA Positive NX MX NA NA NA NA NA NA
217K3692A1 GBC 77 Female CSYS NA metastatic tumor NA Negative NX MX NA NA NA NA NA NA
217K3729A1 ICC 71 Male CSYS III+IV primary tumor poor Positive N1 M0 NA NA NA NA NA NA
217K3730A1 ICC 54 Female CSYS II primary tumor poor Negative N0 M0 NA NA NA NA NA NA
217L3903A1 ICC 50 Male CSYS NA primary tumor poor Positive NX MX NA NA NA NA NA NA
218A4699A1 ICC 73 Female CSYS NA primary tumor NA Positive NX MX NA NA NA NA NA NA
218B4967A1 ICC 71 Male CSYS NA primary tumor NA Positive NX MX NA NA NA NA NA NA



218C5441A1 ICC 56 Female CSYS NA primary tumor NA Negative NX MX NA NA NA NA NA NA
218C5575A1 ICC 58 Male CSYS III+IV metastatic tumor poor Positive NX M1 NA NA NA NA NA NA
218C5588A2 GBC 44 Female CSYS III+IV metastatic tumor NA Negative NX M1 NA NA NA NA NA NA
218C5780A1 ICC 32 Female CSYS NA primary tumor NA Positive NX MX NA NA NA NA NA NA
218D5915A1 GBC 58 Male CSYS II primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
218D6413A1 ICC 50 Male CSYS NA primary tumor NA Positive NX MX NA NA NA NA NA NA
218D6471A1 ICC 66 Male CSYS III+IV primary tumor poor Positive NX MX NA NA NA NA NA NA
218D6874A1 ICC 62 Female CSYS III+IV primary tumor poor Negative NX M1 NA NA NA NA NA NA
218E7563A1 ICC 60 Female CSYS NA primary tumor NA Negative NX MX NA NA NA NA NA NA
218E7564A1 ICC 71 Male CSYS I primary tumor NA Negative N0 M0 NA NA NA NA NA NA
218E7890A1 ICC 53 Female CSYS III+IV primary tumor poor NA N0 M0 NA NA NA NA NA NA
218F8298A1 ICC 42 Female CSYS NA primary tumor NA NA NX MX NA NA NA NA NA NA
218F8400A1 ICC 52 Male CSYS NA primary tumor poor NA N1 MX NA NA NA NA NA NA
218F8651A1 ECC 55 Female CSYS II primary tumor moderate Negative N1 M0 NA NA NA NA NA NA
218G8980A1 ECC 79 Female CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
218G9808A1 ICC 49 Female CSYS NA primary tumor NA Negative N1 M0 NA NA NA NA NA NA
218G9947A1 ECC 53 Male CSYS III+IV metastatic tumor moderate Negative NX M1 NA NA NA NA NA NA
218G9952A1 ICC 60 Female CSYS III+IV primary tumor poor Negative N1 M1 NA NA NA NA NA NA
218H1383A1 ICC 55 Male CSYS II primary tumor poor Positive N0 M0 NA NA NA NA NA NA
218H1627A1 ECC 78 Male CSYS I primary tumor poor Negative N0 M0 NA NA NA NA NA NA
218H1955A1 ICC 53 Male CSYS III+IV primary tumor poor Positive N0 M0 NA NA NA NA NA NA
218H2052A1 ICC 45 Female CSYS III+IV primary tumor poor Negative N1 M0 NA NA NA NA NA NA
218H2159A1 ECC 62 Male CSYS II primary tumor moderate NA N0 M0 NA NA NA NA NA NA
218I2875A1 ICC 46 Female CSYS NA primary tumor NA Negative NX MX NA NA NA NA NA NA
218I3043A1 GBC 62 Female CSYS II primary tumor poor Negative N0 M0 NA NA NA NA NA NA
218I3048A1 ECC 60 Male CSYS III+IV primary tumor poor NA N0 M1 NA NA NA NA NA NA
218J4306A1 ICC 49 Male CSYS III+IV recurrent tumor moderate Positive NX MX NA NA NA NA NA NA
218J4308A1 ICC 37 Male CSYS NA primary tumor moderate Positive N1 MX NA NA NA NA NA NA
218J4341A1 ICC 40 Male CSYS NA primary tumor poor Positive NX MX NA NA NA NA NA NA
218J4343A1 ICC 76 Female CSYS III+IV metastatic tumor moderate Negative NX M1 NA NA NA NA NA NA
218J4612A1 ICC 36 Female CSYS III+IV primary tumor moderate Negative N1 M0 NA NA NA NA NA NA
218J5499A1 ICC 44 Male CSYS III+IV primary tumor poor Negative N1 M0 NA NA NA NA NA NA
218K6790A1 ICC 68 Male CSYS III+IV recurrent tumor poor Positive NX MX NA NA NA NA NA NA
218K6907A1 ICC 54 Female CSYS NA primary tumor poor Positive NX MX NA NA NA NA NA NA
218L7136A1 ECC 34 Female CSYS III+IV primary tumor moderate Positive N1 M0 NA NA NA NA NA NA
218L7137A1 ICC 56 Male CSYS III+IV primary tumor moderate Positive N0 M1 NA NA NA NA NA NA
218L7990A1 ICC 49 Male CSYS III+IV primary tumor poor Positive N1 M0 NA NA NA NA NA NA
218L9107A1 GBC 55 Female CSYS III+IV metastatic tumor NA Negative NX M1 NA NA NA NA NA NA
219A1770D1 ECC 61 Female CSYS II primary tumor poor Negative N1 M0 NA NA NA NA NA NA
219A9920A1 ICC 55 Female CSYS III+IV metastatic tumor poor Positive NX MX NA NA NA NA NA NA
24059085A1 ICC 63 Male CSYS III+IV primary tumor moderate Negative NX MX NA NA NA NA NA NA
618F8157A2 ICC 58 Female CSYS III+IV metastatic tumor NA Negative NX M1 NA NA NA NA NA NA
618F8167A2 ECC 44 Male CSYS III+IV metastatic tumor NA Negative NX M1 NA NA NA NA NA NA
ASCO795410 ICC 54 Male CSYS NA primary tumor NA Negative NX MX NA NA NA NA NA NA
CASE111111 GBC 69 Female CSYS II primary tumor poor Negative N0 M0 NA NA NA NA NA NA
CASE222222 GBC 74 Male CSYS III+IV primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
CASE333333 GBC 54 Female CSYS II primary tumor poor Negative N0 M0 NA NA NA NA NA NA
CASE444444 GBC 64 Female CSYS II primary tumor poor Negative N0 M0 NA NA NA NA NA NA
CASE555555 GBC 40 Female CSYS III+IV primary tumor poor Negative N0 MX NA NA NA NA NA NA
R18C5410R2 ECC 68 Male CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
R18C5411R2 ECC 53 Female CSYS I primary tumor poor Negative N0 M0 NA NA NA NA NA NA
R18D6313R1 GBC 45 Female CSYS NA primary tumor NA Negative NX MX NA NA NA NA NA NA
R18D6314R1 GBC 37 Female CSYS NA primary tumor moderate Negative N0 MX NA NA NA NA NA NA
R18D6315R1 GBC 73 Male CSYS NA primary tumor poor Negative NX MX NA NA NA NA NA NA
R18D6316R1 GBC 63 Male CSYS II primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
R18D6317R1 GBC 60 Female CSYS NA primary tumor poor Negative NX MX NA NA NA NA NA NA
R18D6417R1 GBC 55 Female CSYS III+IV primary tumor poor Negative N1 M0 NA NA NA NA NA NA
R18D6463R1 GBC 69 Female CSYS II primary tumor poor Negative N0 M0 NA NA NA NA NA NA
R18D6470R1 GBC 58 Male CSYS II primary tumor poor Negative N0 M0 NA NA NA NA NA NA
R18D6483R1 GBC 54 Female CSYS III+IV primary tumor poor Negative NX M1 NA NA NA NA NA NA
R18D6488R1 GBC 37 Female CSYS III+IV primary tumor poor Negative N1 M0 NA NA NA NA NA NA
R18D6489R1 GBC 51 Female CSYS III+IV primary tumor moderate Negative N0 M1 NA NA NA NA NA NA
R18D6500R1 GBC 65 Female CSYS II primary tumor poor Negative N0 M0 NA NA NA NA NA NA
R18D6508R1 GBC 67 Male CSYS III+IV primary tumor poor Negative N0 M0 NA NA NA NA NA NA
R18D6510R1 GBC 64 Female CSYS II primary tumor poor Negative N0 M0 NA NA NA NA NA NA
R18D6521R1 GBC 79 Female CSYS II primary tumor poor Negative N0 M0 NA NA NA NA NA NA
R18D6523R1 GBC 74 Female CSYS III+IV primary tumor poor NA N1 M0 NA NA NA NA NA NA
R18D6529R1 GBC 52 Female CSYS III+IV primary tumor poor Negative N1 M0 NA NA NA NA NA NA
R18D6531R1 GBC 56 Male CSYS III+IV primary tumor poor Positive N0 M0 NA NA NA NA NA NA
R18D6542R1 GBC 50 Female CSYS II primary tumor poor Negative N0 M0 NA NA NA NA NA NA
R18D6543R1 GBC 45 Male CSYS II primary tumor poor Negative N0 M0 NA NA NA NA NA NA
R18D6640R1 GBC 65 Male CSYS III+IV primary tumor poor Negative N0 M0 NA NA NA NA NA NA
R18D6641R1 GBC 69 Female CSYS II primary tumor poor Negative N0 M0 NA NA NA NA NA NA
R18D6643R1 GBC 85 Female CSYS II primary tumor poor Negative N0 M0 NA NA NA NA NA NA
R18D6713R1 GBC 82 Female CSYS II primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
R18D6714R1 GBC 55 Male CSYS III+IV primary tumor poor Positive N0 M0 NA NA NA NA NA NA
R18D6831R1 ICC 67 Male CSYS NA primary tumor poor Negative NX MX NA NA NA NA NA NA
R18D6917S2 GBC 68 Female CSYS III+IV primary tumor moderate Negative N1 M0 NA NA NA NA NA NA
R18E7186R1 ECC 60 Male CSYS NA primary tumor NA Negative N0 M0 NA NA NA NA NA NA
R18F8364R1 GBC 71 Female CSYS II primary tumor moderate NA N0 M0 NA NA NA NA NA NA
R18F8368R1 GBC 68 Male CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
R18F8384R1 GBC 63 Female CSYS II primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
R18F8385R1 GBC 70 Female CSYS NA primary tumor poor NA NX MX NA NA NA NA NA NA
R18F8390R1 GBC 61 Female CSYS III+IV primary tumor poor Negative N1 M0 NA NA NA NA NA NA
R18F8410R1 GBC 59 Female CSYS III+IV primary tumor poor Negative N0 M1 NA NA NA NA NA NA
R18F8428R1 GBC 71 Female CSYS III+IV primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
R18F8429R1 GBC 52 Female CSYS II primary tumor poor Negative N0 M0 NA NA NA NA NA NA
R18F8432R1 GBC 58 Female CSYS III+IV primary tumor poor Positive NX M1 NA NA NA NA NA NA
R18F8433R1 GBC 68 Female CSYS II primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
R18F8442R1 GBC 73 Male CSYS III+IV primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
R18F8445R1 GBC 62 Female CSYS II primary tumor poor Negative N0 M0 NA NA NA NA NA NA
R18F8636M2 ICC 68 Female CSYS NA primary tumor NA Negative NX MX NA NA NA NA NA NA
R18G9202R1 ECC 53 Female CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
R18G9203R1 ECC 59 Male CSYS II primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
R18G9211R1 ECC 49 Female CSYS III+IV primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
R18G9220R1 ICC 38 Female CSYS III+IV primary tumor moderate NA N1 M0 NA NA NA NA NA NA
R18G9241R1 ECC 54 Male CSYS II primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
R18G9243R1 ECC 62 Male CSYS II primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
R18G9244R1 ECC 77 Male CSYS I primary tumor moderate NA N0 M0 NA NA NA NA NA NA
R18G9245R1 ICC 56 Male CSYS III+IV primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
R18G9249R1 ECC 52 Male CSYS II primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
R18G9250R1 ECC 58 Male CSYS III+IV primary tumor moderate NA N0 M0 NA NA NA NA NA NA
R18G9251R1 ECC 73 Male CSYS III+IV primary tumor moderate Negative N0 M1 NA NA NA NA NA NA
R18G9255R1 ECC 67 Male CSYS I primary tumor moderate NA N0 M0 NA NA NA NA NA NA
R18G9257R1 ECC 83 Male CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
R18G9258R1 ECC 54 Male CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
R18G9465R1 ECC 65 Male CSYS II primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
R18G9477R1 ECC 61 Male CSYS III+IV primary tumor moderate Negative N1 M0 NA NA NA NA NA NA
R18G9484R1 ECC 51 Male CSYS II primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
R18G9499R1 ECC 44 Male CSYS III+IV primary tumor moderate Negative N1 M0 NA NA NA NA NA NA
R18G9501R1 ECC 40 Female CSYS I primary tumor poor Negative N0 M0 NA NA NA NA NA NA
R18G9503R1 ECC 61 Male CSYS III+IV primary tumor moderate Negative N1 M0 NA NA NA NA NA NA
R18G9504R1 ECC 60 Male CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
R18G9508R1 ECC 38 Female CSYS III+IV primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
R18G9509R1 ECC 60 Female CSYS I primary tumor moderate Negative N0 M0 NA NA NA NA NA NA



R18H2220M1 ECC 71 Female CSYS II primary tumor moderate Negative N0 M0 NA NA NA NA NA NA
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Table S2. Gene list of the capture-based NGS platform (Cancer Sequencing YS panel, CSYS). 1 

Exons of 450 cancer-related genes 
ABL1 ABL2 ACVR1B ACVR2A ADAM29 ADGRA2 AKT1 AKT2 AKT3 ALK 

AMER1 APC APEX1 AR ARAF ARFRP1 ARID1A ARID1B ARID2 ASXL1 

ATF1 ATM ATR ATRX AURKA AURKB AXIN1 AXIN2 AXL BAP1 

BARD1 BCL2 BCL2L1 BCL2L11 BCL2L2 BCL6 BCOR BCORL1 BCR BIRC5 

BLK BLM BMPR1A BMX BRAF BRCA1 BRCA2 BRD4 BRIP1 BTG1 

BTK CAMTA1 CARD11 CBFB CBL CCND1 CCND2 CCND3 CCNE1 CD274 

CD79A CD79B CDC73 CDH1 CDK12 CDK4 CDK6 CDK8 CDKN1A CDKN1B 

CDKN2A CDKN2B CDKN2C CEBPA CFTR CHD2 CHD4 CHEK1 CHEK2 CIC 

COL1A1 CRBN CREB3L1 CREB3L2 CREBBP CRKL CRLF2 CSF1 CSF1R CSK 

CSNK1A1 CTCF CTNNA1 CTNNB1 CUL3 CXCR4 CYLD CYP17A1 CYP2D6 DAXX 

DDR1 DDR2 DICER1 DNMT3A DOT1L DPYD EGF EGFR EMSY EP300 

EPCAM EPHA2 EPHA3 EPHA5 EPHA7 EPHB1 ERBB2 ERBB3 ERBB4 ERCC1 

ERG ERRFI1 ESR1 ETV1 ETV4 ETV5 ETV6 EWSR1 EZH2 FAM135B 

FAM46C FANCA FANCC FANCD2 FANCE FANCF FANCG FANCL FANCM FAS 

FAT1 FAT3 FAT4 FBXW7 FEN1 FEV FGF10 FGF12 FGF14 FGF19 

FGF23 FGF3 FGF4 FGF6 FGF7 FGFR1 FGFR2 FGFR3 FGFR4 FGR 

FH FLCN FLI1 FLT1 FLT3 FLT4 FOS FOXL2 FOXO1 FOXP1 

FRS2 FUBP1 FUS FYN GABRA6 GATA1 GATA2 GATA3 GATA4 GATA6 

GID4 GLI1 GLI2 GLI3 GNA11 GNA13 GNAQ GNAS GRIN2A GRM3 

GSK3B H3F3A HCK HDAC9 HGF HNF1A HRAS HSD3B1 HSP90AA1 HTATIP2 

IDH1 IDH2 IGF1R IGF2 IKBKE IKZF1 IL7R INHBA INPP4B IRF2 

IRF4 IRS2 ITK JAK1 JAK2 JAK3 JUN KAT6A KDM5A KDM5B 

KDM5C KDM6A KDR KEAP1 KEL KIT KLHL6 KMT2A KMT2C KMT2D 

KRAS LCK LIMK1 LMO1 LRP1 LRP1B LRP2 LYN LZTR1 MACC1 

MAGI2 MAP2K1 MAP2K2 MAP2K4 MAP3K1 MAP3K13 MAP4K5 MCL1 MDM2 MDM4 

MED12 MEF2B MEN1 MERTK MET MGMT MITF MLH1 MPL MRE11A 

MS4A1 MSH2 MSH6 MST1R MTOR MUTYH MYB MYC MYCL MYCN 

MYD88 NBN NCOA2 NCOR1 NEK11 NF1 NF2 NFE2L2 NFIB NFKBIA 

NKX2-1 NOTCH1 NOTCH2 NOTCH3 NOTCH4 NPM1 NR4A3 NRAS NRG1 NRG3 

NSD1 NTRK1 NTRK2 NTRK3 NUP93 PAK3 PALB2 PARK2 PARP1 PARP2 

PARP3 PARP4 PAX5 PBRM1 PCA3 PDCD1 PDCD1LG2 PDGFB PDGFRA PDGFRB 

PDK1 PIK3C2B PIK3CA PIK3CB PIK3CD PIK3CG PIK3R1 PIK3R2 PKD2 PLA2G1B 

PLCG2 PMS2 POLB POLD1 POLE PPP2R1A PRDM1 PREX2 PRKACA PRKAR1A 

PRKCI PRKDC PRSS1 PRSS8 PTCH1 PTEN PTK2 PTK6 PTPN11 QKI 

RAC1 RAD50 RAD51 RAD51B RAD51C RAD51D RAD52 RAD54B RAD54L RAF1 

RANBP2 RARA RB1 RBM10 RECQL REL RELA RELB RET RHBDF2 

RHOA RICTOR RNF43 ROCK1 ROCK2 ROS1 RPTOR RUNX1 RUNX1T1 RXRA 

SDHA SDHB SDHC SDHD SETD2 SF3B1 SIK1 SLIT2 SMAD2 SMAD3 

SMAD4 SMARCA4 SMARCB1 SMARCD1 SMO SNCAIP SOCS1 SOX10 SOX2 SOX9 

SPEN SPINK1 SPOP SPTA1 SRC SRMS SS18 SSX1 STAG2 STAT3 

STAT4 STK11 STK24 SUFU SYK TAF1 TBX3 TCF7L2 TEK TERT 

TET1 TET2 TET3 TFE3 TGFBR1 TGFBR2 TIE1 TIPARP TMPRSS2 TNFAIP3 

TNFRSF14 TNFSF11 TNFSF13B TNK2 TOP1 TOP2A TP53 TPMT TSC1 TSC2 

TSHR TYK2 U2AF1 UGT1A1 VEGFA VHL WEE1 WEE2 WHSC1 WISP3 
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WT1 XIAP XPO1 XRCC2 XRCC3 YES1 ZBTB2 ZNF217 ZNF703 ZNF750 

Selected introns of 38 genes frequently rearranged in cancer 
ALK BCR BRAF BRCA1 BRCA2 DDR2 EGFR FGFR1 FGFR2 FGFR3 

KIT MET MSH2 NTRK1 NTRK2 PDGFRA RAF1 RARA RET ROS1 

AKT3 ERBB2 ERBB4 NTRK3 BCL2 BRD4 ETV1 ETV4 ETV5 ETV6 

EWSR1 MYB NOTCH2 SS18 TMPRSS2 NOTCH1 NRG1 PDGFB JAK2   

 1 

  2 
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Table S3. Potentially actionable targets (PATs) in BTC patients. 1 

Targets Mutation Types Drugs OncoKB 
level 

ESCAT 
tier 

ABL1 E255K, E255V, F317C, F317I, F3
17L, F317V, F359C, F359I, F359
V, T315A, Y253H, BCR-ABL1 
Fusion 

Bosutinib 2B III-A 

ALK Fusions Crizotinib 2B III-A 
BRAF V600E Encorafenib; 

Cetuximab; 
Binimetinib; 
Dabrafenib; 
Panitumumab; 
Trametinib 

2B III-A 

BRCA1 Oncogenic Mutations Olaparib 2B III-A 
BRCA2 Oncogenic Mutations Olaparib 2B III-A 
CDK4 Amplification Abemaciclib; 

Palbociclib 
2B III-A 

EGFR A763_Y764insFQEA Afatinib; Erlotinib; 
Gefitinib 

2B III-A 

ERBB2 Amplification, Oncogenic 
Mutations 

Ado-Trastuzumab 
Emtansine; 
Trastuzumab; 
Carboplatin-Taxol 
Regimen 

2B III-A 

KIT C809G, D816A, D816E, D816F, 
D816G, D816H, D816N, D816V, 
D816Y, D820A, D820E, D820G, 
D820Y, N822H, N822I, N822K, 
N822Y, R796G, Y823D, T670I, 
V654A, D816, Oncogenic 
Mutations 

Sorafenib; Imatinib 2B III-A 

MET Amplification, D1010mut, Exon 
14 Deletion, Exon 14 splice 
mutation, Y1003mut 

Cabozantinib; 
Crizotinib 

2B III-A 

PDGFR
A 

Oncogenic Mutations, D842V Imatinib, Dasatinib 2B III-A 

RET Fusions, Oncogenic Mutations Cabozantinib; 
Vandetanib; LOXO-292 

2B III-A 

TSC1 Oncogenic Mutations Everolimus 2B III-A 
TSC2 Oncogenic Mutations Everolimus 2B III-A 
FGFR2 Fusions BGJ398; Debio1347; 

AZD4547; Erdafitinib 
3A I-B 

IDH1 Oncogenic Mutations BGJ398; Debio1347; 
AZD4547; Erdafitinib 

3A I-B 

AKT1 E17K AZD5363 3B II-B 
NTRK Fusions larotrectinib 3B I-C 
MSI-H dMMR pembrolizumab 3B I-C 

 2 



Sample.ID Chr. Start_Pos End_Pos Variant_Class Variant_Type Ref_Allele Tumor_Allele1 Tumor_Allele2 Gene Symbol DNA_CHANGE AA_CHANGE
116K0135A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
116K0135A1 17 7577142 7577142 Nonsense_Mutation SNP C A A TP53 c.796G>T p.G266*
116K0135A1 2 47698190 47698190 Missense_Mutation SNP A G G MSH2 c.1748A>G p.N583S
116K0135A1 1 158606546 158606546 Missense_Mutation SNP T G G SPTA1 c.5195A>C p.K1732T
116K0135A1 1 158609707 158609707 Missense_Mutation SNP G T T SPTA1 c.4828C>A p.Q1610K
116L0197A1 - - Missense_Mutation SNP - - - TP53 c.654_655insGTG p.V218dup
116L0197A1 17 7578212 7578212 Nonsense_Mutation SNP G A A TP53 c.637C>T p.R213*
116L0197A1 11 92534643 92534643 Missense_Mutation SNP A G G FAT3 c.8464A>G p.I2822V
116L0197A1 2 48025777 48025777 Missense_Mutation SNP A G G MSH6 c.655A>G p.S219G
116L0197A1 1 40366499 40366499 Missense_Mutation SNP G T T MYCL c.698C>A p.P233H
116L0197A1 8 69002826 69002826 Missense_Mutation SNP C A A PREX2 c.2126C>A p.A709E
116L0197A1 1 158615147 158615147 Missense_Mutation SNP G A A SPTA1 c.4025C>T p.A1342V
116L0197A1 X 123181290 123181290 Missense_Mutation SNP C T T STAG2 c.754C>T p.R252W
116L0221A1 3 52439128 52439128 Nonsense_Mutation SNP G A A BAP1 c.1114C>T p.Q372*
116L0221A1 - - Frame_Shift_Ins INS - - - PBRM1 c.3550dupA P.M1184Nfs*11
116L0254A1 - - In_Frame_Del INS - - - BRAF c.1457_1471delP.N486_P490del
116L0254A1 16 2112992 2112992 Missense_Mutation SNP G A A TSC2 c.1381G>A p.V461M
116L0254A1 17 7577575 7577575 Missense_Mutation SNP A C C TP53 c.706T>G p.Y236D
116L0254A1 7 2976787 2976787 Missense_Mutation SNP C T T CARD11 c.1225G>A p.E409K
116L0254A1 17 11984782 11984782 Nonsense_Mutation SNP C T T MAP2K4 c.328C>T p.R110*
116L0254A1 18 48603023 48603023 Nonsense_Mutation SNP C T T SMAD4 c.1324C>T p.Q442*
116L0254A1 19 11138553 11138553 Missense_Mutation SNP C G G SMARCA4 c.3309C>G p.C1103W
116L0263A1 17 37881426 37881426 Missense_Mutation SNP A G G ERBB2 c.2528A>G p.D843G
116L0263A1 17 37868208 37868208 Missense_Mutation SNP C T T ERBB2 c.839C>T p.S280F
116L0263A1 1 156845889 156845889 Missense_Mutation SNP C T T NTRK1 c.1501C>T p.R501C
116L0263A1 17 7577557 7577557 Missense_Mutation SNP A T T TP53 c.724T>A p.C242S
116L0263A1 9 21971000 21971000 Nonsense_Mutation SNP C A A CDKN2A c.358G>T p.E120*
116L0263A1 9 21994137 21994137 Splice_Site SNP C A A CDKN2A c.193+1G>T -
116L0263A1 3 41266137 41266137 Missense_Mutation SNP C T T CTNNB1 c.134C>T p.S45F
116L0263A1 - - Frame_Shift_Del INS - - - SMAD4 c.854del p.N285Tfs*51
116L0263A1 3 170015084 170015084 Splice_Site SNP C G G PRKCI c.1498-8C>G -
116L0279A1 12 25398284 25398284 Missense_Mutation SNP C A A KRAS c.35G>T p.G12V
116L0279A1 6 93955072 93955072 Missense_Mutation SNP A T T EPHA7 c.2826T>A p.D942E
116L0279A1 20 57429454 57429454 Missense_Mutation SNP C T T GNAS c.947C>T p.T316M
116L0279A1 12 49435757 49435757 Nonsense_Mutation SNP G T T KMT2D c.6126C>A p.C2042*
116L0287A1 8 38283676 38283676 Missense_Mutation SNP C T T FGFR1 c.709G>A p.G237S
116L0287A1 5 149513266 149513266 Missense_Mutation SNP G A A PDGFRB c.817C>T p.R273C
116L0287A1 4 88989068 88989068 Missense_Mutation SNP C A A PKD2 c.2377C>A p.H793N
116L0287A1 2 198267484 198267484 Missense_Mutation SNP G A A SF3B1 c.1873C>T p.R625C
117B0454A1 - - Frame_Shift_Del INS - - - BAP1 c.1746delC p.S583Rfs*34
117B0454A1 - - Frame_Shift_Del INS - - - PBRM1 c.1704_1705del p.K569Nfs*3
117B0454A1 17 7577138 7577138 Missense_Mutation SNP C G G TP53 c.800G>C p.R267P
117B0454A1 1 16475389 16475389 Missense_Mutation SNP G C C EPHA2 c.307C>G p.R103G
117B0488A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
117B0488A1 17 7577539 7577539 Missense_Mutation SNP G A A TP53 c.742C>T p.R248W
117B0488A1 X 63411777 63411777 Missense_Mutation SNP C T T AMER1 c.1390G>A p.A464T
117B0545A1 1 16261091 16261091 Missense_Mutation SNP C T T SPEN c.8356C>T p.H2786Y
117B0545A1 12 56478854 56478854 Missense_Mutation SNP G C C ERBB3 c.310G>C p.V104L
117B0545A1 2 142012219 142012219 Splice_Site SNP A G G LRP1B c.344-9T>C -
117B0545A1 - - Frame_Shift_Del INS - - - LRP1B c.3794del p.S1265Lfs*23
117C0618A1 12 52374945 52374945 Missense_Mutation SNP A G G ACVR1B c.773A>G p.H258R
117C0618A1 1 27094336 27094336 Missense_Mutation SNP G T T ARID1A c.3044G>T p.G1015V
117C0618A1 21 39774503 39774503 Missense_Mutation SNP G A A ERG c.670C>T p.R224W
117C0618A1 20 57430298 57430298 Missense_Mutation SNP C T T GNAS c.1978C>T p.R660C
117C0618A1 1 202736067 202736067 Missense_Mutation SNP C T T KDM5B c.698G>A p.R233H
117C0618A1 12 49420606 49420606 Missense_Mutation SNP C T T KMT2D c.15143G>A p.R5048H
117C0618A1 - - Frame_Shift_Ins INS - - - PBRM1 c.4535_4536dupp.E1513Rfs*35
117C0618A1 - - Splice_Site SNP - - - RECQL c.868-3delT -
117C0618A1 1 11169753 11169753 Missense_Mutation SNP G A A MTOR c.7400C>T p.A2467V
117C0618A1 17 29557904 29557904 Nonsense_Mutation SNP C G G NF1 c.3158C>G p.S1053*
117C0618A1 - - In_Frame_Del INS - - - NF2 c.380del p.L127*
117C0618A1 1 179198519 179198519 Missense_Mutation SNP A G G ABL2 c.14T>C p.V5A
117C0618A1 10 89717778 89717778 Splice_Site SNP T C C PTEN c.801+2T>C -
117C0618A1 17 7574003 7574003 Nonsense_Mutation SNP G A A TP53 c.1024C>T p.R342*
117C0618A1 - - Frame_Shift_Del INS - - - TP53 c.902del p.P301Qfs*44
117C0618A1 - - Missense_Mutation SNP - - - CTNNB1 c.133_135del p.S45del
117C0618A1 15 99250981 99250981 Missense_Mutation SNP C A A IGF1R c.285C>A p.S95R
117C0618A1 5 156679629 156679629 Missense_Mutation SNP C T T ITK c.1804C>T p.R602W
117C0618A1 9 98240363 98240363 Missense_Mutation SNP G A A PTCH1 c.1321C>T p.R441C
117C0618A1 3 187443373 187443373 Missense_Mutation SNP G A A BCL6 c.1753C>T p.R585W
117C0618A1 X 129148573 129148573 Nonsense_Mutation SNP C T T BCORL1 c.1825C>T p.R609*
117C0618A1 1 51436158 51436158 Missense_Mutation SNP A G G CDKN2C c.118A>G p.T40A
117C0618A1 X 48652558 48652558 Missense_Mutation SNP C T T GATA1 c.1229C>T p.P410L
117C0618A1 11 64572285 64572285 Missense_Mutation SNP G A A MEN1 c.1354C>T p.R452W
117C0618A1 2 47672796 47672796 Missense_Mutation SNP G T T MSH2 c.1386G>T p.Q462H
117C0618A1 - - Frame_Shift_Ins INS - - - PIK3CB c.1810dup p.R604Pfs*29
117C0618A1 - - Frame_Shift_Del INS - - - RNF43 c.1976del p.G659Vfs*41
117C0618A1 14 81609778 81609778 Missense_Mutation SNP C T T TSHR c.1376C>T p.A459V
117C0646A1 11 118374777 118374777 Missense_Mutation SNP G A A KMT2A c.8170G>A p.D2724N
117C0646A1 8 93074800 93074800 Splice_Site SNP C A A RUNX1T1 c.-20G>T -
117C0646A1 12 56478932 56478932 Missense_Mutation SNP G T T ERBB3 c.388G>T p.A130S
117C0646A1 9 135798734 135798734 Splice_Site SNP C T T TSC1 c.508+1G>A -
117C0646A1 13 32914817 32914817 Missense_Mutation SNP G A A BRCA2 c.6325G>A p.V2109I
117C0646A1 17 7577534 7577534 Missense_Mutation SNP C G G TP53 c.747G>C p.R249S
117C0646A1 20 30659499 30659499 Missense_Mutation SNP G A A HCK c.34G>A p.G12R
117C0646A1 4 55973998 55973998 Missense_Mutation SNP T G G KDR c.1318A>C p.T440P
117C0646A1 1 204426884 204426884 Missense_Mutation SNP G A A PIK3C2B c.1685C>T p.P562L
117C0646A1 16 10274172 10274172 Missense_Mutation SNP C T T GRIN2A c.97G>A p.A33T
117C0646A1 8 48690301 48690301 Missense_Mutation SNP PRKDC c.11987T>A p.L3996Q
117C0651A1 - - Frame_Shift_Ins INS - - - ARID1A 2635_2636insCA p.V879Afs*58
117C0651A1 11 108199955 108199955 Nonsense_Mutation SNP C T T ATM c.7297C>T p.Q2433*
117C0651A1 - - Frame_Shift_Ins INS - - - EPHA2 c.279dup p.I94Yfs*4
117C0651A1 2 141660539 141660539 Missense_Mutation SNP C A A LRP1B c.3716G>T p.C1239F
117C0651A1 15 67482870 67482870 Missense_Mutation SNP C T T SMAD3 c.1274C>T p.S425F
117C0664A1 12 115112364 115112364 Missense_Mutation SNP C T T TBX3 c.1376G>A p.R459H
117C0664A1 10 114905771 114905771 Nonsense_Mutation SNP C T T TCF7L2 c.721C>T p.Q241*

Table S4. The somatic variants from coding regions of 803 patients with biliary tract carcinoma.



117C0664A1 X 48651642 48651642 Missense_Mutation SNP C T T GATA1 c.808C>T p.R270W
117C0733A1 21 44524456 44524456 Missense_Mutation SNP G T T U2AF1 c.101C>A p.S34Y
117C0733A1 12 25398284 25398284 Missense_Mutation SNP C A A KRAS c.35G>T p.G12V
117C0733A1 9 101908873 101908873 Nonsense_Mutation SNP C T T TGFBR1 c.1237C>T p.R413*
117C0733A1 6 32170055 32170055 Missense_Mutation SNP C T T NOTCH4 c.3553G>A p.G1185R
117C0866A1 - - Frame_Shift_Ins INS - - - STK11 c.400dup p.C134Lfs*29
117C0866A1 13 32912691 32912691 Missense_Mutation SNP A T T BRCA2 c.4199A>T p.H1400L
117C0866A1 3 30691929 30691929 Missense_Mutation SNP A G G TGFBR2 c.431A>G p.N144S
117D0978A1 3 178936082 178936082 Missense_Mutation SNP G A A PIK3CA c.1624G>A p.E542K
117D0978A1 17 7578406 7578406 Missense_Mutation SNP C T T TP53 c.524G>A p.R175H
117D0997A1 12 25398284 25398284 Missense_Mutation SNP C G G KRAS c.35G>C p.G12A
117D0997A1 9 21971017 21971017 Missense_Mutation SNP G C C CDKN2A c.341C>G p.P114R
117D0997A1 17 7578268 7578268 Missense_Mutation SNP A G G TP53 c.581T>C p.L194P
117D1007A1 12 25398284 25398284 Missense_Mutation SNP C A A KRAS c.35G>T p.G12V
117D1007A1 18 48604760 48604760 Missense_Mutation SNP C T T SMAD4 c.1582C>T p.H528Y
117D1007A1 17 7577018 7577018 Splice_Site SNP C G G TP53 c.919+1G>C -
117D1007A1 9 21971101 21971101 Missense_Mutation SNP G T T CDKN2A c.257C>A p.A86D
117D1030A1 1 7151437 7151437 Splice_Site SNP G A A CAMTA1 c.302+6G>A -
117D1030A1 12 12038903 12038903 Missense_Mutation SNP G T T ETV6 c.1196G>T p.R399L
117D1030A1 12 25380275 25380275 Missense_Mutation SNP T G G KRAS c.183A>C p.Q61H
117D1030A1 19 1220717 1220717 Splice_Site SNP G C C STK11 c.734+1G>C -
117D1030A1 X 66765161 66765161 Missense_Mutation SNP A T T AR c.173A>T p.Q58L
117D1030A1 6 32163723 32163723 Missense_Mutation SNP G T T NOTCH4 c.5503C>A p.R1835S
117D1030A1 17 56774083 56774083 Missense_Mutation SNP C T T RAD51C c.434C>T p.P145L
117D1074R1 1 120612014 120612014 Missense_Mutation SNP C A A NOTCH2 c.7G>T p.A3S
117D1074R1 6 157528292 157528292 Missense_Mutation SNP C T T ARID1B c.6017C>T p.A2006V
117D1074R1 17 63554344 63554344 Missense_Mutation SNP T C C AXIN2 c.395A>G p.K132R
117D1074R1 - - Frame_Shift_Del INS - - - BAP1 c.586del p.W196Gfs*35
117D1074R1 17 59878736 59878736 Missense_Mutation SNP G A A BRIP1 c.1018C>T p.L340F
117D1074R1 3 89528647 89528647 Missense_Mutation SNP G C C EPHA3 c.2947G>C p.V983L
117D1074R1 16 9857127 9857127 Missense_Mutation SNP G A A GRIN2A c.4274C>T p.S1425L
117D1074R1 16 9857217 9857217 Missense_Mutation SNP G A A GRIN2A c.4184C>T p.A1395V
117D1074R1 1 120612013 120612013 Missense_Mutation SNP G A A NOTCH2 c.8C>T p.A3V
117D1074R1 1 17349159 17349159 Missense_Mutation SNP G A A SDHB c.709C>T p.P237S
117D1074R1 19 17950435 17950435 Missense_Mutation SNP C T T JAK3 c.1292G>A p.R431Q
117D1101A1 17 7577142 7577142 Missense_Mutation SNP C T T TP53 c.796G>A p.G266R
117D1101A1 - - Frame_Shift_Ins INS - - - CFTR c.50dup p.S18Qfs*27
117D1130A1 6 117717432 117717432 Splice_Site SNP T C C ROS1 c.780-5A>G -
117D1130A1 17 7578212 7578212 Nonsense_Mutation SNP G A A TP53 c.637C>T p.R213*
117D1130A1 X 66765455 66765455 Missense_Mutation SNP A G G AR c.467A>G p.D156G
117D1130A1 11 92534643 92534643 Missense_Mutation SNP A G G FAT3 c.8464A>G p.I2822V
117D1130A1 2 48025777 48025777 Missense_Mutation SNP A G G MSH6 c.655A>G p.S219G
117D1130A1 1 40366499 40366499 Missense_Mutation SNP G T T MYCL c.698C>A p.P233H
117D1130A1 8 69002826 69002826 Missense_Mutation SNP C A A PREX2 c.2126C>A p.A709E
117D1130A1 X 123181290 123181290 Missense_Mutation SNP C T T STAG2 c.754C>T p.R252W
117D1192A1 13 32915174 32915174 Missense_Mutation SNP G C C BRCA2 c.6682G>C p.V2228L
117D1192A1 - - Frame_Shift_Del INS - - - TGFBR2 c.677del p.D226Afs*38
117E1223A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
117E1223A1 13 32914817 32914817 Missense_Mutation SNP G A A BRCA2 c.6325G>A p.V2109I
117E1223A1 17 7578492 7578492 Nonsense_Mutation SNP C T T TP53 c.438G>A p.W146*
117E1223A1 X 66764995 66764995 Missense_Mutation SNP G A A AR c.7G>A p.V3M
117E1223A1 9 21970899 21970899 Splice_Site SNP A G G CDKN2A c.457+2T>C -
117E1223A1 3 51980306 51980306 Missense_Mutation SNP G A A PARP3 c.1223G>A p.R408H
117E1223A1 11 128638021 128638021 Missense_Mutation SNP C T T FLI1 c.239C>T p.P80L
117E1223A1 7 142655047 142655047 Missense_Mutation SNP C T T KEL c.539G>A p.R180H
117E1223A1 6 161969931 161969931 Missense_Mutation SNP G T T PRKN c.1038C>A p.D346E
117E1223A1 1 16261134 16261134 Missense_Mutation SNP C T T SPEN c.8399C>T p.A2800V
117E1250R1 - - Splice_Site SNP - - - TP53 c.77_96+8del -
117E1250R1 17 74475297 74475297 Missense_Mutation SNP C T T RHBDF2 c.422G>A p.R141H
117E1250R1 - - Missense_Mutation SNP - - - ARID1B C.121_123dup P.S41dup
117E1250R1 15 90628339 90628339 Splice_Site SNP G A A IDH2 c.1081-9C>T -
117E1250R1 12 49420858 49420858 Missense_Mutation SNP C T T KMT2D c.14891G>A p.R4964H
117E1250R1 19 42777428 42777428 Missense_Mutation SNP A G G CIC c.1493A>G p.N498S
117E1250R1 14 45665454 45665454 Missense_Mutation SNP C T T FANCM c.5420C>T p.T1807I
117E1250R1 4 187540652 187540652 Missense_Mutation SNP A C C FAT1 c.7088T>G p.V2363G
117E1250R1 11 92087587 92087587 Missense_Mutation SNP C T T FAT3 c.2309C>T p.T770M
117E1259R1 10 123243238 123243238 Nonsense_Mutation SNP G A A FGFR2 c.2275C>T p.R759*
117E1259R1 17 7577534 7577534 Missense_Mutation SNP C A A TP53 c.747G>T p.R249S
117E1259R1 3 130992408 130992408 Missense_Mutation SNP C T T NEK11 c.1708C>T p.R570C
117E1259R1 9 98239029 98239029 Splice_Site SNP T C C PTCH1 c.1602+12A>G -
117E1259R1 1 27105700 27105700 Missense_Mutation SNP C T T ARID1A c.5311C>T p.P1771S
117E1259R1 3 142217611 142217611 Missense_Mutation SNP T G G ATR c.5386A>C p.K1796Q
117E1259R1 4 66230894 66230894 Missense_Mutation SNP G A A EPHA5 c.2077C>T p.R693C
117E1259R1 6 93979351 93979351 Missense_Mutation SNP C G G EPHA7 c.1477G>C p.V493L
117E1259R1 3 134898755 134898755 Missense_Mutation SNP G A A EPHB1 c.1813G>A p.E605K
117E1259R1 16 89877407 89877407 Missense_Mutation SNP G C C FANCA c.356C>G p.S119C
117E1259R1 9 97879592 97879592 Splice_Site SNP C G G FANCC c.1072+5G>C -
117E1259R1 16 56839548 56839548 Splice_Site SNP G A A NUP93 c.489+4G>A -
117E1259R1 8 48872522 48872522 Splice_Site SNP C T T PRKDC c.154+11G>A -
117E1259R1 12 1034604 1034604 Splice_Site SNP T C C RAD52 c.543+12A>G -
117E1259R1 - - Splice_Site SNP - - - RELA c.1033+6delG -
117E1259R1 - - Frame_Shift_Del INS - - - SDHA c.1945_1946del p.L649Efs*4
117E1259R1 1 16260531 16260531 Missense_Mutation SNP C T T SPEN c.7796C>T p.S2599L
117E1259R1 14 81609751 81609751 Missense_Mutation SNP G A A TSHR c.1349G>A p.R450H
117E1261R1 10 43601830 43601830 Missense_Mutation SNP G A A RET c.874G>A p.V292M
117E1261R1 8 38271189 38271189 Missense_Mutation SNP C A A FGFR1 c.2426G>T p.R809L
117E1261R1 17 7574035 7574035 Splice_Site SNP T C C TP53 c.994-2A>G -
117E1261R1 1 16459821 16459821 Missense_Mutation SNP G A A EPHA2 c.1907C>T p.S636L
117E1261R1 9 98218566 98218566 Missense_Mutation SNP C T T PTCH1 c.3298G>A p.V1100I
117E1261R1 - - In_Frame_Del INS - - - RB1 c.1641_1658delp.K548_C553del
117E1261R1 16 396430 396430 Missense_Mutation SNP G C C AXIN1 c.596C>G p.P199R
117E1261R1 - - Frame_Shift_Del INS - - - CYP17A1 .985_987delinsA p.Y329Kfs*90
117E1261R1 3 185783775 185783775 Missense_Mutation SNP T C C ETV5 c.737A>G p.Q246R
117E1261R1 16 89871721 89871721 Missense_Mutation SNP G C C FANCA c.676C>G p.Q226E
117E1261R1 4 187541859 187541859 Missense_Mutation SNP C T T FAT1 c.5881G>A p.G1961S
117E1261R1 4 187509906 187509906 Missense_Mutation SNP G C C FAT1 c.13607C>G p.P4536R
117E1261R1 20 57429772 57429772 Missense_Mutation SNP A T T GNAS c.1265A>T p.Q422L
117E1261R1 7 151970833 151970833 Missense_Mutation SNP G C C KMT2C c.969C>G p.I323M



117E1261R1 2 141004742 141004742 Splice_Site SNP C T T LRP1B c.13248-11G>A -
117E1261R1 2 170030506 170030506 Missense_Mutation SNP C T T LRP2 c.10937G>A p.R3646H
117E1261R1 2 170097611 170097611 Missense_Mutation SNP C T T LRP2 c.3932G>A p.R1311H
117E1261R1 2 170135979 170135979 Missense_Mutation SNP G A A LRP2 c.1468C>T p.R490C
117E1261R1 12 133236099 133236099 Splice_Site SNP G C C POLE c.3061-4C>G -
117E1261R1 2 74273621 74273621 Missense_Mutation SNP C T T TET3 c.577C>T p.R193C
117E1261R1 17 38548848 38548848 Missense_Mutation SNP C A A TOP2A c.3953G>T p.R1318L
117E1261R1 19 10478867 10478867 Missense_Mutation SNP C T T TYK2 c.329G>A p.R110Q
117E1396A1 1 162740252 162740252 Missense_Mutation SNP C T T DDR2 c.1454C>T p.S485F
117E1396A1 12 25398285 25398285 Missense_Mutation SNP C A A KRAS c.34G>T p.G12C
117E1396A1 17 7578469 7578469 Missense_Mutation SNP C A A TP53 c.461G>T p.G154V
117E1396A1 9 21971186 21971186 Nonsense_Mutation SNP G A A CDKN2A c.172C>T p.R58*
117E1396A1 1 9783284 9783284 Missense_Mutation SNP A G G PIK3CD c.2528A>G p.N843S
117E1396A1 X 76814235 76814235 Missense_Mutation SNP C A A ATRX c.6409G>T p.A2137S
117E1396A1 1 97847966 97847966 Missense_Mutation SNP G A A DPYD c.1957C>T p.L653F
117E1396A1 11 92534624 92534624 Missense_Mutation SNP A C C FAT3 c.8445A>C p.E2815D
117E1396A1 13 102379019 102379019 Missense_Mutation SNP C A A FGF14 c.565G>T p.G189W
117E1396A1 20 57415798 57415798 Nonsense_Mutation SNP G T T GNAS c.637G>T p.E213*
117E1396A1 4 142949972 142949972 Missense_Mutation SNP C A A INPP4B c.2738G>T p.R913I
117E1396A1 7 142641494 142641494 Splice_Site SNP A G G KEL c.1414-7T>C -
117E1396A1 2 141122329 141122329 Nonsense_Mutation SNP C A A LRP1B c.11032G>T p.E3678*
117E1396A1 1 40363571 40363571 Missense_Mutation SNP T C C MYCL c.568A>G p.T190A
117E1396A1 1 120483388 120483388 Splice_Site SNP C A A NOTCH2 c.2982-9G>T -
117E1396A1 10 83635580 83635580 Missense_Mutation SNP A T T NRG3 c.484A>T p.T162S
117E1396A1 10 83635460 83635460 Missense_Mutation SNP C A A NRG3 c.364C>A p.P122T
117E1396A1 8 48872717 48872717 Splice_Site SNP C A A PRKDC c.-31G>T -
117E1396A1 1 158592947 158592947 Missense_Mutation SNP T A A SPTA1 c.5946A>T p.Q1982H
117E1425A1 5 161116687 161116687 Missense_Mutation SNP C A A GABRA6 c.575C>A p.P192Q
117E1443A1 9 133760796 133760796 Missense_Mutation SNP G A A ABL1 c.3176G>A p.C1059Y
117E1443A1 3 178916646 178916646 Missense_Mutation SNP G C C PIK3CA c.33G>C p.W11C
117E1443A1 17 7578442 7578442 Missense_Mutation SNP T C C TP53 c.488A>G p.Y163C
117E1443A1 9 21971116 21971116 Missense_Mutation SNP G A A CDKN2A c.242C>T p.P81L
117E1443A1 - - In_Frame_Del INS - - - ARID1B c.369_392del p.Q124_Q131del
117E1443A1 - - Frame_Shift_Del INS - - - ATR c.4670del p.K1557Sfs*8
117E1443A1 11 92533398 92533398 Missense_Mutation SNP G A A FAT3 c.7219G>A p.A2407T
117E1443A1 1 206653375 206653375 Missense_Mutation SNP G C C IKBKE c.1259G>C p.G420A
117E1443A1 2 141473639 141473639 Missense_Mutation SNP A T T LRP1B c.5926T>A p.L1976I
117E1443A1 - - In_Frame_Del INS - - - SMAD4 c.998_1009delp.V333_G336del
117E1534A1 5 38982019 38982019 Missense_Mutation SNP G A A RICTOR c.703C>T p.L235F
117E1534A1 5 156672790 156672790 Missense_Mutation SNP G A A ITK c.1504G>A p.G502R
117E1534A1 15 41021015 41021015 Missense_Mutation SNP G C C RAD51 c.637G>C p.E213Q
117E1534A1 5 121736682 121736682 Missense_Mutation SNP A G G SNCAIP c.59A>G p.D20G
117E1534A1 X 123020156 123020156 Missense_Mutation SNP G A A XIAP c.644G>A p.R215H
117F1556A1 15 90631838 90631838 Missense_Mutation SNP C T T IDH2 c.515G>A p.R172K
117F1556A1 - - Frame_Shift_Ins INS - - - ARID1A c.1113dup p.Q372Afs*28
117F1640A1 15 90631628 90631628 Missense_Mutation SNP G T T IDH2 c.641C>A p.A214E
117F1640A1 17 7579406 7579406 Nonsense_Mutation SNP G T T TP53 c.281C>A p.S94*
117F1640A1 17 48262951 48262951 Missense_Mutation SNP C T T COL1A1 c.4307G>A p.R1436H
117F1640A1 - - Splice_Site SNP - - - CDK8 c.204+2dupT -
117F1640A1 11 92532310 92532310 Missense_Mutation SNP G A A FAT3 c.6131G>A p.R2044H
117F1640A1 8 11606603 11606603 Splice_Site SNP G A A GATA4 c.783+9G>A -
117F1640A1 17 74470540 74470540 Missense_Mutation SNP C G G RHBDF2 c.1466G>C p.R489P
117F1640A1 2 198266713 198266713 Missense_Mutation SNP C T T SF3B1 c.2219G>A p.G740E
117F1648A2 2 141215115 141215115 Nonsense_Mutation SNP G T T LRP1B c.9731C>A p.S3244*
117F1648A2 2 209113113 209113113 Missense_Mutation SNP G A A IDH1 c.394C>T p.R132C
117F1648A2 7 42012189 42012189 Missense_Mutation SNP C T T GLI3 c.1850G>A p.R617H
117F1689A1 2 209113113 209113113 Missense_Mutation SNP G A A IDH1 c.394C>T p.R132C
117F1689A1 - - Frame_Shift_Del INS - - - EPHA2 C.351_357del P.F119Sfs*41
117F1689A1 7 151962169 151962169 Missense_Mutation SNP G T T KMT2C c.1138C>A p.R380S
117F1759A1 11 108213974 108213974 Missense_Mutation SNP G T T ATM c.8294G>T p.G2765V
117F1759A1 8 38273409 38273409 Missense_Mutation SNP C T T FGFR1 c.1833G>A p.M611I
117F1759A1 19 1220649 1220649 Missense_Mutation SNP G A A STK11 c.667G>A p.E223K
117F1759A1 - - Frame_Shift_Del INS - - - ARID1A c.264_270del p.G89Afs*10
117F1759A1 19 10599915 10599915 Missense_Mutation SNP C A A KEAP1 c.1661G>T p.R554L
117F1759A1 12 133263850 133263850 Nonsense_Mutation SNP C A A POLE c.52G>T p.E18*
117F1759A1 19 45504848 45504848 Missense_Mutation SNP C G G RELB c.11C>G p.S4C
117F1759A1 19 11144147 11144147 Missense_Mutation SNP G A A SMARCA4 c.3728G>A p.R1243Q
117F1767A1 12 25398285 25398285 Missense_Mutation SNP C G G KRAS c.34G>C p.G12R
117F1767A1 - - Frame_Shift_Ins INS - - - TP53 C.243_244dup P.P82Hfs*42
117F1767A1 1 27102076 27102076 Nonsense_Mutation SNP G T T ARID1A c.5002G>T p.E1668*
117F1767A1 6 157521932 157521932 Nonsense_Mutation SNP G T T ARID1B c.4204G>T p.E1402*
117F1767A1 16 3808012 3808012 Missense_Mutation SNP G A A CREBBP 3407C>T;3414C>.[S1136F;I1138M]
117F1767A1 7 151875055 151875055 Missense_Mutation SNP G C C KMT2C c.7483C>G p.Q2495E
117F1770A1 - - Frame_Shift_Ins INS - - - ATM c.5712dup p.S1905Ifs*25
117F1770A1 - - Frame_Shift_Del INS - - - STK11 c.785del p.K262Sfs*25
117F1770A1 2 121726437 121726437 Missense_Mutation SNP G A A GLI2 c.791G>A p.R264Q
117F1770A1 12 57589078 57589078 Missense_Mutation SNP C G G LRP1 c.8333C>G p.S2778C
117F1770A1 18 18548826 18548826 Splice_Site SNP C T T ROCK1 c.2915-5G>A -
117F1770A1 17 70120232 70120232 Nonsense_Mutation SNP C T T SOX9 c.1234C>T p.Q412*
117F1770A1 13 108922284 108922284 Missense_Mutation SNP C T T TNFSF13B c.41C>T p.S14F
117F1811A1 19 1221989 1221989 Nonsense_Mutation SNP C T T STK11 c.904C>T p.Q302*
117F1811A1 14 75745705 75745705 Missense_Mutation SNP A G G FOS c.20A>G p.N7S
117G2016A1 2 209113113 209113113 Missense_Mutation SNP G A A IDH1 c.394C>T p.R132C
117G2016A1 7 151891600 151891600 Nonsense_Mutation SNP G A A KMT2C c.4432C>T p.Q1478*
117G2016A1 1 11172979 11172979 Splice_Site SNP G T T MTOR c.7301-5C>A -
117G2026A1 - - Frame_Shift_Del INS - - - ARID1A c.4982_4985delp.M1661Kfs*11
117G2026A1 17 7577559 7577559 Missense_Mutation SNP G A A TP53 c.722C>T p.S241F
117G2026A1 19 10610285 10610285 Missense_Mutation SNP G A A KEAP1 c.425C>T p.T142M
117G2087A1 7 140481402 140481402 Missense_Mutation SNP C G G BRAF c.1406G>C p.G469A
117G2087A1 17 7574034 7574034 Splice_Site SNP C T T TP53 c.994-1G>A -
117G2087A1 - - Frame_Shift_Ins INS - - - ARID1A c.4518_4519dupp.N1507Ifs*21
117G2087A1 1 27102132 27102132 Nonsense_Mutation SNP G A A ARID1A c.5058G>A p.W1686*
117G2087A1 22 41572870 41572870 Nonsense_Mutation SNP C T T EP300 c.5155C>T p.Q1719*
117G2087A1 3 134670774 134670774 Missense_Mutation SNP G A A EPHB1 c.685G>A p.A229T
117G2087A1 4 143191848 143191848 Missense_Mutation SNP C G G INPP4B c.583G>C p.D195H
117G2087A1 7 142638388 142638388 Missense_Mutation SNP C T T KEL c.2150G>A p.C717Y
117G2087A1 19 15280950 15280950 Missense_Mutation SNP C G G NOTCH3 c.5146G>C p.E1716Q
117G2087A1 8 68965472 68965472 Missense_Mutation SNP C T T PREX2 c.1084C>T p.R362W



117G2087A1 - - Frame_Shift_Del INS - - - SMAD4 c.1586del p.L529Yfs*8
117H2198A1 - - Frame_Shift_Del INS - - - TP53 c.902del p.P301Qfs*44
117H2198A1 2 141200100 141200100 Missense_Mutation SNP C G G LRP1B c.10387G>C p.A3463P
117H2255A1 11 69633620 69633620 Missense_Mutation SNP C A A FGF3 c.82G>T p.D28Y
117H2255A1 - - Frame_Shift_Ins INS - - - ARID2 C.282dup P.R95Afs*16
117H2255A1 - - Frame_Shift_Del INS - - - ARID2 C.1261del P.V421Cfs*19
117H2255A1 15 88472463 88472463 Missense_Mutation SNP A T T NTRK3 c.2092T>A p.F698I
117H2255A1 2 178098953 178098953 Missense_Mutation SNP C T T NFE2L2 c.92G>A p.G31E
117H2255A1 20 54945564 54945564 Missense_Mutation SNP C G G AURKA c.1006G>C p.E336Q
117H2255A1 3 178936082 178936082 Missense_Mutation SNP G A A PIK3CA c.1624G>A p.E542K
117H2255A1 6 157099560 157099560 Missense_Mutation SNP C T T ARID1B c.497C>T p.A166V
117H2255A1 7 117232211 117232211 Missense_Mutation SNP G A A CFTR c.1990G>A p.E664K
117H2255A1 X 39923194 39923194 Missense_Mutation SNP C G G BCOR c.3514G>C p.E1172Q
117H2255A1 X 39923194 39923194 Missense_Mutation SNP C T T BCOR c.3514G>A p.E1172K
117H2289A1 1 27102066 27102066 Splice_Site SNP A T T ARID1A c.4994-2A>T -
117H2289A1 11 92533302 92533302 Missense_Mutation SNP A T T FAT3 c.7123A>T p.S2375C
117H2289A1 - - Frame_Shift_Del INS - - - TP53 c.153del p.E51Dfs*72
117H2289A1 19 15285084 15285084 Missense_Mutation SNP C T T NOTCH3 c.4531G>A p.G1511S
117H2289A1 19 15302470 15302470 Splice_Site SNP T A A NOTCH3 c.803-2A>T -
117H2289A1 2 11351887 11351887 Missense_Mutation SNP T A A ROCK2 c.2123A>T p.H708L
117H2289A1 7 6027263 6027263 Splice_Site SNP T A A PMS2 c.1145-12A>T -
117H2289A1 X 53244031 53244031 Splice_Site SNP T A A KDM5C c.964-2A>T -
117H2404A1 - - Splice_Site SNP - - - PIK3CD c.1690-3delC -
117H2404A1 1 16477434 16477434 Missense_Mutation SNP G A A EPHA2 c.110C>T p.A37V
117H2404A1 - - Frame_Shift_Del INS - - - ARID1A c.4555del p.Q1519Rfs*8
117H2404A1 - - Frame_Shift_Del INS - - - ARID1A c.5548del p.D1850Tfs*33
117H2404A1 12 416672 416672 Missense_Mutation SNP T C C KDM5A c.3878A>G p.E1293G
117H2404A1 12 25398279 25398279 Missense_Mutation SNP C T T KRAS c.40G>A p.V14I
117H2404A1 - - Frame_Shift_Del INS - - - KMT2D c.7061del p.P2354Lfs*30
117H2404A1 - - Frame_Shift_Del INS - - - KMT2D c.1940del p.P647Hfs*283
117H2404A1 13 25060405 25060405 Missense_Mutation SNP C T T PARP4 c.1253G>A p.G418D
117H2404A1 14 68758655 68758655 Missense_Mutation SNP G A A RAD51B c.811G>A p.A271T
117H2404A1 15 67482825 67482825 Missense_Mutation SNP T A A SMAD3 c.1229T>A p.V410D
117H2404A1 - - Frame_Shift_Del INS - - - BLM c.3651del p.K1217Nfs*62
117H2404A1 - - Frame_Shift_Del INS - - - AXIN1 c.978del p.S327Pfs*87
117H2404A1 - - In_Frame_Del INS - - - CDH1 c.2064_2065del p.C688*
117H2404A1 19 11132462 11132462 Missense_Mutation SNP T C C SMARCA4 c.2678T>C p.L893P
117H2404A1 19 42795540 42795540 Missense_Mutation SNP G A A CIC c.2620G>A p.G874S
117H2404A1 - - Frame_Shift_Ins INS - - - POLD1 c.3231dup p.I1078Hfs*28
117H2404A1 2 74273951 74273951 Missense_Mutation SNP A G G TET3 c.907A>G p.R303G
117H2404A1 - - Frame_Shift_Del INS - - - ACVR2A c.677_680del p.K226Sfs*15
117H2404A1 - - Frame_Shift_Del INS - - - ACVR2A c.1310del p.K437Rfs*5
117H2404A1 2 170092549 170092549 Missense_Mutation SNP C T T LRP2 c.4721G>A p.G1574D
117H2404A1 - - Splice_Site SNP - - - SRC c.-4-9_-4-8delTC -
117H2404A1 - - Missense_Mutation SNP - - - CTNNB1 c.133_135del p.S45del
117H2404A1 - - Frame_Shift_Del INS - - - GATA2 c.599del p.G200Vfs*18
117H2404A1 4 20258283 20258283 Splice_Site SNP T G G SLIT2 c.180-12T>G -
117H2404A1 4 55151582 55151582 Missense_Mutation SNP C A A PDGFRA c.2368C>A p.L790I
117H2404A1 4 66361144 66361144 Missense_Mutation SNP A G G EPHA5 c.1028T>C p.F343S
117H2404A1 4 187527264 187527264 Missense_Mutation SNP G A A FAT1 c.10310C>T p.A3437V
117H2404A1 4 187557310 187557310 Missense_Mutation SNP G A A FAT1 c.4052C>T p.P1351L
117H2404A1 6 41905071 41905071 Missense_Mutation SNP T A A CCND3 c.476A>T p.D159V
117H2404A1 6 157256712 157256712 Splice_Site SNP T C C ARID1B c.2037+2T>C -
117H2404A1 6 157517367 157517367 Missense_Mutation SNP A G G ARID1B c.3931A>G p.N1311D
117H2404A1 6 162683710 162683710 Missense_Mutation SNP C T T PRKN c.259G>A p.D87N
117H2404A1 6 163984691 163984691 Missense_Mutation SNP T C C QKI c.874T>C p.Y292H
117H2404A1 - - Frame_Shift_Del INS - - - MAGI2 c.277del p.L93Sfs*81
117H2404A1 - - Frame_Shift_Del INS - - - ABL1 c.2409del p.R804Gfs*3
117H2404A1 - - Frame_Shift_Del INS - - - KDM6A c.1237del p.T413Lfs*26
117H2404A1 X 66765161 66765161 Missense_Mutation SNP A T T AR c.173A>T p.Q58L
117H2427A1 11 92573800 92573800 Missense_Mutation SNP C T T FAT3 c.10441C>T p.P3481S
117H2427A1 11 119146732 119146732 Missense_Mutation SNP C T T CBL c.895C>T p.R299C
117H2427A1 12 49443583 49443583 Nonsense_Mutation SNP G C C KMT2D c.3788C>G p.S1263*
117H2427A1 16 56782202 56782202 Nonsense_Mutation SNP C T T NUP93 c.43C>T p.Q15*
117H2427A1 17 7578275 7578275 Nonsense_Mutation SNP G A A TP53 c.574C>T p.Q192*
117H2427A1 17 11998985 11998985 Nonsense_Mutation SNP C T T MAP2K4 c.487C>T p.Q163*
117H2427A1 17 70119789 70119789 Missense_Mutation SNP G A A SOX9 c.791G>A p.R264K
117H2427A1 19 2210734 2210734 Missense_Mutation SNP C T T DOT1L c.1231C>T p.R411C
117H2427A1 2 178098953 178098953 Missense_Mutation SNP C G G NFE2L2 c.92G>C p.G31A
117H2427A1 20 36031708 36031708 Missense_Mutation SNP G C C SRC c.1537G>C p.E513Q
117H2427A1 3 178936082 178936082 Missense_Mutation SNP G A A PIK3CA c.1624G>A p.E542K
117H2427A1 3 183273347 183273347 Missense_Mutation SNP G C C KLHL6 c.95C>G p.S32C
117H2427A1 - - In_Frame_Del INS - - - CDKN2A c.132del p.Y44*
117H2427A1 X 53239895 53239895 Nonsense_Mutation SNP C A A KDM5C c.1546G>T p.E516*
117H2427A1 X 76855262 76855262 Missense_Mutation SNP C T T ATRX c.5725G>A p.E1909K
117H2427A1 - - Frame_Shift_Del INS - - - STAG2 c.2848_2849del p.E950Tfs*12
117H2467A1 11 46337914 46337914 Missense_Mutation SNP C T T CREB3L1 c.1109C>T p.T370I
117H2467A1 2 209113113 209113113 Missense_Mutation SNP G A A IDH1 c.394C>T p.R132C
117H2467A1 3 178952085 178952085 Missense_Mutation SNP A T T PIK3CA c.3140A>T p.H1047L
117H2489A1 1 158590091 158590091 Missense_Mutation SNP G T T SPTA1 c.6286C>A p.Q2096K
117H2489A1 1 226567659 226567659 Missense_Mutation SNP G A A PARP1 c.1507C>T p.L503F
117H2489A1 11 92532310 92532310 Missense_Mutation SNP G A A FAT3 c.6131G>A p.R2044H
117H2489A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
117H2489A1 - - Splice_Site SNP - - - TP53 93+1_993+3deli -
117H2489A1 - - Frame_Shift_Ins INS - - - SMAD4 c.1399_1414dup p.P472Rfs*27
117H2489A1 22 41574752 41574752 Missense_Mutation SNP C T T EP300 c.7037C>T p.S2346F
117H2489A1 - - In_Frame_Del INS - - - CDKN2A c.90_96delinsT p.L31_L32del
117H2552A1 1 158614075 158614075 Missense_Mutation SNP G A A SPTA1 c.4306C>T p.R1436W
117H2552A1 12 25380275 25380275 Missense_Mutation SNP T G G KRAS c.183A>C p.Q61H
117H2552A1 12 115118688 115118688 Missense_Mutation SNP C T T TBX3 c.653G>A p.G218E
117H2552A1 15 67473760 67473760 Missense_Mutation SNP T A A SMAD3 c.840T>A p.N280K
117H2552A1 17 7577084 7577084 Missense_Mutation SNP T A A TP53 c.854A>T p.E285V
117H2552A1 19 11132468 11132468 Missense_Mutation SNP A T T SMARCA4 c.2684A>T p.Q895L
117H2552A1 3 41266137 41266137 Missense_Mutation SNP C T T CTNNB1 c.134C>T p.S45F
117H2552A1 3 47164663 47164663 Missense_Mutation SNP T A A SETD2 c.1463A>T p.Y488F
117H2552A1 5 1293461 1293461 Missense_Mutation SNP C T T TERT c.1540G>A p.V514M
117H2552A1 7 6026741 6026741 Missense_Mutation SNP T C C PMS2 c.1655A>G p.H552R
117H2552A1 - - Frame_Shift_Ins INS - - - RBM10 c.1620_1627dupp.T543Rfs*164



117I2596A1 1 158582613 158582613 Missense_Mutation SNP C T T SPTA1 c.7128G>A p.M2376I
117I2596A1 11 8251907 8251907 Missense_Mutation SNP C T T LMO1 c.170G>A p.R57H
117I2596A1 13 102521064 102521064 Splice_Site SNP G A A FGF14 c.423+11C>T -
117I2596A1 16 9857380 9857380 Missense_Mutation SNP T C C GRIN2A c.4021A>G p.S1341G
117I2596A1 - - In_Frame_Ins INS - - - TP53 466_467insCCGT.T155_R156insPV
117I2596A1 18 48575102 48575102 Nonsense_Mutation SNP G A A SMAD4 c.296G>A p.W99*
117I2596A1 2 140990778 140990778 Missense_Mutation SNP C T T LRP1B c.13777G>A p.G4593S
117I2596A1 7 140453127 140453127 Missense_Mutation SNP C T T BRAF c.1808G>A p.R603Q
117I2596A1 7 151845726 151845726 Missense_Mutation SNP T A A KMT2C c.13286A>T p.H4429L
117I2661A1 12 49434040 49434040 Nonsense_Mutation SNP C A A KMT2D c.7513G>T p.E2505*
117I2661A1 - - Splice_Site SNP - - - CHD2 4907-12_4907-9d -
117I2661A1 17 29657313 29657313 Splice_Site SNP G A A NF1 c.5610-1G>A -
117I2661A1 2 198263263 198263263 Missense_Mutation SNP C G G SF3B1 c.3056G>C p.R1019T
117I2661A1 4 126371893 126371893 Missense_Mutation SNP T A A FAT4 c.9722T>A p.F3241Y
117I2661A1 9 137300846 137300846 Missense_Mutation SNP G A A RXRA c.491G>A p.R164H
117I2687A1 1 16255661 16255661 Missense_Mutation SNP G T T SPEN c.2926G>T p.V976L
117I2687A1 6 394867 394867 Missense_Mutation SNP C T T IRF4 c.263C>T p.P88L
117I2735A1 1 158615041 158615041 Missense_Mutation SNP T A A SPTA1 c.4131A>T p.R1377S
117I2735A1 11 108151875 108151875 Missense_Mutation SNP G A A ATM c.3556G>A p.E1186K
117I2735A1 12 46233261 46233261 Missense_Mutation SNP C T T ARID2 c.1480C>T p.H494Y
117I2735A1 15 88428973 88428973 Splice_Site SNP A T T NTRK3 c.2134-7T>A -
117I2735A1 17 7578190 7578190 Missense_Mutation SNP T C C TP53 c.659A>G p.Y220C
117I2735A1 18 48591888 48591888 Missense_Mutation SNP G C C SMAD4 c.1051G>C p.D351H
117I2735A1 4 153249504 153249504 Missense_Mutation SNP C G G FBXW7 c.1274G>C p.W425S
117I2735A1 - - Frame_Shift_Del INS - - - APC c.4612_4613del p.E1538Ifs*5
117I2735A1 - - Frame_Shift_Del INS - - - ARID1B c.502_550del p.G168Tfs*82
117I2735A1 7 140481411 140481411 Missense_Mutation SNP C G G BRAF c.1397G>C p.G466A
117I2735A1 9 98211585 98211585 Missense_Mutation SNP C G G PTCH1 c.3570G>C p.L1190F
117I2735A1 X 44929487 44929487 Nonsense_Mutation SNP C T T KDM6A c.2743C>T p.Q915*
117I2735A1 X 70641188 70641188 Missense_Mutation SNP C G G TAF1 c.4474C>G p.Q1492E
117I2766A1 1 8075447 8075447 Splice_Site SNP G C C ERRFI1 c.126-3C>G -
117I2766A1 1 43770579 43770579 Missense_Mutation SNP T G G TIE1 c.116T>G p.F39C
117I2766A1 10 89624310 89624310 Splice_Site SNP C G G PTEN c.79+5C>G -
117I2766A1 2 141609279 141609279 Missense_Mutation SNP A C C LRP1B c.4653T>G p.S1551R
117I2766A1 7 73535316 73535316 Missense_Mutation SNP C T T LIMK1 c.1718C>T p.P573L
117I2799A1 12 6702686 6702686 Missense_Mutation SNP C T T CHD4 c.2410G>A p.V804I
117I2799A1 17 7577556 7577556 Missense_Mutation SNP C G G TP53 c.725G>C p.C242S
117I2805A1 1 27106747 27106747 Nonsense_Mutation SNP G T T ARID1A c.6358G>T p.E2120*
117I2805A1 17 7578496 7578496 Missense_Mutation SNP A G G TP53 c.434T>C p.L145P
117I2805A1 17 12016658 12016658 Missense_Mutation SNP G A A MAP2K4 c.794G>A p.G265D
117I2805A1 18 48575671 48575671 Nonsense_Mutation SNP C G G SMAD4 c.431C>G p.S144*
117I2805A1 - - Frame_Shift_Ins INS - - - RBM10 c.1268dup p.T424Yfs*19
117I2844A1 - - Frame_Shift_Del INS - - - FGF6 c.328del p.H110Tfs*19
117I2844A1 - - Frame_Shift_Del INS - - - NF1 c.3720_3726delp.R1241Wfs*23
117I2844A1 17 29684098 29684098 Missense_Mutation SNP T G G NF1 c.7859T>G p.L2620R
117I2844A1 3 30691911 30691911 Missense_Mutation SNP G T T TGFBR2 c.413G>T p.C138F
117I2844A1 7 140453193 140453193 Missense_Mutation SNP T A A BRAF c.1742A>T p.N581I
117I2845A1 1 16235953 16235953 Missense_Mutation SNP A G G SPEN c.1019A>G p.Q340R
117I2845A1 1 27087961 27087961 Nonsense_Mutation SNP C T T ARID1A c.2248C>T p.R750*
117I2845A1 1 156846188 156846188 Splice_Site SNP C A A NTRK1 c.1615-4C>A -
117I2845A1 10 43614982 43614982 Missense_Mutation SNP C T T RET c.2396C>T p.P799L
117I2845A1 10 70333117 70333117 Missense_Mutation SNP C T T TET1 c.1022C>T p.A341V
117I2845A1 11 108114722 108114722 Missense_Mutation SNP A G G ATM c.539A>G p.Q180R
117I2845A1 17 7577120 7577120 Missense_Mutation SNP C A A TP53 c.818G>T p.R273L
117I2845A1 17 70120193 70120193 Missense_Mutation SNP A T T SOX9 c.1195A>T p.T399S
117I2845A1 17 80789374 80789374 Nonsense_Mutation SNP G T T ZNF750 c.957C>A p.Y319*
117I2845A1 19 17955124 17955124 Missense_Mutation SNP G T T JAK3 c.103C>A p.P35T
117I2845A1 2 225342966 225342966 Missense_Mutation SNP C T T CUL3 c.2126G>A p.R709Q
117I2845A1 3 178936091 178936091 Missense_Mutation SNP G A A PIK3CA c.1633G>A p.E545K
117I2845A1 6 43738502 43738502 Missense_Mutation SNP G A A VEGFA c.59G>A p.R20Q
117I2845A1 8 69058436 69058436 Splice_Site SNP C G G PREX2 c.4088-8C>G -
117I2845A1 - - Frame_Shift_Del INS - - - CDKN2A c.253del p.A85Lfs*61
117I2858A1 1 115256529 115256529 Missense_Mutation SNP T C C NRAS c.182A>G p.Q61R
117I2858A1 1 158615326 158615326 Missense_Mutation SNP C T T SPTA1 c.3955G>A p.E1319K
117I2858A1 2 209113113 209113113 Missense_Mutation SNP G A A IDH1 c.394C>T p.R132C
117I2888A1 - - Frame_Shift_Del INS - - - ARID1A 2559_2561delins p.P854Ifs*5
117I2888A1 12 25398284 25398284 Missense_Mutation SNP C A A KRAS c.35G>T p.G12V
117I2888A1 12 56495760 56495760 Missense_Mutation SNP A T T ERBB3 c.3950A>T p.E1317V
117I2888A1 18 48604667 48604667 Missense_Mutation SNP C T T SMAD4 c.1489C>T p.R497C
117I2888A1 21 44524472 44524472 Missense_Mutation SNP G T T U2AF1 c.85C>A p.H29N
117I2888A1 X 44945149 44945149 Missense_Mutation SNP A T T KDM6A c.3629A>T p.N1210I
117I2888A1 X 47039620 47039620 Nonsense_Mutation SNP C T T RBM10 c.1072C>T p.Q358*
117I2908A1 1 2492165 2492165 Splice_Site SNP C T T TNFRSF14 c.551+12C>T -
117I2908A1 17 7578450 7578450 Missense_Mutation SNP C T T TP53 [480G>A;481G>p.[M160I;A161S]
117I2908A1 - - In_Frame_Del INS - - - GATA6 c.531_548del p.A178_A183del
117I2908A1 19 10600527 10600527 Missense_Mutation SNP T C C KEAP1 c.1328A>G p.Y443C
117I2908A1 3 30713733 30713733 Missense_Mutation SNP C A A TGFBR2 c.1058C>A p.S353Y
117I2908A1 6 93982034 93982034 Missense_Mutation SNP T A A EPHA7 c.1431A>T p.E477D
117I2919A1 1 156838381 156838381 Missense_Mutation SNP G A A NTRK1 c.659G>A p.R220Q
117I2919A1 - - Frame_Shift_Ins INS - - - ARID2 C.5249dup P.N1750Kfs*10
117I2919A1 17 7578518 7578518 Missense_Mutation SNP C G G TP53 c.412G>C p.A138P
117I2919A1 17 37868208 37868208 Missense_Mutation SNP C A A ERBB2 c.929C>A p.S310Y
117I2919A1 19 15271796 15271796 Missense_Mutation SNP G C C NOTCH3 c.6643C>G p.P2215A
117I2919A1 2 141598583 141598583 Missense_Mutation SNP G A A LRP1B c.5018C>T p.T1673M
117I2919A1 3 89456470 89456470 Missense_Mutation SNP C T T EPHA3 c.1646C>T p.A549V
117I2919A1 3 134898755 134898755 Missense_Mutation SNP G A A EPHB1 c.1813G>A p.E605K
117I2919A1 - - In_Frame_Del INS - - - APC C.2853_2858de P.Y951*
117I2919A1 - - Frame_Shift_Ins INS - - - APC C.4666dup P.T1556Nfs*3
117I2931A1 1 204402554 204402554 Splice_Site SNP C T T PIK3C2B c.3844-1G>A -
117I2931A1 11 125499172 125499172 Missense_Mutation SNP A G G CHEK1 c.335A>G p.H112R
117I2931A1 17 7578265 7578265 Missense_Mutation SNP A T T TP53 c.584T>A p.I195N
117I2931A1 17 66511703 66511703 Missense_Mutation SNP G C C PRKAR1A c.163G>C p.E55Q
117I2931A1 18 19761540 19761540 Splice_Site SNP G A A GATA6 c.1428+1G>A -
117I2931A1 18 48584552 48584552 Nonsense_Mutation SNP C G G SMAD4 c.725C>G p.S242*
117I2931A1 3 130889693 130889693 Missense_Mutation SNP C T T NEK11 c.1361C>T p.S454L
117I2931A1 3 178936091 178936091 Missense_Mutation SNP G A A PIK3CA c.1633G>A p.E545K
117I2931A1 4 110864995 110864995 Splice_Site SNP C G G EGF c.510-3C>G -
117I2931A1 5 112175897 112175897 Nonsense_Mutation SNP G T T APC c.4606G>T p.E1536*



117I2931A1 6 152129279 152129279 Missense_Mutation SNP C G G ESR1 c.232C>G p.L78V
117I2931A1 7 14027714 14027714 Missense_Mutation SNP C T T ETV1 c.130G>A p.E44K
117I2931A1 8 93003987 93003987 Missense_Mutation SNP G A A RUNX1T1 c.760C>T p.H254Y
117I2978A1 11 108141854 108141854 Nonsense_Mutation SNP G T T ATM c.2902G>T p.E968*
117I2978A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
117J3004A1 - - Frame_Shift_Del INS - - - ARID1A c.267_295del p.S90Pfs*11
117J3004A1 - - Frame_Shift_Ins INS - - - TP53 c.437_462dup p.T155Gfs*24
117J3004A1 3 52610556 52610556 Splice_Site SNP C T T PBRM1 c.3616+1G>A -
117J3004A1 3 178916725 178916725 Missense_Mutation SNP C T T PIK3CA c.112C>T p.R38C
117J3004A1 5 131972837 131972837 Missense_Mutation SNP G A A RAD50 c.3420G>A p.M1140I
117J3045A1 13 110437380 110437380 Missense_Mutation SNP G A A IRS2 c.1021C>T p.R341C
117J3045A1 17 63010902 63010902 Missense_Mutation SNP T A A GNA13 c.607A>T p.T203S
117J3086A1 - - In_Frame_Del INS - - - SPEN c.1711_1728delp.E571_K576del
117J3086A1 13 48919262 48919262 Nonsense_Mutation SNP A T T RB1 c.427A>T p.K143*
117J3086A1 14 95572475 95572475 Nonsense_Mutation SNP C A A DICER1 c.2890G>T p.E964*
117J3086A1 17 7577539 7577539 Missense_Mutation SNP G A A TP53 c.742C>T p.R248W
117J3086A1 17 37876038 37876038 Splice_Site SNP A T T ERBB2 c.1899-2A>T -
117J3086A1 2 29416137 29416137 Missense_Mutation SNP C T T ALK c.4816G>A p.D1606N
117J3086A1 - - Frame_Shift_Del INS - - - ACVR2A c.834del p.K280Rfs*31
117J3086A1 - - Missense_Mutation SNP - - - KIT 972_1974delinsT p.G658W
117J3086A1 5 138163231 138163231 Missense_Mutation SNP T G G CTNNA1 c.886T>G p.F296V
117J3086A1 7 77756727 77756727 Missense_Mutation SNP C A A MAGI2 c.3210G>T p.R1070S
117J3117A1 - - Splice_Site SNP - - - RB1 2520+1_2520+4d -
117J3117A1 17 7577548 7577548 Missense_Mutation SNP C T T TP53 c.733G>A p.G245S
117J3117A1 7 55238870 55238870 Missense_Mutation SNP G A A EGFR c.1883G>A p.C628Y
117J3117A1 7 151970960 151970960 Splice_Site SNP G A A KMT2C c.850-8C>T -
117J3131A1 11 92495113 92495113 Missense_Mutation SNP T G G FAT3 c.3761T>G p.F1254C
117J3131A1 16 2138234 2138234 Missense_Mutation SNP T C C TSC2 c.5167T>C p.S1723P
117J3131A1 16 89877212 89877212 Splice_Site SNP T A A FANCA c.427-2A>T -
117J3131A1 17 7577550 7577550 Missense_Mutation SNP C T T TP53 c.731G>A p.G244D
117J3131A1 18 19751966 19751966 Missense_Mutation SNP T A A GATA6 c.861T>A p.S287R
117J3131A1 2 48028142 48028142 Nonsense_Mutation SNP G A A MSH6 c.3020G>A p.W1007*
117J3131A1 7 20199458 20199458 Missense_Mutation SNP C T T MACC1 c.526G>A p.E176K
117J3131A1 8 37691530 37691530 Missense_Mutation SNP G T T ADGRA2 c.1492G>T p.D498Y
117J3131A1 8 41791594 41791594 Missense_Mutation SNP T C C KAT6A c.4144A>G p.T1382A
117J3133A1 1 16258497 16258497 Missense_Mutation SNP A T T SPEN c.5762A>T p.K1921I
117J3133A1 11 2161474 2161474 Missense_Mutation SNP G A A IGF2 c.53C>T p.A18V
117J3133A1 11 128651900 128651900 Nonsense_Mutation SNP C T T FLI1 c.637C>T p.R213*
117J3133A1 17 7578526 7578526 Missense_Mutation SNP C A A TP53 c.404G>T p.C135F
117J3133A1 19 11141552 11141552 Missense_Mutation SNP G A A SMARCA4 c.3529G>A p.D1177N
117J3133A1 19 41743892 41743892 Missense_Mutation SNP C G G AXL c.827C>G p.P276R
117J3133A1 20 57415595 57415595 Missense_Mutation SNP G A A GNAS c.434G>A p.R145H
117J3133A1 20 57415892 57415892 Missense_Mutation SNP G A A GNAS c.731G>A p.R244H
117J3133A1 3 71050193 71050193 Missense_Mutation SNP T G G FOXP1 c.992A>C p.H331P
117J3133A1 - - Frame_Shift_Del INS - - - FOXL2 C.892_893delinsTP.H298Ffs*58
117J3133A1 3 178916617 178916617 Missense_Mutation SNP C T T PIK3CA c.4C>T p.P2S
117J3133A1 4 187540509 187540509 Missense_Mutation SNP A G G FAT1 c.7231T>C p.C2411R
117J3133A1 7 151900051 151900051 Nonsense_Mutation SNP T A A KMT2C c.4060A>T p.K1354*
117J3133A1 9 139404312 139404312 Missense_Mutation SNP C T T NOTCH1 c.2842G>A p.E948K
117J3136A1 12 46242663 46242663 Missense_Mutation SNP G A A ARID2 c.1625G>A p.R542Q
117J3136A1 12 51207840 51207840 Missense_Mutation SNP G A A ATF1 c.376G>A p.D126N
117J3136A1 17 7577538 7577538 Missense_Mutation SNP C T T TP53 c.743G>A p.R248Q
117J3136A1 17 37868208 37868208 Missense_Mutation SNP C A A ERBB2 c.929C>A p.S310Y
117J3136A1 2 25505279 25505279 Missense_Mutation SNP G A A DNMT3A c.479C>T p.S160F
117J3136A1 3 47164273 47164273 Nonsense_Mutation SNP G C C SETD2 c.1853C>G p.S618*
117J3136A1 3 142272239 142272239 Missense_Mutation SNP C T T ATR c.2635G>A p.A879T
117J3136A1 X 44936044 44936044 Missense_Mutation SNP G T T KDM6A c.2961G>T p.K987N
117J3193A1 10 43609948 43609948 Missense_Mutation SNP T G G RET c.1900T>G p.C634G
117J3193A1 12 25380276 25380276 Missense_Mutation SNP T C C KRAS c.182A>G p.Q61R
117J3193A1 17 7578406 7578406 Missense_Mutation SNP C T T TP53 c.524G>A p.R175H
117J3193A1 3 52651369 52651369 Missense_Mutation SNP C G G PBRM1 c.1727G>C p.R576P
117J3193A1 5 176721790 176721790 Missense_Mutation SNP A C C NSD1 c.7421A>C p.Q2474P
117J3193A1 7 42011956 42011956 Missense_Mutation SNP C T T GLI3 c.2083G>A p.V695I
117J3193A1 7 42018223 42018223 Missense_Mutation SNP G A A GLI3 c.1622C>T p.T541M
117J3213A1 11 108202605 108202605 Splice_Site SNP G C C ATM c.7630-1G>C -
117J3213A1 12 25398284 25398284 Missense_Mutation SNP C A A KRAS c.35G>T p.G12V
117J3213A1 9 80537112 80537112 Missense_Mutation SNP T A A GNAQ c.286A>T p.T96S
117J3237A1 1 27094280 27094280 Splice_Site SNP G A A ARID1A c.2989-1G>A -
117J3237A1 17 7577517 7577517 Missense_Mutation SNP A G G TP53 c.764T>C p.I255T
117J3237A1 - - Frame_Shift_Ins INS - - - SMAD4 c.807dup p.G270Wfs*3
117J3237A1 2 109381151 109381151 Missense_Mutation SNP G A A RANBP2 c.4156G>A p.V1386I
117J3237A1 5 112173704 112173704 Nonsense_Mutation SNP C T T APC c.2413C>T p.R805*
117J3237A1 7 42005672 42005672 Missense_Mutation SNP T A A GLI3 c.2999A>T p.H1000L
117J3239A1 1 9783248 9783248 Missense_Mutation SNP C T T PIK3CD c.2492C>T p.S831L
117J3239A1 1 244006417 244006417 Splice_Site SNP G C C AKT3 c.46+10C>G -
117J3239A1 11 76174909 76174909 Nonsense_Mutation SNP C T T EMSY c.616C>T p.R206*
117J3239A1 11 108206593 108206593 Missense_Mutation SNP G C C ATM c.8173G>C p.D2725H
117J3239A1 11 108213982 108213982 Nonsense_Mutation SNP G T T ATM c.8302G>T p.E2768*
117J3239A1 11 118366470 118366470 Missense_Mutation SNP C G G KMT2A c.5419C>G p.Q1807E
117J3239A1 12 133202857 133202857 Missense_Mutation SNP T C C POLE c.6377A>G p.N2126S
117J3239A1 13 32913221 32913221 Missense_Mutation SNP G C C BRCA2 c.4729G>C p.E1577Q
117J3239A1 13 32913587 32913587 Missense_Mutation SNP G A A BRCA2 c.5095G>A p.D1699N
117J3239A1 15 91354500 91354500 Missense_Mutation SNP G A A BLM c.3940G>A p.E1314K
117J3239A1 16 3790535 3790535 Missense_Mutation SNP C G G CREBBP c.3998G>C p.R1333T
117J3239A1 17 7573991 7573991 Missense_Mutation SNP C T T TP53 c.1036G>A p.E346K
117J3239A1 17 37868177 37868177 Splice_Site SNP T G G ERBB2 c.902-4T>G -
117J3239A1 17 40481778 40481778 Missense_Mutation SNP C T T STAT3 c.1126G>A p.A376T
117J3239A1 17 59761343 59761343 Missense_Mutation SNP C T T BRIP1 c.3064G>A p.E1022K
117J3239A1 17 63554530 63554530 Missense_Mutation SNP G A A AXIN2 c.209C>T p.S70F
117J3239A1 17 76219630 76219630 Missense_Mutation SNP G A A BIRC5 c.424G>A p.D142N
117J3239A1 - - Frame_Shift_Del INS - - - GATA6 c.1182del p.S395Pfs*26
117J3239A1 18 60985744 60985744 Missense_Mutation SNP C G G BCL2 c.156G>C p.Q52H
117J3239A1 19 50910347 50910347 Missense_Mutation SNP G C C POLD1 c.1602G>C p.E534D
117J3239A1 2 141625284 141625284 Missense_Mutation SNP G T T LRP1B c.4454C>A p.T1485K
117J3239A1 2 141747173 141747173 Missense_Mutation SNP G T T LRP1B c.2698C>A p.P900T
117J3239A1 2 141771315 141771315 Splice_Site SNP C A A LRP1B c.2191-1G>T -
117J3239A1 2 142004929 142004929 Splice_Site SNP A G G LRP1B c.464-6T>C -
117J3239A1 2 170077050 170077050 Missense_Mutation SNP G C C LRP2 c.5562C>G p.I1854M



117J3239A1 2 178098945 178098945 Missense_Mutation SNP G C C NFE2L2 c.100C>G p.R34G
117J3239A1 22 29115403 29115403 Missense_Mutation SNP G C C CHEK2 c.663C>G p.I221M
117J3239A1 3 138665213 138665213 Missense_Mutation SNP C T T FOXL2 c.352G>A p.E118K
117J3239A1 3 142274791 142274791 Missense_Mutation SNP G C C ATR c.2269C>G p.Q757E
117J3239A1 3 142277502 142277502 Missense_Mutation SNP G T T ATR c.1849C>A p.L617I
117J3239A1 3 178941890 178941890 Missense_Mutation SNP G A A PIK3CA c.2209G>A p.E737K
117J3239A1 3 185155396 185155396 Missense_Mutation SNP C A A MAP3K13 c.637C>A p.H213N
117J3239A1 3 185190815 185190815 Missense_Mutation SNP G T T MAP3K13 c.1696G>T p.A566S
117J3239A1 4 1977011 1977011 Splice_Site SNP C T T NSD2 c.3515-10C>T -
117J3239A1 4 126238326 126238326 Missense_Mutation SNP C T T FAT4 c.760C>T p.H254Y
117J3239A1 4 126370128 126370128 Missense_Mutation SNP G A A FAT4 c.7957G>A p.E2653K
117J3239A1 5 149437141 149437141 Missense_Mutation SNP G A A CSF1R c.2147C>T p.S716F
117J3239A1 6 93967194 93967194 Missense_Mutation SNP C G G EPHA7 c.2158G>C p.D720H
117J3239A1 8 38314954 38314954 Missense_Mutation SNP C G G FGFR1 c.11G>C p.W4S
117J3239A1 8 48691327 48691327 Missense_Mutation SNP PRKDC c.11612G>C p.R3871T
117J3239A1 9 101900314 101900314 Missense_Mutation SNP C G G TGFBR1 c.748C>G p.Q250E
117J3282A1 11 108201043 108201043 Nonsense_Mutation SNP T A A ATM c.7410T>A p.Y2470*
117J3282A1 19 1220434 1220434 Missense_Mutation SNP A C C STK11 c.527A>C p.D176A
117J3282A1 19 42777250 42777250 Missense_Mutation SNP G A A CIC c.1315G>A p.E439K
117J3282A1 3 142272717 142272717 Missense_Mutation SNP T C C ATR c.2482A>G p.I828V
117J3295A1 1 156834205 156834205 Missense_Mutation SNP G T T NTRK1 c.272G>T p.G91V
117J3295A1 - - Frame_Shift_Del INS - - - PTEN C.243del P.F81Lfs*18
117J3306A1 1 27057874 27057874 Nonsense_Mutation SNP C T T ARID1A c.1582C>T p.Q528*
117J3306A1 1 162729667 162729667 Nonsense_Mutation SNP G A A DDR2 c.753G>A p.W251*
117J3306A1 10 123263446 123263446 Missense_Mutation SNP C T T FGFR2 c.1297G>A p.E433K
117J3306A1 - - In_Frame_Ins INS - - - FGFR2 168insAACTTCTTA389_C390insNFLIA
117J3306A1 17 7579373 7579373 Missense_Mutation SNP C T T TP53 c.314G>A p.G105D
117J3306A1 2 48033372 48033372 Missense_Mutation SNP G A A MSH6 c.3676G>A p.A1226T
117J3306A1 20 57429649 57429649 Missense_Mutation SNP C T T GNAS c.1142C>T p.P381L
117J3306A1 20 57429659 57429659 Missense_Mutation SNP C T T GNAS c.1339C>T p.P447S
117J3306A1 3 52442055 52442055 Missense_Mutation SNP G C C BAP1 c.294C>G p.S98R
117J3306A1 - - Frame_Shift_Ins INS - - - FOXP1 c.1629_1630insT p.R544Sfs*9
117J3318A1 12 46125084 46125084 Nonsense_Mutation SNP C T T ARID2 c.271C>T p.Q91*
117J3318A1 12 56492633 56492633 Missense_Mutation SNP A G G ERBB3 c.2783A>G p.E928G
117J3318A1 17 7578392 7578392 Missense_Mutation SNP C T T TP53 c.538G>A p.E180K
117J3318A1 - - Frame_Shift_Del INS - - - SIK1 C.351del P.N118Tfs*4
117J3318A1 3 41268766 41268766 Missense_Mutation SNP A T T CTNNB1 c.1004A>T p.K335I
117J3318A1 12 25398284 25398284 Missense_Mutation SNP C A A KRAS c.35G>T p.G12V
117K3377A1 1 16258484 16258484 Missense_Mutation SNP C T T SPEN c.5749C>T p.R1917C
117K3377A1 - - Frame_Shift_Del INS - - - STK11 c.298del p.Q100Nfs*3
117K3377A1 6 157517297 157517297 Splice_Site SNP A G G ARID1B c.3863-2A>G -
117K3386A1 - - Frame_Shift_Ins INS - - - EPHA2 c.1320dup p.K441Qfs*13
117K3386A1 1 51436176 51436176 Splice_Site SNP A G G CDKN2C c.129+7A>G -
117K3386A1 10 43597793 43597793 Missense_Mutation SNP G A A RET c.341G>A p.R114H
117K3386A1 - - In_Frame_Del INS - - - FGFR2 c.772_813del p.L258_G271del
117K3386A1 19 33792353 33792353 Missense_Mutation SNP C A A CEBPA c.968G>T p.R323L
117K3386A1 3 10183830 10183830 Missense_Mutation SNP C T T VHL c.299C>T p.T100M
117K3386A1 4 55946257 55946257 Missense_Mutation SNP C T T KDR c.3922G>A p.G1308R
117K3403A1 1 43805738 43805738 Missense_Mutation SNP T A A MPL c.794T>A p.L265H
117K3403A1 1 65303679 65303679 Missense_Mutation SNP T C C JAK1 c.3076A>G p.K1026E
117K3403A1 1 98015244 98015244 Missense_Mutation SNP G T T DPYD c.1396C>A p.P466T
117K3403A1 1 98205939 98205939 Splice_Site SNP T A A DPYD c.321+9A>T -
117K3403A1 - - Frame_Shift_Ins INS - - - ABL2 c.2518dup p.S840Kfs*52
117K3403A1 1 193117007 193117007 Missense_Mutation SNP A G G CDC73 c.740A>G p.K247R
117K3403A1 1 193181580 193181580 Missense_Mutation SNP A T T CDC73 c.1127A>T p.N376I
117K3403A1 11 46321682 46321682 Missense_Mutation SNP T A A CREB3L1 c.299T>A p.L100H
117K3403A1 11 92495345 92495345 Splice_Site SNP T A A FAT3 c.3984+9T>A -
117K3403A1 - - Frame_Shift_Del INS - - - KMT2D c.6594del p.Y2199Ifs*65
117K3403A1 14 50929435 50929435 Missense_Mutation SNP T C C MAP4K5 c.884A>G p.N295S
117K3403A1 17 7578291 7578291 Splice_Site SNP T A A TP53 c.560-2A>T -
117K3403A1 17 40485698 40485698 Missense_Mutation SNP T C C STAT3 c.1042A>G p.K348E
117K3403A1 19 15355518 15355518 Splice_Site SNP T A A BRD4 c.2211+3A>T -
117K3403A1 2 141474278 141474278 Missense_Mutation SNP C G G LRP1B c.5866G>C p.E1956Q
117K3403A1 2 212248591 212248591 Missense_Mutation SNP T A A ERBB4 c.3676A>T p.I1226L
117K3403A1 2 212488781 212488781 Splice_Site SNP A T T ERBB4 c.2080-12T>A -
117K3403A1 20 31024668 31024668 Missense_Mutation SNP A T T ASXL1 c.4153A>T p.R1385W
117K3403A1 21 39817423 39817423 Missense_Mutation SNP A T T ERG c.161T>A p.M54K
117K3403A1 3 10123082 10123082 Missense_Mutation SNP A T T FANCD2 c.3158A>T p.Q1053L
117K3403A1 3 195596414 195596414 Splice_Site SNP T A A TNK2 c.1733-2A>T -
117K3403A1 4 126371728 126371728 Missense_Mutation SNP A T T FAT4 c.9557A>T p.D3186V
117K3403A1 5 251451 251451 Splice_Site SNP A T T SDHA c.1664-2A>T -
117K3403A1 6 157522010 157522010 Missense_Mutation SNP A T T ARID1B c.4282A>T p.S1428C
117K3403A1 8 69046362 69046362 Missense_Mutation SNP T A A PREX2 c.3835T>A p.S1279T
117K3403A1 8 92972637 92972637 Missense_Mutation SNP T A A RUNX1T1 c.1537A>T p.I513F
117K3403A1 8 93115083 93115083 Splice_Site SNP A T T RUNX1T1 c.28+2T>A -
117K3403A1 X 48650475 48650475 Nonsense_Mutation SNP G T T GATA1 c.445G>T p.G149*
117K3508A1 17 7577534 7577534 Missense_Mutation SNP C A A TP53 c.747G>T p.R249S
117K3508A1 22 21348029 21348029 Missense_Mutation SNP T C C LZTR1 c.1339T>C p.F447L
117K3508A1 3 181430615 181430615 Missense_Mutation SNP G A A SOX2 c.467G>A p.R156H
117K3508A1 7 41729517 41729517 Missense_Mutation SNP A T T INHBA c.1012T>A p.W338R
117K3508A1 9 21971145 21971145 Missense_Mutation SNP G T T CDKN2A c.213C>A p.N71K
117K3520A1 12 25398284 25398284 Missense_Mutation SNP C A A KRAS c.35G>T p.G12V
117K3520A1 18 19752072 19752072 Missense_Mutation SNP T C C GATA6 c.967T>C p.Y323H
117K3520A1 18 48591892 48591892 Missense_Mutation SNP G A A SMAD4 c.1055G>A p.G352E
117K3520A1 18 48593406 48593406 Missense_Mutation SNP G A A SMAD4 c.1157G>A p.G386D
117K3527A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
117K3527A1 12 46233111 46233111 Splice_Site SNP G A A ARID2 c.1331-1G>A -
117K3527A1 13 28578283 28578283 Missense_Mutation SNP G A A FLT3 c.2888C>T p.S963L
117K3527A1 17 7577108 7577108 Missense_Mutation SNP C T T TP53 c.830G>A p.C277Y
117K3527A1 19 45918127 45918127 Missense_Mutation SNP C T T ERCC1 c.694G>A p.V232I
117K3527A1 22 41489103 41489103 Splice_Site SNP G A A EP300 c.94+1G>A -
117K3527A1 3 138664879 138664879 Missense_Mutation SNP G A A FOXL2 c.686C>T p.A229V
117K3527A1 7 106508826 106508826 Missense_Mutation SNP G A A PIK3CG c.820G>A p.V274I
117K3556A1 10 131506271 131506271 Missense_Mutation SNP C A A MGMT c.331C>A p.P111T
117K3556A1 11 108117798 108117798 Missense_Mutation SNP C T T ATM c.1009C>T p.R337C
117K3556A1 2 121726436 121726436 Nonsense_Mutation SNP C T T GLI2 c.790C>T p.R264*
117K3556A1 3 178916725 178916725 Missense_Mutation SNP C T T PIK3CA c.112C>T p.R38C
117K3556A1 5 138266623 138266623 Missense_Mutation SNP A G G CTNNA1 c.2297A>G p.H766R



117K3556A1 5 156668740 156668740 Splice_Site SNP A G G ITK c.1060+10A>G -
117K3556A1 7 42004287 42004287 Missense_Mutation SNP T G G GLI3 c.4384A>C p.I1462L
117K3576A1 1 158619676 158619676 Missense_Mutation SNP C T T SPTA1 c.3539G>A p.G1180D
117K3576A1 17 29548950 29548950 Splice_Site SNP A G G NF1 c.1721+3A>G -
117K3576A1 3 49936071 49936071 Nonsense_Mutation SNP A T T MST1R c.1599T>A p.C533*
117K3576A1 7 55087043 55087043 Missense_Mutation SNP C G G EGFR c.73C>G p.L25V
117K3596A1 10 114919749 114919749 Missense_Mutation SNP C G G TCF7L2 c.1371C>G p.C457W
117K3596A1 12 25398285 25398285 Missense_Mutation SNP C A A KRAS c.34G>T p.G12C
117K3596A1 - - Frame_Shift_Ins INS - - - TP53 C.756dup P.T253Hfs*11
117K3596A1 5 149515139 149515139 Missense_Mutation SNP G A A PDGFRB c.343C>T p.R115W
117K3609A1 19 15378374 15378374 Splice_Site SNP G A A BRD4 c.424-12C>T -
117K3609A1 2 178098800 178098800 Missense_Mutation SNP T C C NFE2L2 c.245A>G p.E82G
117K3609A1 3 30691943 30691943 Missense_Mutation SNP T A A TGFBR2 c.445T>A p.F149I
117K3609A1 3 30732948 30732948 Missense_Mutation SNP T C C TGFBR2 c.1561T>C p.W521R
117K3609A1 3 52443761 52443761 Splice_Site SNP T C C BAP1 c.38-2A>G -
117K3620A1 1 27056352 27056352 Nonsense_Mutation SNP C T T ARID1A c.1348C>T p.Q450*
117K3620A1 - - Frame_Shift_Ins INS - - - ARID1A c.6747dup p.E2250Rfs*28
117K3620A1 16 68845758 68845758 Missense_Mutation SNP G A A CDH1 c.1004G>A p.R335Q
117K3620A1 2 178095644 178095644 Missense_Mutation SNP C G G NFE2L2 c.1687G>C p.E563Q
117K3620A1 22 38370170 38370170 Missense_Mutation SNP G A A SOX10 c.733C>T p.P245S
117K3620A1 7 41729816 41729816 Missense_Mutation SNP A G G INHBA c.713T>C p.L238P
117K3620A1 8 139165017 139165017 Missense_Mutation SNP T G G FAM135B c.1701A>C p.E567D
117K3660A1 12 56481922 56481922 Missense_Mutation SNP G A A ERBB3 c.850G>A p.G284R
117K3660A1 17 7578271 7578271 Missense_Mutation SNP T C C TP53 c.578A>G p.H193R
117K3660A1 18 48604690 48604690 Missense_Mutation SNP T G G SMAD4 c.1512T>G p.S504R
117K3669A1 1 27101099 27101099 Nonsense_Mutation SNP C T T ARID1A c.4381C>T p.R1461*
117K3669A1 - - Frame_Shift_Del INS - - - SPTA1 C.1349del P.K450Rfs*43
117K3669A1 12 56495328 56495328 Missense_Mutation SNP G A A ERBB3 c.3518G>A p.R1173Q
117K3669A1 17 70118937 70118937 Missense_Mutation SNP C T T SOX9 c.509C>T p.P170L
117K3669A1 19 2216398 2216398 Missense_Mutation SNP G A A DOT1L c.2042G>A p.R681H
117K3669A1 2 209113112 209113112 Missense_Mutation SNP C A A IDH1 c.395G>T p.R132L
117K3669A1 20 57429158 57429158 Missense_Mutation SNP G A A GNAS c.838G>A p.A280T
117K3669A1 22 21350115 21350115 Missense_Mutation SNP G A A LZTR1 c.2023G>A p.G675R
117K3669A1 3 52439278 52439278 Nonsense_Mutation SNP G A A BAP1 c.964C>T p.Q322*
117K3669A1 - - Frame_Shift_Del INS - - - PBRM1 C.3833del P.P1278Lfs*10
117K3669A1 4 1806600 1806600 Missense_Mutation SNP G A A FGFR3 c.1316G>A p.R439H
117K3669A1 4 126412679 126412679 Missense_Mutation SNP G C C FAT4 c.14702G>C p.G4901A
117K3669A1 - - Frame_Shift_Del INS - - - APC C.4056_4072de P.F1354Ifs*15
117K3669A1 5 131972883 131972883 Missense_Mutation SNP C T T RAD50 c.3466C>T p.R1156C
117K3669A1 5 147207669 147207669 Missense_Mutation SNP T C C SPINK1 c.110A>G p.N37S
117K3669A1 6 117683996 117683996 Missense_Mutation SNP T C C ROS1 c.3151A>G p.I1051V
117K3669A1 7 152346028 152346028 Missense_Mutation SNP T C C XRCC2 c.542A>G p.E181G
117K3669A1 X 48891040 48891040 Missense_Mutation SNP C T T TFE3 c.1076G>A p.R359Q
117K3688A1 10 123325192 123325192 Nonsense_Mutation SNP G A A FGFR2 c.136C>T p.Q46*
117K3688A1 12 25398284 25398284 Missense_Mutation SNP C G G KRAS c.35G>C p.G12A
117K3688A1 12 46245033 46245033 Nonsense_Mutation SNP C T T ARID2 c.3127C>T p.Q1043*
117K3688A1 12 46245376 46245376 Nonsense_Mutation SNP C G G ARID2 c.3470C>G p.S1157*
117K3688A1 12 115112364 115112364 Missense_Mutation SNP C T T TBX3 c.1376G>A p.R459H
117K3688A1 - - Frame_Shift_Del INS - - - FOS c.894_895del p.F298Lfs*51
117K3688A1 16 31191485 31191485 Splice_Site SNP C G G FUS c.-51C>G -
117K3688A1 - - In_Frame_Del INS - - - TP53 c.469_486del p.V157_I162del
117K3688A1 17 56432344 56432344 Missense_Mutation SNP G A A RNF43 c.2312C>T p.S771L
117K3688A1 2 47656970 47656970 Missense_Mutation SNP G A A MSH2 c.1166G>A p.R389Q
117K3688A1 2 121745999 121745999 Missense_Mutation SNP G A A GLI2 c.2509G>A p.E837K
117K3688A1 3 41274855 41274855 Missense_Mutation SNP C T T CTNNB1 c.1105C>T p.H369Y
117K3688A1 3 178936082 178936082 Missense_Mutation SNP G A A PIK3CA c.1624G>A p.E542K
117K3688A1 5 176618955 176618955 Missense_Mutation SNP G C C NSD1 c.998G>C p.R333T
117K3688A1 5 176638333 176638333 Missense_Mutation SNP C T T NSD1 c.2933C>T p.P978L
117K3688A1 7 92462399 92462399 Splice_Site SNP G A A CDK6 c.233+6C>T -
117K3688A1 7 106508682 106508682 Missense_Mutation SNP C T T PIK3CG c.676C>T p.R226C
117K3688A1 8 48766767 48766767 Missense_Mutation SNP PRKDC c.6769G>C p.E2257Q
117K3699A1 12 25398285 25398285 Missense_Mutation SNP C A A KRAS c.34G>T p.G12C
117K3699A1 - - Frame_Shift_Ins INS - - - SOX9 C.1074_1075dup P.P359Rfs*25
117K3699A1 20 57484420 57484420 Missense_Mutation SNP C T T GNAS c.601C>T p.R201C
117K3699A1 3 49397742 49397742 Missense_Mutation SNP G A A RHOA c.482C>T p.A161V
117K3699A1 - - Frame_Shift_Ins INS - - - APC C.4666dup P.T1556Nfs*3
117K3699A1 9 101907038 101907038 Missense_Mutation SNP A T T TGFBR1 c.998A>T p.D333V
117K3728A1 1 27059236 27059236 Nonsense_Mutation SNP C T T ARID1A c.1873C>T p.Q625*
117K3728A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
117K3728A1 - - Frame_Shift_Del INS - - - TP53 c.1179_1180del p.D393Efs*77
117K3728A1 19 11170486 11170486 Missense_Mutation SNP G A A SMARCA4 c.4789G>A p.E1597K
117K3728A1 7 78150951 78150951 Missense_Mutation SNP C T T MAGI2 c.550G>A p.G184S
117K3750A1 1 2491310 2491310 Missense_Mutation SNP T C C TNFRSF14 c.353T>C p.V118A
117K3750A1 1 9782576 9782576 Splice_Site SNP G A A PIK3CD c.2348-10G>A -
117K3750A1 1 16257510 16257510 Missense_Mutation SNP G A A SPEN c.4775G>A p.R1592Q
117K3750A1 1 65301152 65301152 Missense_Mutation SNP A G G JAK1 c.3296T>C p.M1099T
117K3750A1 1 65309758 65309758 Missense_Mutation SNP T C C JAK1 c.2392A>G p.T798A
117K3750A1 1 162740216 162740216 Missense_Mutation SNP G A A DDR2 c.1418G>A p.R473H
117K3750A1 1 179095717 179095717 Missense_Mutation SNP T A A ABL2 c.482A>T p.Y161F
117K3750A1 1 204438447 204438447 Nonsense_Mutation SNP G A A PIK3C2B c.484C>T p.R162*
117K3750A1 1 226590082 226590082 Splice_Site SNP T C C PARP1 c.121-2A>G -
117K3750A1 - - In_Frame_Del INS - - - TCF7L2 c.80_82del p.27_28del
117K3750A1 10 123298201 123298201 Missense_Mutation SNP A T T FGFR2 c.653T>A p.M218K
117K3750A1 - - Missense_Mutation SNP - - - NUP98 C.1585_1587de P.K529del
117K3750A1 11 118390416 118390416 Nonsense_Mutation SNP C T T KMT2A c.11230C>T p.R3744*
117K3750A1 - - Splice_Site SNP - - - ARID2 c.419-10dupT -
117K3750A1 12 49433223 49433223 Missense_Mutation SNP T C C KMT2D c.8224A>G p.T2742A
117K3750A1 - - Frame_Shift_Del INS - - - KMT2D C.7061del P.P2354Lfs*30
117K3750A1 12 50483664 50483664 Splice_Site SNP T C C SMARCD1 c.772-3T>C -
117K3750A1 12 50484355 50484355 Missense_Mutation SNP T A A SMARCD1 c.1115T>A p.I372N
117K3750A1 12 57560824 57560824 Missense_Mutation SNP C T T LRP1 c.2909C>T p.S970L
117K3750A1 12 57595294 57595294 Missense_Mutation SNP G A A LRP1 c.10360G>A p.A3454T
117K3750A1 12 115109887 115109887 Missense_Mutation SNP G A A TBX3 c.1991C>T p.A664V
117K3750A1 13 102568842 102568842 Missense_Mutation SNP G A A FGF14 c.154C>T p.R52C
117K3750A1 14 45620619 45620619 Missense_Mutation SNP G A A FANCM c.938G>A p.R313H
117K3750A1 16 3790400 3790400 Missense_Mutation SNP C T T CREBBP c.4133G>A p.R1378Q
117K3750A1 16 9862740 9862740 Missense_Mutation SNP C T T GRIN2A c.2563G>A p.D855N
117K3750A1 - - In_Frame_Del INS - - - THAP11 C.330_338del P.Q130_Q132del



117K3750A1 16 81969962 81969962 Missense_Mutation SNP G A A PLCG2 c.3031G>A p.A1011T
117K3750A1 17 7578406 7578406 Missense_Mutation SNP C T T TP53 c.524G>A p.R175H
117K3750A1 17 11984788 11984788 Missense_Mutation SNP G T T MAP2K4 c.334G>T p.A112S
117K3750A1 17 11998928 11998928 Nonsense_Mutation SNP C T T MAP2K4 c.430C>T p.Q144*
117K3750A1 - - Frame_Shift_Del INS - - - RNF43 C.1976del P.G659Vfs*41
117K3750A1 - - Frame_Shift_Del INS - - - BRIP1 C.2990_2993de P.T997Rfs*61
117K3750A1 - - Frame_Shift_Del INS - - - ROCK1 C.3921del P.K1307Nfs*3
117K3750A1 19 42383667 42383667 Missense_Mutation SNP G A A CD79A c.442G>A p.E148K
117K3750A1 19 45525373 45525373 Missense_Mutation SNP RELB c.563C>A p.P188H
117K3750A1 - - Splice_Site SNP - - - RGPD4 c.73-3delT -
117K3750A1 - - Missense_Mutation SNP - - - RANBP2 C.6090_6092de P.E2030del
117K3750A1 2 121747898 121747898 Missense_Mutation SNP C T T GLI2 c.4408C>T p.R1470W
117K3750A1 2 141274532 141274532 Missense_Mutation SNP C A A LRP1B c.8075G>T p.G2692V
117K3750A1 - - Frame_Shift_Del INS - - - ACVR2A C.1310del P.K437Rfs*5
117K3750A1 - - Frame_Shift_Del INS - - - CASP8 C.1326_1327de P.C443Pfs*12
117K3750A1 2 215633992 215633992 Missense_Mutation SNP A T T BARD1 c.1359T>A p.D453E
117K3750A1 20 30661518 30661518 Splice_Site SNP G A A HCK c.164-1G>A -
117K3750A1 20 57429088 57429088 Missense_Mutation SNP G A A GNAS c.581G>A p.R194Q
117K3750A1 21 39755530 39755530 Missense_Mutation SNP G A A ERG c.1184C>T p.P395L
117K3750A1 - - Frame_Shift_Del INS - - - EWSR1 C.1616_1617de P.E539Vfs*5
117K3750A1 22 41566575 41566575 Missense_Mutation SNP G T T EP300 c.4452G>T p.K1484N
117K3750A1 - - Frame_Shift_Del INS - - - TGFBR2 C.382_383del P.K128Afs*3
117K3750A1 3 71021235 71021235 Missense_Mutation SNP G A A FOXP1 c.1627C>T p.R543C
117K3750A1 - - Frame_Shift_Ins INS - - - PRKCI C.79dup P.R27Pfs*16
117K3750A1 - - Missense_Mutation SNP - - - TNK2 C.920_922del P.F307del
117K3750A1 4 1807638 1807638 Missense_Mutation SNP C T T FGFR3 c.1807C>T p.R603W
117K3750A1 4 106155916 106155916 Nonsense_Mutation SNP C T T TET2 c.817C>T p.Q273*
117K3750A1 - - Frame_Shift_Ins INS - - - FAT4 C.2738dup P.Q914Pfs*8
117K3750A1 - - Frame_Shift_Del INS - - - FAT1 C.1607_1608de P.L536Qfs*25
117K3750A1 - - Missense_Mutation SNP - - - MAP3K1 C.3767_3769de P.S1256del
117K3750A1 5 149503808 149503808 Splice_Site SNP G A A PDGFRB c.2023+5C>T -
117K3750A1 5 149512334 149512334 Missense_Mutation SNP G A A PDGFRB c.1106C>T p.T369M
117K3750A1 6 30863256 30863256 Missense_Mutation SNP C A A DDR1 c.1589C>A p.P530H
117K3750A1 6 32166736 32166736 Missense_Mutation SNP C T T NOTCH4 c.4502G>A p.R1501Q
117K3750A1 6 36651948 36651948 Missense_Mutation SNP C A A CDKN1A c.70C>A p.P24T
117K3750A1 6 138192644 138192644 Missense_Mutation SNP G A A TNFAIP3 c.280G>A p.A94T
117K3750A1 7 86415839 86415839 Missense_Mutation SNP C T T GRM3 c.731C>T p.A244V
117K3750A1 - - Splice_Site SNP - - - BRAF c.1993-11delT -
117K3750A1 7 151845112 151845112 Splice_Site SNP C T T KMT2C c.13894+6G>A -
117K3750A1 8 11400849 11400849 Missense_Mutation SNP C T T BLK c.116C>T p.P39L
117K3750A1 8 48843298 48843298 Missense_Mutation SNP G A A PRKDC c.1826C>T p.A609V
117K3750A1 9 98231242 98231242 Missense_Mutation SNP G A A PTCH1 c.2041C>T p.P681S
117K3750A1 - - Splice_Site SNP - - - TGFBR1 c.1131-3delT -
117K3750A1 - - Frame_Shift_Ins INS - - - NR4A3 C.449dup P.Q151Afs*89
117K3750A1 - - Splice_Site SNP - - - KDM6A 737-7_3737-6de -
117K3750A1 X 47038783 47038783 Nonsense_Mutation SNP G T T RBM10 c.790G>T p.E264*
117K3750A1 - - Frame_Shift_Del INS - - - BCORL1 C.4451del P.P1484Qfs*7
117L3780A1 - - Frame_Shift_Del INS - - - ARID1A c.6744_6747delp.H2248Qfs*18
117L3780A1 12 25398284 25398284 Missense_Mutation SNP C A A KRAS c.35G>T p.G12V
117L3780A1 18 48593387 48593387 Splice_Site SNP A T T SMAD4 c.1140-2A>T -
117L3815A1 1 156843595 156843595 Missense_Mutation SNP G A A NTRK1 c.1021G>A p.V341M
117L3815A1 13 41134628 41134628 Missense_Mutation SNP C T T FOXO1 c.1000G>A p.E334K
117L3815A1 17 7576855 7576855 Nonsense_Mutation SNP G A A TP53 c.991C>T p.Q331*
117L3815A1 17 41203134 41203134 Missense_Mutation SNP T C C BRCA1 c.5278A>G p.I1760V
117L3815A1 18 19751791 19751791 Missense_Mutation SNP C G G GATA6 c.686C>G p.S229W
117L3815A1 2 141200065 141200065 Splice_Site SNP A G G LRP1B c.10414+8T>C -
117L3815A1 3 3215926 3215926 Missense_Mutation SNP T C C CRBN c.194A>G p.E65G
117L3815A1 4 1906094 1906094 Missense_Mutation SNP C A A NSD2 c.749C>A p.T250N
117L3815A1 7 13975403 13975403 Missense_Mutation SNP C T T ETV1 c.484G>A p.D162N
117L3815A1 7 106522569 106522569 Missense_Mutation SNP G A A PIK3CG c.2546G>A p.R849Q
117L3816A1 11 108200961 108200961 Missense_Mutation SNP G A A ATM c.7328G>A p.R2443Q
117L3816A1 12 46231410 46231410 Nonsense_Mutation SNP C G G ARID2 c.1250C>G p.S417*
117L3816A1 - - Frame_Shift_Del INS - - - TP53 C.383_387delinsT P.P128Lfs*41
117L3816A1 18 19752152 19752152 Missense_Mutation SNP G T T GATA6 c.1047G>T p.W349C
117L3816A1 19 11169494 11169494 Missense_Mutation SNP C A A SMARCA4 c.4660C>A p.L1554I
117L3816A1 20 36030892 36030892 Missense_Mutation SNP C T T SRC c.1171C>T p.R391C
117L3816A1 4 187584566 187584566 Missense_Mutation SNP A G G FAT1 c.3467T>C p.V1156A
117L3816A1 8 93004079 93004079 Missense_Mutation SNP G A A RUNX1T1 c.668C>T p.S223L
117L3816A1 X 47429308 47429308 Missense_Mutation SNP G A A ARAF c.1436G>A p.R479H
117L3817A1 11 108224492 108224492 Splice_Site SNP G C C ATM c.8672-1G>C -
117L3817A1 13 43155275 43155275 Missense_Mutation SNP G A A TNFSF11 c.14G>A p.R5K
117L3817A1 16 2130195 2130195 Missense_Mutation SNP G C C TSC2 c.3427G>C p.D1143H
117L3817A1 19 11144798 11144798 Splice_Site SNP G T T SMARCA4 c.3874-1G>T -
117L3817A1 2 212576772 212576772 Splice_Site SNP G A A ERBB4 c.1124+3C>T -
117L3817A1 3 41266113 41266113 Missense_Mutation SNP C T T CTNNB1 c.110C>T p.S37F
117L3817A1 3 89391031 89391031 Missense_Mutation SNP G T T EPHA3 c.1097G>T p.C366F
117L3817A1 4 187541076 187541076 Missense_Mutation SNP C T T FAT1 c.6664G>A p.D2222N
117L3817A1 7 77764356 77764356 Missense_Mutation SNP G A A MAGI2 c.3013C>T p.R1005C
117L3842A1 11 119149250 119149250 Nonsense_Mutation SNP C T T CBL c.1258C>T p.R420*
117L3842A1 - - In_Frame_Del INS - - - TP53 c.512_520del E171_R174delinsG
117L3842A1 4 187557957 187557957 Missense_Mutation SNP T C C FAT1 c.3754A>G p.I1252V
117L3851A1 1 27105892 27105892 Missense_Mutation SNP C A A ARID1A c.5503C>A p.Q1835K
117L3851A1 1 120459238 120459238 Missense_Mutation SNP C T T NOTCH2 c.6107G>A p.R2036Q
117L3851A1 12 25398284 25398284 Missense_Mutation SNP C A A KRAS c.35G>T p.G12V
117L3851A1 16 3778618 3778618 Missense_Mutation SNP C A A CREBBP c.6430G>T p.A2144S
117L3851A1 17 41245489 41245489 Missense_Mutation SNP G T T BRCA1 c.2059C>A p.Q687K
117L3851A1 17 78921158 78921158 Splice_Site SNP G A A RPTOR c.3265+7G>A -
117L3851A1 19 10610154 10610154 Missense_Mutation SNP C A A KEAP1 c.556G>T p.G186C
117L3851A1 2 198266834 198266834 Missense_Mutation SNP T C C SF3B1 c.2098A>G p.K700E
117L3851A1 8 71053502 71053502 Missense_Mutation SNP C T T NCOA2 c.2945G>A p.R982Q
117L3938A1 10 43606743 43606743 Missense_Mutation SNP C T T RET c.1352C>T p.T451M
117L3938A1 - - Frame_Shift_Del INS - - - TP53 c.626_627del p.R209Kfs*6
117L3938A1 7 117282657 117282657 Splice_Site SNP A G G CFTR c.3873+10A>G -
117L3940A1 12 25398284 25398284 Missense_Mutation SNP C A A KRAS c.35G>T p.G12V
117L3940A1 12 50479995 50479995 Nonsense_Mutation SNP G T T SMARCD1 c.229G>T p.G77*
117L3940A1 17 62009553 62009553 Splice_Site SNP A G G CD79B c.67+2T>C -
117L3940A1 3 178936082 178936082 Missense_Mutation SNP G A A PIK3CA c.1624G>A p.E542K
117L3940A1 4 126367653 126367653 Nonsense_Mutation SNP C T T FAT4 c.7399C>T p.Q2467*



117L3952A1 1 65303760 65303760 Missense_Mutation SNP A G G JAK1 c.2995T>C p.Y999H
117L3952A1 1 156843554 156843554 Missense_Mutation SNP T C C NTRK1 c.980T>C p.F327S
117L3952A1 10 70405595 70405595 Missense_Mutation SNP C A A TET1 c.3109C>A p.Q1037K
117L3952A1 - - In_Frame_Del INS - - - PARP4 1333delinsGAATC440_I445delinsNLVF
117L3952A1 - - Frame_Shift_Ins INS - - - BRCA2 C.4169dup P.L1390Ffs*13
117L3952A1 19 42778531 42778531 Missense_Mutation SNP C A A CIC c.2596C>A p.P866T
117L3952A1 - - In_Frame_Del INS - - - ROS1 C.5341_5362de P.I1781*
117L3952A1 6 117710734 117710734 Missense_Mutation SNP T C C ROS1 c.1538A>G p.D513G
117L3964A1 12 25398284 25398284 Missense_Mutation SNP C A A KRAS c.35G>T p.G12V
117L3964A1 12 49420739 49420739 Missense_Mutation SNP C T T KMT2D c.15010G>A p.E5004K
117L3965A1 - - Frame_Shift_Del INS - - - ARID1A C.5038_5042de P.L1680Gfs*16
117L3965A1 12 46244247 46244247 Nonsense_Mutation SNP G T T ARID2 c.2341G>T p.G781*
117L3965A1 13 32930610 32930610 Missense_Mutation SNP G A A BRCA2 c.7481G>A p.R2494Q
117L3965A1 - - Frame_Shift_Ins INS - - - PBRM1 C.4198dup P.M1400Nfs*109
117L3965A1 5 176518789 176518789 Missense_Mutation SNP A T T FGFR4 c.707A>T p.N236I
117L3965A1 6 162206852 162206852 Missense_Mutation SNP G A A PRKN c.823C>T p.R275W
117L4005A1 - - Frame_Shift_Ins INS - - - ARID1A c.4933dup p.S1645Ffs*3
117L4005A1 - - Frame_Shift_Del INS - - - CHD4 c.4376_4377del p.Y1459Cfs*10
117L4005A1 17 48275831 48275831 Missense_Mutation SNP T G G COL1A1 c.506A>C p.E169A
117L4040A1 13 41134892 41134892 Missense_Mutation SNP T C C FOXO1 c.736A>G p.S246G
117L4040A1 15 88680700 88680700 Missense_Mutation SNP T G G NTRK3 c.557A>C p.N186T
117L4040A1 17 7577507 7577507 Missense_Mutation SNP T G G TP53 c.774A>C p.E258D
117L4040A1 - - In_Frame_Del INS - - - NF1 C.5300_5314de.A1767_K1771del
117L4040A1 - - Frame_Shift_Del INS - - - BRCA1 C.4485del P.R1495Sfs*10
117L4040A1 6 32187569 32187569 Splice_Site SNP A G G NOTCH4 c.1316-6T>C -
117L4040A1 8 37688272 37688272 Missense_Mutation SNP C T T ADGRA2 c.763C>T p.R255C
117L4049A1 1 16458871 16458871 Splice_Site SNP A G G EPHA2 c.2115+2T>C -
117L4049A1 - - Frame_Shift_Ins INS - - - PBRM1 1810_1811insAA p.G604Efs*7
117L4049A1 7 42188023 42188023 Missense_Mutation SNP C T T GLI3 c.169G>A p.A57T
117L4084A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
117L4084A1 - - Frame_Shift_Del INS - - - PBRM1 c.1284_1285del p.S429Tfs*14
117L4084A1 6 30862458 30862458 Splice_Site SNP G A A DDR1 c.1513+10G>A -
117L4084A1 7 13975478 13975478 Missense_Mutation SNP G T T ETV1 c.409C>A p.P137T
117L4084A1 8 93017416 93017416 Missense_Mutation SNP G T T RUNX1T1 c.557C>A p.T186N
117L4084A1 - - Frame_Shift_Del INS - - - AMER1 1353_1362delins p.E452Hfs*5
117L4087A1 - - Frame_Shift_Del INS - - - MEN1 c.249_252del p.I85Sfs*33
117L4087A1 17 7576857 7576857 Missense_Mutation SNP A G G TP53 c.989T>C p.L330P
117L4087A1 3 49927438 49927438 Missense_Mutation SNP C T T MST1R c.3866G>A p.R1289H
117L4087A1 4 126239421 126239421 Missense_Mutation SNP C T T FAT4 c.1855C>T p.R619C
117L4087A1 7 18767243 18767243 Missense_Mutation SNP G C C HDAC9 c.1763G>C p.R588P
117L4089A1 - - Frame_Shift_Ins INS - - - ARID1A C.6341dup P.Q2115Afs*35
117L4089A1 10 114925329 114925329 Missense_Mutation SNP C T T TCF7L2 c.1163C>T p.A388V
117L4089A1 12 56478786 56478786 Missense_Mutation SNP G A A ERBB3 c.242G>A p.R81Q
117L4089A1 13 28588663 28588663 Missense_Mutation SNP C G G FLT3 c.2785G>C p.D929H
117L4089A1 13 102568833 102568833 Missense_Mutation SNP C T T FGF14 c.163G>A p.G55S
117L4089A1 - - Frame_Shift_Del INS - - - AXIN1 C.1523del P.G508Vfs*197
117L4089A1 16 3788627 3788627 Missense_Mutation SNP G A A CREBBP c.4327C>T p.R1443C
117L4089A1 17 7577548 7577548 Missense_Mutation SNP C A A TP53 c.733G>T p.G245C
117L4089A1 17 12011119 12011119 Missense_Mutation SNP A T T MAP2K4 c.526A>T p.I176F
117L4089A1 - - Splice_Site SNP - - - COL1A1 c.1300-7delC -
117L4089A1 17 48272920 48272920 Splice_Site SNP A G G COL1A1 c.1155+8T>C -
117L4089A1 - - Frame_Shift_Del INS - - - AXIN2 C.1994del P.G665Afs*24
117L4089A1 - - In_Frame_Del INS - - - SMAD4 C.94_95del P.S32*
117L4089A1 - - Frame_Shift_Del INS - - - SMAD4 C.158_162del P.E53Gfs*15
117L4089A1 - - In_Frame_Del INS - - - SMAD4 C.1313_1314de P.F438*
117L4089A1 19 15285059 15285059 Missense_Mutation SNP A G G NOTCH3 c.4556T>C p.L1519P
117L4089A1 19 17945927 17945927 Missense_Mutation SNP T G G JAK3 c.2012A>C p.D671A
117L4089A1 2 47637413 47637413 Nonsense_Mutation SNP C T T MSH2 c.547C>T p.Q183*
117L4089A1 2 191895741 191895741 Missense_Mutation SNP G A A STAT4 c.2177C>T p.A726V
117L4089A1 2 212426705 212426705 Missense_Mutation SNP G T T ERBB4 c.2410C>A p.L804M
117L4089A1 3 52437639 52437639 Missense_Mutation SNP G A A BAP1 c.1522C>T p.R508C
117L4089A1 3 181430166 181430166 Missense_Mutation SNP G T T SOX2 c.18G>T p.E6D
117L4089A1 3 183211878 183211878 Missense_Mutation SNP A G G KLHL6 c.1339T>C p.C447R
117L4089A1 5 180046110 180046110 Splice_Site SNP C A A FLT4 c.2762-1G>T -
117L4089A1 7 41730086 41730086 Missense_Mutation SNP G A A INHBA c.443C>T p.S148L
117L4089A1 7 81358991 81358991 Missense_Mutation SNP T C C HGF c.970A>G p.I324V
117L4089A1 7 151873888 151873888 Nonsense_Mutation SNP G A A KMT2C c.8650C>T p.R2884*
117L4089A1 8 139323164 139323164 Splice_Site SNP C A A FAM135B c.78-1G>T -
117L4089A1 9 21971120 21971120 Nonsense_Mutation SNP G A A CDKN2A c.238C>T p.R80*
117L4089A1 9 133760147 133760147 Missense_Mutation SNP G A A ABL1 c.2527G>A p.V843M
117L4089A1 9 135776154 135776154 Missense_Mutation SNP A G G TSC1 c.2573T>C p.V858A
117L4089A1 - - Frame_Shift_Ins INS - - - KDM6A C.1271dup P.L425Tfs*7
117L4089A1 X 44966679 44966679 Missense_Mutation SNP G T T KDM6A c.3903G>T p.K1301N
117L4089A1 X 53224583 53224583 Missense_Mutation SNP G A A KDM5C c.3130C>T p.H1044Y
117L4089A1 X 53245002 53245002 Missense_Mutation SNP C T T KDM5C c.938G>A p.R313Q
117L4100A1 3 52441213 52441213 Missense_Mutation SNP A C C BAP1 c.557T>G p.L186R
117L4100A1 5 180057710 180057710 Missense_Mutation SNP C T T FLT4 c.245G>A p.R82Q
117L4103A1 - - Frame_Shift_Ins INS - - - EPHA2 C.1000dup P.Y334Lfs*47
117L4103A1 1 27105553 27105553 Nonsense_Mutation SNP C T T ARID1A c.5164C>T p.R1722*
117L4103A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
117L4103A1 3 52598207 52598207 Missense_Mutation SNP C T T PBRM1 c.3659G>A p.R1220K
117L4103A1 3 178936091 178936091 Missense_Mutation SNP G A A PIK3CA c.1633G>A p.E545K
117L4103A1 5 156649874 156649874 Missense_Mutation SNP G A A ITK c.497G>A p.R166Q
117L4103A1 7 151960190 151960190 Missense_Mutation SNP G C C KMT2C c.1210C>G p.L404V
117L4103A1 8 11400840 11400840 Missense_Mutation SNP C T T BLK c.107C>T p.P36L
117L4125A1 - - Frame_Shift_Del INS - - - EPHA2 c.921del p.C307Wfs*86
117L4125A1 12 69229720 69229720 Missense_Mutation SNP A T T MDM2 c.796A>T p.S266C
117L4125A1 2 209113112 209113112 Missense_Mutation SNP C A A IDH1 c.395G>T p.R132L
117L4126A1 1 204515977 204515977 Missense_Mutation SNP A T T MDM4 c.875A>T p.D292V
117L4126A1 1 226253379 226253379 Missense_Mutation SNP G C C H3F3A c.151G>C p.E51Q
117L4126A1 11 69631202 69631202 Splice_Site SNP T A A FGF3 c.221-11A>T -
117L4126A1 11 76261137 76261137 Missense_Mutation SNP A C C EMSY c.3916A>C p.T1306P
117L4126A1 - - Frame_Shift_Del INS - - - POLE C.4090del P.R1364Vfs*5
117L4126A1 - - Splice_Site SNP - - - TP53 c.373_375+9del -
117L4126A1 19 15281220 15281220 Missense_Mutation SNP C A A NOTCH3 c.5036G>T p.G1679V
117L4126A1 2 121745934 121745934 Missense_Mutation SNP C T T GLI2 c.2444C>T p.S815L
117L4126A1 4 153249384 153249384 Missense_Mutation SNP C A A FBXW7 c.1394G>T p.R465L
117L4126A1 7 117232062 117232062 Missense_Mutation SNP A T T CFTR c.1841A>T p.D614V



117L4126A1 9 87636352 87636352 Nonsense_Mutation SNP G T T NTRK2 c.2517G>T p.*839Y
117L4133A1 11 94800480 94800480 Missense_Mutation SNP G C C SRSF8 c.90G>C p.L30F
117L4133A1 17 7577082 7577082 Missense_Mutation SNP C T T TP53 c.856G>A p.E286K
117L4133A1 18 48604655 48604655 Missense_Mutation SNP G A A SMAD4 c.1477G>A p.D493N
117L4133A1 6 36651918 36651918 Missense_Mutation SNP G A A CDKN1A c.40G>A p.G14S
117L4133A1 7 142649593 142649593 Splice_Site SNP C T T KEL c.1203+3G>A -
117L4139A1 10 8100573 8100573 Missense_Mutation SNP T A A GATA3 c.547T>A p.C183S
117L4139A1 10 43595967 43595967 Missense_Mutation SNP C T T RET c.134C>T p.A45V
117L4139A1 11 108115753 108115753 Missense_Mutation SNP G C C ATM c.901G>C p.G301R
117L4139A1 11 108163495 108163495 Missense_Mutation SNP A T T ATM c.4586A>T p.Y1529F
117L4139A1 - - Splice_Site SNP - - - RB1 1390-38_1396d -
117L4139A1 17 7576927 7576927 Splice_Site SNP C A A TP53 c.920-1G>T -
117L4139A1 - - Frame_Shift_Del INS - - - LZTR1 c.2312del p.Q771Rfs*18
117L4139A1 3 185797820 185797820 Missense_Mutation SNP G C C ETV5 c.436C>G p.Q146E
117L4139A1 7 18767372 18767372 Missense_Mutation SNP C A A HDAC9 c.1892C>A p.S631Y
118A4239A1 16 3900929 3900929 Missense_Mutation SNP C G G CREBBP c.167G>C p.S56T
118A4239A1 17 7577538 7577538 Missense_Mutation SNP C T T TP53 c.743G>A p.R248Q
118A4239A1 17 56435317 56435317 Missense_Mutation SNP G A A RNF43 c.1820C>T p.S607L
118A4239A1 18 48603147 48603147 Splice_Site SNP G A A SMAD4 c.1447+1G>A -
118A4239A1 4 1962801 1962801 Missense_Mutation SNP G A A NSD2 c.3295G>A p.E1099K
118A4239A1 5 176563022 176563022 Missense_Mutation SNP A T T NSD1 c.918A>T p.E306D
118A4277A1 11 118376686 118376686 Nonsense_Mutation SNP C A A KMT2A c.10079C>A p.S3360*
118A4277A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118A4277A1 - - Frame_Shift_Del INS - - - ARID2 C.2032_2038de P.A678Lfs*21
118A4277A1 12 121426784 121426784 Missense_Mutation SNP C T T HNF1A c.475C>T p.R159W
118A4277A1 17 7577548 7577548 Missense_Mutation SNP C T T TP53 c.733G>A p.G245S
118A4277A1 19 14208444 14208444 Missense_Mutation SNP A G G PRKACA c.589T>C p.W197R
118A4280A1 1 17349155 17349155 Missense_Mutation SNP A T T SDHB c.713T>A p.F238Y
118A4280A1 - - Missense_Mutation SNP - - - FAM46C .857_858delinsT p.R286I
118A4280A1 1 158647473 158647473 Splice_Site SNP G A A SPTA1 c.957+7C>T -
118A4280A1 - - Frame_Shift_Del INS - - - ARID2 C.2560_2561de P.V854Nfs*96
118A4280A1 - - Frame_Shift_Del INS - - - RB1 0_2058delinsCCA p.F684Pfs*7
118A4280A1 17 7578190 7578190 Missense_Mutation SNP T C C TP53 c.659A>G p.Y220C
118A4280A1 19 10610252 10610252 Missense_Mutation SNP A T T KEAP1 c.458T>A p.L153H
118A4280A1 19 42777783 42777783 Missense_Mutation SNP C G G CIC c.1848C>G p.F616L
118A4280A1 - - Missense_Mutation SNP - - - LRP1B 5740_5741delins p.G1914L
118A4280A1 22 23523338 23523338 Missense_Mutation SNP C T T BCR c.191C>T p.A64V
118A4280A1 3 178922328 178922328 Missense_Mutation SNP C G G PIK3CA c.1097C>G p.P366R
118A4280A1 3 187443373 187443373 Missense_Mutation SNP G A A BCL6 c.1753C>T p.R585W
118A4280A1 X 47045541 47045541 Missense_Mutation SNP G T T RBM10 c.2508G>T p.R836S
118A4284A1 16 10031854 10031854 Missense_Mutation SNP C A A GRIN2A c.969G>T p.Q323H
118A4284A1 19 11143993 11143993 Missense_Mutation SNP C T T SMARCA4 c.3574C>T p.R1192C
118A4298A1 13 48939100 48939100 Missense_Mutation SNP T C C RB1 c.932T>C p.L311P
118A4298A1 17 78914407 78914407 Splice_Site SNP G T T RPTOR c.3025+6G>T -
118A4298A1 19 4110622 4110622 Missense_Mutation SNP C A A MAP2K2 c.335G>T p.R112L
118A4298A1 2 209113112 209113112 Missense_Mutation SNP C A A IDH1 c.395G>T p.R132L
118A4298A1 6 138198224 138198224 Missense_Mutation SNP G A A TNFAIP3 c.817G>A p.V273I
118A4298A1 9 80336361 80336361 Missense_Mutation SNP T A A GNAQ c.958A>T p.S320C
118A4330A1 1 27105529 27105529 Nonsense_Mutation SNP G T T ARID1A c.5140G>T p.E1714*
118A4330A1 7 117149095 117149095 Missense_Mutation SNP G T T CFTR c.172G>T p.D58Y
118A4330A1 9 21971120 21971120 Nonsense_Mutation SNP G A A CDKN2A c.238C>T p.R80*
118A4336A1 - - Missense_Mutation SNP - - - STK11 c.190_192dup p.K64dup
118A4336A1 2 212615432 212615432 Splice_Site SNP G A A ERBB4 c.557-3C>T -
118A4336A1 7 151917611 151917611 Nonsense_Mutation SNP G A A KMT2C c.3709C>T p.R1237*
118A4375A1 12 57579467 57579467 Missense_Mutation SNP G A A LRP1 c.6617G>A p.R2206H
118A4375A1 18 48604773 48604773 Missense_Mutation SNP C A A SMAD4 c.1595C>A p.A532D
118A4375A1 21 44524456 44524456 Missense_Mutation SNP G A A U2AF1 c.101C>T p.S34F
118A4375A1 8 32505505 32505505 Missense_Mutation SNP T C C NRG1 c.269T>C p.L90P
118A4375A1 - - Frame_Shift_Del INS - - - AR C.1484del P.S495Tfs*15
118A4386A1 - - Frame_Shift_Del INS - - - ARID1A C.1015del P.A339Lfs*24
118A4386A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118A4386A1 13 32912573 32912573 Missense_Mutation SNP C G G BRCA2 c.4081C>G p.Q1361E
118A4386A1 16 3900377 3900377 Missense_Mutation SNP G A A CREBBP c.719C>T p.A240V
118A4386A1 18 48604643 48604643 Nonsense_Mutation SNP G T T SMAD4 c.1465G>T p.G489*
118A4386A1 20 36031747 36031747 Missense_Mutation SNP A C C SRC c.1576A>C p.T526P
118A4386A1 5 67591097 67591097 Missense_Mutation SNP A G G PIK3R1 c.1690A>G p.N564D
118A4387A1 12 56491645 56491645 Missense_Mutation SNP G T T ERBB3 c.2537G>T p.S846I
118A4387A1 12 57858503 57858503 Missense_Mutation SNP C T T GLI1 c.118C>T p.R40W
118A4387A1 17 7577509 7577509 Missense_Mutation SNP C T T TP53 c.772G>A p.E258K
118A4387A1 2 191903933 191903933 Missense_Mutation SNP C T T STAT4 c.1426G>A p.D476N
118A4387A1 - - Missense_Mutation SNP - - - PDGFRA 1904_1905delins p.S635L
118A4387A1 5 131924401 131924401 Missense_Mutation SNP T A A RAD50 c.1074T>A p.D358E
118A4387A1 9 21971120 21971120 Nonsense_Mutation SNP G A A CDKN2A c.238C>T p.R80*
118A4434A1 3 178916944 178916944 Missense_Mutation SNP A G G PIK3CA c.331A>G p.K111E
118A4438A1 12 115118843 115118843 Missense_Mutation SNP G T T TBX3 c.498C>A p.H166Q
118A4438A1 15 66727441 66727441 Missense_Mutation SNP T G G MAP2K1 c.157T>G p.F53V
118A4438A1 - - Frame_Shift_Ins INS - - - FUS c.621_624dup p.G209Lfs*33
118A4438A1 17 70120517 70120517 Missense_Mutation SNP A G G SOX9 c.1519A>G p.T507A
118A4438A1 - - In_Frame_Del INS - - - BAP1 c.1255delinsTG p.K419*
118A4486A1 1 179090819 179090819 Nonsense_Mutation SNP T A A ABL2 c.871A>T p.K291*
118A4486A1 19 15288780 15288780 Missense_Mutation SNP G A A NOTCH3 c.3959C>T p.S1320L
118A4486A1 3 41266137 41266137 Missense_Mutation SNP C T T CTNNB1 c.134C>T p.S45F
118A4486A1 3 142178079 142178079 Missense_Mutation SNP G C C ATR c.7339C>G p.P2447A
118A4554A1 10 89720789 89720789 Nonsense_Mutation SNP G T T PTEN c.940G>T p.E314*
118A4554A1 11 92088480 92088480 Missense_Mutation SNP C G G FAT3 c.3202C>G p.R1068G
118A4554A1 - - Frame_Shift_Del INS - - - TP53 .547_553delinsA P.S183Mfs*24
118A4682A2 2 58468446 58468446 Missense_Mutation SNP C T T FANCL c.3G>A p.M1I
118A4689A1 12 12022535 12022535 Missense_Mutation SNP C T T ETV6 c.641C>T p.P214L
118A4689A1 12 49423015 49423015 Nonsense_Mutation SNP C A A KMT2D c.14080G>T p.E4694*
118A4689A1 17 7578406 7578406 Missense_Mutation SNP C T T TP53 c.524G>A p.R175H
118A4689A1 17 7579489 7579489 Missense_Mutation SNP C T T TP53 c.198G>A p.M66I
118A4689A1 - - Frame_Shift_Del INS - - - SMAD2 C.503_506del P.H168Pfs*39
118A4689A1 5 1268675 1268675 Missense_Mutation SNP C T T TERT c.2542G>A p.D848N
118A4689A1 7 81339472 81339472 Missense_Mutation SNP A G G HGF c.1532T>C p.L511S
118A4689A1 9 21968728 21968728 Missense_Mutation SNP G A A CDKN2A c.500C>T p.A167V
118A4698A1 12 57598259 57598259 Missense_Mutation SNP G A A LRP1 c.11018G>A p.C3673Y
118A4698A1 2 209113113 209113113 Missense_Mutation SNP G A A IDH1 c.394C>T p.R132C
118A4698A1 3 71021168 71021168 Missense_Mutation SNP A G G FOXP1 c.1694T>C p.V565A



118A4698A1 5 149449595 149449595 Missense_Mutation SNP C G G CSF1R c.1351G>C p.D451H
118A4698A1 7 140453136 140453136 Missense_Mutation SNP A T T BRAF c.1799T>A p.V600E
118A4765A2 1 11190635 11190635 Missense_Mutation SNP C T T MTOR c.5564G>A p.S1855N
118A4765A2 1 16456803 16456803 Nonsense_Mutation SNP T A A EPHA2 c.2587A>T p.K863*
118A4765A2 14 35871868 35871868 Missense_Mutation SNP T C C NFKBIA c.638A>G p.E213G
118A4765A2 4 153244237 153244237 Missense_Mutation SNP G T T FBXW7 c.1920C>A p.S640R
118B4778A1 12 25398281 25398281 Missense_Mutation SNP C T T KRAS c.38G>A p.G13D
118B4778A1 14 50971556 50971556 Missense_Mutation SNP C G G MAP4K5 c.128G>C p.G43A
118B4778A1 - - Frame_Shift_Del INS - - - TP53 C.1045del P.E349Nfs*21
118B4778A1 3 30715688 30715688 Missense_Mutation SNP C A A TGFBR2 c.1346C>A p.S449Y
118B4778A1 3 52436390 52436390 Nonsense_Mutation SNP G A A BAP1 c.2104C>T p.Q702*
118B4778A1 3 195611671 195611671 Splice_Site SNP C A A TNK2 c.456+12G>T -
118B4778A1 5 149510154 149510154 Missense_Mutation SNP G C C PDGFRB c.1315C>G p.R439G
118B4778A1 9 87549162 87549162 Missense_Mutation SNP C G G NTRK2 c.1719C>G p.C573W
118B4778A1 - - Frame_Shift_Del INS - - - AMER1 C.275_306del P.K92Sfs*5
118B4782A1 15 66729181 66729181 Missense_Mutation SNP A G G MAP2K1 c.389A>G p.Y130C
118B4782A1 3 37067240 37067240 Missense_Mutation SNP T A A MLH1 c.1151T>A p.V384D
118B4782A1 - - Frame_Shift_Del INS - - - CDKN2A C.47_50del P.L16Pfs*9
118B4789A1 19 1207162 1207162 Nonsense_Mutation SNP A T T STK11 c.250A>T p.K84*
118B4789A1 7 151873336 151873336 Nonsense_Mutation SNP G A A KMT2C c.9202C>T p.Q3068*
118B4791A2 1 158614085 158614085 Missense_Mutation SNP C G G SPTA1 c.4296G>C p.L1432F
118B4791A2 11 92495145 92495145 Missense_Mutation SNP G A A FAT3 c.3793G>A p.E1265K
118B4791A2 11 92616277 92616277 Missense_Mutation SNP C T T FAT3 c.12655C>T p.R4219C
118B4791A2 11 92616454 92616454 Missense_Mutation SNP C T T FAT3 c.12832C>T p.R4278W
118B4791A2 11 94153350 94153350 Splice_Site SNP G C C MRE11 c.2071-3C>G -
118B4791A2 17 1303394 1303394 Missense_Mutation SNP C T T YWHAE c.11G>A p.R4Q
118B4791A2 - - Frame_Shift_Del INS - - - SMAD4 C.1245_1248de P.D415Efs*20
118B4791A2 18 48603032 48603032 Nonsense_Mutation SNP C T T SMAD4 c.1333C>T p.R445*
118B4791A2 19 15288622 15288622 Missense_Mutation SNP C T T NOTCH3 c.4117G>A p.E1373K
118B4791A2 - - Frame_Shift_Ins INS - - - NFE2L2 C.304dup P.Y102Lfs*16
118B4791A2 3 37035147 37035147 Missense_Mutation SNP G C C MLH1 c.109G>C p.E37Q
118B4791A2 4 126238851 126238851 Missense_Mutation SNP G A A FAT4 c.1285G>A p.E429K
118B4791A2 7 42088134 42088134 Missense_Mutation SNP G A A GLI3 c.635C>T p.S212L
118B4791A2 7 140453155 140453155 Missense_Mutation SNP C T T BRAF c.1780G>A p.D594N
118B4791A2 X 129147104 129147104 Missense_Mutation SNP G A A BCORL1 c.356G>A p.G119E
118B4864A2 19 18266930 18266930 Missense_Mutation SNP G A A PIK3R2 c.241G>A p.V81M
118B4864A2 2 209113113 209113113 Missense_Mutation SNP G A A IDH1 c.394C>T p.R132C
118B4864A2 3 138375035 138375035 Missense_Mutation SNP C A A PIK3CB c.3024G>T p.L1008F
118B4864A2 8 69002809 69002809 Splice_Site SNP T C C PREX2 c.2114-5T>C -
118B4888A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118B4888A1 15 66727517 66727517 Missense_Mutation SNP A G G MAP2K1 c.233A>G p.N78S
118B4888A1 17 7576852 7576852 Splice_Site SNP C T T TP53 c.993+1G>A -
118B4888A1 18 48591919 48591919 Missense_Mutation SNP G A A SMAD4 c.1082G>A p.R361H
118B4888A1 X 76874372 76874372 Missense_Mutation SNP T A A ATRX c.5350A>T p.I1784F
118B4909A1 12 50479178 50479178 Missense_Mutation SNP C T T SMARCD1 c.26C>T p.S9F
118B4909A1 13 48919331 48919331 Nonsense_Mutation SNP G T T RB1 c.496G>T p.E166*
118B4909A1 16 348049 348049 Nonsense_Mutation SNP G T T AXIN1 c.1457C>A p.S486*
118B4909A1 - - Frame_Shift_Ins INS - - - PRSS8 c.882_903dup p.D302Pfs*71
118B4909A1 17 7572986 7572986 Nonsense_Mutation SNP G A A TP53 c.1123C>T p.Q375*
118B4909A1 4 153249457 153249457 Missense_Mutation SNP G A A FBXW7 c.1321C>T p.R441W
118B4909A1 7 86394636 86394636 Nonsense_Mutation SNP C T T GRM3 c.175C>T p.R59*
118B4909A1 8 69033161 69033161 Nonsense_Mutation SNP C T T PREX2 c.3601C>T p.Q1201*
118B4937A1 1 27107195 27107195 Nonsense_Mutation SNP C A A ARID1A c.6806C>A p.S2269*
118B4937A1 2 209113113 209113113 Missense_Mutation SNP G A A IDH1 c.394C>T p.R132C
118B4937A1 3 52643328 52643328 Splice_Site SNP C A A PBRM1 c.2567+1G>T -
118B4937A1 3 178916930 178916930 Missense_Mutation SNP G T T PIK3CA c.317G>T p.G106V
118B5017A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118B5017A1 X 110439168 110439168 Missense_Mutation SNP G T T PAK3 c.1209G>T p.L403F
118B5044A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118B5044A1 16 31202119 31202119 Missense_Mutation SNP C G G FUS c.1349C>G p.P450R
118B5044A1 17 7577538 7577538 Missense_Mutation SNP C T T TP53 c.743G>A p.R248Q
118B5044A1 17 56492700 56492700 Missense_Mutation SNP C T T RNF43 c.239G>A p.G80E
118B5044A1 6 138199731 138199731 Missense_Mutation SNP G A A TNFAIP3 c.1149G>A p.M383I
118B5053A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118B5053A1 17 7578539 7578539 Missense_Mutation SNP T A A TP53 c.391A>T p.N131Y
118B5053A1 8 93017450 93017450 Missense_Mutation SNP C T T RUNX1T1 c.523G>A p.A175T
118B5053A1 9 21971186 21971186 Nonsense_Mutation SNP G A A CDKN2A c.172C>T p.R58*
118B5073A1 12 6692265 6692265 Missense_Mutation SNP G C C CHD4 c.4075C>G p.Q1359E
118B5073A1 17 17118505 17118505 Missense_Mutation SNP C T T FLCN c.1426G>A p.D476N
118B5073A1 19 1220640 1220640 Nonsense_Mutation SNP C T T STK11 c.658C>T p.Q220*
118B5073A1 19 10600447 10600447 Missense_Mutation SNP G A A KEAP1 c.1408C>T p.R470C
118B5073A1 20 31022862 31022862 Missense_Mutation SNP C A A ASXL1 c.2347C>A p.P783T
118B5110A1 1 115258745 115258745 Missense_Mutation SNP C G G NRAS c.37G>C p.G13R
118B5110A1 15 90631839 90631839 Missense_Mutation SNP T A A IDH2 c.514A>T p.R172W
118B5110A1 17 7578263 7578263 Nonsense_Mutation SNP G A A TP53 c.586C>T p.R196*
118B5110A1 17 7578454 7578454 Missense_Mutation SNP G A A TP53 c.476C>T p.A159V
118B5110A1 - - Frame_Shift_Ins INS - - - BCL2L11 c.172_173dup p.S59Afs*26
118B5110A1 3 52621446 52621446 Nonsense_Mutation SNP C A A PBRM1 c.2971G>T p.E991*
118B5110A1 5 121758671 121758671 Missense_Mutation SNP C T T SNCAIP c.239C>T p.S80L
118B5118A1 - - Frame_Shift_Del INS - - - ACVR1B C.1009del P.R337Gfs*4
118B5118A1 - - In_Frame_Del INS - - - PARP2 C.1236_1241deP.K413_E414del
118B5118A1 17 37666010 37666010 Missense_Mutation SNP G A A CDK12 c.2662G>A p.E888K
118B5118A1 - - Splice_Site SNP - - - ETV4 C.-12_1del -
118B5118A1 4 55597558 55597558 Missense_Mutation SNP G A A KIT c.2206G>A p.A736T
118B5118A1 4 55599291 55599291 Missense_Mutation SNP C A A KIT c.2417C>A p.T806K
118B5121A1 11 94200987 94200987 Nonsense_Mutation SNP G A A MRE11 c.1090C>T p.R364*
118B5121A1 12 25398282 25398282 Missense_Mutation SNP C A A KRAS c.37G>T p.G13C
118B5121A1 - - In_Frame_Ins INS - - - KMT2D c.4484dup p.Y1495*
118B5121A1 12 112926890 112926890 Missense_Mutation SNP A G G PTPN11 c.1510A>G p.M504V
118B5121A1 17 7578534 7578534 Missense_Mutation SNP C G G TP53 c.396G>C p.K132N
118B5121A1 17 63010545 63010545 Missense_Mutation SNP C T T GNA13 c.964G>A p.V322I
118B5121A1 18 48591891 48591891 Missense_Mutation SNP G A A SMAD4 c.1054G>A p.G352R
118B5121A1 7 140481402 140481402 Missense_Mutation SNP C T T BRAF c.1406G>A p.G469E
118B5121A1 8 139164639 139164639 Missense_Mutation SNP G C C FAM135B c.2079C>G p.S693R
118B5121A1 9 139391547 139391547 Missense_Mutation SNP G A A NOTCH1 c.6644C>T p.S2215L
118B5127A1 - - Frame_Shift_Del INS - - - AXIN1 C.1632_1668de P.R545Gfs*148
118C5128A1 - - Missense_Mutation SNP - - - TET1 c.1035_1037del p.H345del
118C5128A1 12 25398284 25398284 Missense_Mutation SNP C A A KRAS c.35G>T p.G12V



118C5132A1 1 27097721 27097721 Nonsense_Mutation SNP G T T ARID1A c.3310G>T p.E1104*
118C5132A1 2 48027494 48027494 Missense_Mutation SNP G A A MSH6 c.2372G>A p.R791H
118C5132A1 - - Frame_Shift_Del INS - - - PBRM1 C.310del P.E104Kfs*9
118C5132A1 4 153247367 153247367 Nonsense_Mutation SNP G A A FBXW7 c.1435C>T p.R479*
118C5169A1 5 131973805 131973805 Missense_Mutation SNP G A A RAD50 c.3508G>A p.D1170N
118C5169A1 X 48887754 48887754 Missense_Mutation SNP G A A TFE3 c.1643C>T p.S548F
118C5218A1 1 120497687 120497687 Missense_Mutation SNP C T T NOTCH2 c.2195G>A p.G732E
118C5218A1 17 29422382 29422382 Nonsense_Mutation SNP G T T NF1 c.55G>T p.E19*
118C5218A1 17 29527461 29527461 Nonsense_Mutation SNP C T T NF1 c.910C>T p.R304*
118C5218A1 9 87342561 87342561 Splice_Site SNP C A A NTRK2 c.854-8C>A -
118C5252A1 - - Frame_Shift_Ins INS - - - TP53 C.216dup P.V73Rfs*76
118C5252A1 2 209113113 209113113 Missense_Mutation SNP G A A IDH1 c.394C>T p.R132C
118C5252A1 22 21348283 21348283 Missense_Mutation SNP C T T LZTR1 c.1424C>T p.T475M
118C5252A1 4 106164897 106164897 Nonsense_Mutation SNP C A A TET2 c.3765C>A p.Y1255*
118C5275A1 10 123279564 123279564 Missense_Mutation SNP A G G FGFR2 c.868T>C p.W290R
118C5275A1 12 52377935 52377935 Missense_Mutation SNP A G G ACVR1B c.1087A>G p.I363V
118C5275A1 19 1221211 1221211 Splice_Site SNP G C C STK11 c.735-1G>C -
118C5275A1 2 209113113 209113113 Missense_Mutation SNP G A A IDH1 c.394C>T p.R132C
118C5275A1 4 153247173 153247173 Missense_Mutation SNP T G G FBXW7 c.1629A>C p.R543S
118C5293A1 1 27056307 27056307 Nonsense_Mutation SNP C T T ARID1A c.1303C>T p.Q435*
118C5293A1 1 158644142 158644142 Missense_Mutation SNP C A A SPTA1 c.1327G>T p.A443S
118C5293A1 - - Frame_Shift_Ins INS - - - LRP1B .4477_4478insT p.S1493Lfs*14
118C5293A1 - - Missense_Mutation SNP - - - FEV c.465_467del p.Q156del
118C5350A2 11 9607076 9607076 Splice_Site SNP T A A WEE1 c.1470+2T>A -
118C5350A2 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118C5350A2 12 46230571 46230571 Nonsense_Mutation SNP C T T ARID2 c.820C>T p.R274*
118C5350A2 17 7578460 7578460 Missense_Mutation SNP A T T TP53 c.470T>A p.V157D
118C5350A2 2 141709457 141709457 Nonsense_Mutation SNP G T T LRP1B c.2940C>A p.C980*
118C5506A1 11 76257063 76257063 Missense_Mutation SNP A G G EMSY c.3496A>G p.M1166V
118C5506A1 17 11998898 11998898 Missense_Mutation SNP C T T MAP2K4 c.400C>T p.R134W
118C5506A1 17 15968937 15968937 Missense_Mutation SNP C T T NCOR1 c.4813G>A p.A1605T
118C5506A1 - - Missense_Mutation SNP - - - IDH1 .393_394delinsG p.R132C
118C5592A1 1 16464453 16464453 Nonsense_Mutation SNP C A A EPHA2 c.1207G>T p.E403*
118C5592A1 2 29917717 29917717 Missense_Mutation SNP T A A ALK c.951A>T p.R317S
118C5592A1 - - Frame_Shift_Ins INS - - - BAP1 c.758dup p.T254Dfs*30
118C5592A1 3 89468367 89468367 Missense_Mutation SNP A T T EPHA3 c.1901A>T p.E634V
118C5592A1 7 127569277 127569277 Nonsense_Mutation SNP C T T SND1 c.1564C>T p.Q522*
118C5592A1 7 151878482 151878482 Missense_Mutation SNP T C C KMT2C c.6463A>G p.N2155D
118C5592A1 8 92983052 92983052 Missense_Mutation SNP C T T RUNX1T1 c.1262G>A p.R421H
118C5597A1 12 25398284 25398284 Missense_Mutation SNP C A A KRAS c.35G>T p.G12V
118C5597A1 17 7578190 7578190 Missense_Mutation SNP T C C TP53 c.659A>G p.Y220C
118C5597A1 - - Frame_Shift_Ins INS - - - SMAD4 c.1242dup p.D415Rfs*14
118C5597A1 - - Frame_Shift_Del INS - - - CDKN2A c.135_150del p.R46Sfs*2
118C5599A1 12 25398285 25398285 Missense_Mutation SNP C G G KRAS c.34G>C p.G12R
118C5599A1 17 7577124 7577124 Missense_Mutation SNP C T T TP53 c.814G>A p.V272M
118C5599A1 - - Frame_Shift_Del INS - - - SMAD4 c.1286_1295del p.I429Mfs*4
118C5599A1 8 128751001 128751001 Missense_Mutation SNP G A A MYC c.538G>A p.A180T
118C5599A1 - - Frame_Shift_Ins INS - - - CDKN2A c.277dup p.T93Nfs*27
118C5623A1 1 202729652 202729652 Missense_Mutation SNP C T T KDM5B c.1076G>A p.R359Q
118C5623A1 12 6702590 6702590 Missense_Mutation SNP G A A CHD4 c.2506C>T p.R836C
118C5623A1 12 49438276 49438276 Nonsense_Mutation SNP T A A KMT2D c.4993A>T p.K1665*
118C5623A1 - - Missense_Mutation SNP - - - TP53 c.456_458del p.P153del
118C5623A1 17 76210392 76210392 Splice_Site SNP G T T BIRC5 c.-6G>T -
118C5623A1 19 15376218 15376218 Missense_Mutation SNP G T T BRD4 c.796C>A p.Q266K
118C5623A1 19 17948832 17948832 Missense_Mutation SNP C T T JAK3 c.1610G>A p.R537Q
118C5623A1 2 141283813 141283813 Missense_Mutation SNP C A A LRP1B c.7869G>T p.K2623N
118C5623A1 4 1902652 1902652 Missense_Mutation SNP C T T NSD2 c.271C>T p.P91S
118C5623A1 7 148523608 148523608 Missense_Mutation SNP T C C EZH2 c.845A>G p.H282R
118C5635A1 1 27097802 27097802 Nonsense_Mutation SNP C T T ARID1A c.3391C>T p.Q1131*
118C5635A1 12 25398285 25398285 Missense_Mutation SNP C T T KRAS c.34G>A p.G12S
118C5635A1 - - In_Frame_Ins INS - - - FOS c.735dup p.D246*
118C5635A1 17 7574003 7574003 Nonsense_Mutation SNP G A A TP53 c.1024C>T p.R342*
118C5635A1 17 11998898 11998898 Missense_Mutation SNP C T T MAP2K4 c.400C>T p.R134W
118C5635A1 2 198267471 198267471 Missense_Mutation SNP G T T SF3B1 c.1886C>A p.A629D
118C5635A1 8 68930080 68930080 Splice_Site SNP G C C PREX2 c.142-1G>C -
118C5635A1 9 21971116 21971116 Missense_Mutation SNP G C C CDKN2A c.242C>G p.P81R
118C5668A1 1 78428586 78428586 Missense_Mutation SNP G T T FUBP1 c.1213C>A p.Q405K
118C5668A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118C5668A1 X 123224544 123224544 Missense_Mutation SNP C T T STAG2 c.3397C>T p.R1133W
118C5749A1 4 126241857 126241857 Missense_Mutation SNP G A A FAT4 c.4291G>A p.E1431K
118C5749A1 7 140453136 140453136 Missense_Mutation SNP A T T BRAF c.1799T>A p.V600E
118C5765A1 7 140453136 140453136 Missense_Mutation SNP A T T BRAF c.1799T>A p.V600E
118C5765A1 - - In_Frame_Ins INS - - - RBM10 c.310_324dupp.D104_R108dup
118C5766A1 10 123279669 123279669 Missense_Mutation SNP G A A FGFR2 c.763C>T p.R255W
118C5766A1 12 4387995 4387995 Missense_Mutation SNP G A A CCND2 c.481G>A p.E161K
118C5766A1 12 46245246 46245246 Nonsense_Mutation SNP C T T ARID2 c.3340C>T p.Q1114*
118C5766A1 12 52380684 52380684 Missense_Mutation SNP G A A ACVR1B c.1342G>A p.G448R
118C5766A1 17 7577085 7577085 Missense_Mutation SNP C T T TP53 c.853G>A p.E285K
118C5766A1 - - Frame_Shift_Del INS - - - NF1 56delinsCTCTCT p.L1253Sfs*17
118C5766A1 2 141130697 141130697 Missense_Mutation SNP C T T LRP1B c.10648G>A p.E3550K
118C5766A1 2 170082929 170082929 Splice_Site SNP T C C LRP2 c.5394+3A>G -
118C5766A1 X 70602520 70602520 Splice_Site SNP G A A TAF1 c.1725+7G>A -
118C5792A1 16 396356 396356 Nonsense_Mutation SNP G A A AXIN1 c.670C>T p.Q224*
118C5833A1 1 65323437 65323437 Missense_Mutation SNP G A A JAK1 c.1360C>T p.R454W
118C5833A1 1 158582669 158582669 Nonsense_Mutation SNP C A A SPTA1 c.7072G>T p.E2358*
118C5833A1 13 32931974 32931974 Nonsense_Mutation SNP A C C BRCA2 7713A>C;7742T>.[E2571D;L2581*]
118C5833A1 16 3828151 3828151 Missense_Mutation SNP G C C CREBBP c.1974C>G p.I658M
118C5833A1 2 169999288 169999288 Missense_Mutation SNP T G G LRP2 c.13004A>C p.K4335T
118C5833A1 5 121759251 121759251 Missense_Mutation SNP G C C SNCAIP c.819G>C p.K273N
118C5833A1 5 176523183 176523183 Splice_Site SNP G A A FGFR4 c.1944+3G>A -
118C5910A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118C5910A1 17 7578454 7578454 Missense_Mutation SNP G A A TP53 c.476C>T p.A159V
118D5912A3 1 158581097 158581097 Missense_Mutation SNP C A A SPTA1 c.7217G>T p.G2406V
118D5912A3 12 25380275 25380275 Missense_Mutation SNP T G G KRAS c.183A>C p.Q61H
118D5912A3 - - Splice_Site SNP - - - STK11 .290+3_290+4de -
118D5912A3 3 89528621 89528621 Missense_Mutation SNP C T T EPHA3 c.2921C>T p.T974M
118D5912A3 4 126369874 126369874 Missense_Mutation SNP G T T FAT4 c.7703G>T p.R2568I
118D5912A3 5 180055906 180055906 Missense_Mutation SNP G A A FLT4 c.1079C>T p.A360V



118D5925A1 12 25398284 25398284 Missense_Mutation SNP C A A KRAS c.35G>T p.G12V
118D5925A1 7 55259515 55259515 Missense_Mutation SNP T G G EGFR c.2573T>G p.L858R
118D5925A1 9 21971111 21971111 Missense_Mutation SNP G C C CDKN2A c.247C>G p.H83D
118D5949A1 12 25398284 25398284 Missense_Mutation SNP C A A KRAS c.35G>T p.G12V
118D5949A1 17 7577559 7577559 Missense_Mutation SNP G A A TP53 c.722C>T p.S241F
118D5949A1 5 38967303 38967303 Missense_Mutation SNP G A A RICTOR c.1178C>T p.A393V
118D5949A1 7 41729394 41729394 Missense_Mutation SNP G A A INHBA c.1135C>T p.R379W
118D5960A1 12 56493528 56493528 Missense_Mutation SNP A T T ERBB3 c.2936A>T p.K979M
118D5960A1 - - Splice_Site SNP - - - RB1 498_1498+1delin -
118D5960A1 2 141747096 141747096 Splice_Site SNP T C C LRP1B c.2770+5A>G -
118D5960A1 22 41521980 41521980 Nonsense_Mutation SNP C G G EP300 c.842C>G p.S281*
118D5960A1 3 37053586 37053586 Missense_Mutation SNP A G G MLH1 c.673A>G p.S225G
118D5960A1 7 81372666 81372666 Splice_Site SNP T C C HGF c.865+3A>G -
118D5960A1 8 92972730 92972730 Missense_Mutation SNP C A A RUNX1T1 c.1444G>T p.G482C
118D5960A1 9 21994276 21994276 Nonsense_Mutation SNP G A A CDKN2A c.55C>T p.R19*
118D5965A1 - - Frame_Shift_Del INS - - - ARID1A c.3238_3251del p.L1080Ifs*20
118D5965A1 - - Frame_Shift_Ins INS - - - NRG3 c.423_424insT p.A142Cfs*14
118D5965A1 11 92577865 92577865 Missense_Mutation SNP C T T FAT3 c.11332C>T p.R3778C
118D5965A1 - - Splice_Site SNP - - - ATM 235_1235+1delin -
118D5965A1 11 108216637 108216637 Splice_Site SNP T C C ATM c.8584+2T>C -
118D5965A1 12 25398285 25398285 Missense_Mutation SNP C A A KRAS c.34G>T p.G12C
118D5965A1 - - Frame_Shift_Ins INS - - - SMAD3 c.177_178dup p.V60Afs*57
118D5965A1 18 48575197 48575197 Missense_Mutation SNP T G G SMAD4 c.391T>G p.Y131D
118D5965A1 19 4090604 4090604 Missense_Mutation SNP C T T MAP2K2 c.1195G>A p.A399T
118D5965A1 2 141253197 141253197 Missense_Mutation SNP A T T LRP1B c.8971T>A p.C2991S
118D5965A1 2 170090092 170090092 Missense_Mutation SNP G A A LRP2 c.4927C>T p.R1643W
118D5965A1 7 106509436 106509436 Missense_Mutation SNP G A A PIK3CG c.1430G>A p.R477H
118D6010J1 3 51979191 51979191 Missense_Mutation SNP C T T PARP3 c.812C>T p.P271L
118D6010J1 3 52441973 52441973 Splice_Site SNP C T T BAP1 c.375+1G>A -
118D6094D1 1 27058078 27058078 Missense_Mutation SNP C A A ARID1A c.1786C>A p.R596S
118D6094D1 11 60235910 60235910 Missense_Mutation SNP C T T MS4A1 c.863C>T p.S288F
118D6094D1 17 7578550 7578550 Missense_Mutation SNP G A A TP53 c.380C>T p.S127F
118D6094D1 - - Frame_Shift_Del INS - - - STK11 c.866_878del p.M289Nfs*43
118D6094D1 3 51978529 51978529 Missense_Mutation SNP C G G PARP3 c.436C>G p.H146D
118D6094D1 3 134880937 134880937 Missense_Mutation SNP G C C EPHB1 c.1500G>C p.M500I
118D6094D1 - - Frame_Shift_Del INS - - - JAK2 3142_3147delin p.F1048Lfs*3
118D6094D1 9 21970901 21970901 Missense_Mutation SNP C G G CDKN2A c.457G>C p.D153H
118D6094D1 - - In_Frame_Del INS - - - KDM6A c.491_494del p.C164*
118D6120A1 12 52385664 52385664 Nonsense_Mutation SNP C T T ACVR1B c.1402C>T p.Q468*
118D6120A1 12 57598196 57598196 Missense_Mutation SNP G A A LRP1 c.10955G>A p.R3652Q
118D6166A1 12 25398285 25398285 Missense_Mutation SNP C A A KRAS c.34G>T p.G12C
118D6166A1 17 56492739 56492739 Missense_Mutation SNP C T T RNF43 c.200G>A p.G67D
118D6166A1 - - Frame_Shift_Del INS - - - EP300 c.3954_3955del p.G1319Rfs*5
118D6166A1 8 90967754 90967754 Missense_Mutation SNP T C C NBN c.1154A>G p.K385R
118D6166A1 X 47040707 47040707 Nonsense_Mutation SNP C T T RBM10 c.1342C>T p.Q448*
118D6220A1 - - Frame_Shift_Del INS - - - ARID1A c.6001del p.M2001Cfs*14
118D6220A1 1 115256529 115256529 Missense_Mutation SNP T C C NRAS c.182A>G p.Q61R
118D6220A1 16 68863701 68863701 Splice_Site SNP G A A CDH1 c.2439+1G>A -
118D6220A1 17 7577539 7577539 Missense_Mutation SNP G A A TP53 c.742C>T p.R248W
118D6220A1 18 48604785 48604785 Missense_Mutation SNP T G G SMAD4 c.1607T>G p.L536R
118D6220A1 22 29687545 29687545 Splice_Site SNP C T T EWSR1 c.975-6C>T -
118D6220A1 - - In_Frame_Del INS - - - CDKN2A c.58_63del p.A20_A21del
118D6255A1 - - Frame_Shift_Del INS - - - BAP1 c.354del p.F118Lfs*69
118D6295A1 1 43777390 43777390 Missense_Mutation SNP G A A TIE1 c.1382G>A p.R461H
118D6350A1 - - Frame_Shift_Del INS - - - ARID1A 95_2000delinsA p.I666Ffs*76
118D6350A1 - - In_Frame_Del INS - - - ARID2 c.423_439del p.Y141*
118D6350A1 3 178936082 178936082 Missense_Mutation SNP G A A PIK3CA c.1624G>A p.E542K
118D6350A1 7 151879625 151879625 Nonsense_Mutation SNP C A A KMT2C c.5320G>T p.E1774*
118D6350A1 X 63410813 63410813 Missense_Mutation SNP C T T AMER1 c.2354G>A p.S785N
118D6360A1 1 27101714 27101714 Splice_Site SNP A T T ARID1A c.4993+3A>T -
118D6360A1 1 158583611 158583611 Missense_Mutation SNP G A A SPTA1 c.6889C>T p.R2297W
118D6360A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118D6360A1 14 95560464 95560464 Missense_Mutation SNP C T T DICER1 c.5125G>A p.D1709N
118D6360A1 14 95562619 95562619 Nonsense_Mutation SNP G T T DICER1 c.4638C>A p.Y1546*
118D6360A1 - - Frame_Shift_Del INS - - - PALB2 c.1037_1041del p.K346Tfs*13
118D6360A1 16 56865774 56865774 Missense_Mutation SNP A G G NUP93 c.1106A>G p.N369S
118D6360A1 22 30051652 30051652 Nonsense_Mutation SNP C T T NF2 c.586C>T p.R196*
118D6360A1 22 41566555 41566555 Missense_Mutation SNP C T T EP300 c.4432C>T p.R1478C
118D6360A1 5 131915116 131915116 Missense_Mutation SNP A G G RAD50 c.473A>G p.H158R
118D6360A1 7 106508703 106508703 Missense_Mutation SNP A G G PIK3CG c.697A>G p.I233V
118D6403A1 - - In_Frame_Ins INS - - - ARID1A c.2445dup p.N816*
118D6403A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118D6403A1 12 49433354 49433354 Missense_Mutation SNP T C C KMT2D c.8093A>G p.N2698S
118D6403A1 16 9943687 9943687 Missense_Mutation SNP G C C GRIN2A c.1254C>G p.I418M
118D6403A1 17 7578268 7578268 Missense_Mutation SNP A C C TP53 c.581T>G p.L194R
118D6403A1 - - Frame_Shift_Ins INS - - - NCOR1 c.1573dup p.T525Nfs*11
118D6403A1 18 48591890 48591890 Missense_Mutation SNP T A A SMAD4 c.1053T>A p.D351E
118D6403A1 - - Frame_Shift_Ins INS - - - RANBP2 c.534_535insTTT p.K179Ffs*2
118D6403A1 3 178952085 178952085 Missense_Mutation SNP A T T PIK3CA c.3140A>T p.H1047L
118D6420A1 - - Frame_Shift_Ins INS - - - CDKN1B c.204_205insCC p.L70Pfs*2
118D6420A1 - - Frame_Shift_Ins INS - - - CDKN1B c.224_225dup p.W76Sfs*44
118D6420A1 12 49434810 49434810 Missense_Mutation SNP C T T KMT2D c.6743G>A p.R2248H
118D6420A1 12 115118961 115118961 Splice_Site SNP G T T TBX3 c.390-10C>A -
118D6420A1 22 21351626 21351626 Missense_Mutation SNP G A A LZTR1 c.2512G>A p.A838T
118D6420A1 3 41266104 41266104 Missense_Mutation SNP G A A CTNNB1 c.101G>A p.G34E
118D6420A1 - - Frame_Shift_Del INS - - - FBXW7 C.798del P.K266Nfs*3
118D6420A1 8 69039666 69039666 Splice_Site SNP C T T PREX2 c.3766+12C>T -
118D6420A1 8 139207558 139207558 Splice_Site SNP G A A FAM135B c.824-8C>T -
118D6519A1 12 25398285 25398285 Missense_Mutation SNP C A A KRAS c.34G>T p.G12C
118D6519A1 17 7578554 7578554 Missense_Mutation SNP A T T TP53 c.376T>A p.Y126N
118D6519A1 20 57430164 57430164 Missense_Mutation SNP C T T GNAS c.1657C>T p.P553S
118D6519A1 - - In_Frame_Del INS - - - CDKN2A c.34_69del p.S12_G23del
118D6546A1 1 27023855 27023855 Nonsense_Mutation SNP C T T ARID1A c.961C>T p.Q321*
118D6546A1 11 92088462 92088462 Missense_Mutation SNP G A A FAT3 c.3184G>A p.V1062M
118D6546A1 15 49716719 49716719 Nonsense_Mutation SNP G A A FGF7 c.225G>A p.W75*
118D6546A1 15 67477203 67477203 Splice_Site SNP G A A SMAD3 c.1009+1G>A -
118D6546A1 18 48591918 48591918 Missense_Mutation SNP C T T SMAD4 c.1081C>T p.R361C
118D6546A1 2 198266834 198266834 Missense_Mutation SNP T C C SF3B1 c.2098A>G p.K700E



118D6546A1 7 42065982 42065982 Missense_Mutation SNP G A A GLI3 c.1058C>T p.A353V
118D6546A1 7 140453154 140453154 Missense_Mutation SNP T C C BRAF c.1781A>G p.D594G
118D6605A1 1 27100207 27100207 Nonsense_Mutation SNP C T T ARID1A c.4003C>T p.R1335*
118D6605A1 12 115111972 115111972 Nonsense_Mutation SNP G A A TBX3 c.1768C>T p.Q590*
118D6605A1 17 7577520 7577520 Missense_Mutation SNP A T T TP53 c.761T>A p.I254N
118D6605A1 - - Missense_Mutation SNP - - - ERBB2 C.2090_2092de P.V697del
118D6605A1 2 170050322 170050322 Missense_Mutation SNP C T T LRP2 c.8779G>A p.G2927S
118D6605A1 3 47103828 47103828 Nonsense_Mutation SNP G A A SETD2 c.6118C>T p.R2040*
118D6605A1 7 2976766 2976766 Missense_Mutation SNP C T T CARD11 c.1246G>A p.E416K
118D6605A1 7 50450283 50450283 Missense_Mutation SNP A G G IKZF1 c.467A>G p.Q156R
118D6605A1 7 140453193 140453193 Missense_Mutation SNP T C C BRAF c.1742A>G p.N581S
118D6683A1 17 7577551 7577551 Missense_Mutation SNP C T T TP53 c.730G>A p.G244S
118D6683A1 - - Frame_Shift_Del INS - - - PBRM1 c.1106del p.G369Efs*35
118D6684A1 17 7577141 7577141 Missense_Mutation SNP C T T TP53 c.797G>A p.G266E
118D6684A1 - - Frame_Shift_Del INS - - - TP53 c.452delinsAA p.P151Qfs*30
118D6684A1 2 209113112 209113112 Missense_Mutation SNP C A A IDH1 c.395G>T p.R132L
118D6719A1 1 226252030 226252030 Splice_Site SNP G A A H3F3A c.-23-4G>A -
118D6719A1 12 4488690 4488690 Missense_Mutation SNP C T T FGF23 c.59G>A p.S20N
118D6719A1 12 25398281 25398281 Missense_Mutation SNP C T T KRAS c.38G>A p.G13D
118D6719A1 12 49447386 49447386 Missense_Mutation SNP A C C KMT2D c.712T>G p.L238V
118D6719A1 14 45633742 45633742 Missense_Mutation SNP A G G FANCM c.1762A>G p.I588V
118D6719A1 15 67473704 67473704 Missense_Mutation SNP G A A SMAD3 c.784G>A p.D262N
118D6719A1 15 93444499 93444499 Missense_Mutation SNP A G G CHD2 c.32A>G p.E11G
118D6719A1 16 89862323 89862323 Missense_Mutation SNP C T T FANCA c.997G>A p.V333M
118D6719A1 17 7576852 7576852 Splice_Site SNP C T T TP53 c.993+1G>A -
118D6719A1 19 10602580 10602580 Missense_Mutation SNP C T T KEAP1 c.998G>A p.G333D
118D6719A1 2 141215125 141215125 Missense_Mutation SNP G A A LRP1B c.9721C>T p.H3241Y
118D6719A1 2 198266611 198266611 Missense_Mutation SNP C T T SF3B1 c.2225G>A p.G742D
118D6719A1 3 41266137 41266137 Missense_Mutation SNP C T T CTNNB1 c.134C>T p.S45F
118D6719A1 6 30863250 30863250 Missense_Mutation SNP G C C DDR1 c.1583G>C p.G528A
118D6719A1 7 151846063 151846063 Nonsense_Mutation SNP G A A KMT2C c.12949C>T p.Q4317*
118D6719A1 8 139160859 139160859 Missense_Mutation SNP C T T FAM135B c.3352G>A p.V1118I
118D6719A1 9 21971029 21971029 Nonsense_Mutation SNP C T T CDKN2A c.329G>A p.W110*
118D6719A1 9 137300951 137300951 Missense_Mutation SNP G T T RXRA c.596G>T p.G199V
118D6719A1 X 47040904 47040904 Splice_Site SNP A T T RBM10 c.1436-2A>T -
118D6898A1 7 151845915 151845915 Missense_Mutation SNP A T T KMT2C c.13097T>A p.I4366N
118D6898A1 - - Splice_Site SNP - - - PRKDC 3465-5_3465-4d -
118D6898A1 9 139391932 139391932 Missense_Mutation SNP G A A NOTCH1 c.6259C>T p.R2087W
118D6984A1 12 25398281 25398281 Missense_Mutation SNP C T T KRAS c.38G>A p.G13D
118D6984A1 17 7578508 7578508 Missense_Mutation SNP C T T TP53 c.422G>A p.C141Y
118D6984A1 3 178938934 178938934 Missense_Mutation SNP G A A PIK3CA c.2176G>A p.E726K
118D6984A1 9 21971036 21971036 Missense_Mutation SNP C A A CDKN2A c.322G>T p.D108Y
118D6984A1 - - In_Frame_Del INS - - - RXRA c.84_92del .M28_P31delinsI
118D6984A1 - - Frame_Shift_Del INS - - - RBM10 c.705del p.K235Nfs*31
118D6985A1 1 97771837 97771837 Missense_Mutation SNP C A A DPYD c.2075G>T p.R692L
118D6985A1 12 57603962 57603962 Splice_Site SNP T C C LRP1 c.12580+10T>C -
118D6985A1 17 7577534 7577534 Missense_Mutation SNP C A A TP53 c.747G>T p.R249S
118D6985A1 19 4123888 4123888 Splice_Site SNP C A A MAP2K2 c.-16G>T -
118E7021A1 12 49441824 49441824 Missense_Mutation SNP C A A KMT2D c.4160G>T p.G1387V
118E7021A1 - - Frame_Shift_Del INS - - - TP53 .769_771delinsA P.L257Mfs*88
118E7021A1 17 7578457 7578457 Missense_Mutation SNP C A A TP53 c.473G>T p.R158L
118E7021A1 19 30308420 30308420 Missense_Mutation SNP G A A CCNE1 c.434G>A p.R145Q
118E7021A1 2 141272296 141272296 Missense_Mutation SNP C A A LRP1B c.8195G>T p.C2732F
118E7021A1 2 141812805 141812805 Missense_Mutation SNP C G G LRP1B c.1432G>C p.D478H
118E7021A1 22 21348031 21348031 Missense_Mutation SNP C G G LZTR1 c.1341C>G p.F447L
118E7021A1 6 32551999 32551999 Missense_Mutation SNP HLA-DRB1 c.231C>G p.D77E
118E7021A1 7 50455067 50455067 Missense_Mutation SNP A G G IKZF1 c.614A>G p.Y205C
118E7059A1 17 7577559 7577559 Missense_Mutation SNP G T T TP53 c.722C>A p.S241Y
118E7059A1 17 29546098 29546098 Nonsense_Mutation SNP C T T NF1 c.1603C>T p.Q535*
118E7059A1 17 29661945 29661945 Nonsense_Mutation SNP C T T NF1 c.5902C>T p.R1968*
118E7059A1 19 2213593 2213593 Missense_Mutation SNP C G G DOT1L c.1613C>G p.A538G
118E7059A1 19 10602369 10602369 Nonsense_Mutation SNP C T T KEAP1 c.1209G>A p.W403*
118E7059A1 - - Frame_Shift_Del INS - - - KEAP1 C.1006del P.R336Dfs*64
118E7059A1 19 18267022 18267022 Splice_Site SNP A G G PIK3R2 c.322+11A>G -
118E7059A1 4 20490443 20490443 Nonsense_Mutation SNP C T T SLIT2 c.613C>T p.R205*
118E7059A1 4 153249384 153249384 Missense_Mutation SNP C T T FBXW7 c.1394G>A p.R465H
118E7059A1 - - Frame_Shift_Ins INS - - - MAGI2 C.4262dup P.A1422Rfs*19
118E7103A1 13 28622541 28622541 Missense_Mutation SNP T G G FLT3 c.1076A>C p.Y359S
118E7103A1 16 89818613 89818613 Missense_Mutation SNP T C C FANCA c.2999A>G p.H1000R
118E7103A1 18 42531133 42531133 Missense_Mutation SNP G A A SETBP1 c.1828G>A p.V610I
118E7103A1 5 112173549 112173549 Missense_Mutation SNP A G G APC c.2258A>G p.H753R
118E7103A1 X 48125796 48125796 Missense_Mutation SNP A G G SSX1 c.541A>G p.S181G
118E7142A1 12 25398284 25398284 Missense_Mutation SNP C A A KRAS c.35G>T p.G12V
118E7142A1 17 7578406 7578406 Missense_Mutation SNP C T T TP53 c.524G>A p.R175H
118E7142A1 - - Splice_Site SNP - - - MAP2K4 c.633+2dup -
118E7142A1 2 212286784 212286784 Missense_Mutation SNP G T T ERBB4 c.2912C>A p.A971D
118E7142A1 - - Missense_Mutation SNP - - - CDKN2A C.130_132del P.Y44del
118E7171A1 1 158637645 158637645 Splice_Site SNP T C C SPTA1 c.2038+3A>G -
118E7171A1 15 88669526 88669526 Nonsense_Mutation SNP G A A NTRK3 c.1372C>T p.R458*
118E7171A1 17 7577509 7577509 Nonsense_Mutation SNP C A A TP53 c.772G>T p.E258*
118E7171A1 17 12011106 12011106 Splice_Site SNP G C C MAP2K4 c.514-1G>C -
118E7171A1 3 70008488 70008488 Nonsense_Mutation SNP C T T MITF c.775C>T p.R259*
118E7171A1 3 169998173 169998173 Missense_Mutation SNP G C C PRKCI c.864G>C p.E288D
118E7171A1 5 180057057 180057057 Missense_Mutation SNP G A A FLT4 c.562C>T p.R188W
118E7171A1 9 98247979 98247979 Missense_Mutation SNP T A A PTCH1 c.572A>T p.Y191F
118E7187A1 10 123274822 123274822 Missense_Mutation SNP C T T FGFR2 c.1096G>A p.E366K
118E7187A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118E7187A1 13 28919596 28919596 Nonsense_Mutation SNP G A A FLT1 c.2341C>T p.R781*
118E7187A1 17 7577538 7577538 Missense_Mutation SNP C T T TP53 c.743G>A p.R248Q
118E7187A1 18 48591904 48591904 Missense_Mutation SNP C G G SMAD4 c.1067C>G p.P356R
118E7191A1 1 27023696 27023696 Nonsense_Mutation SNP C T T ARID1A c.802C>T p.Q268*
118E7191A1 1 158651439 158651439 Missense_Mutation SNP G A A SPTA1 c.409C>T p.R137C
118E7191A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118E7191A1 18 48603080 48603080 Nonsense_Mutation SNP C T T SMAD4 c.1381C>T p.Q461*
118E7191A1 2 178098800 178098800 Missense_Mutation SNP T A A NFE2L2 c.245A>T p.E82V
118E7191A1 20 57484421 57484421 Missense_Mutation SNP G A A GNAS c.602G>A p.R201H
118E7191A1 - - Frame_Shift_Del INS - - - RBM10 c.495del p.K165Nfs*101
118E7218A1 1 115256529 115256529 Missense_Mutation SNP T A A NRAS c.182A>T p.Q61L



118E7218A1 11 64577316 64577316 Missense_Mutation SNP A C C MEN1 c.266T>G p.L89R
118E7218A1 17 7578212 7578212 Nonsense_Mutation SNP G A A TP53 c.637C>T p.R213*
118E7249A1 1 158624504 158624504 Missense_Mutation SNP C A A SPTA1 c.2933G>T p.G978V
118E7249A1 12 46287201 46287201 Splice_Site SNP A G G ARID2 c.5148-2A>G -
118E7249A1 17 7577570 7577570 Missense_Mutation SNP C A A TP53 c.711G>T p.M237I
118E7270A1 17 7578265 7578265 Missense_Mutation SNP A G G TP53 c.584T>C p.I195T
118E7270A1 2 141459401 141459401 Missense_Mutation SNP C A A LRP1B c.6316G>T p.G2106W
118E7270A1 2 141771296 141771296 Nonsense_Mutation SNP C A A LRP1B c.2209G>T p.E737*
118E7270A1 21 44524456 44524456 Missense_Mutation SNP G A A U2AF1 c.101C>T p.S34F
118E7270A1 4 20568947 20568947 Missense_Mutation SNP G A A SLIT2 c.2788G>A p.D930N
118E7270A1 4 153247289 153247289 Missense_Mutation SNP G A A FBXW7 c.1513C>T p.R505C
118E7290A1 - - Frame_Shift_Del INS - - - TP53 c.761_772delinsA p.I254Kfs*6
118E7290A1 17 7579312 7579312 Splice_Site SNP C T T TP53 c.375G>A -
118E7290A1 6 117679130 117679130 Missense_Mutation SNP T C C ROS1 c.3691A>G p.I1231V
118E7290A1 6 151687723 151687723 Missense_Mutation SNP G A A ZBTB2 c.478C>T p.R160W
118E7304A1 - - In_Frame_Ins INS - - - ARID2 c.1268dup p.Y423*
118E7304A1 12 69964192 69964192 Missense_Mutation SNP C T T FRS2 c.148C>T p.R50C
118E7304A1 17 7579377 7579377 Nonsense_Mutation SNP G A A TP53 c.310C>T p.Q104*
118E7304A1 19 41726703 41726703 Missense_Mutation SNP A T T AXL c.248A>T p.Q83L
118E7306A1 1 8073757 8073757 Nonsense_Mutation SNP C T T ERRFI1 c.902G>A p.W301*
118E7306A1 11 46332655 46332655 Missense_Mutation SNP G A A CREB3L1 c.668G>A p.R223H
118E7306A1 12 46245663 46245663 Missense_Mutation SNP G T T ARID2 c.3757G>T p.A1253S
118E7306A1 17 38563832 38563832 Missense_Mutation SNP C T T TOP2A c.1595G>A p.R532H
118E7306A1 17 78727989 78727989 Splice_Site SNP A T T RPTOR c.830+4A>T -
118E7306A1 2 109384745 109384745 Missense_Mutation SNP G A A RANBP2 c.7750G>A p.D2584N
118E7306A1 2 141055406 141055406 Missense_Mutation SNP G A A LRP1B c.12938C>T p.P4313L
118E7306A1 20 52192647 52192647 Missense_Mutation SNP C T T ZNF217 c.2656G>A p.A886T
118E7306A1 4 187527243 187527243 Missense_Mutation SNP T C C FAT1 c.10331A>G p.N3444S
118E7306A1 7 2977554 2977554 Missense_Mutation SNP C T T CARD11 c.1130G>A p.R377Q
118E7306A1 7 80292448 80292448 Missense_Mutation SNP C T T CD36 c.572C>T p.P191L
118E7306A1 X 66766174 66766174 Missense_Mutation SNP G C C AR c.1186G>C p.G396R
118E7325A1 1 158605703 158605703 Missense_Mutation SNP C T T SPTA1 c.5432G>A p.R1811Q
118E7325A1 15 93527621 93527621 Nonsense_Mutation SNP G A A CHD2 c.3128G>A p.W1043*
118E7325A1 17 7577099 7577099 Missense_Mutation SNP C G G TP53 c.839G>C p.R280T
118E7325A1 6 157527680 157527680 Missense_Mutation SNP G A A ARID1B c.5405G>A p.R1802Q
118E7325A1 7 42004863 42004863 Missense_Mutation SNP C T T GLI3 c.3808G>A p.G1270S
118E7325A1 7 142641481 142641481 Nonsense_Mutation SNP G A A KEL c.1420C>T p.Q474*
118E7344A1 - - Frame_Shift_Del INS - - - TP53 C.347del P.S116Lfs*7
118E7344A1 4 153271242 153271242 Missense_Mutation SNP C T T FBXW7 c.536G>A p.R179H
118E7344A1 7 81358997 81358997 Missense_Mutation SNP T C C HGF c.964A>G p.N322D
118E7407A1 1 32741546 32741546 Missense_Mutation SNP C A A LCK c.513C>A p.D171E
118E7407A1 - - Frame_Shift_Ins INS - - - BRCA2 C.1759dup P.T587Nfs*3
118E7407A1 17 7577108 7577108 Missense_Mutation SNP C A A TP53 c.830G>T p.C277F
118E7407A1 - - Frame_Shift_Del INS - - - DOT1L C.4330_4340de P.L1444Gfs*90
118E7407A1 2 29497991 29497991 Missense_Mutation SNP C G G ALK c.2015G>C p.R672T
118E7407A1 - - In_Frame_Del INS - - - PRKCI C.54_59del P.S19_G20del
118E7407A1 4 110916047 110916047 Splice_Site SNP C T T EGF c.3005+11C>T -
118E7407A1 5 176562150 176562150 Missense_Mutation SNP T C C NSD1 c.46T>C p.F16L
118E7446A1 12 112926910 112926910 Missense_Mutation SNP G C C PTPN11 c.1530G>C p.Q510H
118E7446A1 16 396533 396533 Nonsense_Mutation SNP T A A AXIN1 c.493A>T p.K165*
118E7446A1 17 7578394 7578394 Missense_Mutation SNP T A A TP53 c.536A>T p.H179L
118E7446A1 17 29483155 29483155 Splice_Site SNP G A A NF1 c.204+11G>A -
118E7446A1 18 23618578 23618578 Missense_Mutation SNP T C C SS18 c.821A>G p.Q274R
118E7446A1 - - Frame_Shift_Del INS - - - GNAS C.736del P.R246Vfs*25
118E7446A1 22 30077445 30077445 Missense_Mutation SNP A T T NF2 c.1592A>T p.K531M
118E7446A1 8 48771477 48771477 Missense_Mutation SNP PRKDC c.6277A>G p.M2093V
118E7470A1 1 158612676 158612676 Missense_Mutation SNP C A A SPTA1 c.4533G>T p.E1511D
118E7470A1 11 108224531 108224531 Missense_Mutation SNP G A A ATM c.8710G>A p.E2904K
118E7470A1 2 141473542 141473542 Missense_Mutation SNP C T T LRP1B c.6023G>A p.G2008D
118E7470A1 3 52649463 52649463 Missense_Mutation SNP C T T PBRM1 1828G>A;1870Gp.[D610N;E624Q]
118E7477A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118E7477A1 - - Frame_Shift_Del INS - - - RNF43 C.69_72del P.G24Lfs*26
118E7477A1 2 191895815 191895815 Splice_Site SNP G A A STAT4 c.2112-9C>T -
118E7477A1 3 10076158 10076158 Missense_Mutation SNP G A A FANCD2 c.211G>A p.D71N
118E7477A1 X 70617240 70617240 Missense_Mutation SNP C T T TAF1 c.3604C>T p.R1202C
118E7484A1 1 155880444 155880444 Splice_Site SNP T A A RIT1 c.106+3A>T -
118E7484A1 1 158582656 158582656 Missense_Mutation SNP T A A SPTA1 c.7085A>T p.Q2362L
118E7484A1 13 32912396 32912396 Missense_Mutation SNP A G G BRCA2 c.3904A>G p.T1302A
118E7484A1 13 48923156 48923156 Nonsense_Mutation SNP A T T RB1 c.604A>T p.K202*
118E7484A1 14 45628487 45628487 Splice_Site SNP A T T FANCM c.1581+4A>T -
118E7484A1 14 45644605 45644605 Missense_Mutation SNP A T T FANCM c.2648A>T p.N883I
118E7484A1 - - In_Frame_Del INS - - - TP53 c.598_609del p.N200_V203del
118E7484A1 19 2202777 2202777 Missense_Mutation SNP A T T DOT1L c.786A>T p.E262D
118E7484A1 2 74328674 74328674 Nonsense_Mutation SNP G T T TET3 c.4759G>T p.G1587*
118E7484A1 21 39755484 39755484 Missense_Mutation SNP C G G ERG c.1230G>C p.K410N
118E7484A1 3 47162071 47162071 Missense_Mutation SNP T A A SETD2 c.4055A>T p.Q1352L
118E7484A1 - - Frame_Shift_Del INS - - - EPHA3 c.1547del p.G516Dfs*29
118E7484A1 5 35857107 35857107 Missense_Mutation SNP A T T IL7R c.28A>T p.M10L
118E7484A1 5 131972826 131972826 Missense_Mutation SNP A T T RAD50 c.3409A>T p.S1137C
118E7484A1 5 176523136 176523136 Missense_Mutation SNP G T T FGFR4 c.1900G>T p.A634S
118E7484A1 6 93967207 93967207 Missense_Mutation SNP T A A EPHA7 c.2145A>T p.E715D
118E7484A1 8 48766731 48766731 Missense_Mutation SNP T A A PRKDC c.6805A>T p.N2269Y
118E7554A2 - - In_Frame_Del INS - - - TP53 c.723_735delinsAp.C242_G245del
118E7554A2 17 29665110 29665110 Nonsense_Mutation SNP C T T NF1 c.6772C>T p.R2258*
118E7554A2 22 42525787 42525787 Missense_Mutation SNP G A A CYP2D6 c.305C>T p.P102L
118E7554A2 3 134911420 134911420 Missense_Mutation SNP G A A EPHB1 c.1885G>A p.E629K
118E7554A2 3 142242884 142242884 Missense_Mutation SNP C T T ATR c.4103G>A p.R1368Q
118E7554A2 3 181430278 181430278 Missense_Mutation SNP C A A SOX2 c.130C>A p.P44T
118E7554A2 8 139180187 139180187 Missense_Mutation SNP G T T FAM135B c.1209C>A p.N403K
118E7554A2 X 70597003 70597003 Missense_Mutation SNP A T T TAF1 c.736A>T p.S246C
118E7554A2 X 129148828 129148828 Missense_Mutation SNP G A A BCORL1 c.2080G>A p.V694M
118E7614A1 - - Frame_Shift_Ins INS - - - ARID1A c.3027dup p.K1010Qfs*4
118E7614A1 16 3778882 3778882 Missense_Mutation SNP C T T CREBBP c.6166G>A p.V2056M
118E7614A1 3 30732969 30732969 Missense_Mutation SNP C T T TGFBR2 c.1582C>T p.R528C
118E7614A1 - - Frame_Shift_Del INS - - - PBRM1 c.1335del p.D446Ifs*7
118E7614A1 - - Frame_Shift_Del INS - - - MAP3K1 c.1053_1063del p.G352Yfs*29
118E7614A1 - - Frame_Shift_Ins INS - - - ARID1B c.3438dup p.Q1147Sfs*7
118E7614A1 X 47044967 47044967 Nonsense_Mutation SNP C T T RBM10 c.2293C>T p.R765*



118E7632A1 1 7798423 7798423 Missense_Mutation SNP C T T CAMTA1 c.4063C>T p.P1355S
118E7632A1 1 16259091 16259091 Missense_Mutation SNP T C C SPEN c.6356T>C p.V2119A
118E7632A1 1 156844702 156844702 Missense_Mutation SNP C T T NTRK1 c.1238C>T p.S413L
118E7632A1 10 70446106 70446106 Splice_Site SNP C G G TET1 c.5053-7C>G -
118E7632A1 12 25398285 25398285 Missense_Mutation SNP C T T KRAS c.34G>A p.G12S
118E7632A1 12 49428067 49428067 Missense_Mutation SNP C T T KMT2D c.10523G>A p.R3508Q
118E7632A1 15 99456264 99456264 Splice_Site SNP G A A IGF1R c.1590-9G>A -
118E7632A1 17 29587401 29587401 Missense_Mutation SNP T C C NF1 c.4445T>C p.I1482T
118E7632A1 2 170063706 170063706 Missense_Mutation SNP C T T LRP2 c.6524G>A p.R2175Q
118E7632A1 2 198257053 198257053 Missense_Mutation SNP G A A SF3B1 c.3889C>T p.R1297C
118E7632A1 3 52677328 52677328 Missense_Mutation SNP T C C PBRM1 c.931A>G p.T311A
118E7632A1 4 55131089 55131089 Missense_Mutation SNP C T T PDGFRA c.632C>T p.T211I
118E7632A1 - - In_Frame_Ins INS - - - KIT c.1712_1741dupp.I571_H580dup
118E7632A1 4 153249385 153249385 Missense_Mutation SNP G A A FBXW7 c.1393C>T p.R465C
118E7632A1 5 112174282 112174282 Nonsense_Mutation SNP T G G APC c.2991T>G p.Y997*
118E7632A1 6 117681126 117681126 Missense_Mutation SNP A T T ROS1 c.3494T>A p.V1165D
118E7632A1 X 47039404 47039404 Missense_Mutation SNP C T T RBM10 c.1027C>T p.R343C
118E7633A1 1 46740370 46740370 Missense_Mutation SNP A G G RAD54L c.1850A>G p.Y617C
118E7633A1 1 59247890 59247890 Missense_Mutation SNP T G G JUN c.853A>C p.K285Q
118E7633A1 11 60233587 60233587 Missense_Mutation SNP C T T MS4A1 c.530C>T p.S177F
118E7633A1 13 48881502 48881502 Nonsense_Mutation SNP G A A RB1 c.224G>A p.W75*
118E7633A1 - - Frame_Shift_Ins INS - - - JAK3 c.2362dup p.L788Pfs*13
118E7633A1 19 52715937 52715937 Splice_Site SNP A G G PPP2R1A c.504-2A>G -
118E7633A1 4 55152030 55152030 Missense_Mutation SNP C T T PDGFRA c.2462C>T p.A821V
118E7633A1 4 187557957 187557957 Missense_Mutation SNP T C C FAT1 c.3754A>G p.I1252V
118E7633A1 6 112035608 112035608 Missense_Mutation SNP G A A FYN c.286C>T p.R96W
118E7633A1 X 48650564 48650564 Missense_Mutation SNP C G G GATA1 c.534C>G p.S178R
118E7744A1 12 25398284 25398284 Missense_Mutation SNP C A A KRAS c.35G>T p.G12V
118E7744A1 17 7578457 7578457 Missense_Mutation SNP C G G TP53 c.473G>C p.R158P
118E7744A1 18 18622670 18622670 Missense_Mutation SNP C T T ROCK1 c.676G>A p.E226K
118E7805A1 16 9857071 9857071 Missense_Mutation SNP C A A GRIN2A c.4330G>T p.V1444F
118E7805A1 17 7577121 7577121 Missense_Mutation SNP G T T TP53 c.817C>A p.R273S
118E7805A1 17 29677251 29677251 Nonsense_Mutation SNP A T T NF1 c.7372A>T p.R2458*
118E7805A1 17 38555286 38555286 Splice_Site SNP G T T TOP2A c.3288+6C>A -
118E7805A1 17 74733439 74733439 Splice_Site SNP G A A SRSF2 c.-197C>T -
118E7805A1 6 32170300 32170300 Missense_Mutation SNP A T T NOTCH4 c.3308T>A p.L1103Q
118E7805A1 8 90983389 90983389 Splice_Site SNP T A A NBN c.702+12A>T -
118E7868A1 12 25398281 25398281 Missense_Mutation SNP C T T KRAS c.38G>A p.G13D
118E7868A1 17 7574003 7574003 Nonsense_Mutation SNP G A A TP53 c.1024C>T p.R342*
118E7868A1 - - Frame_Shift_Ins INS - - - RBM10 c.931dup p.S311Kfs*70
118E7888A1 11 22646687 22646687 Missense_Mutation SNP G C C FANCF c.670C>G p.P224A
118E7888A1 11 76165796 76165796 Missense_Mutation SNP G A A EMSY c.249G>A p.M83I
118E7888A1 11 92533642 92533642 Missense_Mutation SNP G A A FAT3 c.7463G>A p.G2488E
118E7888A1 12 57605284 57605284 Missense_Mutation SNP G A A LRP1 c.13106G>A p.R4369Q
118E7888A1 12 112926270 112926270 Missense_Mutation SNP C T T PTPN11 c.1403C>T p.T468M
118E7888A1 17 1268292 1268292 Missense_Mutation SNP C G G YWHAE c.125G>C p.R42T
118E7888A1 17 7577156 7577156 Splice_Site SNP C A A TP53 c.783-1G>T -
118E7888A1 2 141283830 141283830 Missense_Mutation SNP C G G LRP1B c.7852G>C p.D2618H
118E7888A1 3 178916836 178916836 Missense_Mutation SNP C G G PIK3CA c.223C>G p.Q75E
118E7888A1 8 93003925 93003925 Nonsense_Mutation SNP G T T RUNX1T1 c.822C>A p.Y274*
118E7901A1 12 25398284 25398284 Missense_Mutation SNP C A A KRAS c.35G>T p.G12V
118E7926A1 1 6947759 6947759 Missense_Mutation SNP C A A CAMTA1 c.280C>A p.P94T
118E7926A1 - - Frame_Shift_Del INS - - - EPHA2 C.1379del P.P460Rfs*33
118E7926A1 1 158612617 158612617 Missense_Mutation SNP G A A SPTA1 c.4592C>T p.A1531V
118E7926A1 - - Frame_Shift_Ins INS - - - ABL2 c.1500dup p.G501Rfs*8
118E7926A1 1 202710606 202710606 Missense_Mutation SNP C A A KDM5B c.2942G>T p.G981V
118E7926A1 - - Splice_Site SNP - - - ARID2 c.5364-5del -
118E7926A1 12 49428423 49428423 Missense_Mutation SNP C A A KMT2D c.10382G>T p.R3461M
118E7926A1 - - Frame_Shift_Del INS - - - LRP1 C.12750del P.S4251Lfs*91
118E7926A1 13 28623626 28623626 Missense_Mutation SNP G A A FLT3 c.931C>T p.R311W
118E7926A1 15 99467241 99467241 Missense_Mutation SNP G T T IGF1R c.2622G>T p.E874D
118E7926A1 16 3778512 3778512 Missense_Mutation SNP T C C CREBBP c.6536A>G p.N2179S
118E7926A1 16 50783930 50783930 Missense_Mutation SNP G T T CYLD c.321G>T p.E107D
118E7926A1 17 7578406 7578406 Missense_Mutation SNP C T T TP53 c.524G>A p.R175H
118E7926A1 - - Frame_Shift_Del INS - - - TP53 C.102del P.L35Cfs*9
118E7926A1 - - Frame_Shift_Del INS - - - NF1 C.2033del P.P678Rfs*10
118E7926A1 17 78936362 78936362 Missense_Mutation SNP C T T RPTOR c.3794C>T p.A1265V
118E7926A1 18 48575185 48575185 Missense_Mutation SNP T C C SMAD4 c.379T>C p.C127R
118E7926A1 19 30308407 30308407 Nonsense_Mutation SNP C T T CCNE1 c.421C>T p.Q141*
118E7926A1 - - Splice_Site SNP - - - RANBP2 c.141-4dup -
118E7926A1 2 121743882 121743882 Missense_Mutation SNP C T T GLI2 c.1985C>T p.S662L
118E7926A1 2 209113113 209113113 Missense_Mutation SNP G A A IDH1 c.394C>T p.R132C
118E7926A1 20 31023957 31023957 Missense_Mutation SNP C T T ASXL1 c.3442C>T p.R1148C
118E7926A1 20 57484420 57484420 Missense_Mutation SNP C A A GNAS c.601C>A p.R201S
118E7926A1 - - Frame_Shift_Ins INS - - - PBRM1 C.773dup P.N258Kfs*6
118E7926A1 3 142269129 142269129 Missense_Mutation SNP G T T ATR c.2821C>A p.L941I
118E7926A1 - - Frame_Shift_Del INS - - - PRKCI C.826del P.T276Qfs*7
118E7926A1 - - Frame_Shift_Ins INS - - - MAP3K13 c.1603dup p.R535Kfs*45
118E7926A1 - - Splice_Site SNP - - - SLIT2 c.1439-7del -
118E7926A1 5 149513557 149513557 Missense_Mutation SNP C T T PDGFRB c.646G>A p.V216I
118E7926A1 7 18684405 18684405 Missense_Mutation SNP T A A HDAC9 c.1015T>A p.S339T
118E7926A1 8 68864646 68864646 Missense_Mutation SNP G A A PREX2 c.17G>A p.R6H
118E7940A1 16 89851304 89851304 Missense_Mutation SNP G C C FANCA c.1428C>G p.F476L
118E7940A1 17 15995380 15995380 Splice_Site SNP A G G NCOR1 c.2821-8T>C -
118E7940A1 19 41727824 41727824 Missense_Mutation SNP T C C AXL c.449T>C p.V150A
118E7940A1 9 133760532 133760532 Missense_Mutation SNP G A A ABL1 c.2912G>A p.G971E
118E7964A1 10 89725215 89725215 Missense_Mutation SNP A C C PTEN c.1198A>C p.I400L
118E7964A1 - - Frame_Shift_Del INS - - - KMT2A c.2641_2642del p.E881Kfs*4
118E7964A1 12 133218777 133218777 Missense_Mutation SNP C A A POLE c.5159G>T p.G1720V
118E7964A1 - - Splice_Site SNP - - - NUP93 .2349_2349+1de -
118E7964A1 17 7577581 7577581 Missense_Mutation SNP A G G TP53 c.700T>C p.Y234H
118E7964A1 - - Frame_Shift_Del INS - - - GNA13 c.134_135del p.V45Efs*56
118E7964A1 - - Frame_Shift_Del INS - - - SMAD4 c.1558_1561del p.E520Hfs*16
118E7964A1 19 10610224 10610224 Nonsense_Mutation SNP G C C KEAP1 c.486C>G p.Y162*
118E7964A1 2 198266713 198266713 Missense_Mutation SNP C A A SF3B1 c.2219G>T p.G740V
118E7964A1 - - Missense_Mutation SNP - - - EP300 c.4357_4359del p.P1453del
118E7964A1 3 134967244 134967244 Missense_Mutation SNP G C C EPHB1 2583G>C;2590G .[W861C;D864H]
118E7964A1 3 185774956 185774956 Missense_Mutation SNP A G G ETV5 c.1117T>C p.F373L



118E7964A1 - - Frame_Shift_Del INS - - - SDHA c.1583_1584del p.V528Gfs*74
118E7964A1 - - Frame_Shift_Del INS - - - APC c.7724_7725del p.S2575Cfs*7
118E7964A1 - - Frame_Shift_Del INS - - - NSD1 c.3539_3540del p.K1180Rfs*4
118E7964A1 6 41904310 41904310 Missense_Mutation SNP G A A CCND3 c.698C>T p.T233I
118E7964A1 - - Frame_Shift_Del INS - - - KMT2C c.3176_3177del p.H1059Lfs*11
118E7964A1 - - Frame_Shift_Del INS - - - CDKN2A C.47_50del P.L16Pfs*9
118E7982A2 1 8074337 8074337 Missense_Mutation SNP C T T ERRFI1 c.322G>A p.E108K
118E7982A2 1 110466159 110466159 Missense_Mutation SNP G A A CSF1 c.916G>A p.E306K
118E7982A2 11 118348894 118348894 Missense_Mutation SNP A C C KMT2A 3547A>C;3554A[N1183H;K1185M]
118E7982A2 - - Frame_Shift_Del INS - - - RB1 c.1252del p.R418Efs*2
118E7982A2 14 45639831 45639831 Missense_Mutation SNP C T T FANCM c.2042C>T p.S681L
118E7982A2 17 29664885 29664885 Missense_Mutation SNP G A A NF1 c.6691G>A p.E2231K
118E7982A2 - - Frame_Shift_Ins INS - - - MSH6 c.3261dup p.F1088Lfs*5
118E7982A2 - - Frame_Shift_Del INS - - - ACVR2A c.338del p.K113Sfs*37
118E7982A2 4 126242661 126242661 Missense_Mutation SNP G C C FAT4 c.5095G>C p.E1699Q
118E7982A2 4 153245404 153245404 Missense_Mutation SNP G A A FBXW7 c.1787C>T p.S596F
118E7982A2 - - Missense_Mutation SNP - - - FBXW7 c.1423_1425del p.V475del
118E7982A2 6 36652071 36652071 Missense_Mutation SNP T C C CDKN1A c.193T>C p.W65R
118E7982A2 8 141727804 141727804 Missense_Mutation SNP T C C PTK2 c.2101A>G p.I701V
118F7997A1 1 120471692 120471692 Missense_Mutation SNP C T T NOTCH2 c.3799G>A p.E1267K
118F7997A1 11 108235809 108235809 Missense_Mutation SNP G C C ATM c.8851G>C p.V2951L
118F7997A1 12 25398284 25398284 Missense_Mutation SNP C G G KRAS c.35G>C p.G12A
118F7997A1 2 141264356 141264356 Splice_Site SNP T G G LRP1B c.8521+9A>C -
118F7997A1 3 142261571 142261571 Missense_Mutation SNP C G G ATR c.3386G>C p.G1129A
118F8082A1 12 25398281 25398281 Missense_Mutation SNP C T T KRAS c.38G>A p.G13D
118F8082A1 17 7577058 7577058 Nonsense_Mutation SNP C A A TP53 c.880G>T p.E294*
118F8082A1 - - Frame_Shift_Ins INS - - - SMAD4 c.221dup p.Q75Tfs*29
118F8090A1 1 9784994 9784994 Missense_Mutation SNP G A A PIK3CD c.2997G>A p.K999K
118F8090A1 12 4409117 4409117 Missense_Mutation SNP C T T CCND2 c.812C>T p.S271L
118F8090A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118F8090A1 17 7577551 7577551 Missense_Mutation SNP C A A TP53 c.730G>T p.G244C
118F8090A1 18 48593558 48593558 Splice_Site SNP G T T SMAD4 c.1308+1G>T -
118F8094A1 12 25398285 25398285 Missense_Mutation SNP C G G KRAS c.34G>C p.G12R
118F8094A1 13 29005422 29005422 Missense_Mutation SNP C T T FLT1 c.839G>A p.R280Q
118F8094A1 17 7578406 7578406 Missense_Mutation SNP C T T TP53 c.524G>A p.R175H
118F8094A1 7 151949114 151949114 Nonsense_Mutation SNP C A A KMT2C c.1531G>T p.E511*
118F8094A1 9 21971077 21971077 Missense_Mutation SNP A T T CDKN2A c.281T>A p.L94Q
118F8096A1 - - Frame_Shift_Ins INS - - - TP53 C.750dup P.I251Hfs*13
118F8096A1 - - Frame_Shift_Del INS - - - TGFBR1 c.1347_1350del p.L450Gfs*14
118F8114A1 - - Missense_Mutation SNP - - - TP53 c.321_323del p.G108del
118F8114A1 - - Missense_Mutation SNP - - - EPHA5 2948_2949delins p.T983N
118F8114A1 - - Frame_Shift_Ins INS - - - FBXW7 c.1463_1466dup p.E489Dfs*2
118F8114A1 6 32188062 32188062 Splice_Site SNP C T T NOTCH4 c.1160-1G>A -
118F8114A1 8 128751112 128751112 Missense_Mutation SNP A G G MYC c.649A>G p.S217G
118F8152A1 12 52374741 52374741 Splice_Site SNP T C C ACVR1B c.581-12T>C -
118F8152A1 3 37067240 37067240 Missense_Mutation SNP T A A MLH1 c.1151T>A p.V384D
118F8152A1 3 89390226 89390226 Splice_Site SNP G A A EPHA3 c.970+5G>A -
118F8152A1 - - Frame_Shift_Del INS - - - CDKN2A C.47_50del P.L16Pfs*9
118F8157A1 11 108128226 108128226 Nonsense_Mutation SNP G T T ATM c.2269G>T p.G757*
118F8157A1 17 16004563 16004563 Splice_Site SNP C A A NCOR1 c.2690+1G>T -
118F8167A1 3 30713760 30713760 Missense_Mutation SNP A G G TGFBR2 c.1085A>G p.H362R
118F8167A1 - - Frame_Shift_Del INS - - - BAP1 c.421del p.H141Ifs*46
118F8167A1 7 77789586 77789586 Missense_Mutation SNP C A A MAGI2 c.2601G>T p.E867D
118F8170A1 - - Frame_Shift_Ins INS - - - TP53 c.131_132insA p.M44Ifs*8
118F8170A1 17 56435317 56435317 Missense_Mutation SNP G A A RNF43 c.1820C>T p.S607L
118F8170A1 19 10610618 10610618 Missense_Mutation SNP A G G KEAP1 c.92T>C p.V31A
118F8170A1 2 170068570 170068570 Missense_Mutation SNP G T T LRP2 c.6188C>A p.S2063Y
118F8170A1 - - Frame_Shift_Del INS - - - BAP1 c.2129_2142del p.H710Pfs*2
118F8170A1 - - In_Frame_Del INS - - - PRKDC c.11736del p.C3912*
118F8189A1 17 7578557 7578557 Splice_Site SNP G C C TP53 c.376-3C>G -
118F8201A1 20 57485805 57485805 Missense_Mutation SNP C T T GNAS c.1106C>T p.T369I
118F8201A1 - - Frame_Shift_Del INS - - - BAP1 c.97_106del p.Y33Rfs*36
118F8208A1 11 92086588 92086588 Missense_Mutation SNP C A A FAT3 c.1310C>A p.T437N
118F8208A1 11 108196235 108196235 Missense_Mutation SNP A C C ATM c.6771A>C p.E2257D
118F8208A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118F8208A1 17 7577094 7577094 Missense_Mutation SNP G A A TP53 c.844C>T p.R282W
118F8208A1 - - In_Frame_Ins INS - - - ZNF703 c.58_69dup p.S20_G23dup
118F8237A1 1 158584994 158584994 Splice_Site SNP C T T SPTA1 c.6788+12G>A -
118F8237A1 12 25398281 25398281 Missense_Mutation SNP C T T KRAS c.38G>A p.G13D
118F8237A1 17 7578406 7578406 Missense_Mutation SNP C T T TP53 c.524G>A p.R175H
118F8237A1 18 48593505 48593505 Missense_Mutation SNP G C C SMAD4 c.1256G>C p.G419A
118F8237A1 19 1220649 1220649 Missense_Mutation SNP G A A STK11 c.667G>A p.E223K
118F8237A1 2 61706035 61706035 Missense_Mutation SNP C T T XPO1 c.3136G>A p.D1046N
118F8237A1 22 29092948 29092948 Missense_Mutation SNP G A A CHEK2 c.1036C>T p.R346C
118F8237A1 3 187446190 187446190 Nonsense_Mutation SNP C A A BCL6 c.1498G>T p.E500*
118F8237A1 5 112162891 112162891 Nonsense_Mutation SNP C T T APC c.1495C>T p.R499*
118F8276A1 12 25378562 25378562 Missense_Mutation SNP C G G KRAS c.436G>C p.A146P
118F8276A1 17 7576852 7576852 Splice_Site SNP C T T TP53 c.993+1G>A -
118F8276A1 19 4117549 4117549 Missense_Mutation SNP A C C MAP2K2 c.171T>G p.F57L
118F8276A1 19 15296082 15296082 Missense_Mutation SNP G A A NOTCH3 c.2282C>T p.P761L
118F8276A1 3 30664717 30664717 Missense_Mutation SNP G A A TGFBR2 c.121G>A p.E41K
118F8372A1 1 158606546 158606546 Missense_Mutation SNP T G G SPTA1 c.5195A>C p.K1732T
118F8372A1 - - In_Frame_Del INS - - - TP53 c.471_518del p.A159_R174del
118F8372A1 19 11135028 11135028 Missense_Mutation SNP G A A SMARCA4 c.2995G>A p.D999N
118F8372A1 - - Splice_Site SNP - - - RUNX1 c.59-12_59-11de -
118F8372A1 3 138665289 138665289 Missense_Mutation SNP C G G FOXL2 c.276G>C p.E92D
118F8377A1 12 46287315 46287315 Nonsense_Mutation SNP C T T ARID2 c.5260C>T p.R1754*
118F8377A1 17 7577099 7577099 Missense_Mutation SNP C T T TP53 c.839G>A p.R280K
118F8377A1 18 739820 739820 Splice_Site SNP G A A YES1 c.1061-9C>T -
118F8377A1 - - Frame_Shift_Del INS - - - KEAP1 c.1626_1627del p.E542Dfs*31
118F8377A1 19 42796446 42796446 Splice_Site SNP C T T CIC c.3009-6C>T -
118F8377A1 2 142004783 142004783 Splice_Site SNP G A A LRP1B c.592+12C>T -
118F8377A1 4 153273928 153273928 Splice_Site SNP G C C FBXW7 c.-46C>G -
118F8377A1 8 71068319 71068319 Missense_Mutation SNP C T T NCOA2 c.2281G>A p.E761K
118F8377A1 9 5126352 5126352 Missense_Mutation SNP G A A JAK2 c.3197G>A p.G1066D
118F8392A1 11 118355614 118355614 Missense_Mutation SNP G T T KMT2A c.4256G>T p.G1419V
118F8392A1 12 25380275 25380275 Missense_Mutation SNP T G G KRAS c.183A>C p.Q61H
118F8392A1 - - Frame_Shift_Ins INS - - - STK11 c.157_158insT p.D53Vfs*110



118F8415A1 1 27094361 27094361 Nonsense_Mutation SNP G A A ARID1A c.3069G>A p.W1023*
118F8415A1 12 49444878 49444878 Missense_Mutation SNP C A A KMT2D c.2588G>T p.R863L
118F8415A1 13 41134822 41134822 Missense_Mutation SNP C T T FOXO1 c.806G>A p.R269Q
118F8415A1 17 7577548 7577548 Missense_Mutation SNP C T T TP53 c.733G>A p.G245S
118F8415A1 - - Frame_Shift_Del INS - - - SMAD4 c.793del p.T265Lfs*71
118F8415A1 2 198299719 198299719 Missense_Mutation SNP G A A SF3B1 c.5C>T p.A2V
118F8415A1 - - Frame_Shift_Del INS - - - PBRM1 c.2581del p.I861Yfs*6
118F8415A1 7 2987341 2987341 Missense_Mutation SNP G A A CARD11 c.88C>T p.R30W
118F8415A1 7 151845790 151845790 Missense_Mutation SNP C G G KMT2C c.13222G>C p.E4408Q
118F8458A1 1 158613185 158613185 Missense_Mutation SNP C T T SPTA1 c.4369G>A p.A1457T
118F8458A1 12 465645 465645 Missense_Mutation SNP G A A KDM5A c.731C>T p.A244V
118F8458A1 12 49422858 49422858 Missense_Mutation SNP C T T KMT2D c.14237G>A p.R4746Q
118F8458A1 - - Frame_Shift_Del INS - - - KMT2D c.5956del p.T1986Pfs*61
118F8458A1 12 57863295 57863295 Missense_Mutation SNP G T T GLI1 c.1267G>T p.G423C
118F8458A1 - - Frame_Shift_Ins INS - - - POLE c.382dup p.I128Nfs*76
118F8458A1 13 32953610 32953610 Missense_Mutation SNP A G G BRCA2 c.8911A>G p.K2971E
118F8458A1 13 110435825 110435825 Missense_Mutation SNP G A A IRS2 c.2576C>T p.T859M
118F8458A1 15 75093027 75093027 Missense_Mutation SNP T C C CSK c.562T>C p.W188R
118F8458A1 - - Missense_Mutation SNP - - - TP53 C.572_574del P.P191del
118F8458A1 - - Frame_Shift_Ins INS - - - MAP2K4 c.69dup p.V24Rfs*17
118F8458A1 - - Missense_Mutation SNP - - - GATA6 c.134_136del p.S45del
118F8458A1 19 10610256 10610256 Missense_Mutation SNP C T T KEAP1 c.454G>A p.V152I
118F8458A1 19 15298722 15298722 Missense_Mutation SNP G A A NOTCH3 c.1576C>T p.P526S
118F8458A1 - - Splice_Site SNP - - - CIC 176-14_3176-12 -
118F8458A1 2 16086115 16086115 Missense_Mutation SNP C T T MYCN c.1291C>T p.H431Y
118F8458A1 - - Frame_Shift_Del INS - - - ACVR2A C.36_39del P.F12Lfs*61
118F8458A1 2 170060692 170060692 Missense_Mutation SNP C T T LRP2 c.7805G>A p.G2602D
118F8458A1 22 41556665 41556665 Missense_Mutation SNP T C C EP300 c.3610T>C p.C1204R
118F8458A1 3 38182308 38182308 Missense_Mutation SNP C T T MYD88 c.428C>T p.S143F
118F8458A1 3 191888366 191888366 Missense_Mutation SNP C T T FGF12 c.308G>A p.R103H
118F8458A1 5 112176515 112176515 Missense_Mutation SNP C A A APC c.5224C>A p.R1742S
118F8458A1 5 138269729 138269729 Missense_Mutation SNP T C C CTNNA1 c.2672T>C p.V891A
118F8458A1 6 106536126 106536126 Missense_Mutation SNP G T T PRDM1 c.93G>T p.E31D
118F8458A1 7 41729607 41729607 Missense_Mutation SNP G A A INHBA c.922C>T p.R308C
118F8458A1 - - Frame_Shift_Del INS - - - NRG1 c.472del p.A158Rfs*5
118F8458A1 8 71068513 71068513 Missense_Mutation SNP T C C NCOA2 c.2087A>G p.D696G
118F8458A1 9 93624559 93624559 Missense_Mutation SNP G A A SYK c.650G>A p.R217H
118F8458A1 9 93639919 93639919 Missense_Mutation SNP G T T SYK c.1179G>T p.E393D
118F8458A1 9 137300076 137300076 Missense_Mutation SNP G A A RXRA c.361G>A p.A121T
118F8458A1 X 66943638 66943638 Missense_Mutation SNP G T T AR c.2718G>T p.K906N
118F8489A1 17 29541460 29541460 Splice_Site SNP T A A NF1 c.1393-9T>A -
118F8522A1 - - Frame_Shift_Del INS - - - PTEN c.219_222del p.E73Dfs*25
118F8522A1 - - Splice_Site SNP - - - PBRM1 1302-29_1313d -
118F8522A1 6 41909260 41909260 Missense_Mutation SNP G A A CCND3 c.128C>T p.S43F
118F8522A1 7 151864290 151864290 Missense_Mutation SNP C A A KMT2C c.9691G>T p.A3231S
118F8546A1 17 7577121 7577121 Missense_Mutation SNP G A A TP53 c.817C>T p.R273C
118F8546A1 - - Missense_Mutation SNP - - - TP53 c.787_789del p.N263del
118F8546A1 4 187629400 187629400 Missense_Mutation SNP C T T FAT1 c.1582G>A p.E528K
118F8546A1 7 116412023 116412023 Missense_Mutation SNP A T T MET c.3008A>T p.Y1003F
118F8558A1 15 88679244 88679244 Missense_Mutation SNP C T T NTRK3 c.793G>A p.A265T
118F8558A1 17 7577518 7577518 Missense_Mutation SNP T A A TP53 c.763A>T p.I255F
118F8558A1 17 56437614 56437614 Splice_Site SNP T C C RNF43 c.850-2A>G -
118F8558A1 5 67591128 67591128 Missense_Mutation SNP G C C PIK3R1 1721G>C;1730Gp.[R574T;R577K]
118F8558A1 7 42004379 42004379 Missense_Mutation SNP G A A GLI3 c.4292C>T p.P1431L
118F8558A1 7 140453154 140453154 Missense_Mutation SNP T C C BRAF c.1781A>G p.D594G
118F8601A1 4 55946274 55946274 Missense_Mutation SNP G A A KDR c.3905C>T p.T1302I
118F8601A1 9 101904982 101904982 Nonsense_Mutation SNP C T T TGFBR1 c.970C>T p.Q324*
118F8601A1 - - Frame_Shift_Del INS - - - RBM10 c.1998del p.E667Kfs*37
118F8632A1 12 49421846 49421846 Nonsense_Mutation SNP C A A KMT2D c.14461G>T p.E4821*
118F8632A1 12 133250284 133250284 Missense_Mutation SNP C G G POLE c.1236G>C p.K412N
118F8632A1 17 7578550 7578550 Missense_Mutation SNP G A A TP53 c.380C>T p.S127F
118F8632A1 19 11144113 11144113 Missense_Mutation SNP G T T SMARCA4 3694G>T;3695G p.G1232F
118F8632A1 6 112015871 112015871 Missense_Mutation SNP C G G FYN c.1079G>C p.R360T
118F8632A1 7 18788726 18788726 Nonsense_Mutation SNP C T T HDAC9 c.1999C>T p.R667*
118F8646A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118F8646A1 13 110435910 110435910 Missense_Mutation SNP C T T IRS2 c.2491G>A p.G831R
118F8646A1 - - In_Frame_Ins INS - - - SOX9 c.1089_1109dupp.A371_P377dup
118F8646A1 - - Frame_Shift_Del INS - - - STK11 c.787_790del p.F264Rfs*22
118F8646A1 19 15288644 15288644 Missense_Mutation SNP C G G NOTCH3 c.4095G>C p.Q1365H
118F8646A1 5 112178000 112178000 Nonsense_Mutation SNP C T T APC c.6709C>T p.R2237*
118F8770A1 11 118361941 118361941 Missense_Mutation SNP A G G KMT2A c.4727A>G p.Y1576C
118F8770A1 12 25398284 25398284 Missense_Mutation SNP C A A KRAS c.35G>T p.G12V
118F8770A1 12 57598946 57598946 Missense_Mutation SNP G A A LRP1 c.11249G>A p.R3750Q
118F8792A1 - - Missense_Mutation SNP - - - FGFR2 c.1635_1637del p.K545del
118F8792A1 3 10114944 10114944 Missense_Mutation SNP A C C FANCD2 c.2613A>C p.K871N
118F8792A1 3 52441430 52441430 Missense_Mutation SNP T C C BAP1 c.422A>G p.H141R
118F8797A1 10 89720649 89720649 Splice_Site SNP A G G PTEN c.802-2A>G -
118F8797A1 13 48934234 48934234 Nonsense_Mutation SNP C A A RB1 c.689C>A p.S230*
118F8797A1 14 45645216 45645216 Nonsense_Mutation SNP A T T FANCM c.3259A>T p.K1087*
118F8797A1 17 7577120 7577120 Missense_Mutation SNP C T T TP53 c.818G>A p.R273H
118F8797A1 17 29562760 29562760 Missense_Mutation SNP G T T NF1 c.3840G>T p.L1280F
118F8797A1 2 25523034 25523034 Missense_Mutation SNP G A A DNMT3A c.151C>T p.P51S
118F8797A1 4 1953960 1953960 Splice_Site SNP C T T NSD2 c.2137+2C>T -
118F8797A1 - - Frame_Shift_Del INS - - - RICTOR c.3655del p.S1219Vfs*11
118F8797A1 6 93974325 93974325 Missense_Mutation SNP T A A EPHA7 c.1729A>T p.I577F
118F8797A1 8 48767810 48767810 Nonsense_Mutation SNP PRKDC c.6733A>T p.K2245*
118F8797A1 X 129150082 129150082 Nonsense_Mutation SNP G T T BCORL1 c.3334G>T p.E1112*
118F8813A2 - - Frame_Shift_Del INS - - - ARID1A c.229del p.A77Pfs*24
118F8813A2 11 92534248 92534248 Missense_Mutation SNP C T T FAT3 c.8069C>T p.S2690F
118F8813A2 12 46123909 46123909 Nonsense_Mutation SNP G T T ARID2 c.175G>T p.G59*
118F8813A2 17 7578440 7578440 Nonsense_Mutation SNP T A A TP53 c.490A>T p.K164*
118F8813A2 18 48575209 48575209 Nonsense_Mutation SNP C T T SMAD4 c.403C>T p.R135*
118F8813A2 3 49397721 49397721 Missense_Mutation SNP C G G RHOA c.503G>C p.R168T
118F8813A2 3 49412969 49412969 Missense_Mutation SNP C A A RHOA c.54G>T p.K18N
118F8813A2 3 191888403 191888403 Nonsense_Mutation SNP C A A FGF12 c.271G>T p.E91*
118F8813A2 5 161116166 161116166 Missense_Mutation SNP A T T GABRA6 c.437A>T p.Y146F
118F8813A2 8 32472087 32472087 Splice_Site SNP G T T NRG1 c.451+5G>T -
118F8844A1 1 16475389 16475389 Missense_Mutation SNP G A A EPHA2 c.307C>T p.R103C



118F8844A1 12 46246290 46246290 Nonsense_Mutation SNP C T T ARID2 c.4384C>T p.Q1462*
118F8844A1 12 57559938 57559938 Missense_Mutation SNP G A A LRP1 c.2743G>A p.D915N
118F8844A1 16 9943686 9943686 Missense_Mutation SNP C T T GRIN2A c.1255G>A p.V419M
118F8844A1 17 38556655 38556655 Missense_Mutation SNP T C C TOP2A c.2806A>G p.K936E
118F8844A1 3 178952074 178952074 Missense_Mutation SNP G A A PIK3CA c.3129G>A p.M1043I
118F8844A1 5 225600 225600 Missense_Mutation SNP G A A SDHA c.379G>A p.V127M
118F8844A1 5 176707786 176707786 Missense_Mutation SNP G A A NSD1 c.5843G>A p.R1948H
118F8850A1 1 16256981 16256981 Missense_Mutation SNP C T T SPEN c.4246C>T p.R1416C
118F8850A1 - - Frame_Shift_Del INS - - - ARID1A C.827del P.G276Efs*87
118F8850A1 1 43777462 43777462 Missense_Mutation SNP G A A TIE1 c.1454G>A p.R485Q
118F8850A1 1 162722894 162722894 Missense_Mutation SNP G A A DDR2 c.92G>A p.R31H
118F8850A1 1 202718170 202718170 Missense_Mutation SNP G A A KDM5B c.2027C>T p.A676V
118F8850A1 10 8100645 8100645 Missense_Mutation SNP G A A GATA3 c.619G>A p.A207T
118F8850A1 11 92532114 92532114 Missense_Mutation SNP G A A FAT3 c.5935G>A p.G1979S
118F8850A1 11 108115753 108115753 Missense_Mutation SNP G A A ATM c.901G>A p.G301S
118F8850A1 11 118365088 118365088 Missense_Mutation SNP G A A KMT2A c.5264G>A p.S1755N
118F8850A1 - - Frame_Shift_Del INS - - - KMT2D C.7548del P.N2517Ifs*26
118F8850A1 - - Frame_Shift_Ins INS - - - LRP1 C.12575dup P.D4193Rfs*9
118F8850A1 12 133245212 133245212 Splice_Site SNP G A A POLE c.2026+9C>T -
118F8850A1 13 110436318 110436318 Missense_Mutation SNP C T T IRS2 c.2083G>A p.A695T
118F8850A1 15 88576153 88576153 Missense_Mutation SNP C T T NTRK3 c.1520G>A p.R507H
118F8850A1 - - Frame_Shift_Del INS - - - CHD2 C.4173del P.K1391Nfs*15
118F8850A1 16 9858165 9858165 Missense_Mutation SNP T C C GRIN2A c.3236A>G p.N1079S
118F8850A1 - - Frame_Shift_Ins INS - - - NF1 C.2033dup P.I679Dfs*21
118F8850A1 - - Frame_Shift_Del INS - - - NF1 C.7626_7627de P.S2543Ffs*2
118F8850A1 17 37864598 37864598 Missense_Mutation SNP G A A ERBB2 c.250G>A p.V84M
118F8850A1 17 41267752 41267752 Missense_Mutation SNP A T T BRCA1 .[125T>A;127T>A p.[I42K;F43I]
118F8850A1 17 80789063 80789063 Missense_Mutation SNP G A A ZNF750 c.1268C>T p.T423M
118F8850A1 18 42643239 42643239 Missense_Mutation SNP G A A SETBP1 c.4367G>A p.R1456H
118F8850A1 19 15375253 15375253 Missense_Mutation SNP C T T BRD4 c.1174G>A p.D392N
118F8850A1 19 40746008 40746008 Missense_Mutation SNP C T T AKT2 c.583G>A p.A195T
118F8850A1 19 50905635 50905635 Splice_Site SNP G A A POLD1 c.758+5G>A -
118F8850A1 - - Frame_Shift_Del INS - - - MSH2 c.473_474del p.R159Tfs*18
118F8850A1 - - Frame_Shift_Ins INS - - - TET3 C.5243dup P.T1749Hfs*5
118F8850A1 2 121746027 121746027 Missense_Mutation SNP C T T GLI2 c.2537C>T p.P846L
118F8850A1 2 202150030 202150030 Nonsense_Mutation SNP C T T CASP8 c.1345C>T p.R449*
118F8850A1 - - Frame_Shift_Ins INS - - - CASP8 C.1470dup P.L491Tfs*6
118F8850A1 - - Frame_Shift_Ins INS - - - ASXL1 C.1934dup P.G646Wfs*12
118F8850A1 - - Frame_Shift_Del INS - - - TGFBR2 c.717_718del p.E240Afs*5
118F8850A1 - - Frame_Shift_Del INS - - - PBRM1 C.2727del P.K909Nfs*6
118F8850A1 3 170015091 170015091 Splice_Site SNP G T T PRKCI c.1498-1G>T -
118F8850A1 5 1279521 1279521 Missense_Mutation SNP C T T TERT c.2015G>A p.R672H
118F8850A1 - - Frame_Shift_Del INS - - - APC C.1742del P.K581Rfs*9
118F8850A1 7 18975437 18975437 Missense_Mutation SNP G A A HDAC9 c.2800G>A p.G934S
118F8850A1 7 117250697 117250697 Missense_Mutation SNP A G G CFTR c.3113A>G p.Q1038R
118F8850A1 7 151873322 151873322 Missense_Mutation SNP C T T KMT2C c.9216G>A p.M3072I
118F8850A1 8 11607696 11607696 Missense_Mutation SNP A G G GATA4 c.860A>G p.E287G
118F8850A1 8 31498051 31498051 Missense_Mutation SNP G A A NRG1 c.551G>A p.R184H
118F8850A1 8 32505822 32505822 Missense_Mutation SNP C T T NRG1 c.586C>T p.R196W
118F8850A1 8 41790777 41790777 Missense_Mutation SNP G A A KAT6A c.4961C>T p.P1654L
118F8850A1 8 42220198 42220198 Missense_Mutation SNP G T T POLB c.690G>T p.K230N
118F8850A1 8 95419766 95419766 Missense_Mutation SNP A G G RAD54B c.682T>C p.F228L
118F8850A1 9 21971120 21971120 Nonsense_Mutation SNP G A A CDKN2A c.238C>T p.R80*
118F8850A1 - - Frame_Shift_Del INS - - - TSC1 C.1808del P.P603Rfs*26
118F8850A1 9 139404203 139404203 Missense_Mutation SNP G A A NOTCH1 c.2951C>T p.T984M
118F8850A1 X 47426763 47426763 Missense_Mutation SNP G T T ARAF c.1008G>T p.K336N
118F8903A1 1 27101510 27101510 Missense_Mutation SNP C T T ARID1A c.4792C>T p.R1598C
118F8903A1 12 56489567 56489567 Missense_Mutation SNP A T T ERBB3 c.2032A>T p.R678W
118F8903A1 15 88576199 88576199 Missense_Mutation SNP A G G NTRK3 c.1474T>C p.S492P
118F8903A1 17 7577121 7577121 Missense_Mutation SNP G A A TP53 c.817C>T p.R273C
118F8903A1 19 1207162 1207162 Nonsense_Mutation SNP A T T STK11 c.250A>T p.K84*
118F8903A1 19 10610285 10610285 Missense_Mutation SNP G A A KEAP1 c.425C>T p.T142M
118F8903A1 3 134851763 134851763 Missense_Mutation SNP G A A EPHB1 c.1169G>A p.R390H
118F8903A1 5 112177911 112177911 Nonsense_Mutation SNP C G G APC c.6620C>G p.S2207*
118F8903A1 5 176517950 176517950 Missense_Mutation SNP A G G FGFR4 c.448A>G p.T150A
118F8903A1 8 48701588 48701588 Nonsense_Mutation SNP PRKDC c.10780G>T p.E3594*
118G1224A1 - - Frame_Shift_Del INS - - - ARID1A c.4750del p.Q1584Rfs*28
118G1224A1 1 202743853 202743853 Missense_Mutation SNP C T T KDM5B c.293G>A p.R98H
118G1224A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118G1224A1 17 7578442 7578442 Missense_Mutation SNP T C C TP53 c.488A>G p.Y163C
118G1224A1 22 23634808 23634808 Missense_Mutation SNP G A A BCR c.2863G>A p.E955K
118G1224A1 5 121761117 121761117 Missense_Mutation SNP C T T SNCAIP c.1073C>T p.A358V
118G1344A1 1 27101468 27101468 Nonsense_Mutation SNP C T T ARID1A c.4750C>T p.Q1584*
118G1344A1 12 25398284 25398284 Missense_Mutation SNP C A A KRAS c.35G>T p.G12V
118G1344A1 15 75093221 75093221 Missense_Mutation SNP A G G CSK c.680A>G p.D227G
118G1344A1 17 7577538 7577538 Missense_Mutation SNP C T T TP53 c.743G>A p.R248Q
118G1344A1 X 44913082 44913082 Missense_Mutation SNP C T T KDM6A c.757C>T p.H253Y
118G1348A1 10 89717708 89717708 Nonsense_Mutation SNP C T T PTEN c.733C>T p.Q245*
118G1348A1 - - Frame_Shift_Del INS - - - TP53 C.626_627del P.R209Kfs*6
118G1348A1 4 187539330 187539330 Missense_Mutation SNP C T T FAT1 c.8410G>A p.D2804N
118G8977A1 12 49425544 49425544 Missense_Mutation SNP T C C KMT2D c.12944A>G p.Q4315R
118G8977A1 17 7577609 7577609 Splice_Site SNP C T T TP53 c.673-1G>A -
118G9081A1 1 11190804 11190804 Missense_Mutation SNP C T T MTOR c.5395G>A p.E1799K
118G9081A1 - - Frame_Shift_Del INS - - - EPHA2 c.2459del p.E820Gfs*7
118G9081A1 - - Frame_Shift_Del INS - - - ARID1A 4_733delinsAAGp.G242Lfs*120
118G9081A1 12 25380275 25380275 Missense_Mutation SNP T A A KRAS c.183A>T p.Q61H
118G9081A1 15 67477103 67477103 Missense_Mutation SNP T C C SMAD3 c.910T>C p.F304L
118G9081A1 19 15271517 15271517 Missense_Mutation SNP C A A NOTCH3 c.6922G>T p.G2308W
118G9081A1 3 52595851 52595851 Missense_Mutation SNP C A A PBRM1 4064G>T;4076G[G1355V;R1359L]
118G9081A1 4 175898265 175898265 Missense_Mutation SNP G A A ADAM29 c.1589G>A p.R530H
118G9081A1 - - In_Frame_Del INS - - - ARID1B c.3447_3454del p.F1150*
118G9119A1 1 120510085 120510085 Missense_Mutation SNP A C C NOTCH2 c.1424T>G p.I475S
118G9119A1 - - Frame_Shift_Del INS - - - BIRC3 3_603delinsGTCTp.Y195Vfs*21
118G9119A1 15 40998493 40998493 Splice_Site SNP G T T RAD51 c.343+1G>T -
118G9119A1 15 90631839 90631839 Missense_Mutation SNP T A A IDH2 c.514A>T p.R172W
118G9119A1 - - In_Frame_Ins INS - - - BAP1 c.1847_1854dup p.G619*
118G9120A1 17 7577099 7577099 Missense_Mutation SNP C T T TP53 c.839G>A p.R280K
118G9233A1 1 158596763 158596763 Missense_Mutation SNP G A A SPTA1 c.5699C>T p.S1900F



118G9233A1 11 92543090 92543090 Missense_Mutation SNP G A A FAT3 c.9329G>A p.G3110D
118G9233A1 - - Frame_Shift_Del INS - - - TP53 c.922_928del p.L308Tfs*35
118G9233A1 2 170009390 170009390 Missense_Mutation SNP C T T LRP2 c.12380G>A p.R4127H
118G9233A1 6 94120602 94120602 Missense_Mutation SNP G A A EPHA7 c.449C>T p.A150V
118G9262A1 18 48591889 48591889 Missense_Mutation SNP A G G SMAD4 c.1052A>G p.D351G
118G9262A1 20 57484421 57484421 Missense_Mutation SNP G A A GNAS c.602G>A p.R201H
118G9348A1 1 179086473 179086473 Missense_Mutation SNP C T T ABL2 c.1402G>A p.V468I
118G9348A1 - - Frame_Shift_Del INS - - - TP53 c.184_211del p.E62Pfs*52
118G9348A1 19 11134267 11134267 Missense_Mutation SNP G T T SMARCA4 c.2933G>T p.R978L
118G9348A1 6 152163886 152163886 Nonsense_Mutation SNP G T T ESR1 c.607G>T p.E203*
118G9364A1 - - Frame_Shift_Del INS - - - ARID1A c.245del p.G82Vfs*19
118G9364A1 12 25380275 25380275 Missense_Mutation SNP T G G KRAS c.183A>C p.Q61H
118G9364A1 17 7577539 7577539 Missense_Mutation SNP G A A TP53 c.742C>T p.R248W
118G9364A1 - - Frame_Shift_Ins INS - - - TGFBR2 .1452_1453insA p.E485Kfs*4
118G9364A1 9 21974679 21974679 Nonsense_Mutation SNP G A A CDKN2A c.148C>T p.Q50*
118G9391A1 - - Frame_Shift_Del INS - - - ARID1A c.1273del p.Q425Rfs*8
118G9391A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118G9391A1 - - Frame_Shift_Del INS - - - TP53 c.642_643del p.H214Qfs*7
118G9391A1 7 140477815 140477815 Missense_Mutation SNP A T T BRAF c.1493T>A p.F498Y
118G9391A1 9 21971111 21971111 Missense_Mutation SNP G A A CDKN2A c.247C>T p.H83Y
118G9397A1 12 57590958 57590958 Splice_Site SNP G A A LRP1 c.9076+10G>A -
118G9397A1 - - Missense_Mutation SNP - - - TP53 c.764_766del p.I255del
118G9397A1 - - Frame_Shift_Ins INS - - - STK11 c.842dup p.L282Afs*3
118G9397A1 8 41790808 41790808 Missense_Mutation SNP G A A KAT6A c.4930C>T p.P1644S
118G9397A1 8 41806794 41806794 Missense_Mutation SNP C G G KAT6A c.1686G>C p.W562C
118G9417A2 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118G9417A2 12 49428435 49428435 Missense_Mutation SNP A G G KMT2D c.10370T>C p.L3457P
118G9417A2 14 95574391 95574391 Missense_Mutation SNP T C C DICER1 c.2476A>G p.T826A
118G9417A2 17 7577106 7577106 Missense_Mutation SNP G T T TP53 c.832C>A p.P278T
118G9417A2 17 7577144 7577144 Missense_Mutation SNP A G G TP53 c.794T>C p.L265P
118G9417A2 17 41222990 41222990 Missense_Mutation SNP G C C BRCA1 c.4941C>G p.N1647K
118G9417A2 18 48604722 48604722 Missense_Mutation SNP G C C SMAD4 c.1544G>C p.R515T
118G9417A2 3 71026870 71026870 Missense_Mutation SNP T C C FOXP1 c.1352A>G p.D451G
118G9417A2 3 156421477 156421477 Missense_Mutation SNP G T T TIPARP c.1512G>T p.W504C
118G9417A2 4 1980613 1980613 Missense_Mutation SNP C T T NSD2 c.4075C>T p.R1359W
118G9417A2 9 139401365 139401365 Missense_Mutation SNP C A A NOTCH1 3704G>T;3709A.[S1235I;K1237Q]
118G9417A2 X 100617204 100617204 Missense_Mutation SNP C T T BTK c.545G>A p.R182Q
118G9421A1 16 2135300 2135300 Missense_Mutation SNP G A A TSC2 c.4639G>A p.V1547I
118G9421A1 - - Frame_Shift_Del INS - - - CDKN2A C.152_156del P.V51Dfs*67
118G9423A1 1 193104711 193104711 Nonsense_Mutation SNP C T T CDC73 c.415C>T p.R139*
118G9423A1 - - Missense_Mutation SNP - - - KMT2D 597_7599delinsT p.P2533S
118G9423A1 17 7577538 7577538 Missense_Mutation SNP C T T TP53 c.743G>A p.R248Q
118G9423A1 19 10610223 10610223 Missense_Mutation SNP G T T KEAP1 c.487C>A p.Q163K
118G9423A1 20 30661134 30661134 Missense_Mutation SNP C A A HCK c.133C>A p.H45N
118G9423A1 - - Frame_Shift_Del INS - - - SETD2 C.5214del P.L1738Ffs*4
118G9423A1 3 130748692 130748692 Missense_Mutation SNP C T T NEK11 c.140C>T p.S47L
118G9423A1 4 66217130 66217130 Missense_Mutation SNP G T T EPHA5 c.2485C>A p.P829T
118G9448A1 1 27102193 27102193 Missense_Mutation SNP A T T ARID1A c.5119A>T p.S1707C
118G9448A1 10 84738788 84738788 Nonsense_Mutation SNP C T T NRG3 c.1495C>T p.R499*
118G9448A1 10 89711975 89711975 Missense_Mutation SNP T G G PTEN c.593T>G p.M198R
118G9448A1 12 46244139 46244139 Nonsense_Mutation SNP C T T ARID2 c.2233C>T p.Q745*
118G9448A1 12 46244959 46244959 Nonsense_Mutation SNP C A A ARID2 c.3053C>A p.S1018*
118G9448A1 12 56491597 56491597 Missense_Mutation SNP T C C ERBB3 c.2489T>C p.M830T
118G9448A1 16 9934597 9934597 Missense_Mutation SNP C T T GRIN2A c.1558G>A p.E520K
118G9448A1 17 7574003 7574003 Nonsense_Mutation SNP G A A TP53 c.1024C>T p.R342*
118G9448A1 - - Frame_Shift_Ins INS - - - TP53 c.162_163insT p.T55Yfs*2
118G9448A1 19 14213709 14213709 Missense_Mutation SNP C G G PRKACA c.255G>C p.Q85H
118G9448A1 2 11337440 11337440 Missense_Mutation SNP A G G ROCK2 c.3314T>C p.L1105P
118G9448A1 2 225362475 225362475 Nonsense_Mutation SNP T A A CUL3 c.1702A>T p.K568*
118G9448A1 3 89390914 89390914 Missense_Mutation SNP C G G EPHA3 c.980C>G p.S327C
118G9448A1 3 195594327 195594327 Missense_Mutation SNP G A A TNK2 c.2797C>T p.R933W
118G9448A1 - - Frame_Shift_Ins INS - - - ETV1 c.414dup p.T139Hfs*24
118G9448A1 8 69129904 69129904 Missense_Mutation SNP G A A PREX2 c.4658G>A p.G1553E
118G9512A1 1 11205035 11205035 Missense_Mutation SNP C T T MTOR c.4754G>A p.R1585Q
118G9512A1 16 2124214 2124214 Missense_Mutation SNP A G G TSC2 c.2369A>G p.Y790C
118G9512A1 17 7578406 7578406 Missense_Mutation SNP C T T TP53 c.524G>A p.R175H
118G9512A1 22 42524339 42524339 Missense_Mutation SNP A G G CYP2D6 c.680T>C p.V227A
118G9512A1 3 30729980 30729980 Missense_Mutation SNP C G G TGFBR2 c.1501C>G p.P501A
118G9512A1 7 151845579 151845579 Missense_Mutation SNP C T T KMT2C c.13433G>A p.R4478Q
118G9512A1 8 92983007 92983007 Missense_Mutation SNP C T T RUNX1T1 c.1307G>A p.R436Q
118G9512A1 X 47034459 47034459 Nonsense_Mutation SNP C T T RBM10 c.544C>T p.Q182*
118G9558J1 17 7578535 7578535 Missense_Mutation SNP T C C TP53 c.395A>G p.K132R
118G9558J1 18 45368223 45368223 Nonsense_Mutation SNP G T T SMAD2 c.1289C>A p.S430*
118G9558J1 - - Frame_Shift_Del INS - - - STK11 c.482_483del p.I161Rfs*8
118G9558J1 5 112128185 112128185 Missense_Mutation SNP C T T APC c.688C>T p.R230C
118G9558J1 X 66941797 66941797 Missense_Mutation SNP T G G AR c.2441T>G p.F814C
118G9559A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118G9559A1 17 7578442 7578442 Missense_Mutation SNP T C C TP53 c.488A>G p.Y163C
118G9559A1 18 48603032 48603032 Nonsense_Mutation SNP C T T SMAD4 c.1333C>T p.R445*
118G9559A1 7 151856061 151856061 Missense_Mutation SNP G A A KMT2C c.11557C>T p.R3853W
118G9559A1 - - Frame_Shift_Ins INS - - - CDKN2A C.243dup P.V82Rfs*38
118G9581A1 - - Frame_Shift_Ins INS - - - APC C.4666dup P.T1556Nfs*3
118G9603A1 1 158624424 158624424 Missense_Mutation SNP T G G SPTA1 c.3013A>C p.T1005P
118G9603A1 13 28601290 28601290 Missense_Mutation SNP C G G FLT3 c.2142G>C p.W714C
118G9603A1 15 88423632 88423632 Missense_Mutation SNP G A A NTRK3 c.2161C>T p.R721C
118G9603A1 - - Frame_Shift_Del INS - - - TP53 c.879_880del p.E294Afs*11
118G9603A1 - - Frame_Shift_Del INS - - - SMAD4 c.889del p.H297Ifs*39
118G9603A1 - - Missense_Mutation SNP - - - SMAD4 c.1137_1139del p.R380del
118G9603A1 2 141607761 141607761 Missense_Mutation SNP C T T LRP1B c.4849G>A p.E1617K
118G9603A1 3 41266124 41266124 Missense_Mutation SNP A G G CTNNB1 c.121A>G p.T41A
118G9603A1 3 87027819 87027819 Missense_Mutation SNP C T T VGLL3 c.260G>A p.R87H
118G9603A1 3 170011214 170011214 Missense_Mutation SNP G C C PRKCI c.1335G>C p.E445D
118G9603A1 4 20525790 20525790 Missense_Mutation SNP C A A SLIT2 c.1428C>A p.F476L
118G9603A1 4 153249456 153249456 Missense_Mutation SNP C T T FBXW7 c.1322G>A p.R441Q
118G9603A1 7 2951868 2951868 Missense_Mutation SNP C T T CARD11 c.3082G>A p.E1028K
118G9603A1 7 41729606 41729606 Missense_Mutation SNP C T T INHBA c.923G>A p.R308H
118G9603A1 7 151853002 151853002 Nonsense_Mutation SNP C A A KMT2C c.11953G>T p.E3985*
118G9617A1 17 7577534 7577534 Missense_Mutation SNP C A A TP53 c.747G>T p.R249S



118G9617A1 19 10602300 10602300 Nonsense_Mutation SNP A C C KEAP1 c.1278T>G p.Y426*
118G9617A1 X 39934298 39934298 Missense_Mutation SNP C G G BCOR c.301G>C p.G101R
118G9617A1 X 70345909 70345909 Nonsense_Mutation SNP C T T MED12 c.2446C>T p.R816*
118G9617A1 17 7577534 7577534 Missense_Mutation SNP C A A TP53 c.747G>T p.R249S
118G9617A1 X 39934298 39934298 Missense_Mutation SNP C G G BCOR c.301G>C p.G101R
118G9676A1 - - Frame_Shift_Del INS - - - ARID1A c.609del p.H203Qfs*29
118G9676A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118G9676A1 17 7578268 7578268 Missense_Mutation SNP A G G TP53 c.581T>C p.L194P
118G9676A1 - - In_Frame_Ins INS - - - CDKN2A c.131dup p.Y44*
118G9722A1 - - Splice_Site SNP - - - CYLD 51-16_2351-2de -
118G9722A1 17 7577114 7577114 Missense_Mutation SNP C T T TP53 c.824G>A p.C275Y
118G9722A1 4 66213918 66213918 Nonsense_Mutation SNP C A A EPHA5 c.2512G>T p.G838*
118G9722A1 8 141810631 141810631 Missense_Mutation SNP C T T PTK2 c.1086G>A p.M362I
118G9724A1 17 29665743 29665743 Nonsense_Mutation SNP G T T NF1 c.6841G>T p.G2281*
118G9729A1 - - Frame_Shift_Del INS - - - TP53 c.876del p.E294Sfs*51
118G9729A1 4 143235911 143235911 Missense_Mutation SNP C T T INPP4B c.377G>A p.R126Q
118G9729A1 8 69046362 69046362 Missense_Mutation SNP T A A PREX2 c.3835T>A p.S1279T
118G9729A1 9 21971117 21971117 Missense_Mutation SNP G T T CDKN2A c.241C>A p.P81T
118G9742A1 11 92533107 92533107 Missense_Mutation SNP G A A FAT3 c.6928G>A p.V2310I
118G9742A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118G9742A1 17 48269373 48269373 Missense_Mutation SNP C A A COL1A1 c.1996G>T p.D666Y
118G9742A1 17 66518996 66518996 Missense_Mutation SNP G T T PRKAR1A c.277G>T p.G93C
118G9742A1 2 48033780 48033780 Nonsense_Mutation SNP C T T MSH6 c.3991C>T p.R1331*
118G9742A1 2 198266834 198266834 Missense_Mutation SNP T C C SF3B1 c.2098A>G p.K700E
118G9742A1 8 139163791 139163791 Missense_Mutation SNP G T T FAM135B c.2927C>A p.P976Q
118G9742A1 X 76907651 76907651 Nonsense_Mutation SNP G A A ATRX c.4510C>T p.R1504*
118G9781A1 1 27942071 27942071 Missense_Mutation SNP T C C FGR c.892A>G p.M298V
118G9781A1 1 158609403 158609403 Missense_Mutation SNP T A A SPTA1 c.4949A>T p.Q1650L
118G9781A1 12 69218398 69218398 Missense_Mutation SNP A T T MDM2 c.490A>T p.T164S
118G9781A1 - - Frame_Shift_Ins INS - - - TP53 c.494_495dup p.Q167Hfs*4
118G9781A1 20 31022763 31022763 Missense_Mutation SNP C A A ASXL1 c.2248C>A p.P750T
118G9781A1 3 47164685 47164685 Nonsense_Mutation SNP T A A SETD2 c.1441A>T p.R481*
118G9781A1 4 187538357 187538357 Splice_Site SNP T A A FAT1 c.8879-2A>T -
118G9781A1 5 176519743 176519743 Missense_Mutation SNP A T T FGFR4 c.1015A>T p.I339F
118G9781A1 8 69129852 69129852 Missense_Mutation SNP T A A PREX2 c.4606T>A p.C1536S
118G9797A1 1 120478095 120478095 Missense_Mutation SNP C G G NOTCH2 c.3655G>C p.G1219R
118G9797A1 15 45003751 45003751 Missense_Mutation SNP C T T B2M c.7C>T p.R3C
118G9797A1 17 7577082 7577082 Missense_Mutation SNP C T T TP53 c.856G>A p.E286K
118G9797A1 2 11337395 11337395 Missense_Mutation SNP C T T ROCK2 3359G>A;3364C>[R1120Q;Q1122E]
118G9797A1 2 141777614 141777614 Missense_Mutation SNP G T T LRP1B c.1847C>A p.T616N
118G9912A1 1 158641935 158641935 Missense_Mutation SNP G A A SPTA1 c.1402C>T p.R468C
118G9912A1 2 212248377 212248377 Missense_Mutation SNP G A A ERBB4 c.3890C>T p.P1297L
118G9912A1 5 38950829 38950829 Splice_Site SNP T C C RICTOR c.3128-7A>G -
118G9955A1 17 16024432 16024432 Missense_Mutation SNP C A A NCOR1 c.1786G>T p.A596S
118G9955A1 3 41266100 41266100 Missense_Mutation SNP T C C CTNNB1 c.97T>C p.S33P
118G9955A1 - - Splice_Site SNP - - - IRF4 04-12_404-9delC -
118G9955A1 - - In_Frame_Ins INS - - - KAT6A c.1536dup p.E513*
118G9970A1 19 18266993 18266993 Missense_Mutation SNP G A A PIK3R2 c.304G>A p.D102N
118G9970A1 4 20525654 20525654 Missense_Mutation SNP C T T SLIT2 c.1292C>T p.P431L
118H1438M1 3 52442078 52442078 Missense_Mutation SNP A G G BAP1 c.271T>C p.C91R
118H1479A1 - - Frame_Shift_Del INS - - - EPHA2 C.1436_1449de P.S479Cfs*112
118H1479A1 - - Frame_Shift_Ins INS - - - ARID2 C.2364dup P.V789Cfs*52
118H1479A1 - - Splice_Site SNP - - - POLE 5812-7_5812-6d -
118H1479A1 15 90631839 90631839 Missense_Mutation SNP T C C IDH2 c.514A>G p.R172G
118H1479A1 - - Frame_Shift_Del INS - - - TP53 C.810_825del P.F270Lfs*70
118H1479A1 7 73530217 73530217 Missense_Mutation SNP A G G LIMK1 c.1496A>G p.K499R
118H1515A1 11 60231782 60231782 Missense_Mutation SNP C A A MS4A1 c.301C>A p.L101M
118H1515A1 17 7578239 7578239 Nonsense_Mutation SNP C A A TP53 c.610G>T p.E204*
118H1515A1 17 15983971 15983971 Missense_Mutation SNP A G G NCOR1 c.3248T>C p.V1083A
118H1515A1 - - Frame_Shift_Del INS - - - STK11 c.610_613del p.F204Rfs*82
118H1577A1 - - Splice_Site SNP - - - MRE11 59+6_659+7delin -
118H1577A1 17 7577124 7577124 Missense_Mutation SNP C A A TP53 c.814G>T p.V272L
118H1577A1 2 47601141 47601141 Missense_Mutation SNP A G G EPCAM c.379A>G p.T127A
118H1577A1 2 141027805 141027805 Splice_Site SNP A T T LRP1B c.13247+6T>A -
118H1577A1 2 170063350 170063350 Missense_Mutation SNP C G G LRP2 c.6880G>C p.D2294H
118H1577A1 6 135514976 135514976 Missense_Mutation SNP G T T MYB c.763G>T p.V255F
118H1577A1 X 66765409 66765409 Missense_Mutation SNP G T T AR c.421G>T p.A141S
118H1607A1 11 92085831 92085831 Missense_Mutation SNP G A A FAT3 c.553G>A p.A185T
118H1607A1 - - Frame_Shift_Del INS - - - TP53 c.365_366del p.V122Dfs*26
118H1607A1 - - Frame_Shift_Del INS - - - NF1 c.3936del p.D1313Ifs*14
118H1607A1 19 11141507 11141507 Missense_Mutation SNP G A A SMARCA4 c.3484G>A p.G1162S
118H1607A1 22 30051652 30051652 Nonsense_Mutation SNP C T T NF2 c.586C>T p.R196*
118H1642A1 12 56478817 56478817 Missense_Mutation SNP G A A ERBB3 c.273G>A p.M91I
118H1642A1 14 36986773 36986773 Missense_Mutation SNP C A A NKX2-1 c.916G>T p.A306S
118H1642A1 17 7577120 7577120 Missense_Mutation SNP C T T TP53 c.818G>A p.R273H
118H1642A1 22 23656785 23656785 Missense_Mutation SNP G A A BCR c.3610G>A p.A1204T
118H1642A1 7 151856085 151856085 Nonsense_Mutation SNP C A A KMT2C c.11533G>T p.E3845*
118H1685A1 1 27088759 27088759 Nonsense_Mutation SNP C T T ARID1A c.2368C>T p.Q790*
118H1685A1 19 42797228 42797228 Missense_Mutation SNP C T T CIC c.3590C>T p.S1197F
118H1689A1 18 48604778 48604778 Nonsense_Mutation SNP C T T SMAD4 c.1600C>T p.Q534*
118H1689A1 19 1220579 1220579 Splice_Site SNP G C C STK11 c.598-1G>C -
118H1733A1 12 25398284 25398284 Missense_Mutation SNP C A A KRAS c.35G>T p.G12V
118H1733A1 17 7577539 7577539 Missense_Mutation SNP G A A TP53 c.742C>T p.R248W
118H1787A1 12 46230571 46230571 Nonsense_Mutation SNP C T T ARID2 c.820C>T p.R274*
118H1787A1 14 45623912 45623912 Missense_Mutation SNP C T T FANCM c.1196C>T p.S399L
118H1787A1 17 7577082 7577082 Missense_Mutation SNP C T T TP53 c.856G>A p.E286K
118H1787A1 6 36653561 36653561 Missense_Mutation SNP C T T CDKN1A c.479C>T p.S160F
118H1787A1 8 41905993 41905993 Missense_Mutation SNP C T T KAT6A c.503G>A p.R168Q
118H1840A1 12 57567022 57567022 Missense_Mutation SNP C T T LRP1 c.3235C>T p.R1079W
118H1840A1 13 28626712 28626712 Missense_Mutation SNP T C C FLT3 c.584A>G p.E195G
118H1840A1 2 209113113 209113113 Missense_Mutation SNP G A A IDH1 c.394C>T p.R132C
118H1840A1 3 52643328 52643328 Splice_Site SNP C T T PBRM1 c.2567+1G>A -
118H1840A1 X 66942707 66942707 Nonsense_Mutation SNP G T T AR c.2488G>T p.E830*
118H1840A1 X 76939715 76939715 Missense_Mutation SNP C T T ATRX c.1033G>A p.A345T
118H2136A1 1 27106354 27106354 Nonsense_Mutation SNP C T T ARID1A c.5965C>T p.R1989*
118H2136A1 10 43610033 43610033 Missense_Mutation SNP A G G RET c.1985A>G p.K662R
118H2136A1 13 49030487 49030487 Splice_Site SNP T A A RB1 c.1960+2T>A -
118H2136A1 15 91358353 91358353 Missense_Mutation SNP G C C BLM c.4098G>C p.K1366N



118H2136A1 - - Frame_Shift_Ins INS - - - TP53 C.342dup P.H115Afs*34
118H2136A1 17 63531744 63531744 Missense_Mutation SNP T C C AXIN2 c.2237A>G p.D746G
118H2136A1 17 78599496 78599496 Missense_Mutation SNP G C C RPTOR c.168G>C p.K56N
118H2136A1 - - Frame_Shift_Del INS - - - SMAD4 C.953del P.P318Lfs*18
118H2136A1 2 170059470 170059470 Splice_Site SNP C A A LRP2 c.8006-1G>T -
118H2136A1 20 57429628 57429628 Missense_Mutation SNP C T T GNAS c.1121C>T p.P374L
118H2136A1 3 12660112 12660112 Missense_Mutation SNP C G G RAF1 c.109G>C p.G37R
118H2136A1 3 138409835 138409835 Splice_Site SNP G C C PIK3CB c.2036+7C>G -
118H2136A1 3 185191256 185191256 Missense_Mutation SNP C G G MAP3K13 c.2137C>G p.P713A
118H2136A1 7 106508522 106508522 Missense_Mutation SNP G C C PIK3CG c.516G>C p.E172D
118H2136A1 7 140481402 140481402 Missense_Mutation SNP C G G BRAF c.1406G>C p.G469A
118H2136A1 8 48715963 48715963 Nonsense_Mutation SNP PRKDC c.9825G>A p.W3275*
118H2136A1 8 48765245 48765245 Missense_Mutation SNP C A A PRKDC c.6993G>T p.E2331D
118H2136A1 9 139393361 139393361 Missense_Mutation SNP T C C NOTCH1 c.6170A>G p.Q2057R
118H2136A1 X 76814163 76814163 Missense_Mutation SNP A G G ATRX c.6481T>C p.Y2161H
118H2149S1 1 9777149 9777149 Missense_Mutation SNP C T T PIK3CD c.913C>T p.P305S
118H2149S1 1 27940979 27940979 Missense_Mutation SNP G A A FGR c.1211C>T p.A404V
118H2149S1 1 43770729 43770729 Missense_Mutation SNP C T T TIE1 c.266C>T p.T89M
118H2149S1 1 179100530 179100530 Missense_Mutation SNP C T T ABL2 c.307G>A p.G103R
118H2149S1 10 131265562 131265562 Splice_Site SNP T C C MGMT c.81+2T>C -
118H2149S1 11 92534025 92534025 Missense_Mutation SNP G A A FAT3 c.7846G>A p.G2616S
118H2149S1 11 108204681 108204681 Missense_Mutation SNP A G G ATM c.7996A>G p.T2666A
118H2149S1 11 119145633 119145633 Missense_Mutation SNP G A A CBL c.839G>A p.R280Q
118H2149S1 11 128680615 128680615 Missense_Mutation SNP G A A FLI1 c.1091G>A p.G364D
118H2149S1 12 57563000 57563000 Missense_Mutation SNP G A A LRP1 c.3073G>A p.G1025R
118H2149S1 12 112915797 112915797 Missense_Mutation SNP C T T PTPN11 c.1070C>T p.T357M
118H2149S1 12 122492869 122492869 Missense_Mutation SNP G A A BCL7A c.598G>A p.G200S
118H2149S1 - - Frame_Shift_Del INS - - - FLT3 c.2955_2956del p.P986Afs*27
118H2149S1 14 95599700 95599700 Nonsense_Mutation SNP C T T DICER1 c.96G>A p.W32*
118H2149S1 16 2131685 2131685 Missense_Mutation SNP G A A TSC2 c.3700G>A p.A1234T
118H2149S1 16 68867356 68867356 Missense_Mutation SNP G A A CDH1 c.2603G>A p.R868H
118H2149S1 17 37871746 37871746 Missense_Mutation SNP G A A ERBB2 c.1270G>A p.V424I
118H2149S1 - - Frame_Shift_Del INS - - - RNF43 c.1976del p.G659Vfs*41
118H2149S1 19 3114953 3114953 Missense_Mutation SNP A C C GNA11 c.488A>C p.D163A
118H2149S1 19 18273784 18273784 Missense_Mutation SNP G A A PIK3R2 c.1117G>A p.G373R
118H2149S1 19 50906837 50906837 Missense_Mutation SNP C T T POLD1 c.1225C>T p.R409W
118H2149S1 2 16085728 16085728 Missense_Mutation SNP C T T MYCN c.904C>T p.R302C
118H2149S1 2 47637357 47637357 Missense_Mutation SNP G A A MSH2 c.491G>A p.G164E
118H2149S1 2 141272257 141272257 Missense_Mutation SNP C T T LRP1B c.8234G>A p.C2745Y
118H2149S1 2 141747101 141747101 Missense_Mutation SNP C A A LRP1B c.2770G>T p.A924S
118H2149S1 2 148680563 148680563 Missense_Mutation SNP G A A ACVR2A c.1099G>A p.A367T
118H2149S1 - - Frame_Shift_Del INS - - - ACVR2A c.1310del p.K437Rfs*5
118H2149S1 20 30689231 30689231 Missense_Mutation SNP G A A HCK c.1427G>A p.R476H
118H2149S1 20 36031750 36031750 Missense_Mutation SNP G A A SRC c.1579G>A p.E527K
118H2149S1 20 57430079 57430079 Missense_Mutation SNP G A A GNAS c.1759G>A p.G587R
118H2149S1 20 57484421 57484421 Missense_Mutation SNP G A A GNAS c.602G>A p.R201H
118H2149S1 22 21343116 21343116 Missense_Mutation SNP A G G LZTR1 c.548A>G p.Y183C
118H2149S1 22 24159067 24159067 Missense_Mutation SNP T C C SMARCB1 c.739T>C p.S247P
118H2149S1 22 42525829 42525829 Missense_Mutation SNP C T T CYP2D6 c.263G>A p.R88H
118H2149S1 - - Frame_Shift_Del INS - - - XPC c.2782_2785del p.K928Qfs*18
118H2149S1 3 52651532 52651532 Nonsense_Mutation SNP G A A PBRM1 c.1564C>T p.R522*
118H2149S1 3 128205829 128205829 Missense_Mutation SNP C T T GATA2 c.46G>A p.V16M
118H2149S1 4 88986961 88986961 Missense_Mutation SNP A G G PKD2 c.2288A>G p.D763G
118H2149S1 4 106164898 106164898 Missense_Mutation SNP G A A TET2 c.3766G>A p.G1256S
118H2149S1 4 126329910 126329910 Missense_Mutation SNP T A A FAT4 c.5881T>A p.S1961T
118H2149S1 4 126369876 126369876 Missense_Mutation SNP G A A FAT4 c.7705G>A p.A2569T
118H2149S1 4 153244065 153244065 Missense_Mutation SNP G T T FBXW7 c.2092C>A p.L698M
118H2149S1 5 149456996 149456996 Missense_Mutation SNP G A A CSF1R c.732C>T p.L244L
118H2149S1 5 156667179 156667179 Missense_Mutation SNP T A A ITK c.959T>A p.I320N
118H2149S1 6 394941 394941 Missense_Mutation SNP C T T IRF4 c.337C>T p.R113W
118H2149S1 6 93965625 93965625 Missense_Mutation SNP C T T EPHA7 c.2303G>A p.S768N
118H2149S1 6 138202412 138202412 Missense_Mutation SNP G A A TNFAIP3 c.2329G>A p.G777S
118H2149S1 7 50450329 50450329 Missense_Mutation SNP G T T IKZF1 c.513G>T p.K171N
118H2149S1 - - Frame_Shift_Del INS - - - CFTR c.2835_2836del p.K946Nfs*28
118H2149S1 8 139164544 139164544 Missense_Mutation SNP C T T FAM135B c.2174G>A p.R725Q
118H2149S1 9 133760442 133760442 Missense_Mutation SNP C T T ABL1 c.2822C>T p.A941V
118H2157A1 11 92531778 92531778 Missense_Mutation SNP G A A FAT3 c.5599G>A p.V1867I
118H2157A1 15 99486181 99486181 Missense_Mutation SNP A G G IGF1R c.3487A>G p.T1163A
118H2157A1 - - In_Frame_Del INS - - - CYLD c.1421_1434del p.S474*
118H2157A1 17 7578190 7578190 Missense_Mutation SNP T C C TP53 c.659A>G p.Y220C
118H2157A1 17 29684041 29684041 Nonsense_Mutation SNP C A A NF1 c.7802C>A p.S2601*
118H2157A1 19 1226453 1226453 Missense_Mutation SNP G T T STK11 c.1109G>T p.G370V
118H2157A1 3 89456434 89456434 Missense_Mutation SNP G A A EPHA3 c.1610G>A p.G537D
118H2157A1 6 157511321 157511321 Missense_Mutation SNP A G G ARID1B c.3839A>G p.D1280G
118H2157A1 9 36846891 36846891 Missense_Mutation SNP G T T PAX5 c.1048C>A p.Q350K
118H2438A1 1 16464509 16464509 Missense_Mutation SNP C T T EPHA2 c.1151G>A p.R384H
118H2438A1 - - Frame_Shift_Ins INS - - - ARID1A c.4303_4340dupp.A1448Ifs*46
118H2438A1 17 7577559 7577559 Missense_Mutation SNP G T T TP53 c.722C>A p.S241Y
118H2438A1 18 48593397 48593397 Missense_Mutation SNP T G G SMAD4 c.1148T>G p.I383R
118H2438A1 2 170115694 170115694 Missense_Mutation SNP T C C LRP2 c.2354A>G p.N785S
118H2438A1 8 68864735 68864735 Missense_Mutation SNP C T T PREX2 c.106C>T p.R36W
118H2472A1 1 158622390 158622390 Missense_Mutation SNP C T T SPTA1 c.3242G>A p.R1081H
118H2472A1 - - Missense_Mutation SNP - - - KRAS c.35_36delinsTG p.G12V
118H2472A1 2 198267483 198267483 Missense_Mutation SNP C T T SF3B1 c.1874G>A p.R625H
118H2472A1 3 52637554 52637554 Missense_Mutation SNP C T T PBRM1 c.2762G>A p.R921Q
118H2472A1 7 142458528 142458528 Missense_Mutation SNP G A A PRSS1 c.163G>A p.E55K
118H2472A1 9 21971120 21971120 Nonsense_Mutation SNP G A A CDKN2A c.238C>T p.R80*
118H2473A1 10 84733640 84733640 Missense_Mutation SNP G A A NRG3 c.1381G>A p.D461N
118H2473A1 15 67482861 67482861 Missense_Mutation SNP C T T SMAD3 c.1265C>T p.S422F
118H2473A1 15 93515167 93515167 Splice_Site SNP T C C CHD2 c.2352+10T>C -
118H2473A1 - - Frame_Shift_Del INS - - - TP53 c.994_1012del p.I332Sfs*7
118H2473A1 17 29528441 29528441 Nonsense_Mutation SNP C T T NF1 1198C>T;1205C>p.[Q400*;S402L]
118H2473A1 17 29528489 29528489 Nonsense_Mutation SNP C T T NF1 c.1246C>T p.R416*
118H2473A1 17 29667602 29667602 Missense_Mutation SNP G A A NF1 c.7001G>A p.G2334D
118H2473A1 19 2199922 2199922 Nonsense_Mutation SNP C T T DOT1L c.691C>T p.R231*
118H2473A1 19 11136147 11136147 Missense_Mutation SNP A C C SMARCA4 c.3131A>C p.K1044T
118H2473A1 22 42525827 42525827 Missense_Mutation SNP C T T CYP2D6 c.265G>A p.E89K
118H2473A1 3 178952090 178952090 Missense_Mutation SNP G C C PIK3CA c.3145G>C p.G1049R



118H2473A1 5 112137007 112137007 Missense_Mutation SNP C T T APC c.761C>T p.S254L
118H2473A1 5 176662911 176662911 Missense_Mutation SNP A C C NSD1 c.3886A>C p.K1296Q
118H2473A1 9 139390602 139390602 Missense_Mutation SNP G A A NOTCH1 c.7589C>T p.S2530F
118H2475M1 12 25398284 25398284 Missense_Mutation SNP C A A KRAS c.35G>T p.G12V
118H2475M1 2 198266834 198266834 Missense_Mutation SNP T C C SF3B1 c.2098A>G p.K700E
118H2475M1 7 117232475 117232475 Missense_Mutation SNP A G G CFTR c.2254A>G p.I752V
118H2475M1 9 101900221 101900221 Missense_Mutation SNP G T T TGFBR1 c.655G>T p.V219F
118H2476A1 - - Frame_Shift_Del INS - - - LRP1 .11695_11696de p.S3899Cfs*4
118H2476A1 - - Missense_Mutation SNP - - - CREBBP c.5039_5041del p.S1680del
118H2476A1 - - In_Frame_Ins INS - - - MSH6 c.1608dup p.K537*
118H2476A1 3 52442512 52442512 Missense_Mutation SNP T C C BAP1 c.233A>G p.N78S
118H2476A1 - - Frame_Shift_Ins INS - - - TNFAIP3 c.655dup p.E219Gfs*35
118H2476A1 7 140453136 140453136 Missense_Mutation SNP A T T BRAF c.1799T>A p.V600E
118H2503A1 12 49433655 49433655 Nonsense_Mutation SNP G C C KMT2D c.7898C>G p.S2633*
118H2503A1 16 23646503 23646503 Missense_Mutation SNP T C C PALB2 c.1364A>G p.N455S
118H2503A1 16 68867235 68867235 Missense_Mutation SNP G A A CDH1 c.2482G>A p.D828N
118H2503A1 17 7577505 7577505 Missense_Mutation SNP T A A TP53 c.776A>T p.D259V
118H2503A1 20 52193685 52193685 Nonsense_Mutation SNP G A A ZNF217 c.1618C>T p.Q540*
118H2503A1 3 47158212 47158212 Missense_Mutation SNP C A A SETD2 c.4487G>T p.R1496L
118H2503A1 3 52440271 52440271 Nonsense_Mutation SNP G A A BAP1 c.781C>T p.Q261*
118H2503A1 3 52598140 52598140 Missense_Mutation SNP C A A PBRM1 c.3726G>T p.Q1242H
118H2503A1 9 139401405 139401405 Missense_Mutation SNP C T T NOTCH1 c.3664G>A p.V1222M
118H2503A1 X 123197056 123197056 Splice_Site SNP G C C STAG2 c.1821+1G>C -
118H2531A3 11 128680614 128680614 Missense_Mutation SNP G A A FLI1 c.1090G>A p.G364S
118H2531A3 12 12870900 12870900 Missense_Mutation SNP C G G CDKN1B c.127C>G p.R43G
118H2531A3 12 133254193 133254193 Missense_Mutation SNP G A A POLE c.691C>T p.R231C
118H2531A3 17 7577094 7577094 Missense_Mutation SNP G A A TP53 c.844C>T p.R282W
118H2531A3 19 17940997 17940997 Missense_Mutation SNP C G G JAK3 c.3127G>C p.D1043H
118H2540A1 - - Frame_Shift_Ins INS - - - ARID1A c.4689dup p.M1564Hfs*8
118H2540A1 10 104353749 104353749 Splice_Site SNP G A A SUFU c.684-1G>A -
118H2540A1 17 7578505 7578505 Missense_Mutation SNP G A A TP53 c.425C>T p.P142L
118H2588A1 16 343642 343642 Nonsense_Mutation SNP G A A AXIN1 c.2032C>T p.Q678*
118H2588A1 17 7578433 7578433 Nonsense_Mutation SNP G C C TP53 c.497C>G p.S166*
118H2588A1 18 48604778 48604778 Nonsense_Mutation SNP C T T SMAD4 c.1600C>T p.Q534*
118H2588A1 19 15288868 15288868 Missense_Mutation SNP G A A NOTCH3 c.3871C>T p.R1291C
118H2588A1 2 141665655 141665655 Splice_Site SNP A T T LRP1B c.3320-9T>A -
118H2588A1 22 41545883 41545883 Missense_Mutation SNP C T T EP300 c.2498C>T p.S833L
118H2588A1 3 178921553 178921553 Missense_Mutation SNP T A A PIK3CA c.1035T>A p.N345K
118H2588A1 7 151853289 151853289 Splice_Site SNP C G G KMT2C c.11812+1G>C -
118H2588A1 9 97869493 97869493 Nonsense_Mutation SNP G C C FANCC c.1388C>G p.S463*
118H2593A1 1 120462972 120462972 Missense_Mutation SNP G A A NOTCH2 c.5359C>T p.R1787W
118H2593A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118H2593A1 20 36024580 36024580 Missense_Mutation SNP C T T SRC c.569C>T p.S190L
118H2593A1 - - Frame_Shift_Del INS - - - CDKN1A C.251_288del P.R84Hfs*32
118H2593A1 9 101904862 101904862 Nonsense_Mutation SNP G T T TGFBR1 c.850G>T p.E284*
118H2626A1 11 92257952 92257952 Missense_Mutation SNP T A A FAT3 c.3445T>A p.S1149T
118H2626A1 11 108216606 108216606 Missense_Mutation SNP A G G ATM c.8555A>G p.Y2852C
118H2626A1 12 25398284 25398284 Missense_Mutation SNP C A A KRAS c.35G>T p.G12V
118H2626A1 19 10463722 10463722 Missense_Mutation SNP C T T TYK2 c.3080G>A p.R1027H
118H2626A1 2 74317026 74317026 Missense_Mutation SNP G A A TET3 c.2891G>A p.R964Q
118H2626A1 4 55946257 55946257 Missense_Mutation SNP C T T KDR c.3922G>A p.G1308R
118H2626A1 7 138252244 138252244 Missense_Mutation SNP A G G TRIM24 c.1447A>G p.I483V
118H2626A1 8 41800520 41800520 Splice_Site SNP T A A KAT6A c.2229-2A>T -
118H2716A1 12 25398285 25398285 Missense_Mutation SNP C T T KRAS c.34G>A p.G12S
118H2716A1 17 7578406 7578406 Missense_Mutation SNP C T T TP53 c.524G>A p.R175H
118H2716A1 9 101908834 101908834 Missense_Mutation SNP G A A TGFBR1 c.1198G>A p.D400N
118H2758A1 - - Splice_Site SNP - - - PTEN .209+4_209+7de -
118H2758A1 - - Frame_Shift_Ins INS - - - PTEN c.920dup p.R308Afs*4
118H2758A1 12 56482552 56482552 Missense_Mutation SNP G A A ERBB3 c.1009G>A p.G337R
118H2758A1 17 7578403 7578403 Missense_Mutation SNP C T T TP53 c.527G>A p.C176Y
118H2758A1 - - Frame_Shift_Del INS - - - SMAD4 c.579_580del p.E193Dfs*12
118H2758A1 19 10600330 10600330 Missense_Mutation SNP C G G KEAP1 c.1525G>C p.G509R
118H2758A1 2 141283484 141283484 Missense_Mutation SNP C A A LRP1B c.7955G>T p.C2652F
118H2758A1 - - Frame_Shift_Del INS - - - PIK3R1 c.622del p.S208Lfs*2
118H2758A1 - - Frame_Shift_Del INS - - - APC c.5455_5458del p.N1819Pfs*43
118I2919A1 - - Frame_Shift_Del INS - - - EPHA2 c.1429_1432del p.G477Tfs*15
118I2919A1 12 133202852 133202852 Missense_Mutation SNP C T T POLE c.6382G>A p.D2128N
118I2919A1 17 7577534 7577534 Missense_Mutation SNP C A A TP53 c.747G>T p.R249S
118I2919A1 2 61753601 61753601 Missense_Mutation SNP G A A XPO1 c.182C>T p.T61I
118I2919A1 2 141643827 141643827 Missense_Mutation SNP G T T LRP1B c.3844C>A p.L1282I
118I2919A1 6 41909240 41909240 Missense_Mutation SNP G C C CCND3 c.148C>G p.R50G
118I2919A1 X 123022478 123022478 Missense_Mutation SNP A G G XIAP c.887A>G p.D296G
118I2978M1 15 67473693 67473693 Missense_Mutation SNP A G G SMAD3 c.773A>G p.D258G
118I2978M1 18 48575192 48575192 Missense_Mutation SNP A G G SMAD4 c.386A>G p.N129S
118I2978M1 - - Frame_Shift_Del INS - - - PBRM1 C.3507del P.I1170Sfs*23
118I2978M1 - - Frame_Shift_Ins INS - - - ARID1B C.1400_1410dup P.A471Sfs*35
118I2978M1 X 44921964 44921964 Missense_Mutation SNP A G G KDM6A c.1498A>G p.S500G
118I3162A1 1 120050217 120050217 Missense_Mutation SNP G A A HSD3B1 c.118G>A p.G40R
118I3162A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118I3162A1 17 7576928 7576928 Splice_Site SNP T A A TP53 c.920-2A>T -
118I3162A1 19 11143991 11143991 Missense_Mutation SNP A G G SMARCA4 c.3572A>G p.H1191R
118I3162A1 20 57484420 57484420 Missense_Mutation SNP C T T GNAS c.601C>T p.R201C
118I3162A1 22 41574029 41574029 Missense_Mutation SNP G T T EP300 c.6314G>T p.G2105V
118I3162A1 4 20525511 20525511 Missense_Mutation SNP G A A SLIT2 c.1259G>A p.R420Q
118I3162A1 6 93979390 93979390 Splice_Site SNP A G G EPHA7 c.1450-12T>C -
118I3162A1 6 117718076 117718076 Splice_Site SNP A T T ROS1 c.779+2T>A -
118I3162A1 - - Frame_Shift_Del INS - - - BCORL1 C.2495del P.G832Afs*21
118I3202A1 12 49448150 49448150 Nonsense_Mutation SNP C T T KMT2D c.450G>A p.W150*
118I3202A1 15 91312768 91312768 Missense_Mutation SNP G T T BLM c.2507G>T p.R836M
118I3202A1 7 140453136 140453136 Missense_Mutation SNP A T T BRAF c.1799T>A p.V600E
118I3202A1 9 98211397 98211397 Missense_Mutation SNP T G G PTCH1 c.3758A>C p.Q1253P
118I3202A1 X 129159159 129159159 Missense_Mutation SNP C A A BCORL1 c.3883C>A p.L1295M
118I3402A1 19 11135115 11135115 Splice_Site SNP G A A SMARCA4 c.3081+1G>A -
118I3426A1 1 7724489 7724489 Missense_Mutation SNP G A A CAMTA1 c.1882G>A p.E628K
118I3426A1 1 204394048 204394048 Nonsense_Mutation SNP C A A PIK3C2B c.4837G>T p.E1613*
118I3426A1 12 56488302 56488302 Missense_Mutation SNP G C C ERBB3 c.1821G>C p.Q607H
118I3426A1 14 95592940 95592940 Missense_Mutation SNP C G G DICER1 c.880G>C p.D294H
118I3426A1 17 7578275 7578275 Nonsense_Mutation SNP G A A TP53 c.574C>T p.Q192*



118I3426A1 2 16082426 16082426 Missense_Mutation SNP G C C MYCN c.240G>C p.E80D
118I3426A1 2 74275364 74275364 Missense_Mutation SNP C T T TET3 c.2320C>T p.H774Y
118I3426A1 2 141215176 141215176 Missense_Mutation SNP C T T LRP1B c.9670G>A p.E3224K
118I3426A1 20 31023588 31023588 Missense_Mutation SNP A G G ASXL1 c.3073A>G p.K1025E
118I3426A1 22 21345973 21345973 Missense_Mutation SNP G A A LZTR1 c.848G>A p.R283Q
118I3426A1 3 49939840 49939840 Missense_Mutation SNP G T T MST1R c.1203C>A p.F401L
118I3426A1 3 71050211 71050211 Splice_Site SNP C G G FOXP1 c.975-1G>C -
118I3426A1 5 112176873 112176873 Missense_Mutation SNP C T T APC c.5582C>T p.S1861F
118I3426A1 6 152332800 152332800 Missense_Mutation SNP A T T ESR1 c.1106A>T p.D369V
118I3426A1 6 163983083 163983083 Missense_Mutation SNP G A A QKI c.616G>A p.D206N
118I3426A1 7 18630059 18630059 Missense_Mutation SNP G A A HDAC9 c.356G>A p.R119H
118I3426A1 7 41730075 41730075 Missense_Mutation SNP G A A INHBA c.454C>T p.R152C
118I3426A1 7 86468307 86468307 Missense_Mutation SNP G C C GRM3 c.1477G>C p.D493H
118I3426A1 7 117243617 117243617 Missense_Mutation SNP C A A CFTR c.2689C>A p.H897N
118I3426A1 7 141430086 141430086 Splice_Site SNP G C C WEE2 c.1679-9G>C -
118I3426A1 9 21971036 21971036 Missense_Mutation SNP C T T CDKN2A c.322G>A p.D108N
118I3426A1 X 66905906 66905906 Missense_Mutation SNP G A A AR c.1823G>A p.R608Q
118I3426A1 X 76855029 76855029 Missense_Mutation SNP T C C ATRX c.5807A>G p.K1936R
118I3457A2 - - Frame_Shift_Ins INS - - - ROCK1 C.3921dup P.W1308Mfs*11
118I3457A2 - - In_Frame_Del INS - - - BAP1 C.149_150del P.F50*
118I3472M1 4 20598129 20598129 Missense_Mutation SNP G A A SLIT2 c.3412G>A p.V1138I
118I3472M1 6 152265322 152265322 Nonsense_Mutation SNP C T T ESR1 c.775C>T p.R259*
118I3488A1 12 25398284 25398284 Missense_Mutation SNP C A A KRAS c.35G>T p.G12V
118I3488A1 2 198266835 198266835 Missense_Mutation SNP C A A SF3B1 2097G>T;2098A>p.[Q699H;K700E]
118I3488A1 3 30715615 30715615 Missense_Mutation SNP A G G TGFBR2 c.1273A>G p.M425V
118I3488A1 - - Frame_Shift_Del INS - - - RBM10 c.2581del p.I861Lfs*25
118I3510A1 1 11187848 11187848 Missense_Mutation SNP T C C MTOR c.6049A>G p.I2017V
118I3510A1 - - Frame_Shift_Del INS - - - EPHA2 c.1379del p.P460Rfs*33
118I3510A1 10 89692800 89692800 Missense_Mutation SNP C A A PTEN c.284C>A p.P95Q
118I3510A1 11 118374156 118374156 Missense_Mutation SNP G A A KMT2A c.7549G>A p.A2517T
118I3510A1 12 416835 416835 Missense_Mutation SNP G A A KDM5A c.3715C>T p.R1239W
118I3510A1 - - Frame_Shift_Del INS - - - ARID2 c.951_954del p.L317Ffs*10
118I3510A1 - - Frame_Shift_Del INS - - - KMT2D c.7061del p.P2354Lfs*30
118I3510A1 - - Frame_Shift_Del INS - - - BRCA2 c.5351del p.N1784Tfs*7
118I3510A1 17 7579312 7579312 Missense_Mutation SNP C T T TP53 c.375G>A p.T125T
118I3510A1 17 8110622 8110622 Missense_Mutation SNP G A A AURKB c.270C>T p.N90N
118I3510A1 17 12044500 12044500 Missense_Mutation SNP G A A MAP2K4 c.1123G>A p.V375I
118I3510A1 17 37881332 37881332 Missense_Mutation SNP G A A ERBB2 c.2524G>A p.V842I
118I3510A1 17 63533790 63533790 Missense_Mutation SNP G A A AXIN2 c.1364C>T p.P455L
118I3510A1 17 70120496 70120496 Nonsense_Mutation SNP C T T SOX9 c.1498C>T p.Q500*
118I3510A1 - - Frame_Shift_Del INS - - - ACVR2A c.1310del p.K437Rfs*5
118I3510A1 - - Frame_Shift_Del INS - - - TGFBR2 c.383del p.K128Sfs*35
118I3510A1 4 55964878 55964878 Missense_Mutation SNP G A A KDR c.2359C>T p.R787W
118I3510A1 4 66356202 66356202 Missense_Mutation SNP A C C EPHA5 c.1295T>G p.L432R
118I3510A1 - - Frame_Shift_Del INS - - - PIK3R1 c.607del p.Y203Tfs*4
118I3510A1 - - Frame_Shift_Del INS - - - CTNNA1 c.2213del p.N738Ifs*53
118I3510A1 6 135518403 135518403 Missense_Mutation SNP T C C MYB c.1508T>C p.V503A
118I3510A1 - - In_Frame_Del INS - - - MAGI2 c.3207_3208del p.Y1069*
118I3510A1 7 151836767 151836767 Missense_Mutation SNP T C C KMT2C c.14453A>G p.E4818G
118I3510A1 7 151878034 151878034 Missense_Mutation SNP A G G KMT2C c.6911T>C p.M2304T
118I3510A1 7 152007121 152007121 Missense_Mutation SNP A G G KMT2C c.779T>C p.L260P
118I3510A1 8 71078959 71078959 Missense_Mutation SNP G A A NCOA2 c.572C>T p.P191L
118I3510A1 8 139164508 139164508 Missense_Mutation SNP G C C FAM135B c.2210C>G p.T737R
118I3510A1 9 5126729 5126729 Missense_Mutation SNP C T T JAK2 c.3337C>T p.R1113C
118I3510A1 9 87570290 87570290 Missense_Mutation SNP C T T NTRK2 c.2030C>T p.A677V
118I3529A1 1 16482332 16482332 Splice_Site SNP C T T EPHA2 c.85+11G>A -
118I3529A1 11 92616148 92616148 Missense_Mutation SNP C T T FAT3 c.12526C>T p.R4176C
118I3529A1 17 7578460 7578460 Missense_Mutation SNP A C C TP53 c.470T>G p.V157G
118I3529A1 - - Frame_Shift_Del INS - - - SMAD4 c.681del p.S227Rfs*14
118I3529A1 4 55152038 55152038 Missense_Mutation SNP G A A PDGFRA c.2470G>A p.V824I
118I3529A1 9 21971203 21971203 Missense_Mutation SNP A T T CDKN2A c.155T>A p.M52K
118I3529A1 - - Frame_Shift_Del INS - - - RBM10 c.2118_2121del p.R706Sfs*95
118I3532A1 12 92538065 92538065 Missense_Mutation SNP T A A BTG1 c.307A>T p.T103S
118I3532A1 17 7577548 7577548 Missense_Mutation SNP C T T TP53 c.733G>A p.G245S
118I3532A1 18 48604665 48604665 Missense_Mutation SNP G A A SMAD4 c.1487G>A p.R496H
118I3532A1 - - Frame_Shift_Ins INS - - - TGFBR2 c.229_232dup p.E78Vfs*2
118I3532A1 9 5126342 5126342 Missense_Mutation SNP C T T JAK2 c.3187C>T p.R1063C
118I3573A1 - - Missense_Mutation SNP - - - TET1 C.5877_5879de P.E1959del
118I3573A1 12 493228 493228 Missense_Mutation SNP C G G KDM5A c.335G>C p.R112T
118I3573A1 17 7577575 7577575 Missense_Mutation SNP A G G TP53 c.706T>C p.Y236H
118I3573A1 - - Frame_Shift_Ins INS - - - STK11 C.842dup P.L282Afs*3
118I3573A1 3 178936082 178936082 Missense_Mutation SNP G A A PIK3CA c.1624G>A p.E542K
118I3573A1 3 178936980 178936980 Splice_Site SNP A G G PIK3CA c.1665-4A>G -
118I3573A1 8 37555773 37555773 Missense_Mutation SNP G A A ZNF703 c.1354G>A p.E452K
118I3576A1 12 25398284 25398284 Missense_Mutation SNP C G G KRAS c.35G>C p.G12A
118I3576A1 17 7577142 7577142 Missense_Mutation SNP C T T TP53 c.796G>A p.G266R
118I3592A2 - - Frame_Shift_Del INS - - - ARID1A c.3893del p.G1298Efs*3
118I3592A2 1 156845877 156845877 Missense_Mutation SNP C T T NTRK1 c.1489C>T p.H497Y
118I3592A2 1 241682991 241682991 Missense_Mutation SNP G C C FH c.32C>G p.S11W
118I3592A2 10 89624289 89624289 Missense_Mutation SNP C G G PTEN c.63C>G p.F21L
118I3592A2 11 92526050 92526050 Missense_Mutation SNP G C C FAT3 c.4729G>C p.E1577Q
118I3592A2 12 56474020 56474020 Splice_Site SNP C G G ERBB3 c.-65C>G -
118I3592A2 12 56481922 56481922 Missense_Mutation SNP G A A ERBB3 c.850G>A p.G284R
118I3592A2 15 91312441 91312441 Missense_Mutation SNP G A A BLM c.2386G>A p.E796K
118I3592A2 18 48603023 48603023 Nonsense_Mutation SNP C T T SMAD4 c.1324C>T p.Q442*
118I3592A2 19 11144536 11144536 Missense_Mutation SNP C G G SMARCA4 c.3868C>G p.L1290V
118I3592A2 20 62338444 62338444 Splice_Site SNP ARFRP1 c.-1-3C>A -
118I3592A2 3 178936091 178936091 Missense_Mutation SNP G A A PIK3CA c.1633G>A p.E545K
118I3592A2 4 126412807 126412807 Missense_Mutation SNP G A A FAT4 c.14830G>A p.V4944I
118I3592A2 7 55218984 55218984 Splice_Site SNP C T T EGFR c.560-3C>T -
118I3592A2 8 71068334 71068334 Missense_Mutation SNP C G G NCOA2 c.2266G>C p.D756H
118I3592A2 9 101894916 101894916 Nonsense_Mutation SNP C T T TGFBR1 c.469C>T p.R157*
118I3592A2 X 44936067 44936067 Missense_Mutation SNP T G G KDM6A c.2828T>G p.I943S
118I3592A2 X 47430749 47430749 Missense_Mutation SNP C T T ARAF c.1714C>T p.R572W
118I3607A2 1 158589112 158589112 Missense_Mutation SNP C G G SPTA1 c.6430G>C p.E2144Q
118I3607A2 1 158613109 158613109 Splice_Site SNP G C C SPTA1 c.4442+3C>G -
118I3607A2 - - Frame_Shift_Ins INS - - - TP53 C.902dup P.G302Rfs*4
118I3607A2 17 37646932 37646932 Missense_Mutation SNP C G G CDK12 c.2054C>G p.S685C



118I3607A2 18 45372090 45372090 Missense_Mutation SNP G T T SMAD2 c.989C>A p.P330H
118I3607A2 19 41727883 41727883 Missense_Mutation SNP G C C AXL c.508G>C p.D170H
118I3607A2 2 121746932 121746932 Missense_Mutation SNP G A A GLI2 c.3442G>A p.E1148K
118I3607A2 20 57429319 57429319 Missense_Mutation SNP C T T GNAS c.812C>T p.T271M
118I3607A2 3 52692343 52692343 Splice_Site SNP G T T PBRM1 c.529-12C>A -
118I3607A2 3 178919314 178919314 Missense_Mutation SNP C A A PIK3CA c.799C>A p.L267M
118I3607A2 4 185311889 185311889 Missense_Mutation SNP C T T IRF2 c.709G>A p.D237N
118I3607A2 - - Frame_Shift_Del INS - - - MAGI2 C.3111del P.L1039Wfs*35
118I3607A2 7 151945106 151945106 Missense_Mutation SNP T C C KMT2C c.2413A>G p.S805G
118I3607A2 9 21971036 21971036 Missense_Mutation SNP C T T CDKN2A c.322G>A p.D108N
118I3607A2 X 47045464 47045464 Nonsense_Mutation SNP C T T RBM10 c.2431C>T p.Q811*
118I3629A1 - - Frame_Shift_Del INS - - - STK11 C.153_157del P.M51Ifs*110
118I3652A1 10 70451566 70451566 Missense_Mutation SNP G T T TET1 c.6406G>T p.V2136F
118I3652A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118I3652A1 - - Frame_Shift_Del INS - - - STK11 C.64_92del P.M22Hfs*131
118I3652A1 2 141641582 141641582 Missense_Mutation SNP C A A LRP1B c.3973G>T p.A1325S
118I3652A1 2 141751692 141751692 Missense_Mutation SNP T G G LRP1B c.2516A>C p.E839A
118I3743M1 - - Frame_Shift_Ins INS - - - EPHA2 c.1199_1203dup p.L402Afs*7
118I3743M1 1 27100292 27100292 Splice_Site SNP G A A ARID1A c.4005-1G>A -
118I3743M1 14 45623981 45623981 Missense_Mutation SNP G A A FANCM c.1265G>A p.R422H
118I3743M1 17 7578457 7578457 Missense_Mutation SNP C T T TP53 c.473G>A p.R158H
118I3743M1 - - Frame_Shift_Ins INS - - - SMAD4 c.692dup p.S232Qfs*3
118I3743M1 20 57485014 57485014 Missense_Mutation SNP G A A GNAS c.848G>A p.R283H
118I3743M1 - - Frame_Shift_Del INS - - - KMT2C c.4937del p.G1646Vfs*19
118I3752D1 11 64573752 64573752 Missense_Mutation SNP A C C MEN1 c.1001T>G p.V334G
118I3752D1 12 69203080 69203080 Splice_Site SNP T C C MDM2 c.99+8T>C -
118I3752D1 13 43175020 43175020 Missense_Mutation SNP G A A TNFSF11 c.216G>A p.A72A
118I3752D1 17 17116985 17116985 Missense_Mutation SNP G A A FLCN c.1724C>T p.S575L
118I3752D1 17 41244192 41244192 Missense_Mutation SNP G C C BRCA1 c.3356C>G p.T1119S
118I3752D1 19 10602748 10602748 Missense_Mutation SNP G T T KEAP1 c.830C>A p.T277K
118I3752D1 2 112751824 112751824 Splice_Site SNP C A A MERTK c.1297-4C>A -
118I3752D1 3 69987112 69987112 Missense_Mutation SNP G T T MITF c.173G>T p.G58V
118I3752D1 4 106197291 106197291 Missense_Mutation SNP G A A TET2 c.5624G>A p.C1875Y
118I3752D1 9 21971179 21971179 Missense_Mutation SNP G A A CDKN2A c.179C>T p.A60V
118I3763A1 - - Frame_Shift_Del INS - - - KMT2D C.11684del P.G3895Afs*84
118I3763A1 12 133257726 133257726 Missense_Mutation SNP G A A POLE c.202C>T p.P68S
118I3763A1 16 3788629 3788629 Missense_Mutation SNP G A A CREBBP c.4325C>T p.P1442L
118I3763A1 17 7577609 7577609 Splice_Site SNP C A A TP53 c.673-1G>T -
118I3763A1 2 141299380 141299380 Missense_Mutation SNP C T T LRP1B c.7355G>A p.G2452E
118I3763A1 4 55991418 55991418 Missense_Mutation SNP C T T KDR c.43G>A p.V15M
118I3763A1 X 39921616 39921616 Nonsense_Mutation SNP C A A BCOR c.4102G>T p.E1368*
118I3817A1 - - In_Frame_Del INS - - - TP53 C.789_803del P.L264_N268del
118I3817A1 X 44918604 44918604 Missense_Mutation SNP G A A KDM6A c.1087G>A p.E363K
118I3847A1 12 25398284 25398284 Missense_Mutation SNP C A A KRAS c.35G>T p.G12V
118I3847A1 13 26956990 26956990 Nonsense_Mutation SNP C T T CDK8 c.496C>T p.R166*
118I3847A1 17 7577570 7577570 Missense_Mutation SNP C T T TP53 c.711G>A p.M237I
118I3847A1 22 29664332 29664332 Missense_Mutation SNP T C C EWSR1 c.7T>C p.S3P
118I3847A1 6 117681042 117681042 Missense_Mutation SNP T A A ROS1 c.3578A>T p.N1193I
118I3847A1 7 2959024 2959024 Missense_Mutation SNP G A A CARD11 c.2492C>T p.T831I
118I3850D1 16 23646483 23646483 Missense_Mutation SNP C G G PALB2 c.1384G>C p.E462Q
118I3850D1 - - Frame_Shift_Del INS - - - PALB2 1054_1056delins p.E352Kfs*4
118I3850D1 - - Frame_Shift_Del INS - - - BAP1 C.714del P.I239Sfs*10
118I3860A1 1 27023685 27023685 Nonsense_Mutation SNP C A A ARID1A c.791C>A p.S264*
118I3860A1 11 92534203 92534203 Missense_Mutation SNP C T T FAT3 c.8024C>T p.S2675L
118I3860A1 12 25398282 25398282 Missense_Mutation SNP C A A KRAS c.37G>T p.G13C
118I3860A1 19 1220485 1220485 Missense_Mutation SNP C G G STK11 c.578C>G p.S193C
118I3860A1 19 1220629 1220629 Missense_Mutation SNP C T T STK11 c.647C>T p.S216F
118I3860A1 20 57429128 57429128 Missense_Mutation SNP G A A GNAS c.808G>A p.A270T
118I3860A1 4 55980357 55980357 Missense_Mutation SNP T A A KDR c.734A>T p.N245I
118I3860A1 7 151945622 151945622 Nonsense_Mutation SNP C A A KMT2C c.1897G>T p.E633*
118I3960A1 1 32741508 32741508 Splice_Site SNP C G G LCK c.482-7C>G -
118I3960A1 1 120471846 120471846 Splice_Site SNP G C C NOTCH2 c.3656-11C>G -
118I3960A1 1 150551604 150551604 Missense_Mutation SNP C G G MCL1 c.403G>C p.G135R
118I3960A1 12 133209059 133209059 Missense_Mutation SNP C G G POLE c.6172G>C p.E2058Q
118I3960A1 14 95570075 95570075 Missense_Mutation SNP G C C DICER1 c.3658C>G p.Q1220E
118I3960A1 16 2129377 2129377 Missense_Mutation SNP C T T TSC2 c.3232C>T p.R1078W
118I3960A1 16 9858439 9858439 Missense_Mutation SNP G C C GRIN2A c.2962C>G p.L988V
118I3960A1 16 89871757 89871757 Missense_Mutation SNP G C C FANCA c.640C>G p.L214V
118I3960A1 17 7577099 7577099 Missense_Mutation SNP C T T TP53 c.839G>A p.R280K
118I3960A1 17 29556139 29556139 Missense_Mutation SNP G A A NF1 c.2506G>A p.E836K
118I3960A1 17 29557890 29557890 Nonsense_Mutation SNP G A A NF1 c.3144G>A p.W1048*
118I3960A1 17 33443866 33443866 Splice_Site SNP G A A RAD51D c.323+12C>T -
118I3960A1 17 40489460 40489460 Nonsense_Mutation SNP C A A STAT3 c.790G>T p.E264*
118I3960A1 19 10599973 10599973 Missense_Mutation SNP C G G KEAP1 c.1603G>C p.E535Q
118I3960A1 19 10600378 10600378 Missense_Mutation SNP C G G KEAP1 c.1477G>C p.E493Q
118I3960A1 2 170060716 170060716 Missense_Mutation SNP T C C LRP2 c.7781A>G p.H2594R
118I3960A1 6 117641019 117641019 Splice_Site SNP G A A ROS1 c.5940+12C>T -
118I3960A1 8 68995502 68995502 Missense_Mutation SNP A T T PREX2 c.1906A>T p.I636F
118I3960A1 9 5044518 5044518 Nonsense_Mutation SNP C T T JAK2 c.466C>T p.Q156*
118I3967M1 1 27087440 27087440 Nonsense_Mutation SNP G T T ARID1A c.2014G>T p.E672*
118I3967M1 1 46726267 46726267 Missense_Mutation SNP G A A RAD54L c.461G>A p.R154Q
118I3967M1 1 158612287 158612287 Missense_Mutation SNP G C C SPTA1 c.4651C>G p.R1551G
118I3967M1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118I3967M1 16 81888057 81888057 Missense_Mutation SNP A T T PLCG2 c.202A>T p.M68L
118I3967M1 19 10599916 10599916 Nonsense_Mutation SNP G A A KEAP1 c.1660C>T p.R554*
118I3967M1 19 17952448 17952448 Splice_Site SNP C A A JAK3 c.984+1G>T -
118I3967M1 4 126328026 126328026 Splice_Site SNP T C C FAT4 c.5308-9T>C -
118I3967M1 5 35873749 35873749 Missense_Mutation SNP A C C IL7R c.705A>C p.S235S
118I3967M1 5 112128185 112128185 Missense_Mutation SNP C T T APC c.688C>T p.R230C
118I3967M1 - - In_Frame_Ins INS - - - ARID1B c.363_368dupp.Q130_Q131dup
118I3967M1 6 157505488 157505488 Nonsense_Mutation SNP G T T ARID1B c.3469G>T p.E1157*
118I3967M1 8 71041103 71041103 Missense_Mutation SNP C G G NCOA2 c.3437G>C p.G1146A
118I3967M1 9 133760285 133760285 Missense_Mutation SNP G A A ABL1 c.2665G>A p.A889T
118I3967M1 9 139391265 139391265 Missense_Mutation SNP T A A NOTCH1 c.6926A>T p.E2309V
118I3967M1 9 139409801 139409801 Missense_Mutation SNP G A A NOTCH1 c.1955C>T p.S652L
118I3967M1 - - Frame_Shift_Ins INS - - - RBM10 c.627dup p.K210Qfs*6
118I4062A1 - - Frame_Shift_Ins INS - - - ARID1A C.3216dup P.W1073Mfs*32
118I4062A1 1 206658350 206658350 Nonsense_Mutation SNP G T T IKBKE c.1444G>T p.G482*



118I4062A1 12 12871086 12871086 Nonsense_Mutation SNP G T T CDKN1B c.313G>T p.E105*
118I4062A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118I4062A1 17 7578394 7578394 Missense_Mutation SNP T A A TP53 c.536A>T p.H179L
118J4224A1 - - Splice_Site SNP - - - KMT2A c.3569+1del -
118J4224A1 - - Frame_Shift_Ins INS - - - TP53 c.120_121dup p.D41Gfs*4
118J4224A1 2 140995831 140995831 Missense_Mutation SNP C T T LRP1B c.13450G>A p.G4484R
118J4224A1 - - Splice_Site SNP - - - EGFR 2185-9_2185-8d -
118J4224A1 9 98215869 98215869 Missense_Mutation SNP T A A PTCH1 c.3340A>T p.R1114W
118J4228A1 1 8074231 8074231 Missense_Mutation SNP G A A ERRFI1 c.428C>T p.A143V
118J4228A1 1 11259456 11259456 Missense_Mutation SNP G C C MTOR c.4112C>G p.P1371R
118J4228A1 1 27106354 27106354 Nonsense_Mutation SNP C T T ARID1A c.5965C>T p.R1989*
118J4228A1 12 6692520 6692520 Missense_Mutation SNP T C C CHD4 c.3904A>G p.I1302V
118J4228A1 17 7577538 7577538 Missense_Mutation SNP C T T TP53 c.743G>A p.R248Q
118J4228A1 18 48593406 48593406 Missense_Mutation SNP G T T SMAD4 c.1157G>T p.G386V
118J4228A1 2 47643508 47643508 Missense_Mutation SNP A C C MSH2 c.1016A>C p.Q339P
118J4228A1 7 81339562 81339562 Splice_Site SNP G A A HGF c.1445-3C>T -
118J4228A1 X 39932447 39932447 Missense_Mutation SNP C T T BCOR c.2152G>A p.D718N
118J4287M1 1 16262141 16262141 Missense_Mutation SNP C T T SPEN c.9406C>T p.R3136C
118J4287M1 10 84738818 84738818 Missense_Mutation SNP G A A NRG3 c.1525G>A p.A509T
118J4287M1 10 123274774 123274774 Missense_Mutation SNP A G G FGFR2 c.1144T>C p.C382R
118J4287M1 14 105239435 105239435 Splice_Site SNP C T T AKT1 c.958-6G>A -
118J4287M1 16 9923507 9923507 Missense_Mutation SNP G A A GRIN2A c.1780C>T p.P594S
118J4287M1 17 7579358 7579358 Missense_Mutation SNP C T T TP53 c.329G>A p.R110H
118J4287M1 17 56440640 56440640 Missense_Mutation SNP G A A RNF43 c.578C>T p.A193V
118J4287M1 2 48030630 48030630 Missense_Mutation SNP C T T MSH6 c.3244C>T p.P1082S
118J4287M1 2 61753549 61753549 Splice_Site SNP G A A XPO1 c.228+6C>T -
118J4287M1 2 109368337 109368337 Missense_Mutation SNP G T T RANBP2 c.1642G>T p.V548L
118J4287M1 2 141641379 141641379 Splice_Site SNP T G G LRP1B c.4169+7A>C -
118J4287M1 3 52441235 52441235 Missense_Mutation SNP G A A BAP1 c.535C>T p.R179W
118J4287M1 3 142275266 142275266 Missense_Mutation SNP C G G ATR c.2037G>C p.L679F
118J4287M1 3 178916930 178916930 Missense_Mutation SNP G T T PIK3CA c.317G>T p.G106V
118J4287M1 3 185775016 185775016 Missense_Mutation SNP G C C ETV5 c.1057C>G p.P353A
118J4287M1 4 126372111 126372111 Missense_Mutation SNP G T T FAT4 c.9940G>T p.G3314C
118J4287M1 7 117243698 117243698 Missense_Mutation SNP G A A CFTR c.2770G>A p.D924N
118J4287M1 8 48811106 48811106 Missense_Mutation SNP C A A PRKDC c.3388G>T p.A1130S
118J4299M1 - - Frame_Shift_Del INS - - - ARID1A c.5198_5204del p.E1733Gfs*35
118J4299M1 - - Frame_Shift_Del INS - - - TP53 c.956del p.K319Rfs*26
118J4299M1 - - Splice_Site SNP - - - EGFR c.1881-6dup -
118J4384A1 - - Splice_Site SNP - - - BAP1 c.67+2_67+4del -
118J4450M1 - - Frame_Shift_Ins INS - - - ERRFI1 c.336_339dup p.G114Mfs*4
118J4450M1 - - Frame_Shift_Del INS - - - ARID1A c.2186_2196del p.P729Lfs*84
118J4450M1 11 108213974 108213974 Missense_Mutation SNP G T T ATM c.8294G>T p.G2765V
118J4450M1 8 32505402 32505402 Missense_Mutation SNP G A A NRG1 c.166G>A p.V56M
118J4450M1 X 47041442 47041442 Splice_Site SNP G A A RBM10 c.1785+1G>A -
118J4625A1 12 25398285 25398285 Missense_Mutation SNP C A A KRAS c.34G>T p.G12C
118J4625A1 - - Frame_Shift_Ins INS - - - KMT2D c.15539dup p.L5183Pfs*16
118J4625A1 2 170066064 170066064 Missense_Mutation SNP G A A LRP2 c.6368C>T p.A2123V
118J4625A1 2 198266713 198266713 Missense_Mutation SNP C T T SF3B1 c.2219G>A p.G740E
118J4646M1 1 158614125 158614125 Missense_Mutation SNP C G G SPTA1 c.4256G>C p.R1419T
118J4646M1 11 125514167 125514167 Splice_Site SNP A T T CHEK1 c.1101+4A>T -
118J4646M1 12 115112332 115112332 Missense_Mutation SNP C T T TBX3 c.1408G>A p.A470T
118J4646M1 - - In_Frame_Ins INS - - - FLT1 c.2178_2180dup p.*734Sext*1
118J4646M1 - - Frame_Shift_Del INS - - - TP53 c.365_366del p.V122Dfs*26
118J4646M1 17 48263861 48263861 Nonsense_Mutation SNP G C C COL1A1 c.3822C>G p.Y1274*
118J4646M1 19 40744823 40744823 Missense_Mutation SNP T C C AKT2 c.697A>G p.N233D
118J4646M1 2 25467502 25467502 Missense_Mutation SNP G A A DNMT3A c.1574C>T p.A525V
118J4646M1 2 47690161 47690161 Splice_Site SNP T G G MSH2 c.1387-9T>G -
118J4646M1 - - Frame_Shift_Del INS - - - BAP1 c.145del p.L49Cfs*23
118J4646M1 7 117243635 117243635 Missense_Mutation SNP T G G CFTR c.2707T>G p.Y903D
118J4748M1 19 11123691 11123691 Missense_Mutation SNP A G G SMARCA4 c.2341A>G p.M781V
118J4748M1 7 140453136 140453136 Missense_Mutation SNP A T T BRAF c.1799T>A p.V600E
118J4748M1 8 139163664 139163664 Missense_Mutation SNP C A A FAM135B c.3054G>T p.E1018D
118J4750A1 10 89692853 89692853 Missense_Mutation SNP A C C PTEN c.337A>C p.S113R
118J4750A1 4 55593651 55593651 Missense_Mutation SNP C T T KIT c.1717C>T p.P573S
118J4755M1 1 158618388 158618388 Missense_Mutation SNP C T T SPTA1 c.3625G>A p.A1209T
118J4755M1 17 7577568 7577568 Missense_Mutation SNP C A A TP53 c.713G>T p.C238F
118J4755M1 8 69030814 69030814 Missense_Mutation SNP C G G PREX2 c.3356C>G p.A1119G
118J4761A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118J4761A1 - - Frame_Shift_Del INS - - - TP53 c.486del p.Y163Tfs*7
118J4761A1 - - Frame_Shift_Ins INS - - - FBXW7 c.1627dup p.R543Kfs*8
118J4761A1 6 152265353 152265353 Missense_Mutation SNP G A A ESR1 c.806G>A p.R269H
118J4779J1 - - Splice_Site SNP - - - ARID2 1715+2_1715+5d -
118J4779J1 15 66727442 66727442 Missense_Mutation SNP T G G MAP2K1 c.158T>G p.F53C
118J4779J1 - - Frame_Shift_Ins INS - - - TP53 C.915dup P.R306Afs*31
118J4779J1 19 10602367 10602367 Missense_Mutation SNP G A A KEAP1 c.1211C>T p.S404L
118J4779J1 5 112175897 112175897 Nonsense_Mutation SNP G T T APC c.4606G>T p.E1536*
118J4845A1 - - Frame_Shift_Del INS - - - ARID1A C.5624del P.P1875Hfs*8
118J4845A1 10 104592349 104592349 Missense_Mutation SNP A T T CYP17A1 c.1058T>A p.L353Q
118J4845A1 16 10032132 10032132 Missense_Mutation SNP A T T GRIN2A c.691T>A p.C231S
118J4845A1 19 41745061 41745061 Splice_Site SNP C G G AXL c.1135-8C>G -
118J4845A1 2 170089935 170089935 Missense_Mutation SNP G A A LRP2 c.5084C>T p.S1695L
118J4845A1 2 209113113 209113113 Missense_Mutation SNP G A A IDH1 c.394C>T p.R132C
118J4845A1 X 63411267 63411267 Missense_Mutation SNP G A A AMER1 c.1900C>T p.R634C
118J4887A1 1 7724066 7724066 Missense_Mutation SNP T C C CAMTA1 c.1459T>C p.C487R
118J4887A1 14 20823952 20823952 Missense_Mutation SNP C T T PARP2 c.983C>T p.S328L
118J4887A1 16 67116197 67116197 Missense_Mutation SNP C T T CBFB c.481C>T p.R161W
118J4887A1 17 29533378 29533378 Nonsense_Mutation SNP C T T NF1 c.1381C>T p.R461*
118J4887A1 17 29576091 29576091 Nonsense_Mutation SNP C G G NF1 c.4064C>G p.S1355*
118J4887A1 18 48584552 48584552 Nonsense_Mutation SNP C G G SMAD4 c.725C>G p.S242*
118J4887A1 - - Splice_Site SNP - - - ACVR2A c.817-9_857del -
118J4887A1 2 202149890 202149890 Nonsense_Mutation SNP T A A CASP8 c.1205T>A p.L402*
118J4887A1 3 178936091 178936091 Missense_Mutation SNP G A A PIK3CA c.1633G>A p.E545K
118J4887A1 4 55956164 55956164 Missense_Mutation SNP G A A KDR c.3151C>T p.R1051W
118J4887A1 7 148515112 148515112 Missense_Mutation SNP T G G EZH2 c.1097A>C p.N366T
118J4963M1 12 49421833 49421833 Missense_Mutation SNP C T T KMT2D c.14474G>A p.R4825Q
118J4963M1 15 88476400 88476400 Missense_Mutation SNP T C C NTRK3 c.1732A>G p.T578A
118J4963M1 - - Frame_Shift_Del INS - - - TP53 C.626_627del P.R209Kfs*6
118J4963M1 17 29654575 29654575 Missense_Mutation SNP C T T NF1 c.5327C>T p.S1776L



118J4963M1 2 141356367 141356367 Missense_Mutation SNP T G G LRP1B c.7027A>C p.S2343R
118J4963M1 - - In_Frame_Del INS - - - ARID1B C.363_380del P.Q126_Q131del
118J5065A1 11 76162890 76162890 Splice_Site SNP T A A EMSY c.71-12T>A -
118J5065A1 12 49446348 49446348 Missense_Mutation SNP T C C KMT2D c.1257A>G p.L419L
118J5065A1 12 69968689 69968689 Missense_Mutation SNP G T T FRS2 c.1481G>T p.G494V
118J5065A1 13 49050868 49050868 Missense_Mutation SNP T C C RB1 c.2552T>C p.M851T
118J5065A1 17 7579494 7579494 Nonsense_Mutation SNP T A A TP53 c.193A>T p.R65*
118J5065A1 2 141986863 141986863 Missense_Mutation SNP T C C LRP1B c.739A>G p.I247V
118J5065A1 20 57429815 57429815 Missense_Mutation SNP G T T GNAS c.1495G>T p.A499S
118J5065A1 - - Frame_Shift_Del INS - - - NOTCH4 C.989del P.G330Afs*15
118J5083M1 - - Frame_Shift_Del INS - - - ARID1A 3delinsAGGTAGG p.G314Rfs*48
118J5083M1 11 69458744 69458744 Missense_Mutation SNP G A A CCND1 c.559G>A p.A187T
118J5083M1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118J5083M1 16 23646321 23646321 Nonsense_Mutation SNP T A A PALB2 c.1546A>T p.R516*
118J5083M1 - - Frame_Shift_Del INS - - - SMAD4 C.321_330del P.E108Mfs*11
118J5083M1 18 48581157 48581157 Nonsense_Mutation SNP C G G SMAD4 c.461C>G p.S154*
118J5083M1 19 42797344 42797344 Missense_Mutation SNP C T T CIC c.3706C>T p.P1236S
118J5083M1 4 88979247 88979247 Missense_Mutation SNP A T T PKD2 c.2011A>T p.I671F
118J5083M1 - - In_Frame_Del INS - - - TET2 C.3463_3479de P.P1155*
118J5083M1 - - In_Frame_Del INS - - - PIK3R1 C.1392_1403deP.D464_Y467del
118J5083M1 7 148529748 148529748 Missense_Mutation SNP G C C EZH2 c.341C>G p.S114C
118J5085M1 1 98348861 98348861 Missense_Mutation SNP C T T DPYD c.109G>A p.D37N
118J5085M1 12 56489534 56489534 Missense_Mutation SNP C T T ERBB3 c.1999C>T p.R667C
118J5085M1 15 93552474 93552474 Missense_Mutation SNP T A A CHD2 c.4513T>A p.C1505S
118J5085M1 2 209113113 209113113 Missense_Mutation SNP G A A IDH1 c.394C>T p.R132C
118J5119A1 10 43601922 43601922 Missense_Mutation SNP C A A RET c.966C>A p.D322E
118J5119A1 17 7577539 7577539 Missense_Mutation SNP G A A TP53 c.742C>T p.R248W
118J5119A1 17 41607296 41607296 Missense_Mutation SNP C T T ETV4 c.911G>A p.R304Q
118J5119A1 2 140995765 140995765 Missense_Mutation SNP C G G LRP1B c.13516G>C p.D4506H
118J5119A1 22 30074230 30074230 Missense_Mutation SNP T A A NF2 c.1492T>A p.F498I
118J5119A1 3 37081683 37081683 Missense_Mutation SNP G A A MLH1 c.1565G>A p.R522Q
118J5119A1 3 178921551 178921551 Missense_Mutation SNP A G G PIK3CA c.1033A>G p.N345D
118J5119A1 5 38953598 38953598 Missense_Mutation SNP C G G RICTOR c.2755G>C p.E919Q
118J5135A1 11 65427594 65427594 Splice_Site SNP C A A RELA c.427+1G>T -
118J5135A1 11 92086687 92086687 Missense_Mutation SNP C T T FAT3 c.1409C>T p.P470L
118J5135A1 17 41219675 41219675 Missense_Mutation SNP G A A BRCA1 c.5024C>T p.T1675I
118J5135A1 3 52643347 52643347 Missense_Mutation SNP C T T PBRM1 c.2549G>A p.R850Q
118J5135A1 - - Splice_Site SNP - - - PIK3R1 1746-28_1746-7d -
118J5135A1 6 112015644 112015644 Missense_Mutation SNP T C C FYN c.1207A>G p.I403V
118J5135A1 8 92998483 92998483 Missense_Mutation SNP T C C RUNX1T1 c.1037A>G p.E346G
118J5144A1 17 37868208 37868208 Missense_Mutation SNP C T T ERBB2 c.929C>T p.S310F
118J5144A1 20 39751885 39751885 Missense_Mutation SNP G A A TOP1 c.2246G>A p.R749Q
118J5144A1 21 44524456 44524456 Missense_Mutation SNP G A A U2AF1 c.101C>T p.S34F
118J5144A1 5 112177203 112177203 Missense_Mutation SNP C T T APC c.5912C>T p.S1971F
118J5169M1 1 202710848 202710848 Missense_Mutation SNP A T T KDM5B c.2700T>A p.D900E
118J5169M1 12 1039246 1039246 Nonsense_Mutation SNP C T T RAD52 c.251G>A p.W84*
118J5169M1 12 4554445 4554445 Missense_Mutation SNP G T T FGF6 c.292C>A p.L98I
118J5169M1 - - Frame_Shift_Del INS - - - CDKN1B c.410del p.P137Rfs*8
118J5169M1 12 25398285 25398285 Missense_Mutation SNP C A A KRAS c.34G>T p.G12C
118J5169M1 - - Splice_Site SNP - - - ARID2 c.4774-1del -
118J5169M1 17 7577570 7577570 Missense_Mutation SNP C T T TP53 c.711G>A p.M237I
118J5169M1 - - Frame_Shift_Del INS - - - SMAD4 c.814_818del p.R272Cfs*6
118J5169M1 19 42788891 42788891 Missense_Mutation SNP C T T CIC c.35C>T p.S12F
118J5169M1 3 10140458 10140458 Missense_Mutation SNP G A A FANCD2 c.4240G>A p.D1414N
118J5169M1 - - Frame_Shift_Ins INS - - - KMT2C 12476_12477du p.S4160Afs*5
118J5169M1 9 21994135 21994135 Splice_Site SNP T C C CDKN2A c.193+3A>G -
118J5169M1 X 47039817 47039817 Splice_Site SNP G A A RBM10 c.1161-1G>A -
118J5206M1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118J5206M1 12 46233257 46233257 Missense_Mutation SNP G T T ARID2 c.1476G>T p.Q492H
118J5206M1 17 7578461 7578461 Missense_Mutation SNP C A A TP53 c.469G>T p.V157F
118J5206M1 - - Frame_Shift_Del INS - - - KDM6A C.695del P.L232Cfs*10
118J5249M1 12 46245027 46245027 Nonsense_Mutation SNP C T T ARID2 c.3121C>T p.Q1041*
118J5249M1 14 105237170 105237170 Missense_Mutation SNP G C C AKT1 c.1275C>G p.F425L
118J5249M1 17 7578382 7578382 Nonsense_Mutation SNP G C C TP53 c.548C>G p.S183*
118J5249M1 20 39704825 39704825 Missense_Mutation SNP C G G TOP1 c.170C>G p.S57C
118J5249M1 3 178936094 178936094 Missense_Mutation SNP C G G PIK3CA c.1636C>G p.Q546E
118J5249M1 6 94120359 94120359 Missense_Mutation SNP C T T EPHA7 c.692G>A p.R231Q
118J5249M1 6 112029201 112029201 Missense_Mutation SNP G C C FYN c.367C>G p.R123G
118J5249M1 - - Frame_Shift_Ins INS - - - RBM10 c.819_820insTG p.Q274Cfs*35
118J5249M1 X 53226131 53226131 Missense_Mutation SNP C G G KDM5C c.2718G>C p.E906D
118J5276A1 - - Frame_Shift_Del INS - - - SPEN c.6948del p.S2318Lfs*35
118J5276A1 1 16263745 16263745 Missense_Mutation SNP T A A SPEN c.10114T>A p.S3372T
118J5276A1 1 120057209 120057209 Missense_Mutation SNP G A A HSD3B1 c.1063G>A p.E355K
118J5276A1 1 226252059 226252059 Missense_Mutation SNP C G G H3F3A c.7C>G p.R3G
118J5276A1 12 427483 427483 Missense_Mutation SNP G T T KDM5A c.2686C>A p.Q896K
118J5276A1 17 7578290 7578290 Splice_Site SNP C A A TP53 c.560-1G>T -
118J5276A1 19 11169566 11169566 Splice_Site SNP G A A SMARCA4 c.4731+1G>A -
118J5276A1 2 212566814 212566814 Missense_Mutation SNP C T T ERBB4 c.1367G>A p.G456E
118J5276A1 2 212589881 212589881 Missense_Mutation SNP A T T ERBB4 c.661T>A p.C221S
118J5276A1 X 39932902 39932902 Missense_Mutation SNP C T T BCOR c.1697G>A p.R566H
118J5402A1 1 115256530 115256530 Missense_Mutation SNP G T T NRAS c.181C>A p.Q61K
118J5402A1 15 88472464 88472464 Missense_Mutation SNP G C C NTRK3 c.2091C>G p.D697E
118J5402A1 17 7577551 7577551 Missense_Mutation SNP C G G TP53 c.730G>C p.G244R
118J5402A1 2 109357112 109357112 Missense_Mutation SNP C T T RANBP2 c.950C>T p.A317V
118J5402A1 2 141526925 141526925 Splice_Site SNP G A A LRP1B c.5627-12C>T -
118J5402A1 4 143067101 143067101 Missense_Mutation SNP T C C INPP4B c.1612A>G p.M538V
118J5402A1 4 153332838 153332838 Nonsense_Mutation SNP C A A FBXW7 c.118G>T p.E40*
118J5402A1 8 32505516 32505516 Missense_Mutation SNP G A A NRG1 c.280G>A p.G94S
118J5402A1 X 44733158 44733158 Splice_Site SNP C T T KDM6A c.162-12C>T -
118J5518M1 3 41266097 41266097 Missense_Mutation SNP G A A CTNNB1 c.94G>A p.D32N
118J5518M1 3 47162341 47162341 Missense_Mutation SNP A C C SETD2 c.3785T>G p.F1262C
118J5583A1 - - Frame_Shift_Del INS - - - ARID1A c.5756_5787del p.S1919Ffs*15
118J5583A1 1 115258747 115258747 Missense_Mutation SNP C A A NRAS c.35G>T p.G12V
118J5583A1 1 158614191 158614191 Splice_Site SNP G T T SPTA1 c.4195-5C>A -
118J5583A1 - - Frame_Shift_Del INS - - - TP53 c.109_134del p.S37Vfs*6
118J5583A1 18 18550317 18550317 Missense_Mutation SNP C T T ROCK1 c.2812G>A p.V938I
118J5583A1 2 61708325 61708325 Missense_Mutation SNP T C C XPO1 c.3064A>G p.I1022V
118J5583A1 3 178951947 178951947 Missense_Mutation SNP T G G PIK3CA c.3002T>G p.L1001R



118J5583A1 4 110890182 110890182 Missense_Mutation SNP C T T EGF c.1631C>T p.S544F
118J5583A1 6 157100380 157100380 Missense_Mutation SNP G T T ARID1B c.1317G>T p.E439D
118J5583A1 6 157517322 157517322 Missense_Mutation SNP A G G ARID1B c.3886A>G p.M1296V
118J5583A1 X 129148987 129148987 Nonsense_Mutation SNP A T T BCORL1 c.2239A>T p.K747*
118K5630A1 1 120512184 120512184 Missense_Mutation SNP C T T NOTCH2 c.1058G>A p.C353Y
118K5630A1 17 7577538 7577538 Missense_Mutation SNP C T T TP53 c.743G>A p.R248Q
118K5630A1 4 153249385 153249385 Missense_Mutation SNP G A A FBXW7 c.1393C>T p.R465C
118K5630A1 7 140494154 140494154 Missense_Mutation SNP G A A BRAF c.1094C>T p.S365L
118K5630A1 - - Frame_Shift_Del INS - - - BCOR c.3913_3917del p.E1305Lfs*68
118K5635M1 1 27092809 27092809 Nonsense_Mutation SNP C T T ARID1A c.2830C>T p.Q944*
118K5635M1 16 10274090 10274090 Missense_Mutation SNP G A A GRIN2A c.179C>T p.A60V
118K5635M1 16 50811844 50811844 Missense_Mutation SNP T A A CYLD c.1130T>A p.I377N
118K5635M1 17 7577016 7577016 Splice_Site SNP T C C TP53 c.919+3A>G -
118K5635M1 17 7577117 7577117 Missense_Mutation SNP A T T TP53 c.821T>A p.V274D
118K5635M1 2 141143491 141143491 Missense_Mutation SNP C T T LRP1B c.10502G>A p.C3501Y
118K5635M1 2 170092375 170092375 Missense_Mutation SNP C T T LRP2 c.4895G>A p.R1632Q
118K5635M1 5 176522396 176522396 Nonsense_Mutation SNP C T T FGFR4 c.1585C>T p.R529*
118K5635M1 - - Frame_Shift_Del INS - - - DDR1 c.1356_1375del p.R453Dfs*20
118K5635M1 8 41792377 41792377 Missense_Mutation SNP T C C KAT6A c.3361A>G p.I1121V
118K5635M1 X 44966786 44966786 Splice_Site SNP G A A KDM6A c.4005+5G>A -
118K5684M1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118K5684M1 5 1280264 1280264 Splice_Site SNP C T T TERT c.1950+9G>A -
118K5684M1 5 56111590 56111590 Nonsense_Mutation SNP A T T MAP3K1 c.190A>T p.K64*
118K5684M1 6 94066572 94066572 Missense_Mutation SNP T C C EPHA7 c.1187A>G p.E396G
118K5718A1 12 46244022 46244022 Nonsense_Mutation SNP A T T ARID2 c.2116A>T p.K706*
118K5718A1 16 3781441 3781441 Missense_Mutation SNP C A A CREBBP c.4924G>T p.V1642F
118K5718A1 17 7577534 7577534 Missense_Mutation SNP C A A TP53 c.747G>T p.R249S
118K5718A1 20 57429115 57429115 Missense_Mutation SNP C T T GNAS c.608C>T p.A203V
118K5718A1 22 30032748 30032748 Nonsense_Mutation SNP G A A NF2 c.123G>A p.W41*
118K5718A1 5 1268630 1268630 Splice_Site SNP C T T TERT c.2582+5G>A -
118K5718A1 - - Splice_Site SNP - - - ITK 1515-12_1515-2d -
118K5718A1 7 140453987 140453987 Missense_Mutation SNP T C C BRAF c.1741A>G p.N581D
118K5909A1 1 243858901 243858901 Missense_Mutation SNP G A A AKT3 c.164C>T p.S55L
118K5909A1 17 7577094 7577094 Missense_Mutation SNP G A A TP53 c.844C>T p.R282W
118K5909A1 17 59926534 59926534 Nonsense_Mutation SNP G A A BRIP1 c.463C>T p.Q155*
118K5909A1 - - Frame_Shift_Del INS - - - DNMT3A c.421_433del p.E141Pfs*17
118K5909A1 2 212812256 212812256 Missense_Mutation SNP C T T ERBB4 c.320G>A p.G107E
118K5909A1 - - Frame_Shift_Del INS - - - FBXW7 c.870del p.Y291Mfs*51
118K5909A1 8 68864619 68864619 Splice_Site SNP C T T PREX2 c.-11C>T -
118K5909A1 9 21971186 21971186 Nonsense_Mutation SNP G A A CDKN2A c.172C>T p.R58*
118K5909A1 X 70612764 70612764 Missense_Mutation SNP G A A TAF1 c.3031G>A p.G1011R
118K5971J1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118K5984A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118K5984A1 17 7577105 7577105 Missense_Mutation SNP G A A TP53 c.833C>T p.P278L
118K5984A1 4 126373264 126373264 Missense_Mutation SNP G A A FAT4 c.11093G>A p.R3698Q
118K5984A1 - - Splice_Site SNP - - - ATRX c.3737-9del -
118K5992M1 1 226567661 226567661 Missense_Mutation SNP G C C PARP1 c.1505C>G p.A502G
118K5992M1 10 89711894 89711894 Missense_Mutation SNP A G G PTEN c.512A>G p.Q171R
118K5992M1 11 108235879 108235879 Missense_Mutation SNP C T T ATM c.8921C>T p.P2974L
118K5992M1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118K5992M1 12 49434990 49434990 Missense_Mutation SNP C T T KMT2D c.6563G>A p.R2188H
118K5992M1 16 23641346 23641346 Missense_Mutation SNP G A A PALB2 c.2129C>T p.T710M
118K5992M1 17 7578217 7578217 Missense_Mutation SNP G A A TP53 c.632C>T p.T211I
118K5992M1 17 37676315 37676315 Missense_Mutation SNP G A A CDK12 c.3070G>A p.E1024K
118K5992M1 2 29416667 29416667 Missense_Mutation SNP T C C ALK c.4286A>G p.Q1429R
118K5992M1 2 112751824 112751824 Splice_Site SNP C A A MERTK c.1297-4C>A -
118K5992M1 2 173429747 173429747 Nonsense_Mutation SNP C T T PDK1 c.637C>T p.R213*
118K5992M1 20 31023931 31023931 Missense_Mutation SNP C A A ASXL1 c.3416C>A p.T1139K
118K5992M1 3 185783608 185783608 Missense_Mutation SNP C T T ETV5 c.904G>A p.D302N
118K5992M1 7 80276070 80276070 Missense_Mutation SNP G T T CD36 c.14G>T p.R5L
118K5992M1 7 127714549 127714549 Splice_Site SNP C T T SND1 c.1780-5C>T -
118K5992M1 8 141756950 141756950 Missense_Mutation SNP C T T PTK2 c.1493G>A p.R498H
118K5992M1 9 5557694 5557694 Missense_Mutation SNP C A A PDCD1LG2 c.708C>A p.F236L
118K5993A1 17 7578257 7578257 Nonsense_Mutation SNP C A A TP53 c.592G>T p.E198*
118K6072M1 - - In_Frame_Del INS - - - ARID1A 7_4217delinsGT p.Y1389*
118K6072M1 12 25398285 25398285 Missense_Mutation SNP C G G KRAS c.34G>C p.G12R
118K6072M1 3 30691910 30691910 Missense_Mutation SNP T G G TGFBR2 c.412T>G p.C138G
118K6072M1 4 185339864 185339864 Splice_Site SNP T G G IRF2 c.188-2A>C -
118K6072M1 9 21971111 21971111 Missense_Mutation SNP G A A CDKN2A c.247C>T p.H83Y
118K6080A1 - - In_Frame_Ins INS - - - EPHA2 C.719dup P.E241*
118K6080A1 17 7577022 7577022 Nonsense_Mutation SNP G A A TP53 c.916C>T p.R306*
118K6130M1 - - Frame_Shift_Ins INS - - - ARID1A c.1113dup p.Q372Afs*28
118K6130M1 10 89653846 89653846 Missense_Mutation SNP C A A PTEN c.144C>A p.N48K
118K6130M1 19 11143985 11143985 Missense_Mutation SNP G A A SMARCA4 c.3566G>A p.R1189Q
118K6186A1 1 46739143 46739143 Splice_Site SNP C A A RAD54L c.1486+6C>A -
118K6186A1 1 78430841 78430841 Missense_Mutation SNP G A A FUBP1 c.548C>T p.P183L
118K6186A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118K6186A1 12 57593115 57593115 Missense_Mutation SNP C T T LRP1 c.9797C>T p.T3266M
118K6186A1 13 26978111 26978111 Missense_Mutation SNP G A A CDK8 c.1288G>A p.A430T
118K6186A1 16 67650786 67650786 Splice_Site SNP G A A CTCF c.1086+5G>A -
118K6186A1 17 7578212 7578212 Nonsense_Mutation SNP G A A TP53 c.637C>T p.R213*
118K6186A1 18 48593443 48593443 Nonsense_Mutation SNP G A A SMAD4 c.1194G>A p.W398*
118K6186A1 19 10464891 10464891 Missense_Mutation SNP C A A TYK2 c.2735G>T p.S912I
118K6186A1 19 41744411 41744411 Missense_Mutation SNP G A A AXL c.1031G>A p.R344Q
118K6186A1 19 50905864 50905864 Splice_Site SNP C T T POLD1 c.841-5C>T -
118K6186A1 2 141110639 141110639 Missense_Mutation SNP G A A LRP1B c.11533C>T p.L3845F
118K6186A1 - - In_Frame_Del INS - - - SRMS c.1464_1465del p.*489Sext*59
118K6186A1 5 131973900 131973900 Missense_Mutation SNP C G G RAD50 c.3603C>G p.C1201W
118K6186A1 5 161116252 161116252 Splice_Site SNP G A A GABRA6 c.447-8G>A -
118K6186A1 7 41730102 41730102 Missense_Mutation SNP C T T INHBA c.427G>A p.E143K
118K6186A1 8 41791906 41791906 Missense_Mutation SNP G A A KAT6A c.3832C>T p.R1278C
118K6186A1 9 21994140 21994140 Missense_Mutation SNP G A A CDKN2A c.191C>T p.P64L
118K6186A1 9 35078227 35078227 Missense_Mutation SNP G A A FANCG c.421C>T p.R141C
118K6209A1 - - Frame_Shift_Ins INS - - - ARID1A C.2172_2175dup P.P726Afs*92
118K6209A1 19 18273784 18273784 Missense_Mutation SNP G A A PIK3R2 c.1117G>A p.G373R
118K6209A1 2 209113113 209113113 Missense_Mutation SNP G A A IDH1 c.394C>T p.R132C
118K6209A1 3 52651426 52651426 Missense_Mutation SNP T A A PBRM1 c.1670A>T p.D557V
118K6272A1 1 11204742 11204742 Missense_Mutation SNP C T T MTOR c.4835G>A p.R1612Q



118K6272A1 11 92532669 92532669 Missense_Mutation SNP G A A FAT3 c.6490G>A p.G2164R
118K6272A1 11 92533086 92533086 Missense_Mutation SNP G T T FAT3 c.6907G>T p.G2303W
118K6272A1 11 92616250 92616250 Missense_Mutation SNP C T T FAT3 c.12628C>T p.R4210W
118K6272A1 11 108138018 108138018 Missense_Mutation SNP G C C ATM c.2587G>C p.D863H
118K6272A1 - - Frame_Shift_Del INS - - - TP53 c.561_564del p.L188Pfs*58
118K6272A1 17 48265353 48265353 Splice_Site SNP G C C COL1A1 c.3262-9C>G -
118K6272A1 19 10610205 10610205 Missense_Mutation SNP G A A KEAP1 c.505C>T p.R169C
118K6272A1 2 215645433 215645433 Missense_Mutation SNP T A A BARD1 c.1165A>T p.S389C
118K6272A1 22 21304119 21304119 Missense_Mutation SNP G C C CRKL c.898G>C p.D300H
118K6272A1 3 156421343 156421343 Nonsense_Mutation SNP C T T TIPARP c.1378C>T p.Q460*
118K6272A1 3 178922301 178922301 Missense_Mutation SNP G A A PIK3CA c.1070G>A p.R357Q
118K6272A1 7 151845790 151845790 Missense_Mutation SNP C G G KMT2C c.13222G>C p.E4408Q
118K6272A1 8 31497666 31497666 Missense_Mutation SNP C G G NRG1 c.166C>G p.P56A
118K6285M1 1 43817931 43817931 Missense_Mutation SNP G T T MPL c.1610G>T p.R537L
118K6285M1 - - Frame_Shift_Del INS - - - KMT2D c.14312del p.V4771Afs*26
118K6285M1 12 49434495 49434495 Missense_Mutation SNP G A A KMT2D c.7058C>T p.P2353L
118K6285M1 16 56782164 56782164 Missense_Mutation SNP A G G NUP93 c.5A>G p.D2G
118K6285M1 16 56865836 56865836 Missense_Mutation SNP G A A NUP93 c.1168G>A p.V390M
118K6285M1 16 68842741 68842741 Missense_Mutation SNP C A A CDH1 c.677C>A p.A226D
118K6285M1 17 7578253 7578253 Missense_Mutation SNP C A A TP53 c.596G>T p.G199V
118K6285M1 17 59870987 59870987 Missense_Mutation SNP T C C BRIP1 c.1444A>G p.I482V
118K6285M1 18 19751656 19751656 Missense_Mutation SNP G A A GATA6 c.551G>A p.S184N
118K6285M1 19 10472988 10472988 Missense_Mutation SNP C T T TYK2 c.1621G>A p.G541R
118K6285M1 - - Splice_Site SNP - - - EP300 c.1623-5dup -
118K6285M1 3 119720881 119720881 Splice_Site SNP T A A GSK3B c.282+12A>T -
118K6285M1 4 187532570 187532570 Missense_Mutation SNP G T T FAT1 c.9823C>A p.H3275N
118K6285M1 4 187541786 187541786 Missense_Mutation SNP G T T FAT1 c.5954C>A p.S1985Y
118K6285M1 5 251216 251216 Missense_Mutation SNP G A A SDHA c.1661G>A p.R554Q
118K6285M1 5 156671429 156671429 Missense_Mutation SNP C A A ITK c.1390C>A p.L464M
118K6285M1 6 33288998 33288998 Missense_Mutation SNP C T T DAXX c.554G>A p.R185Q
118K6285M1 9 102590768 102590768 Missense_Mutation SNP C A A NR4A3 c.444C>A p.F148L
118K6312M1 17 7578503 7578503 Missense_Mutation SNP C T T TP53 c.427G>A p.V143M
118K6312M1 - - In_Frame_Del INS - - - CDKN2A c.83_100del p.V28_E33del
118K6312M1 - - Frame_Shift_Del INS - - - KDM6A c.3388_3395del p.N1130Sfs*18
118K6336A1 11 125499349 125499349 Missense_Mutation SNP G A A CHEK1 c.418G>A p.E140K
118K6336A1 16 2130267 2130267 Missense_Mutation SNP G C C TSC2 c.3499G>C p.E1167Q
118K6336A1 - - Frame_Shift_Del INS - - - TP53 c.626_627del p.R209Kfs*6
118K6336A1 18 42532639 42532639 Nonsense_Mutation SNP A T T SETBP1 c.3334A>T p.K1112*
118K6336A1 2 141283547 141283547 Missense_Mutation SNP G C C LRP1B c.7892C>G p.T2631R
118K6336A1 2 212543774 212543774 Splice_Site SNP T A A ERBB4 c.1622+3A>T -
118K6336A1 3 41266101 41266101 Missense_Mutation SNP C T T CTNNB1 c.98C>T p.S33F
118K6336A1 4 153249478 153249478 Missense_Mutation SNP T A A FBXW7 c.1300A>T p.I434F
118K6336A1 7 20198075 20198075 Missense_Mutation SNP C T T MACC1 c.1909G>A p.E637K
118K6336A1 7 151921590 151921590 Missense_Mutation SNP T C C KMT2C c.3088A>G p.I1030V
118K6349A1 11 92616149 92616149 Missense_Mutation SNP G A A FAT3 c.12527G>A p.R4176H
118K6349A1 17 37868208 37868208 Missense_Mutation SNP C T T ERBB2 c.929C>T p.S310F
118K6349A1 17 80789199 80789199 Missense_Mutation SNP C T T ZNF750 c.1132G>A p.E378K
118K6349A1 18 48575671 48575671 Nonsense_Mutation SNP C G G SMAD4 c.431C>G p.S144*
118K6349A1 3 189526226 189526226 Missense_Mutation SNP G A A TP63 c.490G>A p.A164T
118K6349A1 7 41729593 41729593 Missense_Mutation SNP C G G INHBA c.936G>C p.L312F
118K6372A3 - - Frame_Shift_Del INS - - - ARID1A c.817del p.A273Pfs*90
118K6372A3 - - Frame_Shift_Ins INS - - - ARID1A c.3216dup p.W1073Mfs*32
118K6372A3 - - Splice_Site SNP - - - FUBP1 c.1781-6dup -
118K6372A3 1 158623086 158623086 Missense_Mutation SNP G A A SPTA1 c.3166C>T p.R1056C
118K6372A3 1 162729663 162729663 Missense_Mutation SNP T C C DDR2 c.749T>C p.V250A
118K6372A3 11 22646455 22646455 Missense_Mutation SNP T C C FANCF c.902A>G p.D301G
118K6372A3 11 118376407 118376407 Missense_Mutation SNP A C C KMT2A c.9800A>C p.N3267T
118K6372A3 - - Missense_Mutation SNP - - - CHD4 c.4586_4588del p.K1529del
118K6372A3 12 21628745 21628745 Missense_Mutation SNP A C C RECQL c.963T>G p.C321W
118K6372A3 - - Splice_Site SNP - - - KMT2D c.13840-10del -
118K6372A3 12 49445244 49445244 Missense_Mutation SNP G A A KMT2D c.2222C>T p.P741L
118K6372A3 12 52385715 52385715 Nonsense_Mutation SNP C T T ACVR1B c.1453C>T p.R485*
118K6372A3 12 56478854 56478854 Missense_Mutation SNP G T T ERBB3 c.310G>T p.V104L
118K6372A3 - - Frame_Shift_Ins INS - - - APEX1 c.146dup p.D50Rfs*28
118K6372A3 - - Frame_Shift_Ins INS - - - FANCM c.2604dup p.E869Rfs*3
118K6372A3 16 67662352 67662352 Missense_Mutation SNP G A A CTCF c.1598G>A p.R533H
118K6372A3 - - Frame_Shift_Ins INS - - - CDH1 c.377dup p.P127Afs*41
118K6372A3 - - Frame_Shift_Del INS - - - USP6 c.3752del p.G1251Afs*14
118K6372A3 - - Frame_Shift_Del INS - - - TP53 c.532del p.H178Tfs*69
118K6372A3 17 29541518 29541518 Missense_Mutation SNP C A A NF1 c.1442C>A p.P481H
118K6372A3 17 29661899 29661899 Nonsense_Mutation SNP G A A NF1 c.5856G>A p.W1952*
118K6372A3 - - Splice_Site SNP - - - SPOP c.353-12del -
118K6372A3 - - Frame_Shift_Del INS - - - RNF43 C.1976del P.G659Vfs*41
118K6372A3 17 78897476 78897476 Splice_Site SNP A G G RPTOR c.2808+3A>G -
118K6372A3 18 23632782 23632782 Missense_Mutation SNP G T T SS18 c.413C>A p.P138H
118K6372A3 - - Frame_Shift_Del INS - - - ROCK2 c.412del p.W138Gfs*31
118K6372A3 - - Missense_Mutation SNP - - - XPO1 c.116_118del p.E39del
118K6372A3 2 121746006 121746006 Missense_Mutation SNP C T T GLI2 c.2516C>T p.S839L
118K6372A3 2 170042491 170042491 Missense_Mutation SNP C T T LRP2 c.9367G>A p.D3123N
118K6372A3 - - Splice_Site SNP - - - LRP2 c.770-5del -
118K6372A3 22 21344765 21344765 Missense_Mutation SNP G A A LZTR1 c.742G>A p.G248R
118K6372A3 - - Missense_Mutation SNP - - - SMARCB1 c.1091_1093del p.K364del
118K6372A3 22 30057302 30057302 Nonsense_Mutation SNP C T T NF2 c.784C>T p.R262*
118K6372A3 22 41556717 41556717 Missense_Mutation SNP A C C EP300 c.3662A>C p.Q1221P
118K6372A3 3 49927438 49927438 Missense_Mutation SNP C T T MST1R c.3866G>A p.R1289H
118K6372A3 - - Frame_Shift_Del INS - - - PBRM1 c.773del p.N258Mfs*25
118K6372A3 3 142268966 142268966 Splice_Site SNP C T T ATR c.2976+8G>A -
118K6372A3 3 185191097 185191097 Missense_Mutation SNP G A A MAP3K13 c.1978G>A p.G660R
118K6372A3 4 126369973 126369973 Missense_Mutation SNP A G G FAT4 c.7802A>G p.Y2601C
118K6372A3 4 187539894 187539894 Missense_Mutation SNP C T T FAT1 c.7846G>A p.V2616I
118K6372A3 - - Splice_Site SNP - - - ITK 1061-7_1061-6d -
118K6372A3 - - Splice_Site SNP - - - ARID1B c.1927-3del -
118K6372A3 6 157488293 157488293 Missense_Mutation SNP C T T ARID1B c.2999C>T p.A1000V
118K6372A3 6 157522130 157522130 Missense_Mutation SNP C T T ARID1B c.4402C>T p.R1468C
118K6372A3 6 157528657 157528657 Nonsense_Mutation SNP C T T ARID1B c.6382C>T p.R2128*
118K6372A3 7 55221830 55221830 Missense_Mutation SNP G A A EGFR c.874G>A p.V292M
118K6372A3 7 140481411 140481411 Missense_Mutation SNP C A A BRAF c.1397G>T p.G466V
118K6372A3 7 140507836 140507836 Missense_Mutation SNP G A A BRAF c.635C>T p.T212I



118K6372A3 9 102609909 102609909 Splice_Site SNP C A A NR4A3 c.1633+12C>A -
118K6377A1 1 27106308 27106308 Nonsense_Mutation SNP G A A ARID1A c.5919G>A p.W1973*
118K6377A1 - - Frame_Shift_Del INS - - - ARID2 c.1010_1020del p.N337Rfs*8
118K6377A1 17 7577547 7577547 Missense_Mutation SNP C T T TP53 c.734G>A p.G245D
118K6377A1 18 48591891 48591891 Missense_Mutation SNP G A A SMAD4 c.1054G>A p.G352R
118K6377A1 6 163876338 163876338 Missense_Mutation SNP A G G QKI c.170A>G p.Y57C
118K6454A1 - - Frame_Shift_Del INS - - - EPHA2 c.1244delinsCT p.R415Pfs*39
118K6454A1 1 115256529 115256529 Missense_Mutation SNP T C C NRAS c.182A>G p.Q61R
118K6454A1 3 52439883 52439883 Nonsense_Mutation SNP G A A BAP1 c.829C>T p.Q277*
118K6479M1 11 60231786 60231786 Missense_Mutation SNP C A A MS4A1 c.305C>A p.A102E
118K6479M1 17 7578406 7578406 Missense_Mutation SNP C T T TP53 c.524G>A p.R175H
118K6479M1 3 41267364 41267364 Splice_Site SNP A C C CTNNB1 c.936+12A>C -
118K6479M1 4 88967920 88967920 Missense_Mutation SNP C G G PKD2 c.1446C>G p.F482L
118K6509A1 12 46230571 46230571 Nonsense_Mutation SNP C T T ARID2 c.820C>T p.R274*
118K6509A1 12 49426907 49426907 Nonsense_Mutation SNP G A A KMT2D c.11581C>T p.Q3861*
118K6509A1 15 66729154 66729154 Missense_Mutation SNP G C C MAP2K1 c.362G>C p.C121S
118K6509A1 16 2103385 2103385 Nonsense_Mutation SNP C T T TSC2 c.268C>T p.Q90*
118K6509A1 16 2130180 2130180 Nonsense_Mutation SNP C T T TSC2 c.3412C>T p.R1138*
118K6509A1 17 7577511 7577511 Missense_Mutation SNP A G G TP53 c.770T>C p.L257P
118K6509A1 18 48575209 48575209 Nonsense_Mutation SNP C T T SMAD4 c.403C>T p.R135*
118K6509A1 18 48591918 48591918 Missense_Mutation SNP C T T SMAD4 c.1081C>T p.R361C
118K6509A1 2 148677797 148677797 Splice_Site SNP A C C ACVR2A c.963-2A>C -
118K6509A1 5 231091 231091 Missense_Mutation SNP G C C SDHA c.871G>C p.E291Q
118K6509A1 5 149502735 149502735 Missense_Mutation SNP G A A PDGFRB c.2053C>T p.R685C
118K6509A1 X 129190052 129190052 Missense_Mutation SNP G A A BCORL1 c.5077G>A p.E1693K
118K6518A1 12 25398284 25398284 Missense_Mutation SNP C A A KRAS c.35G>T p.G12V
118K6518A1 17 7577526 7577526 Missense_Mutation SNP A G G TP53 c.755T>C p.L252P
118K6518A1 20 31022853 31022853 Nonsense_Mutation SNP C T T ASXL1 c.2338C>T p.Q780*
118K6518A1 - - Frame_Shift_Del INS - - - PBRM1 C.559del P.E187Sfs*7
118K6518A1 5 112102032 112102032 Nonsense_Mutation SNP A T T APC c.145A>T p.K49*
118K6557A1 1 43775149 43775149 Missense_Mutation SNP C T T TIE1 c.1279C>T p.R427C
118K6557A1 10 8115751 8115751 Missense_Mutation SNP G A A GATA3 c.1100G>A p.R367Q
118K6557A1 12 25398282 25398282 Missense_Mutation SNP C A A KRAS c.37G>T p.G13C
118K6557A1 12 57859588 57859588 Missense_Mutation SNP G A A GLI1 c.519G>A p.M173I
118K6557A1 - - Missense_Mutation SNP - - - TP53 c.764_766del p.I255del
118K6557A1 17 29679367 29679367 Missense_Mutation SNP G A A NF1 c.7550G>A p.R2517Q
118K6557A1 - - Frame_Shift_Del INS - - - IRF2 c.642del p.S215Afs*2
118K6557A1 9 21971209 21971209 Splice_Site SNP T A A CDKN2A c.151-2A>T -
118K6580A1 16 2124337 2124337 Missense_Mutation SNP C T T TSC2 c.2492C>T p.T831M
118K6580A1 17 7577509 7577509 Nonsense_Mutation SNP C A A TP53 c.772G>T p.E258*
118K6580A1 2 141665451 141665451 Missense_Mutation SNP A G G LRP1B c.3515T>C p.L1172P
118K6580A1 7 20199837 20199837 Nonsense_Mutation SNP C T T MACC1 c.147G>A p.W49*
118K6595M2 - - Frame_Shift_Del INS - - - MTOR c.5274_5290del p.Q1758Hfs*3
118K6595M2 12 57597207 57597207 Missense_Mutation SNP C A A LRP1 c.10854C>A p.F3618L
118K6595M2 17 7578406 7578406 Missense_Mutation SNP C T T TP53 c.524G>A p.R175H
118K6595M2 17 29509525 29509525 Splice_Site SNP G C C NF1 c.731-1G>C -
118K6595M2 17 48263830 48263830 Missense_Mutation SNP C T T COL1A1 c.3853G>A p.D1285N
118K6595M2 7 92462405 92462405 Missense_Mutation SNP C T T CDK6 c.233G>A p.R78K
118K6595M2 7 127724808 127724808 Missense_Mutation SNP C G G SND1 c.2143C>G p.R715G
118K6595M2 9 87635254 87635254 Missense_Mutation SNP C G G NTRK2 c.2306C>G p.P769R
118K6631A1 12 25398284 25398284 Missense_Mutation SNP C A A KRAS c.35G>T p.G12V
118K6631A1 4 20620399 20620399 Missense_Mutation SNP T C C SLIT2 c.4357T>C p.C1453R
118K6637M1 12 25398285 25398285 Missense_Mutation SNP C A A KRAS c.34G>T p.G12C
118K6637M1 - - Frame_Shift_Del INS - - - TP53 c.626_627del p.R209Kfs*6
118K6637M1 17 12013738 12013738 Missense_Mutation SNP A T T MAP2K4 c.680A>T p.H227L
118K6637M1 18 48575671 48575671 Nonsense_Mutation SNP C G G SMAD4 c.431C>G p.S144*
118K6637M1 - - Frame_Shift_Del INS - - - AMER1 84_988delinsGG p.C328Wfs*4
118K6653A1 17 7577114 7577114 Missense_Mutation SNP C T T TP53 c.824G>A p.C275Y
118K6653A1 22 21341825 21341825 Missense_Mutation SNP G A A LZTR1 c.353G>A p.R118H
118K6653A1 4 110882136 110882136 Nonsense_Mutation SNP C T T EGF c.1180C>T p.R394*
118K6674A1 12 25380275 25380275 Missense_Mutation SNP T G G KRAS c.183A>C p.Q61H
118K6674A1 17 7578534 7578534 Missense_Mutation SNP C G G TP53 c.396G>C p.K132N
118K6674A1 2 112765986 112765986 Missense_Mutation SNP G A A MERTK c.1894G>A p.E632K
118K6674A1 2 212426807 212426807 Missense_Mutation SNP G T T ERBB4 c.2308C>A p.L770M
118K6674A1 3 52441219 52441219 Missense_Mutation SNP T G G BAP1 c.551A>C p.D184A
118K6674A1 7 80299287 80299287 Missense_Mutation SNP C A A CD36 c.767C>A p.P256H
118K6703A1 - - In_Frame_Del INS - - - LZTR1 c.2248_2253delp.G750_F751del
118K6703A1 - - In_Frame_Del INS - - - BAP1 c.1063_1081del p.Q355*
118K6703A1 3 183212058 183212058 Missense_Mutation SNP T A A KLHL6 c.1159A>T p.T387S
118K6703A1 7 140453193 140453193 Missense_Mutation SNP T C C BRAF c.1742A>G p.N581S
118K6789A1 2 209113113 209113113 Missense_Mutation SNP G A A IDH1 c.394C>T p.R132C
118K6789A1 20 57428356 57428356 Missense_Mutation SNP G T T GNAS c.36G>T p.M12I
118K6789A1 3 185146700 185146700 Missense_Mutation SNP A G G MAP3K13 c.331A>G p.S111G
118K6855M1 10 84738731 84738731 Missense_Mutation SNP G T T NRG3 c.1438G>T p.G480W
118K6855M1 11 92086957 92086957 Missense_Mutation SNP G T T FAT3 c.1679G>T p.S560I
118K6855M1 17 7578463 7578463 Missense_Mutation SNP C G G TP53 c.467G>C p.R156P
118K6855M1 18 48604790 48604790 Nonsense_Mutation SNP G T T SMAD4 c.1612G>T p.E538*
118K6924A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118K6924A1 3 30732996 30732996 Missense_Mutation SNP C T T TGFBR2 c.1609C>T p.R537C
118K6924A1 - - Frame_Shift_Del INS - - - RBM10 c.1630del p.H544Ifs*160
118K6958A1 1 27105586 27105586 Nonsense_Mutation SNP G T T ARID1A c.5197G>T p.E1733*
118K6958A1 1 158626386 158626386 Missense_Mutation SNP T C C SPTA1 c.2866A>G p.K956E
118K6958A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118K6958A1 17 7577094 7577094 Missense_Mutation SNP G A A TP53 c.844C>T p.R282W
118K6958A1 - - Frame_Shift_Del INS - - - SMAD4 C.563_564del P.N188Tfs*17
118K6958A1 3 142241669 142241669 Missense_Mutation SNP A C C ATR c.4167T>G p.D1389E
118K6958A1 8 11412317 11412317 Missense_Mutation SNP C T T BLK c.538C>T p.R180C
118K6975A1 13 32931985 32931985 Missense_Mutation SNP C A A BRCA2 c.7724C>A p.T2575N
118K6975A1 17 7577121 7577121 Missense_Mutation SNP G A A TP53 c.817C>T p.R273C
118K6975A1 17 37868208 37868208 Missense_Mutation SNP C T T ERBB2 c.929C>T p.S310F
118K6975A1 2 170028581 170028581 Missense_Mutation SNP C T T LRP2 c.11207G>A p.R3736H
118K6975A1 7 140481402 140481402 Missense_Mutation SNP C A A BRAF c.1406G>T p.G469V
118K6975A1 8 48710791 48710791 Splice_Site SNP PRKDC c.10455+9C>T -
118K6975A1 9 21971186 21971186 Nonsense_Mutation SNP G A A CDKN2A c.172C>T p.R58*
118K6975A1 X 15540551 15540551 Nonsense_Mutation SNP C G G BMX c.593C>G p.S198*
118K6977A1 1 43787162 43787162 Missense_Mutation SNP G T T TIE1 c.3244G>T p.V1082L
118K6977A1 11 65425793 65425793 Missense_Mutation SNP C T T RELA c.842G>A p.S281N
118K6977A1 11 92616427 92616427 Missense_Mutation SNP G C C FAT3 c.12805G>C p.E4269Q



118K6977A1 - - Frame_Shift_Del INS - - - TP53 C.254del P.P85Lfs*38
118K6977A1 19 4090615 4090615 Missense_Mutation SNP G T T MAP2K2 c.1184C>A p.P395H
118K6977A1 3 30729864 30729864 Splice_Site SNP C G G TGFBR2 c.1397-12C>G -
118K6977A1 4 1808030 1808030 Missense_Mutation SNP G C C FGFR3 c.2006G>C p.R669P
118K6977A1 4 55968099 55968099 Missense_Mutation SNP C G G KDR c.2231G>C p.G744A
118K6977A1 - - Frame_Shift_Del INS - - - CSNK1A1 C.626_635del P.Y209Cfs*13
118K6986A1 12 50480122 50480122 Missense_Mutation SNP G A A SMARCD1 c.356G>A p.R119Q
118K6986A1 16 50783661 50783661 Missense_Mutation SNP G A A CYLD c.52G>A p.E18K
118K6986A1 - - Frame_Shift_Del INS - - - TP53 c.923del p.L308Rfs*37
118K6986A1 17 78854209 78854209 Splice_Site SNP G C C RPTOR c.1510-6G>C -
118K6986A1 18 23632790 23632790 Missense_Mutation SNP C A A SS18 c.405G>T p.M135I
118K6986A1 2 25497848 25497848 Missense_Mutation SNP G A A DNMT3A c.601C>T p.R201C
118K6986A1 2 29917793 29917793 Missense_Mutation SNP C T T ALK c.875G>A p.R292H
118K6986A1 2 109383574 109383574 Missense_Mutation SNP G T T RANBP2 c.6579G>T p.E2193D
118K6986A1 22 21344757 21344757 Missense_Mutation SNP G A A LZTR1 c.734G>A p.G245E
118K6986A1 6 30858775 30858775 Missense_Mutation SNP A C C DDR1 c.443A>C p.E148A
118K6986A1 7 6017398 6017398 Splice_Site SNP T A A PMS2 c.2276-10A>T -
118K6986A1 7 42088124 42088124 Missense_Mutation SNP C A A GLI3 c.645G>T p.M215I
118K6986A1 7 80302163 80302163 Splice_Site SNP A T T CD36 c.1199+4A>T -
118K6986A1 X 53223818 53223818 Missense_Mutation SNP C T T KDM5C c.3541G>A p.A1181T
118K7052M1 1 115256529 115256529 Missense_Mutation SNP T C C NRAS c.182A>G p.Q61R
118K7052M1 13 103053877 103053877 Missense_Mutation SNP G A A FGF14 c.152C>T p.T51M
118K7052M1 - - Frame_Shift_Ins INS - - - BAP1 c.476_510dup p.V171Lfs*28
118K7052M1 - - Frame_Shift_Ins INS - - - PBRM1 c.1248dup p.Y417Ifs*3
118K7052M1 4 66231757 66231757 Missense_Mutation SNP C A A EPHA5 c.1943G>T p.R648I
118K7052M1 6 117674224 117674224 Missense_Mutation SNP A G G ROS1 c.4250T>C p.I1417T
118K7082A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118K7082A1 15 93522483 93522483 Missense_Mutation SNP C G G CHD2 c.2846C>G p.T949R
118K7082A1 17 7578271 7578271 Missense_Mutation SNP T A A TP53 c.578A>T p.H193L
118K7082A1 18 48581281 48581281 Nonsense_Mutation SNP C G G SMAD4 c.585C>G p.Y195*
118K7082A1 - - Frame_Shift_Del INS - - - SMARCA4 426_432delinsTCp.Q144Cfs*158
118K7082A1 2 121708868 121708868 Missense_Mutation SNP C T T GLI2 c.304C>T p.R102W
118K7082A1 20 57484421 57484421 Missense_Mutation SNP G A A GNAS c.602G>A p.R201H
118K7082A1 - - Frame_Shift_Del INS - - - KMT2C c.11228del p.K3743Rfs*2
118K7082A1 8 41834792 41834792 Missense_Mutation SNP C T T KAT6A c.1097G>A p.R366Q
118K7083M1 1 16459975 16459975 Splice_Site SNP C T T EPHA2 c.1864+1G>A -
118K7083M1 - - Frame_Shift_Ins INS - - - TP53 C.93dup P.L32Sfs*11
118K7083M1 - - Frame_Shift_Del INS - - - NF1 C.1584del P.L529Sfs*27
118K7083M1 3 178936082 178936082 Missense_Mutation SNP G A A PIK3CA c.1624G>A p.E542K
118L7106A1 - - Frame_Shift_Del INS - - - TP53 c.1002del p.R335Vfs*10
118L7106A1 - - Frame_Shift_Del INS - - - MSH2 c.1171_1202del p.A391Tfs*15
118L7106A1 20 57485733 57485733 Splice_Site SNP C T T GNAS c.1039-5C>T -
118L7106A1 - - Frame_Shift_Del INS - - - MST1R c.722_770del p.H241Pfs*6
118L7106A1 4 1920319 1920319 Missense_Mutation SNP T C C NSD2 c.1379T>C p.F460S
118L7131A1 - - In_Frame_Del INS - - - ARID2 c.2495_2503del p.S832*
118L7131A1 17 5036249 5036249 Missense_Mutation SNP G T T USP6 c.240G>T p.M80I
118L7131A1 17 7578493 7578493 Nonsense_Mutation SNP C T T TP53 c.437G>A p.W146*
118L7131A1 4 153258986 153258986 Nonsense_Mutation SNP G A A FBXW7 c.829C>T p.Q277*
118L7133A1 17 7579414 7579414 Nonsense_Mutation SNP C T T TP53 c.273G>A p.W91*
118L7161A1 15 67457641 67457641 Missense_Mutation SNP C A A SMAD3 c.451C>A p.P151T
118L7161A1 17 7577108 7577108 Missense_Mutation SNP C A A TP53 c.830G>T p.C277F
118L7161A1 - - Frame_Shift_Del INS - - - PIK3R1 C.98del P.N33Ifs*5
118L7161A1 - - Frame_Shift_Ins INS - - - APC C.4666dup P.T1556Nfs*3
118L7198A1 1 16475389 16475389 Missense_Mutation SNP G A A EPHA2 c.307C>T p.R103C
118L7198A1 10 123239508 123239508 Nonsense_Mutation SNP C A A FGFR2 c.2329G>T p.E777*
118L7198A1 17 7578475 7578475 Missense_Mutation SNP G A A TP53 c.455C>T p.P152L
118L7198A1 17 37868208 37868208 Missense_Mutation SNP C T T ERBB2 c.929C>T p.S310F
118L7198A1 3 52443729 52443729 Splice_Site SNP C T T BAP1 c.67+1G>A -
118L7198A1 7 128852243 128852243 Missense_Mutation SNP G A A SMO c.2315G>A p.R772H
118L7198A1 7 140453193 140453193 Missense_Mutation SNP T A A BRAF c.1742A>T p.N581I
118L7202A1 1 158624504 158624504 Missense_Mutation SNP C A A SPTA1 c.2933G>T p.G978V
118L7202A1 12 46287201 46287201 Splice_Site SNP A G G ARID2 c.5148-2A>G -
118L7202A1 - - Frame_Shift_Del INS - - - CTCF C.1331_1332de P.T444Sfs*7
118L7202A1 17 7577570 7577570 Missense_Mutation SNP C A A TP53 c.711G>T p.M237I
118L7202A1 X 110463640 110463640 Missense_Mutation SNP G A A PAK3 c.1600G>A p.A534T
118L7212A1 1 51439730 51439730 Nonsense_Mutation SNP G T T CDKN2C c.295G>T p.E99*
118L7212A1 11 118375313 118375313 Missense_Mutation SNP G T T KMT2A c.8706G>T p.Q2902H
118L7212A1 12 46240644 46240644 Nonsense_Mutation SNP A T T ARID2 c.1504A>T p.R502*
118L7212A1 - - Frame_Shift_Del INS - - - ARID2 c.1611_1626del p.D537Efs*15
118L7212A1 - - Frame_Shift_Del INS - - - KMT2D c.192_193delinsT p.R65Vfs*65
118L7212A1 17 7577534 7577534 Missense_Mutation SNP C A A TP53 c.747G>T p.R249S
118L7212A1 - - In_Frame_Del INS - - - PIK3CA c.1342_1353delp.V448_G451del
118L7212A1 5 180047312 180047312 Splice_Site SNP C A A FLT4 c.2407-4G>T -
118L7212A1 7 2962378 2962378 Missense_Mutation SNP C T T CARD11 c.2159G>A p.R720Q
118L7229A1 1 16475388 16475388 Missense_Mutation SNP C G G EPHA2 c.308G>C p.R103P
118L7229A1 - - Frame_Shift_Del INS - - - ARID1A c.487_508del p.A163Tfs*62
118L7229A1 2 141108580 141108580 Missense_Mutation SNP G C C LRP1B c.11678C>G p.A3893G
118L7229A1 8 93107283 93107283 Missense_Mutation SNP G C C RUNX1T1 c.238C>G p.L80V
118L7236A1 1 27094328 27094328 Nonsense_Mutation SNP T A A ARID1A c.3036T>A p.Y1012*
118L7236A1 - - Frame_Shift_Ins INS - - - ACVR1B c.1335_1338dup p.L447Cfs*20
118L7236A1 19 1207085 1207085 Missense_Mutation SNP G T T STK11 c.173G>T p.G58V
118L7236A1 2 148680663 148680663 Missense_Mutation SNP G A A ACVR2A c.1199G>A p.R400H
118L7236A1 X 129159276 129159276 Missense_Mutation SNP C T T BCORL1 c.4000C>T p.R1334W
118L7265A2 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118L7265A2 13 110434682 110434682 Missense_Mutation SNP C T T IRS2 c.3719G>A p.R1240H
118L7265A2 17 7578265 7578265 Missense_Mutation SNP A G G TP53 c.584T>C p.I195T
118L7265A2 2 141641467 141641467 Missense_Mutation SNP T C C LRP1B c.4088A>G p.K1363R
118L7265A2 2 202136270 202136270 Missense_Mutation SNP A G G CASP8 c.433A>G p.S145G
118L7275A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118L7275A1 17 7578382 7578382 Nonsense_Mutation SNP G T T TP53 c.548C>A p.S183*
118L7275A1 9 135787732 135787732 Missense_Mutation SNP G A A TSC1 c.850C>T p.R284C
118L7370A1 - - Frame_Shift_Del INS - - - KRAS c.498_499del p.H166Qfs*9
118L7370A1 12 25398285 25398285 Missense_Mutation SNP C A A KRAS c.34G>T p.G12C
118L7370A1 22 24145600 24145600 Missense_Mutation SNP A T T SMARCB1 c.619A>T p.N207Y
118L7386A1 1 27099947 27099947 Nonsense_Mutation SNP C T T ARID1A c.3826C>T p.R1276*
118L7386A1 14 75748096 75748096 Nonsense_Mutation SNP C A A FOS c.1112C>A p.S371*
118L7386A1 17 59793342 59793342 Missense_Mutation SNP G A A BRIP1 c.2462C>T p.A821V
118L7386A1 22 21343161 21343161 Missense_Mutation SNP G A A LZTR1 c.593G>A p.R198K



118L7386A1 - - Missense_Mutation SNP - - - PIK3CA C.328_330del P.E110del
118L7386A1 - - In_Frame_Del INS - - - PDGFRB C.181_204del P.V61_E68del
118L7386A1 7 6426900 6426900 Missense_Mutation SNP A C C RAC1 c.93A>C p.E31D
118L7386A1 7 81336624 81336624 Missense_Mutation SNP C T T HGF c.1598G>A p.R533Q
118L7386A1 8 48711869 48711869 Missense_Mutation SNP PRKDC c.10198T>G p.W3400G
118L7404M1 1 120466361 120466361 Missense_Mutation SNP T G G NOTCH2 c.4758A>C p.E1586D
118L7404M1 1 158609445 158609445 Missense_Mutation SNP G C C SPTA1 c.4907C>G p.A1636G
118L7404M1 12 49432299 49432299 Missense_Mutation SNP T G G KMT2D c.8840A>C p.H2947P
118L7404M1 12 57560824 57560824 Missense_Mutation SNP C T T LRP1 c.2909C>T p.S970L
118L7404M1 13 25026701 25026701 Missense_Mutation SNP A G G PARP4 c.2857T>C p.F953L
118L7404M1 16 3786029 3786029 Splice_Site SNP G A A CREBBP c.4728+8C>T -
118L7404M1 17 7578263 7578263 Nonsense_Mutation SNP G A A TP53 c.586C>T p.R196*
118L7404M1 19 15353845 15353845 Missense_Mutation SNP G A A BRD4 c.3035C>T p.P1012L
118L7404M1 2 170002327 170002327 Missense_Mutation SNP C G G LRP2 c.12918G>C p.E4306D
118L7404M1 22 24176339 24176339 Missense_Mutation SNP G A A SMARCB1 c.1130G>A p.R377H
118L7404M1 4 66356209 66356209 Missense_Mutation SNP C T T EPHA5 c.1288G>A p.D430N
118L7404M1 5 176636872 176636872 Missense_Mutation SNP A G G NSD1 c.1472A>G p.E491G
118L7404M1 6 157405841 157405841 Missense_Mutation SNP A G G ARID1B c.2083A>G p.T695A
118L7404M1 7 18833040 18833040 Missense_Mutation SNP G A A HDAC9 c.2278G>A p.E760K
118L7404M1 9 97933432 97933432 Splice_Site SNP A G G FANCC c.457-7T>C -
118L7413A1 - - In_Frame_Ins INS - - - PTEN c.439_456dupp.K147_L152dup
118L7413A1 7 142640096 142640096 Missense_Mutation SNP C T T KEL c.1807G>A p.A603T
118L7497M1 - - Frame_Shift_Ins INS - - - ARID1A c.961_986dup p.A330Rfs*42
118L7497M1 1 204499861 204499861 Missense_Mutation SNP A G G MDM4 c.203A>G p.Q68R
118L7497M1 10 88659835 88659835 Missense_Mutation SNP C A A BMPR1A c.482C>A p.A161D
118L7497M1 11 92616320 92616320 Missense_Mutation SNP G A A FAT3 c.12698G>A p.R4233H
118L7497M1 13 28897002 28897002 Missense_Mutation SNP C T T FLT1 c.2878G>A p.V960I
118L7497M1 16 67644855 67644855 Missense_Mutation SNP A T T CTCF c.120A>T p.L40F
118L7497M1 17 80789046 80789046 Missense_Mutation SNP C T T ZNF750 c.1285G>A p.G429S
118L7497M1 18 48593533 48593533 Missense_Mutation SNP G T T SMAD4 c.1284G>T p.K428N
118L7497M1 2 121746077 121746077 Missense_Mutation SNP T G G GLI2 c.2587T>G p.S863A
118L7497M1 X 44969471 44969471 Nonsense_Mutation SNP C T T KDM6A c.4153C>T p.Q1385*
118L7516M1 12 121438953 121438953 Missense_Mutation SNP C G G HNF1A c.1854C>G p.I618M
118L7516M1 13 49039470 49039470 Missense_Mutation SNP C G G RB1 c.2455C>G p.L819V
118L7516M1 - - In_Frame_Del INS - - - IRS2 C.2096_2104deP.A699_A701del
118L7516M1 14 95562437 95562437 Missense_Mutation SNP C T T DICER1 c.4820G>A p.R1607Q
118L7516M1 16 2124198 2124198 Splice_Site SNP C T T TSC2 c.2356-3C>T -
118L7516M1 16 56871605 56871605 Missense_Mutation SNP G A A NUP93 c.1985G>A p.R662K
118L7516M1 2 170034537 170034537 Splice_Site SNP C A A LRP2 c.10170-1G>T -
118L7516M1 2 209113113 209113113 Missense_Mutation SNP G A A IDH1 c.394C>T p.R132C
118L7516M1 3 47165993 47165993 Missense_Mutation SNP T C C SETD2 c.133A>G p.M45V
118L7516M1 3 195609000 195609000 Missense_Mutation SNP T C C TNK2 c.809A>G p.D270G
118L7516M1 4 1806153 1806153 Missense_Mutation SNP C T T FGFR3 c.1172C>T p.A391V
118L7516M1 4 187584755 187584755 Missense_Mutation SNP G A A FAT1 c.3278C>T p.T1093M
118L7537A1 1 27057961 27057961 Nonsense_Mutation SNP C T T ARID1A c.1669C>T p.Q557*
118L7537A1 - - Splice_Site SNP - - - SPTA1 376-30_3376-11 -
118L7537A1 17 7577539 7577539 Missense_Mutation SNP G A A TP53 c.742C>T p.R248W
118L7537A1 18 48575152 48575152 Missense_Mutation SNP C A A SMAD4 c.346C>A p.Q116K
118L7537A1 - - Frame_Shift_Del INS - - - ARID1B C.1160_1200de P.A387Gfs*134
118L7537A1 7 140453155 140453155 Missense_Mutation SNP C T T BRAF c.1780G>A p.D594N
118L7537A1 X 44929085 44929085 Nonsense_Mutation SNP G T T KDM6A c.2185G>T p.E729*
118L7537A1 X 47032526 47032526 Splice_Site SNP G T T RBM10 c.433-1G>T -
118L7560M1 2 209113113 209113113 Missense_Mutation SNP G A A IDH1 c.394C>T p.R132C
118L7560M1 - - Frame_Shift_Del INS - - - PBRM1 c.818_860del p.A273Vfs*13
118L7574A1 17 7577609 7577609 Splice_Site SNP C T T TP53 c.673-1G>A -
118L7574A1 19 11123735 11123735 Nonsense_Mutation SNP C A A SMARCA4 c.2385C>A p.Y795*
118L7574A1 9 21971111 21971111 Missense_Mutation SNP G A A CDKN2A c.247C>T p.H83Y
118L7574A1 X 76814140 76814140 Missense_Mutation SNP C A A ATRX c.6504G>T p.Q2168H
118L7607A1 17 7577538 7577538 Missense_Mutation SNP C T T TP53 c.743G>A p.R248Q
118L7607A1 9 93641101 93641101 Missense_Mutation SNP A G G SYK c.1378A>G p.K460E
118L7654M1 - - Frame_Shift_Ins INS - - - ARID1A C.748_758dup P.S255Rfs*112
118L7654M1 12 49444501 49444501 Nonsense_Mutation SNP A T T KMT2D c.2870T>A p.L957*
118L7654M1 14 102548726 102548726 Missense_Mutation SNP T C C HSP90AA1 c.2177A>G p.Y726C
118L7654M1 2 209113113 209113113 Missense_Mutation SNP G A A IDH1 c.394C>T p.R132C
118L7654M1 7 151846234 151846234 Missense_Mutation SNP A C C KMT2C c.12778T>G p.S4260A
118L7654M1 - - Splice_Site SNP - - - KMT2C 2775-26_12775-2 -
118L7654M1 7 151893098 151893098 Splice_Site SNP T A A KMT2C c.4274-2A>T -
118L7654M1 - - Frame_Shift_Del INS - - - PTCH1 C.2144del P.F715Sfs*31
118L7656M1 - - Frame_Shift_Del INS - - - TNFRSF14 c.218_219del p.T73Sfs*3
118L7656M1 - - Frame_Shift_Del INS - - - EPHA2 c.987del p.S330Pfs*63
118L7656M1 - - Frame_Shift_Ins INS - - - ARID1A c.676_679dup p.P227Rfs*174
118L7656M1 - - Missense_Mutation SNP - - - RARA c.499_501del p.K167del
118L7656M1 - - Frame_Shift_Del INS - - - BCOR c.524_527del p.K175Rfs*40
118L7756A1 - - Frame_Shift_Ins INS - - - ARID1A C.3121dup P.L1041Pfs*6
118L7756A1 10 89690802 89690802 Splice_Site SNP G C C PTEN c.210-1G>C -
118L7756A1 - - Frame_Shift_Ins INS - - - SMAD4 C.421dup P.I141Nfs*2
118L7756A1 20 57484421 57484421 Missense_Mutation SNP G A A GNAS c.602G>A p.R201H
118L7756A1 7 140481412 140481412 Missense_Mutation SNP C G G BRAF c.1396G>C p.G466R
118L7757A1 - - Frame_Shift_Ins INS - - - EPHA2 c.1153dup p.Y385Lfs*69
118L7757A1 1 158612266 158612266 Missense_Mutation SNP C T T SPTA1 c.4672G>A p.V1558I
118L7757A1 - - Splice_Site SNP - - - PARP1 c.2848+11del -
118L7757A1 12 25380276 25380276 Missense_Mutation SNP T A A KRAS c.182A>T p.Q61L
118L7757A1 - - Frame_Shift_Ins INS - - - TP53 c.267dup p.S90Lfs*59
118L7757A1 17 56440631 56440631 Splice_Site SNP C G G RNF43 c.582+5G>C -
118L7757A1 2 141643893 141643893 Missense_Mutation SNP C T T LRP1B c.3778G>A p.A1260T
118L7757A1 2 170101208 170101208 Missense_Mutation SNP T C C LRP2 c.3425A>G p.N1142S
118L7757A1 2 212295774 212295774 Missense_Mutation SNP G A A ERBB4 c.2539C>T p.R847C
118L7757A1 - - Frame_Shift_Del INS - - - CDKN2A c.118_142del p.A40Rfs*5
118L7820J1 1 158641959 158641959 Missense_Mutation SNP C T T SPTA1 c.1378G>A p.A460T
118L7820J1 - - Frame_Shift_Del INS - - - ATM C.3272_3273de P.E1091Vfs*4
118L7820J1 - - Frame_Shift_Del INS - - - PARP4 C.3032_3071de P.H1011Lfs*16
118L7820J1 13 102375233 102375233 Missense_Mutation SNP G A A FGF14 c.707C>T p.A236V
118L7820J1 17 7574021 7574021 Nonsense_Mutation SNP C A A TP53 c.1006G>T p.E336*
118L7820J1 - - Missense_Mutation SNP - - - ASXL1 3478_3479delins p.G1160F
118L7820J1 3 52439898 52439898 Missense_Mutation SNP G C C BAP1 c.814C>G p.Q272E
118L7820J1 8 68999961 68999961 Missense_Mutation SNP C A A PREX2 c.2030C>A p.T677K

118L7848M1 - - Splice_Site SNP - - - EPHA2 1865-10_1865-1d -
118L7848M1 12 25398284 25398284 Missense_Mutation SNP C A A KRAS c.35G>T p.G12V



118L7848M1 12 133225654 133225654 Missense_Mutation SNP C T T POLE c.4010G>A p.S1337N
118L7848M1 20 30662502 30662502 Missense_Mutation SNP G A A HCK c.343G>A p.V115I
118L7848M1 4 20620585 20620585 Nonsense_Mutation SNP G T T SLIT2 c.4543G>T p.E1515*
118L7848M1 - - Frame_Shift_Del INS - - - BCORL1 C.2228del P.R743Pfs*40
118L7853A1 - - Frame_Shift_Del INS - - - ARID1A c.4912del p.D1638Ifs*16
118L7853A1 12 46285669 46285669 Nonsense_Mutation SNP C T T ARID2 c.5029C>T p.R1677*
118L7853A1 15 88423551 88423551 Missense_Mutation SNP C T T NTRK3 c.2242G>A p.E748K
118L7853A1 - - Missense_Mutation SNP - - - TP53 1000_1001delins p.G334L
118L7860A1 1 78430001 78430001 Missense_Mutation SNP C T T FUBP1 c.878G>A p.R293K
118L7860A1 11 92577541 92577541 Missense_Mutation SNP C T T FAT3 c.11008C>T p.R3670W
118L7860A1 12 46243472 46243472 Nonsense_Mutation SNP C T T ARID2 c.1825C>T p.Q609*
118L7860A1 12 46243484 46243484 Nonsense_Mutation SNP C T T ARID2 c.1837C>T p.Q613*
118L7860A1 12 46244709 46244709 Nonsense_Mutation SNP C T T ARID2 c.2803C>T p.Q935*
118L7860A1 12 46254641 46254641 Nonsense_Mutation SNP C T T ARID2 c.4831C>T p.Q1611*
118L7860A1 17 7577085 7577085 Nonsense_Mutation SNP C A A TP53 c.853G>T p.E285*
118L7860A1 17 7577538 7577538 Missense_Mutation SNP C T T TP53 c.743G>A p.R248Q
118L7860A1 17 48263773 48263773 Missense_Mutation SNP G C C COL1A1 c.3910C>G p.Q1304E
118L7860A1 2 170013946 170013946 Missense_Mutation SNP C G G LRP2 c.11954G>C p.G3985A
118L7860A1 3 178936037 178936037 Missense_Mutation SNP G A A PIK3CA c.1579G>A p.D527N
118L7860A1 3 178936091 178936091 Missense_Mutation SNP G A A PIK3CA c.1633G>A p.E545K
118L7860A1 3 183226037 183226037 Missense_Mutation SNP A T T KLHL6 c.719T>A p.M240K
118L7860A1 4 110901298 110901298 Splice_Site SNP A G G EGF c.2221+3A>G -
118L7860A1 5 176665478 176665478 Missense_Mutation SNP G C C NSD1 c.4162G>C p.E1388Q
118L7860A1 6 117714466 117714466 Missense_Mutation SNP C G G ROS1 c.1183G>C p.E395Q
118L7860A1 8 11566174 11566174 Missense_Mutation SNP C T T GATA4 c.353C>T p.A118V
118L7860A1 9 21971036 21971036 Missense_Mutation SNP C T T CDKN2A c.322G>A p.D108N
118L7867A1 - - Frame_Shift_Del INS - - - ARID1A c.3300del p.Y1101Mfs*60
118L7867A1 12 56478983 56478983 Missense_Mutation SNP C T T ERBB3 c.439C>T p.P147S
118L7867A1 15 93486100 93486100 Missense_Mutation SNP C T T CHD2 c.854C>T p.A285V
118L7867A1 - - Frame_Shift_Del INS - - - TP53 c.46del p.Q16Rfs*28
118L7867A1 19 10602745 10602745 Missense_Mutation SNP G A A KEAP1 c.833C>T p.P278L
118L7867A1 19 15299917 15299917 Missense_Mutation SNP G A A NOTCH3 c.1261C>T p.R421C
118L7867A1 2 212286794 212286794 Nonsense_Mutation SNP T A A ERBB4 c.2902A>T p.K968*
118L7867A1 3 142278223 142278223 Nonsense_Mutation SNP C T T ATR c.1602G>A p.W534*
118L7867A1 6 157505389 157505389 Nonsense_Mutation SNP G T T ARID1B c.3370G>T p.E1124*
118L7895A1 1 16460082 16460082 Missense_Mutation SNP C A A EPHA2 c.1758G>T p.K586N
118L7895A1 - - In_Frame_Del INS - - - TP53 c.794_817del p.L265_V272del
118L7895A1 9 21971194 21971194 Missense_Mutation SNP C T T CDKN2A c.164G>A p.G55D
118L7895A1 X 123019820 123019820 Missense_Mutation SNP C T T XIAP c.308C>T p.T103M
118L8016M1 12 25398284 25398284 Missense_Mutation SNP C A A KRAS c.35G>T p.G12V
118L8016M1 16 354440 354440 Missense_Mutation SNP C T T AXIN1 c.1118G>A p.R373H
118L8016M1 17 7578508 7578508 Missense_Mutation SNP C T T TP53 c.422G>A p.C141Y
118L8016M1 17 37880257 37880257 Missense_Mutation SNP C G G ERBB2 c.2301C>G p.I767M
118L8016M1 2 198267360 198267360 Missense_Mutation SNP T G G SF3B1 c.1997A>C p.K666T
118L8016M1 4 88996022 88996022 Missense_Mutation SNP G A A PKD2 c.2581G>A p.D861N
118L8016M1 7 116412023 116412023 Missense_Mutation SNP A G G MET c.3008A>G p.Y1003C
118L8016M1 8 69017412 69017412 Missense_Mutation SNP C T T PREX2 c.2755C>T p.H919Y
118L8023M2 - - In_Frame_Ins INS - - - EPHA2 c.719dup p.E241*
118L8023M2 13 32912432 32912432 Nonsense_Mutation SNP A T T BRCA2 c.3940A>T p.K1314*
118L8023M2 20 31023598 31023598 Missense_Mutation SNP C G G ASXL1 c.3083C>G p.S1028W
118L8023M2 3 52443864 52443864 Missense_Mutation SNP C T T BAP1 c.31G>A p.D11N
118L8029M1 - - Frame_Shift_Del INS - - - SPEN C.3154del P.I1052Sfs*40
118L8029M1 - - Frame_Shift_Del INS - - - SPEN C.7484del P.P2495Lfs*4
118L8029M1 - - Frame_Shift_Del INS - - - EPHA2 C.843del P.F281Lfs*112
118L8029M1 1 27056238 27056238 Nonsense_Mutation SNP C T T ARID1A c.1234C>T p.Q412*
118L8029M1 - - Frame_Shift_Del INS - - - JAK1 C.2580del P.K860Nfs*16
118L8029M1 - - Missense_Mutation SNP - - - JAK1 C.2118_2120de P.E706del
118L8029M1 1 241665738 241665738 Splice_Site SNP C A A FH c.1236+5G>T -
118L8029M1 - - Frame_Shift_Del INS - - - CHD4 C.218del P.K73Rfs*129
118L8029M1 - - Frame_Shift_Del INS - - - HNF1A C.872del P.P291Qfs*51
118L8029M1 - - Frame_Shift_Del INS - - - BRCA2 C.1813del P.I605Yfs*9
118L8029M1 14 36987159 36987159 Missense_Mutation SNP C T T NKX2-1 c.530G>A p.G177E
118L8029M1 - - Frame_Shift_Del INS - - - B2M C.43_44del P.L15Ffs*41
118L8029M1 15 67477113 67477113 Missense_Mutation SNP G A A SMAD3 c.920G>A p.C307Y
118L8029M1 16 10274135 10274135 Missense_Mutation SNP T C C GRIN2A c.134A>G p.D45G
118L8029M1 17 7578388 7578388 Missense_Mutation SNP C T T TP53 c.542G>A p.R181H
118L8029M1 - - Frame_Shift_Del INS - - - RNF43 C.1943_1944de P.S648Cfs*98
118L8029M1 19 15299971 15299971 Missense_Mutation SNP C T T NOTCH3 c.1207G>A p.E403K
118L8029M1 2 141122273 141122273 Missense_Mutation SNP C A A LRP1B c.11088G>T p.E3696D
118L8029M1 - - Frame_Shift_Del INS - - - ACVR2A C.1310del P.K437Rfs*5
118L8029M1 - - Splice_Site SNP - - - CASP8 23-6_-123-3delT -
118L8029M1 - - Frame_Shift_Ins INS - - - ERBB4 C.1798dup P.A600Gfs*10
118L8029M1 - - Frame_Shift_Del INS - - - TGFBR2 C.383del P.K128Sfs*35
118L8029M1 - - Frame_Shift_Del INS - - - TGFBR2 C.1229_1230de P.V410Gfs*2
118L8029M1 3 37090440 37090440 Nonsense_Mutation SNP G T T MLH1 c.2035G>T p.E679*
118L8029M1 - - In_Frame_Del INS - - - PBRM1 C.159_160del P.Y54*
118L8029M1 3 89456470 89456470 Missense_Mutation SNP C T T EPHA3 c.1646C>T p.A549V
118L8029M1 3 178936082 178936082 Missense_Mutation SNP G A A PIK3CA c.1624G>A p.E542K
118L8029M1 - - Frame_Shift_Del INS - - - SLIT2 C.2712del P.K904Nfs*13
118L8029M1 4 126336687 126336687 Missense_Mutation SNP G A A FAT4 c.6569G>A p.R2190H
118L8029M1 4 153250856 153250856 Missense_Mutation SNP T C C FBXW7 c.1204A>G p.T402A
118L8029M1 - - Frame_Shift_Del INS - - - RAD50 C.2165del P.K722Rfs*14
118L8029M1 5 149497260 149497260 Missense_Mutation SNP C T T PDGFRB c.3058G>A p.D1020N
118L8029M1 5 156671313 156671313 Missense_Mutation SNP G A A ITK c.1274G>A p.C425Y
118L8029M1 5 176666797 176666797 Missense_Mutation SNP A T T NSD1 c.4233A>T p.K1411N
118L8029M1 5 180058718 180058718 Missense_Mutation SNP A G G FLT4 c.119T>C p.V40A
118L8029M1 - - Splice_Site SNP - - - FYN c.345-9delT -
118L8029M1 8 32621591 32621591 Missense_Mutation SNP G A A NRG1 c.1123G>A p.E375K
118L8029M1 - - Splice_Site SNP - - - NBN c.1398-10delT -
118L8029M1 X 76909699 76909699 Splice_Site SNP A C C ATRX c.4215-9T>G -
118L8044A1 1 16258127 16258127 Nonsense_Mutation SNP C T T SPEN c.5392C>T p.Q1798*
118L8044A1 1 32741204 32741204 Missense_Mutation SNP G A A LCK c.412G>A p.E138K
118L8044A1 1 204506578 204506578 Missense_Mutation SNP C G G MDM4 c.364C>G p.L122V
118L8044A1 1 206648248 206648248 Missense_Mutation SNP C G G IKBKE c.269C>G p.S90C
118L8044A1 11 22646489 22646489 Nonsense_Mutation SNP G A A FANCF c.868C>T p.Q290*
118L8044A1 11 92564779 92564779 Splice_Site SNP C T T FAT3 c.9482-9C>T -
118L8044A1 12 46254583 46254583 Splice_Site SNP G C C ARID2 c.4774-1G>C -
118L8044A1 12 133233991 133233991 Missense_Mutation SNP C G G POLE c.3403G>C p.E1135Q



118L8044A1 12 133244079 133244079 Splice_Site SNP C T T POLE c.2319+10G>A -
118L8044A1 13 25072298 25072298 Missense_Mutation SNP G T T PARP4 c.547C>A p.P183T
118L8044A1 13 48934254 48934254 Missense_Mutation SNP G C C RB1 c.709G>C p.E237Q
118L8044A1 14 81574987 81574987 Missense_Mutation SNP G A A TSHR c.724G>A p.E242K
118L8044A1 15 75092849 75092849 Splice_Site SNP G C C CSK c.556+3G>C -
118L8044A1 15 88690645 88690645 Splice_Site SNP G C C NTRK3 c.396-11C>G -
118L8044A1 15 99465606 99465606 Missense_Mutation SNP G A A IGF1R c.2431G>A p.E811K
118L8044A1 17 7578406 7578406 Missense_Mutation SNP C T T TP53 c.524G>A p.R175H
118L8044A1 18 739737 739737 Nonsense_Mutation SNP G A A YES1 c.1135C>T p.Q379*
118L8044A1 19 11097056 11097056 Nonsense_Mutation SNP C T T SMARCA4 c.547C>T p.Q183*
118L8044A1 2 11337318 11337318 Missense_Mutation SNP C A A ROCK2 c.3436G>T p.D1146Y
118L8044A1 2 47606929 47606929 Missense_Mutation SNP C T T EPCAM c.679C>T p.H227Y
118L8044A1 3 47061326 47061326 Missense_Mutation SNP G A A SETD2 c.7355C>T p.S2452L
118L8044A1 4 55565800 55565800 Missense_Mutation SNP C G G KIT c.624C>G p.F208L
118L8044A1 5 176638948 176638948 Missense_Mutation SNP C T T NSD1 c.3548C>T p.S1183F
118L8044A1 7 20199233 20199233 Missense_Mutation SNP G C C MACC1 c.751C>G p.L251V
118L8044A1 7 127544837 127544837 Nonsense_Mutation SNP G T T SND1 c.1492G>T p.E498*
118L8044A1 8 93107578 93107578 Missense_Mutation SNP C T T RUNX1T1 c.118G>A p.E40K
118L8044A1 9 27228199 27228199 Splice_Site SNP C T T TEK c.3201-5C>T -
118L8044A1 X 15552336 15552336 Missense_Mutation SNP G A A BMX c.1021G>A p.D341N
118L8044A1 X 70339981 70339981 Missense_Mutation SNP G A A MED12 c.514G>A p.E172K
118L8044A1 X 70643021 70643021 Missense_Mutation SNP G T T TAF1 c.4567G>T p.D1523Y
118L8044A1 1 16258127 16258127 Nonsense_Mutation SNP C T T SPEN c.5392C>T p.Q1798*
118L8044A1 - - In_Frame_Del INS - - - SPEN c.5997_6004del p.G2000*
118L8044A1 1 204506578 204506578 Missense_Mutation SNP C G G MDM4 c.364C>G p.L122V
118L8044A1 1 206648248 206648248 Missense_Mutation SNP C G G IKBKE c.269C>G p.S90C
118L8044A1 10 114925435 114925435 Missense_Mutation SNP C G G TCF7L2 c.1495C>G p.R499G
118L8044A1 11 22646489 22646489 Nonsense_Mutation SNP G A A FANCF c.868C>T p.Q290*
118L8044A1 - - Frame_Shift_Del INS - - - MS4A1 c.478_487del p.P160Tfs*34
118L8044A1 11 92564779 92564779 Splice_Site SNP C T T FAT3 c.9482-9C>T -
118L8044A1 12 46254583 46254583 Splice_Site SNP G C C ARID2 c.4774-1G>C -
118L8044A1 12 133244079 133244079 Splice_Site SNP C T T POLE c.2319+10G>A -
118L8044A1 13 25072298 25072298 Missense_Mutation SNP G T T PARP4 c.547C>A p.P183T
118L8044A1 13 48934254 48934254 Missense_Mutation SNP G C C RB1 c.709G>C p.E237Q
118L8044A1 14 81574987 81574987 Missense_Mutation SNP G A A TSHR c.724G>A p.E242K
118L8044A1 15 75092849 75092849 Splice_Site SNP G C C CSK c.556+3G>C -
118L8044A1 15 88690645 88690645 Splice_Site SNP G C C NTRK3 c.396-11C>G -
118L8044A1 15 99465606 99465606 Missense_Mutation SNP G A A IGF1R c.2431G>A p.E811K
118L8044A1 18 739737 739737 Nonsense_Mutation SNP G A A YES1 c.1135C>T p.Q379*
118L8044A1 19 11097056 11097056 Nonsense_Mutation SNP C T T SMARCA4 c.547C>T p.Q183*
118L8044A1 2 11337318 11337318 Missense_Mutation SNP C A A ROCK2 c.3436G>T p.D1146Y
118L8044A1 3 47061326 47061326 Missense_Mutation SNP G A A SETD2 c.7355C>T p.S2452L
118L8044A1 3 178936091 178936091 Missense_Mutation SNP G A A PIK3CA c.1633G>A p.E545K
118L8044A1 4 55565800 55565800 Missense_Mutation SNP C G G KIT c.624C>G p.F208L
118L8044A1 4 153268144 153268144 Nonsense_Mutation SNP G A A FBXW7 c.664C>T p.R222*
118L8044A1 5 176638948 176638948 Missense_Mutation SNP C T T NSD1 c.3548C>T p.S1183F
118L8044A1 7 20199233 20199233 Missense_Mutation SNP G C C MACC1 c.751C>G p.L251V
118L8044A1 7 127544837 127544837 Nonsense_Mutation SNP G T T SND1 c.1492G>T p.E498*
118L8044A1 9 5126756 5126756 Nonsense_Mutation SNP C T T JAK2 c.3364C>T p.R1122*
118L8044A1 X 15552336 15552336 Missense_Mutation SNP G A A BMX c.1021G>A p.D341N
118L8044A1 X 63410021 63410021 Missense_Mutation SNP C T T AMER1 c.3146G>A p.R1049Q
118L8044A1 X 70339981 70339981 Missense_Mutation SNP G A A MED12 c.514G>A p.E172K
118L8044A1 X 70346933 70346933 Missense_Mutation SNP C T T MED12 c.2800C>T p.H934Y
118L8044A1 X 70643021 70643021 Missense_Mutation SNP G T T TAF1 c.4567G>T p.D1523Y
118L8083A1 - - Frame_Shift_Del INS - - - KMT2D C.5921del P.T1974Rfs*73
118L8083A1 17 7577117 7577117 Missense_Mutation SNP A C C TP53 c.821T>G p.V274G
118L8083A1 3 119585439 119585439 Missense_Mutation SNP G A A GSK3B c.946C>T p.R316W
118L8083A1 X 39914756 39914756 Missense_Mutation SNP C T T BCOR c.4504G>A p.D1502N
118L8213A1 - - Frame_Shift_Del INS - - - ARID1A c.291_301del p.P98Efs*9
118L8213A1 12 25398285 25398285 Missense_Mutation SNP C A A KRAS c.34G>T p.G12C
118L8213A1 - - Frame_Shift_Ins INS - - - LRP1 c.9496_9497insTp.D3166Vfs*36
118L8213A1 13 32910944 32910944 Missense_Mutation SNP A T T BRCA2 c.2452A>T p.N818Y
118L8213A1 16 341199 341199 Missense_Mutation SNP G C C AXIN1 c.2285C>G p.S762C
118L8213A1 17 7578413 7578413 Missense_Mutation SNP C T T TP53 c.517G>A p.V173M
118L8213A1 - - Frame_Shift_Ins INS - - - RNF43 c.190dup p.T64Nfs*11
118L8213A1 19 42796456 42796456 Missense_Mutation SNP A T T CIC c.3013A>T p.T1005S
118L8213A1 5 1282656 1282656 Missense_Mutation SNP C T T TERT c.1657G>A p.V553I
118L8213A1 5 38963091 38963091 Nonsense_Mutation SNP G A A RICTOR c.1453C>T p.R485*
118L8213A1 6 32190870 32190870 Splice_Site SNP G T T NOTCH4 c.74-7C>A -
118L8213A1 X 47045475 47045475 Nonsense_Mutation SNP C G G RBM10 c.2442C>G p.Y814*
118L8367M1 - - Frame_Shift_Del INS - - - ARID1A 2G>A;c.5944_59C1981Y;V1982Kfs*9]
118L8367M1 16 2126493 2126493 Missense_Mutation SNP G T T TSC2 c.2744G>T p.G915V
118L8367M1 - - In_Frame_Ins INS - - - TP53 c.681dup p.D228*
118L8367M1 17 11998897 11998897 Missense_Mutation SNP T G G MAP2K4 c.399T>G p.I133M
118L8367M1 19 1220698 1220698 Missense_Mutation SNP G C C STK11 c.716G>C p.W239S
118L8367M1 2 109368371 109368371 Missense_Mutation SNP T A A RANBP2 c.1676T>A p.I559K
118L8367M1 2 191898347 191898347 Missense_Mutation SNP A C C STAT4 c.1721T>G p.V574G
118L8367M1 3 41266097 41266097 Missense_Mutation SNP G T T CTNNB1 c.94G>T p.D32Y
118L8367M1 3 52437790 52437790 Missense_Mutation SNP C G G BAP1 c.1371G>C p.K457N
118L8367M1 3 130992335 130992335 Missense_Mutation SNP C G G NEK11 c.1635C>G p.I545M
118L8367M1 7 42005889 42005889 Missense_Mutation SNP G A A GLI3 c.2782C>T p.R928C
118L8367M1 - - In_Frame_Del INS - - - CFTR 4230_4236delinQ1411_Q1412del
118L8367M1 9 135786877 135786877 Missense_Mutation SNP C A A TSC1 c.992G>T p.S331I
118L8370M1 15 49716538 49716538 Missense_Mutation SNP A G G FGF7 c.44A>G p.Y15C
118L8370M1 17 56437605 56437605 Missense_Mutation SNP C T T RNF43 c.857G>A p.R286Q
118L8370M1 17 59878736 59878736 Missense_Mutation SNP G A A BRIP1 c.1018C>T p.L340F
118L8370M1 19 11152182 11152182 Missense_Mutation SNP A G G SMARCA4 c.4466A>G p.N1489S
118L8370M1 19 41759543 41759543 Missense_Mutation SNP A G G AXL c.1939A>G p.I647V
118L8370M1 4 55136826 55136826 Missense_Mutation SNP G A A PDGFRA c.1148G>A p.R383H
118L8370M1 4 66197706 66197706 Missense_Mutation SNP G T T EPHA5 c.2993C>A p.A998D
118L8370M1 5 121736798 121736798 Missense_Mutation SNP G T T SNCAIP c.175G>T p.A59S
118L8370M1 6 117677785 117677785 Splice_Site SNP A T T ROS1 c.4141+7T>A -
118L8370M1 8 71036972 71036972 Missense_Mutation SNP C T T NCOA2 c.4045G>A p.A1349T
118L8457A1 14 105239924 105239924 Splice_Site SNP G A A AKT1 c.703-7C>T -
118L8457A1 17 7577120 7577120 Missense_Mutation SNP C A A TP53 c.818G>T p.R273L
118L8457A1 17 47677762 47677762 Missense_Mutation SNP C T T SPOP c.1103G>A p.R368H
118L8457A1 2 29519851 29519851 Missense_Mutation SNP C T T ALK c.1720G>A p.G574R
118L8457A1 2 141130655 141130655 Nonsense_Mutation SNP G A A LRP1B c.10690C>T p.Q3564*



118L8457A1 2 141609252 141609252 Missense_Mutation SNP C A A LRP1B c.4680G>T p.M1560I
118L8457A1 2 212289029 212289029 Splice_Site SNP A G G ERBB4 c.2720-3T>C -
118L8457A1 5 176619009 176619009 Nonsense_Mutation SNP C G G NSD1 c.1052C>G p.S351*
118L8457A1 7 141408647 141408647 Missense_Mutation SNP T C C WEE2 c.89T>C p.V30A
118L8475A1 - - Frame_Shift_Del INS - - - ARID1A c.3530del p.P1177Qfs*3
118L8475A1 10 123325014 123325014 Missense_Mutation SNP T C C FGFR2 c.314A>G p.Y105C
118L8475A1 16 396149 396149 Missense_Mutation SNP T G G AXIN1 c.877A>C p.R293R
118L8475A1 17 29562641 29562641 Nonsense_Mutation SNP C T T NF1 c.3721C>T p.R1241*
118L8475A1 3 52620644 52620644 Missense_Mutation SNP G C C PBRM1 c.3109C>G p.R1037G
118L8475A1 - - Frame_Shift_Del INS - - - IRF2 c.175del p.A59Qfs*11
118L8475A1 9 139396719 139396719 Splice_Site SNP C T T NOTCH1 c.5384+5G>A -
118L8475A1 9 139413166 139413166 Missense_Mutation SNP C T T NOTCH1 c.976G>A p.G326S
118L8475A1 X 70344083 70344083 Missense_Mutation SNP G A A MED12 c.1819G>A p.D607N
118L8606A1 - - Frame_Shift_Del INS - - - ARID1A c.867del p.T290Pfs*73
118L8606A1 17 7577094 7577094 Missense_Mutation SNP G A A TP53 c.844C>T p.R282W
118L8606A1 17 29553452 29553452 Splice_Site SNP G T T NF1 c.2002-1G>T -
118L8606A1 17 37619371 37619371 Splice_Site SNP G A A CDK12 c.1046+1G>A -
118L8606A1 - - Frame_Shift_Del INS - - - RAD51C c.896del p.P299Lfs*3
118L8606A1 19 33792773 33792773 Missense_Mutation SNP G C C CEBPA c.548C>G p.P183R
118L8606A1 2 25467120 25467120 Missense_Mutation SNP C A A DNMT3A c.1755G>T p.M585I
118L8606A1 2 142004825 142004825 Missense_Mutation SNP G C C LRP1B c.562C>G p.P188A
118L8606A1 2 191929601 191929601 Missense_Mutation SNP C A A STAT4 c.714G>T p.W238C
118L8606A1 20 39751925 39751925 Missense_Mutation SNP C G G TOP1 c.2286C>G p.D762E
118L8606A1 20 52194888 52194888 Missense_Mutation SNP G T T ZNF217 c.1468C>A p.L490I
118L8606A1 3 47162860 47162860 Missense_Mutation SNP C T T SETD2 c.3266G>A p.R1089Q
118L8606A1 3 70014398 70014398 Nonsense_Mutation SNP A C C MITF c.1259A>C p.*420S
118L8606A1 3 169988318 169988318 Missense_Mutation SNP C G G PRKCI c.560C>G p.T187R
118L8606A1 4 55980368 55980368 Missense_Mutation SNP C A A KDR c.723G>T p.K241N
118L8606A1 5 112164551 112164551 Splice_Site SNP A C C APC c.1627-2A>C -
118L8606A1 6 43749782 43749782 Missense_Mutation SNP G T T VEGFA c.1175G>T p.R392L
118L8606A1 7 55249180 55249180 Splice_Site SNP G T T EGFR c.2469+9G>T -
118L8606A1 8 48711936 48711936 Nonsense_Mutation SNP PRKDC c.10131C>A p.Y3377*
118L8606A1 9 139405215 139405215 Missense_Mutation SNP G A A NOTCH1 c.2630C>T p.P877L
118L8638M2 - - Splice_Site SNP - - - FUBP1 .120+1_120+5de -
118L8638M2 11 118362545 118362545 Nonsense_Mutation SNP C T T KMT2A c.4906C>T p.R1636*
118L8638M2 - - Frame_Shift_Ins INS - - - GATA6 C.581_582dup P.G195Wfs*100
118L8638M2 3 178947852 178947852 Missense_Mutation SNP C A A PIK3CA c.2727C>A p.F909L
118L8638M2 9 135786956 135786956 Splice_Site SNP C T T TSC1 c.914-1G>A -
118L8638M2 9 139399486 139399486 Missense_Mutation SNP C T T NOTCH1 c.4657G>A p.E1553K
118L8642M1 - - Frame_Shift_Ins INS - - - ARID1A c.3154dup p.Y1052Lfs*53
118L8642M1 - - In_Frame_Del INS - - - TBX3 C.1821del P.Y607*
118L8642M1 - - Frame_Shift_Del INS - - - IGF1R c.1314_1323del p.N438Kfs*25
118L8642M1 - - Frame_Shift_Del INS - - - TP53 c.340_343del p.L114Ifs*8
118L8642M1 2 11355098 11355098 Missense_Mutation SNP G C C ROCK2 c.1804C>G p.L602V
118L8642M1 2 141081457 141081457 Splice_Site SNP C A A LRP1B c.12514+5G>T -
118L8642M1 - - Frame_Shift_Del INS - - - APC c.7929_7932del p.Y2645Kfs*14
118L8642M1 5 147209156 147209156 Splice_Site SNP C G G SPINK1 c.87+6G>C -
118L8642M1 6 35423622 35423622 Missense_Mutation SNP C G G FANCE c.347C>G p.S116C
118L8642M1 7 42116457 42116457 Splice_Site SNP C T T GLI3 c.368-1G>A -
118L8875M1 - - Frame_Shift_Del INS - - - ARID1A c.6711del p.L2238Cfs*29
118L8875M1 11 532682 532682 Missense_Mutation SNP T G G HRAS c.524A>C p.D175A
118L8875M1 - - Frame_Shift_Del INS - - - FOXP1 c.1668del p.N558Tfs*41
118L8884A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118L8884A1 14 45653093 45653093 Missense_Mutation SNP G T T FANCM c.4503G>T p.Q1501H
118L8884A1 17 7576852 7576852 Splice_Site SNP C T T TP53 c.993+1G>A -
118L8884A1 3 37070324 37070324 Nonsense_Mutation SNP C T T MLH1 c.1459C>T p.R487*
118L8884A1 - - Frame_Shift_Ins INS - - - PBRM1 c.310dup p.E104Gfs*4
118L8884A1 7 117235045 117235045 Missense_Mutation SNP G A A CFTR c.2552G>A p.R851Q
118L8913A1 1 27087868 27087868 Splice_Site SNP G A A ARID1A c.2162-7G>A -
118L8913A1 1 243809206 243809206 Missense_Mutation SNP G T T AKT3 c.418C>A p.H140N
118L8913A1 11 92087187 92087187 Missense_Mutation SNP A G G FAT3 c.1909A>G p.K637E
118L8913A1 12 25398284 25398284 Missense_Mutation SNP C A A KRAS c.35G>T p.G12V
118L8913A1 13 102521110 102521110 Missense_Mutation SNP T G G FGF14 c.388A>C p.I130L
118L8913A1 18 48604750 48604750 Missense_Mutation SNP G T T SMAD4 c.1572G>T p.W524C
118L8913A1 19 45532237 45532237 Splice_Site SNP RELB c.986-12G>A -
118L8913A1 3 187449633 187449633 Missense_Mutation SNP A G G BCL6 c.247T>C p.F83L
118L8913A1 - - In_Frame_Ins INS - - - ARID1B c.369_392dupp.Q124_Q131dup
118L8913A1 7 116415025 116415025 Missense_Mutation SNP C G G MET c.3119C>G p.S1040C
118L8913A1 X 70348534 70348534 Missense_Mutation SNP T C C MED12 .3441T>C;3443G p.R1148P
118L8983A1 1 27058093 27058093 Nonsense_Mutation SNP C T T ARID1A c.1801C>T p.Q601*
118L8983A1 1 27100919 27100919 Nonsense_Mutation SNP C T T ARID1A c.4201C>T p.Q1401*
118L8983A1 12 6687306 6687306 Splice_Site SNP G C C CHD4 c.5120-3C>G -
118L8983A1 12 112888210 112888210 Missense_Mutation SNP G A A PTPN11 c.226G>A p.E76K
118L8983A1 16 68855957 68855957 Missense_Mutation SNP A T T CDH1 c.1765A>T p.N589Y
118L8983A1 16 81990330 81990330 Missense_Mutation SNP C A A PLCG2 c.3601C>A p.R1201S
118L8983A1 - - Missense_Mutation SNP - - - TP53 c.526_528del p.C176del
118L8983A1 17 37868208 37868208 Missense_Mutation SNP C T T ERBB2 c.929C>T p.S310F
118L8983A1 18 48575132 48575132 Missense_Mutation SNP T G G SMAD4 c.326T>G p.L109R
118L8983A1 18 48603041 48603041 Nonsense_Mutation SNP C T T SMAD4 c.1342C>T p.Q448*
118L8983A1 21 44524456 44524456 Missense_Mutation SNP G A A U2AF1 c.101C>T p.S34F
118L8983A1 5 149459731 149459731 Missense_Mutation SNP C G G CSF1R c.476G>C p.W159S
118L8983A1 7 13935508 13935508 Missense_Mutation SNP C T T ETV1 c.1417G>A p.E473K
118L8983A1 - - Frame_Shift_Del INS - - - CD36 c.483del p.I162Lfs*14
118L8983A1 7 152009018 152009018 Nonsense_Mutation SNP G A A KMT2C c.604C>T p.Q202*
118L8989A1 14 68963831 68963831 Splice_Site SNP C T T RAD51B c.1037-10C>T -
118L8989A1 17 7577121 7577121 Missense_Mutation SNP G A A TP53 c.817C>T p.R273C
118L8989A1 2 170131604 170131604 Nonsense_Mutation SNP G T T LRP2 c.1917C>A p.Y639*
118L8989A1 3 52441192 52441192 Missense_Mutation SNP T C C BAP1 c.578A>G p.H193R
118L8989A1 4 153245515 153245515 Missense_Mutation SNP A G G FBXW7 c.1676T>C p.L559P
118L9109A2 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
118L9109A2 14 69077785 69077785 Missense_Mutation SNP C A A RAD51B c.1099C>A p.P367T
118L9109A2 - - Frame_Shift_Del INS - - - TP53 194_197delinsAT p.R65Nfs*58
118L9109A2 - - In_Frame_Del INS - - - FOXL2 c.672_696delinsTp.A227_A234del
118L9110M1 17 7578461 7578461 Missense_Mutation SNP C A A TP53 c.469G>T p.V157F
118L9110M1 17 15995258 15995258 Nonsense_Mutation SNP T A A NCOR1 c.2935A>T p.R979*
118L9110M1 7 18687547 18687547 Missense_Mutation SNP A G G HDAC9 c.1166A>G p.N389S
119A1499J1 1 158582758 158582758 Splice_Site SNP G A A SPTA1 c.6990-7C>T -
119A1499J1 - - Frame_Shift_Ins INS - - - PTEN C.1028dup P.K344Efs*17



119A1499J1 12 49445723 49445723 Missense_Mutation SNP C A A KMT2D c.1743G>T p.M581I
119A1499J1 7 128846109 128846109 Missense_Mutation SNP G C C SMO c.1039G>C p.G347R

119A1568M1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
119A1568M1 17 7578268 7578268 Missense_Mutation SNP A C C TP53 c.581T>G p.L194R
119A1568M1 - - Frame_Shift_Ins INS - - - NF1 c.2596_2599dup p.M867Tfs*7
119A1568M1 2 25463181 25463181 Missense_Mutation SNP C T T DNMT3A c.2312G>A p.R771Q
119A1568M1 2 170012811 170012811 Missense_Mutation SNP G A A LRP2 c.12124C>T p.R4042C
119A1568M1 20 36028607 36028607 Missense_Mutation SNP A T T SRC c.949A>T p.M317L
119A1621M1 - - Frame_Shift_Del INS - - - EPHA2 c.1825del p.H609Ifs*10
119A1621M1 - - Frame_Shift_Ins INS - - - ARID1A c.2343dup p.H782Tfs*35
119A1621M1 2 141709477 141709477 Missense_Mutation SNP C T T LRP1B c.2920G>A p.V974I
119A1621M1 22 23596126 23596126 Missense_Mutation SNP C T T BCR c.1420C>T p.R474W
119A1621M1 4 126370060 126370060 Missense_Mutation SNP A G G FAT4 c.7889A>G p.E2630G
119A1621M1 - - Frame_Shift_Ins INS - - - KDM6A c.1918_1919dup p.Q641Lfs*51
119A1621M1 X 70614053 70614053 Missense_Mutation SNP C T T TAF1 c.3424C>T p.R1142W
119A1715M1 10 89717720 89717720 Missense_Mutation SNP G A A PTEN c.745G>A p.V249M
119A1715M1 - - Frame_Shift_Del INS - - - ATM c.8283_8284del p.Q2762Afs*6
119A1715M1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
119A1715M1 17 74732555 74732555 Splice_Site SNP G A A SRSF2 c.363-9C>T -
119A1715M1 19 1220721 1220721 Splice_Site SNP G A A STK11 c.734+5G>A -
119A1715M1 4 66361184 66361184 Missense_Mutation SNP C T T EPHA5 c.988G>A p.E330K
119A1715M1 4 187549788 187549788 Nonsense_Mutation SNP C A A FAT1 c.4453G>T p.E1485*
119A1715M1 - - Frame_Shift_Del INS - - - RBM10 2467_2504delin p.E823Rfs*12
119A1725M1 12 25398281 25398281 Missense_Mutation SNP C T T KRAS c.38G>A p.G13D
119A1725M1 12 56487277 56487277 Missense_Mutation SNP C T T ERBB3 c.1423C>T p.R475W
119A1725M1 17 7577565 7577565 Missense_Mutation SNP T C C TP53 c.716A>G p.N239S
119A1725M1 2 170112747 170112747 Splice_Site SNP C A A LRP2 c.2640-1G>T -
119A1725M1 - - Frame_Shift_Del INS - - - CDKN2A C.52_83del P.T18Afs*15
119A1933A1 1 11316237 11316237 Missense_Mutation SNP G A A MTOR c.517C>T p.R173C
119A1933A1 1 27099988 27099988 Splice_Site SNP G A A ARID1A c.3866+1G>A -
119A1933A1 10 89692905 89692905 Missense_Mutation SNP G A A PTEN c.389G>A p.R130Q
119A1933A1 12 49438646 49438646 Missense_Mutation SNP C T T KMT2D c.4844G>A p.R1615Q
119A1933A1 19 11097280 11097280 Splice_Site SNP C A A SMARCA4 c.760+11C>A -
119A1933A1 2 61121627 61121627 Missense_Mutation SNP C G G REL c.249C>G p.D83E
119A1933A1 3 41266097 41266097 Missense_Mutation SNP G T T CTNNB1 c.94G>T p.D32Y
119A1933A1 3 89259511 89259511 Missense_Mutation SNP G T T EPHA3 c.655G>T p.D219Y
119A1933A1 3 178936091 178936091 Missense_Mutation SNP G A A PIK3CA c.1633G>A p.E545K
119A1933A1 3 195594719 195594719 Missense_Mutation SNP G A A TNK2 c.2405C>T p.P802L
119A1933A1 4 66535454 66535454 Missense_Mutation SNP C T T EPHA5 c.7G>A p.G3S
119A1933A1 - - In_Frame_Ins INS - - - ARID1B C.363_380dupP.Q126_Q131dup
119A1933A1 9 139401157 139401157 Splice_Site SNP G A A NOTCH1 c.3901+11C>T -
119A1949A1 12 25398284 25398284 Missense_Mutation SNP C A A KRAS c.35G>T p.G12V
119A1949A1 18 48584708 48584708 Splice_Site SNP A G G SMAD4 c.788-2A>G -
119A1949A1 22 24129456 24129456 Splice_Site SNP C T T SMARCB1 c.93+7C>T -
119A1949A1 7 13946149 13946149 Missense_Mutation SNP T C C ETV1 c.1016A>G p.Q339R
119A9209D1 12 121434449 121434449 Missense_Mutation SNP A G G HNF1A c.1213A>G p.M405V
119A9209D1 17 7578263 7578263 Nonsense_Mutation SNP G A A TP53 c.586C>T p.R196*
119A9336A1 17 7577105 7577105 Missense_Mutation SNP G C C TP53 c.833C>G p.P278R
119A9336A1 2 121746593 121746593 Missense_Mutation SNP G A A GLI2 c.3103G>A p.V1035M
119A9336A1 21 44524456 44524456 Missense_Mutation SNP G A A U2AF1 c.101C>T p.S34F
119A9336A1 3 130871239 130871239 Missense_Mutation SNP G A A NEK11 c.655G>A p.A219T
119A9336A1 6 43746274 43746274 Splice_Site SNP G T T VEGFA c.932+1G>T -
119A9340A1 1 206665040 206665040 Missense_Mutation SNP A G G IKBKE c.1793A>G p.Q598R
119A9340A1 - - Frame_Shift_Del INS - - - BAP1 c.2034del p.F678Lfs*14
119A9694A1 11 22646462 22646462 Missense_Mutation SNP A G G FANCF c.895T>C p.S299P
119A9694A1 12 4488639 4488639 Missense_Mutation SNP C G G FGF23 c.110G>C p.G37A
119A9694A1 - - Frame_Shift_Ins INS - - - DICER1 C.536_539dup P.I181Cfs*15
119A9694A1 17 7578524 7578524 Nonsense_Mutation SNP G A A TP53 c.406C>T p.Q136*
119A9694A1 2 121742123 121742123 Missense_Mutation SNP C T T GLI2 c.1760C>T p.T587M
119A9694A1 - - Frame_Shift_Ins INS - - - IRF2 C.102dup P.Q35Sfs*9
119A9698A1 1 16462185 16462185 Nonsense_Mutation SNP G A A EPHA2 c.1393C>T p.R465*
119A9698A1 - - In_Frame_Del INS - - - ARID1A c.2667del p.M890*
119A9698A1 1 27105581 27105581 Nonsense_Mutation SNP T G G ARID1A c.5192T>G p.L1731*
119A9698A1 1 27105679 27105679 Nonsense_Mutation SNP G T T ARID1A c.5290G>T p.E1764*
119A9698A1 11 92531644 92531644 Missense_Mutation SNP A T T FAT3 c.5465A>T p.K1822M
119A9698A1 11 108196806 108196806 Nonsense_Mutation SNP C T T ATM c.6829C>T p.Q2277*
119A9698A1 11 108218086 108218086 Missense_Mutation SNP G A A ATM c.8665G>A p.D2889N
119A9698A1 12 51213429 51213429 Missense_Mutation SNP G C C ATF1 c.683G>C p.R228P
119A9698A1 13 28623777 28623777 Missense_Mutation SNP C G G FLT3 c.877G>C p.E293Q
119A9698A1 15 66774131 66774131 Missense_Mutation SNP G A A MAP2K1 c.607G>A p.E203K
119A9698A1 17 7577141 7577141 Missense_Mutation SNP C T T TP53 c.797G>A p.G266E
119A9698A1 17 56436149 56436149 Nonsense_Mutation SNP G A A RNF43 c.988C>T p.R330*
119A9698A1 18 48581229 48581229 Nonsense_Mutation SNP C G G SMAD4 c.533C>G p.S178*
119A9698A1 19 11132522 11132522 Missense_Mutation SNP C T T SMARCA4 c.2738C>T p.P913L
119A9698A1 20 57415513 57415513 Missense_Mutation SNP G A A GNAS c.352G>A p.E118K
119A9698A1 21 42870101 42870101 Missense_Mutation SNP G T T TMPRSS2 c.71C>A p.S24Y
119A9698A1 3 178936082 178936082 Missense_Mutation SNP G A A PIK3CA c.1624G>A p.E542K
119A9698A1 4 55564449 55564449 Splice_Site SNP G C C KIT c.338-1G>C -
119A9698A1 7 116412040 116412040 Missense_Mutation SNP G A A MET c.3025G>A p.E1009K
119A9698A1 7 140453155 140453155 Missense_Mutation SNP C T T BRAF c.1780G>A p.D594N
119A9698A1 8 69000039 69000039 Missense_Mutation SNP G A A PREX2 c.2108G>A p.G703E
119A9698A1 8 139164406 139164406 Missense_Mutation SNP A G G FAM135B c.2312T>C p.V771A
119A9698A1 - - Frame_Shift_Del INS - - - CDKN2A c.324_346del p.A109Mfs*16
119A9698A1 X 47044700 47044700 Splice_Site SNP G A A RBM10 c.2101-1G>A -
119A9698A1 X 66765547 66765547 Nonsense_Mutation SNP G T T AR c.559G>T p.E187*
119A9702A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
119A9702A1 - - Frame_Shift_Ins INS - - - STK11 c.516dup p.V173Cfs*93
119A9702A1 19 11107018 11107018 Nonsense_Mutation SNP C T T SMARCA4 c.1723C>T p.Q575*
119A9702A1 7 18688280 18688280 Missense_Mutation SNP T C C HDAC9 c.1432T>C p.Y478H
119A9806A1 - - Splice_Site SNP - - - HTATIP2 c.82_101+25del -
119A9806A1 - - Frame_Shift_Ins INS - - - ARID2 C.341dup P.P115Tfs*39
119A9806A1 17 38560458 38560458 Missense_Mutation SNP C A A TOP2A c.2229G>T p.K743N
119A9806A1 - - Frame_Shift_Ins INS - - - PBRM1 C.757_758dup P.D253Efs*31
119A9806A1 - - Splice_Site SNP - - - CD36 .701+5_701+8de -
119A9806A1 - - Frame_Shift_Ins INS - - - TGFBR1 C.1284_1285insC P.Y429Lfs*2
119A9806A1 - - Frame_Shift_Del INS - - - TFE3 C.669_672del P.S224Pfs*118
119A9889A1 10 123310911 123310911 Missense_Mutation SNP T A A FGFR2 c.517A>T p.N173Y
119A9889A1 17 5076250 5076250 Missense_Mutation SNP G A A USP6 c.4198G>A p.E1400K



119A9889A1 17 7578442 7578442 Missense_Mutation SNP T G G TP53 c.488A>C p.Y163S
119A9889A1 3 130992328 130992328 Missense_Mutation SNP A G G NEK11 c.1628A>G p.K543R
119A9889A1 7 117232434 117232434 Nonsense_Mutation SNP T A A CFTR c.2213T>A p.L738*
119A9889A1 8 93026977 93026977 Missense_Mutation SNP C T T RUNX1T1 c.187G>A p.G63R
119A9889A1 X 123220554 123220554 Missense_Mutation SNP C G G STAG2 c.3211C>G p.R1071G
216L0152A1 - - Frame_Shift_Ins INS - - - EPHA2 c.1141_1151dup p.Y385Pfs*12
216L0152A1 - - Frame_Shift_Del INS - - - TGFBR1 c.528_532del p.L177Rfs*5
216L0152A1 - - Frame_Shift_Ins INS - - - CDKN1B c.356dup p.G120Wfs*5
216L0152A1 - - Frame_Shift_Ins INS - - - KEAP1 c.1637dup p.V547Rfs*27
216L0152A1 - - Frame_Shift_Ins INS - - - ARID1A c.5888_5889dupp.E1964Mfs*52
216L0152A1 11 118344506 118344506 Missense_Mutation SNP C T T KMT2A c.2632C>T p.R878W
216L0276A1 17 7578554 7578554 Missense_Mutation SNP A T T TP53 c.376T>A p.Y126N
216L0276A1 9 98239918 98239918 Missense_Mutation SNP C T T PTCH1 c.1414G>A p.A472T
216L0276A1 6 93956606 93956606 Missense_Mutation SNP C T T EPHA7 c.2630G>A p.R877H
216L0276A1 4 126372666 126372666 Missense_Mutation SNP A C C FAT4 c.10495A>C p.T3499P
217A0361A1 2 29474097 29474097 Missense_Mutation SNP G A A ALK c.2078C>T p.P693L
217A0361A1 2 209113113 209113113 Missense_Mutation SNP G C C IDH1 c.394C>G p.R132G
217A0361A1 - - Frame_Shift_Ins INS - - - EPHA2 c.1723dupT p.Y575Lfs*21
217A0361A1 - - In_Frame_Del INS - - - PBRM1 c.2994delC p.Y998*
217B0420A1 21 44514790 44514790 Missense_Mutation SNP C T T U2AF1 c.457G>A p.A153T
217B0420A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
217B0420A1 6 117708169 117708169 Splice_Site SNP A G G ROS1 c.2015-7T>C -
217B0420A1 17 7577539 7577539 Missense_Mutation SNP G A A TP53 c.742C>T p.R248W
217B0420A1 11 69514229 69514229 Missense_Mutation SNP C G G FGF19 c.452G>C p.R151P
217B0420A1 12 57574940 57574940 Missense_Mutation SNP A G G LRP1 c.5528A>G p.D1843G
217B0528A1 16 2137891 2137891 Missense_Mutation SNP G C C TSC2 c.5017G>C p.V1673L
217B0528A1 - - Frame_Shift_Ins INS - - - STK11 C.361_362insTT P.E121Vfs*9
217B0528A1 2 209108226 209108226 Missense_Mutation SNP T C C IDH1 c.623A>G p.Y208C
217B0528A1 7 151877980 151877980 Missense_Mutation SNP A G G KMT2C c.6965T>C p.V2322A
217B0528A1 17 15952304 15952304 Splice_Site SNP T C C NCOR1 c.6393-2A>G -
217B0528A1 13 25052393 25052393 Missense_Mutation SNP G T T PARP4 c.1470C>A p.H490Q
217C0588A1 1 162746131 162746131 Missense_Mutation SNP C T T DDR2 c.2254C>T p.R752C
217C0588A1 7 140453136 140453136 Missense_Mutation SNP A T T BRAF c.1799T>A p.V600E
217C0588A1 2 209113112 209113112 Missense_Mutation SNP C A A IDH1 c.395G>T p.R132L
217C0745A1 19 52715982 52715982 Missense_Mutation SNP C T T PPP2R1A c.547C>T p.R183W
217C0745A1 3 178916930 178916930 Missense_Mutation SNP G T T PIK3CA c.317G>T p.G106V
217D0937A1 - - Frame_Shift_Ins INS - - - ARID1A C.2624dup P.M875Ifs*61
217D0937A1 20 57430394 57430394 Splice_Site SNP G A A GNAS c.2068+6G>A -
217E1258A1 8 38272358 38272358 Missense_Mutation SNP A G G FGFR1 c.1916T>C p.I639T
217E1258A1 19 17955175 17955175 Missense_Mutation SNP G A A JAK3 c.52C>T p.L18F
217E1258A1 17 7577534 7577534 Missense_Mutation SNP C A A TP53 c.747G>T p.R249S
217E1258A1 1 204415111 204415111 Missense_Mutation SNP T A A PIK3C2B c.2651A>T p.Q884L
217E1258A1 13 48881516 48881516 Nonsense_Mutation SNP A T T RB1 c.238A>T p.K80*
217E1258A1 20 31022879 31022879 Missense_Mutation SNP A T T ASXL1 c.2364A>T p.E788D
217E1258A1 X 76937219 76937219 Nonsense_Mutation SNP T A A ATRX c.3529A>T p.K1177*
217E1258A1 2 25463271 25463271 Missense_Mutation SNP G A A DNMT3A c.2222C>T p.A741V
217E1258A1 14 45644490 45644490 Missense_Mutation SNP A G G FANCM c.2533A>G p.I845V
217E1258A1 6 394881 394881 Missense_Mutation SNP T A A IRF4 c.277T>A p.W93R
217E1258A1 7 151970849 151970849 Missense_Mutation SNP T A A KMT2C c.953A>T p.Q318L
217E1258A1 12 49439944 49439944 Missense_Mutation SNP C A A KMT2D c.4597G>T p.G1533C
217E1258A1 2 47709916 47709916 Splice_Site SNP A T T MSH2 c.2635-2A>T -
217E1258A1 X 110388152 110388152 Splice_Site SNP T A A PAK3 c.339+2T>A -
217E1258A1 19 14204552 14204552 Missense_Mutation SNP A G G PRKACA c.818T>C p.L273P
217E1258A1 8 92999196 92999196 Missense_Mutation SNP C G G RUNX1T1 c.885G>C p.L295F
217E1258A1 22 38373903 38373903 Missense_Mutation SNP A T T SOX10 c.668T>A p.M223K
217E1258A1 1 16262741 16262741 Missense_Mutation SNP C T T SPEN c.10006C>T p.R3336W
217E1258A1 10 104268931 104268931 Missense_Mutation SNP G T T SUFU c.188G>T p.G63V
217E1387A1 17 37883956 37883956 Missense_Mutation SNP C A A ERBB2 c.3427C>A p.P1143T
217F1558A1 16 2138141 2138141 Splice_Site SNP G C C TSC2 c.5160+1G>C -
217F1558A1 15 90631839 90631839 Missense_Mutation SNP T A A IDH2 c.514A>T p.R172W
217F1558A1 17 7577514 7577514 Missense_Mutation SNP G T T TP53 c.767C>A p.T256K
217F1558A1 - - Frame_Shift_Ins INS - - - ARID1A c.5548dup p.D1850Gfs*4
217F1558A1 7 151927097 151927097 Missense_Mutation SNP A C C KMT2C c.2887T>G p.C963G
217F1599A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
217F1599A1 18 48591888 48591888 Missense_Mutation SNP G T T SMAD4 c.1051G>T p.D351Y
217F1625A1 - - Frame_Shift_Ins INS - - - ARID1A c.5423dup p.F1809Vfs*2
217F1625A1 3 52436390 52436390 Nonsense_Mutation SNP G A A BAP1 c.2104C>T p.Q702*
217F1625A1 - - In_Frame_Ins INS - - - CFTR c.3492dup p.K1165*
217F1625A1 7 18687615 18687615 Missense_Mutation SNP G T T HDAC9 c.1234G>T p.V412L
217F1660A1 17 7577548 7577548 Missense_Mutation SNP C T T TP53 c.733G>A p.G245S
217F1660A1 5 149499084 149499084 Missense_Mutation SNP T C C PDGFRB c.2744A>G p.N915S
217F1660A1 5 138266629 138266629 Splice_Site SNP G A A CTNNA1 c.2298+5G>A -
217F1870A1 X 63411227 63411227 Missense_Mutation SNP T C C AMER1 c.1940A>G p.Q647R
217F1870A1 12 46243818 46243818 Splice_Site SNP G A A ARID2 c.1913-1G>A -
217F1870A1 8 139155364 139155364 Splice_Site SNP G C C FAM135B c.3541-12C>G -
217F1870A1 9 35078227 35078227 Missense_Mutation SNP G A A FANCG c.421C>T p.R141C
217F1870A1 - - In_Frame_Del INS - - - FAT1 c.3386_3391del.V1129_E1130del
217F1870A1 8 69002843 69002843 Missense_Mutation SNP C A A PREX2 c.2143C>A p.P715T
217F1870A1 X 47045667 47045667 Nonsense_Mutation SNP C T T RBM10 c.2548C>T p.Q850*
217F1870A1 11 65429463 65429463 Missense_Mutation SNP C A A RELA c.131G>T p.G44V
217G1915A1 11 76169271 76169271 Missense_Mutation SNP G T T EMSY c.290G>T p.R97L
217G2113A1 7 140453136 140453136 Missense_Mutation SNP A T T BRAF c.1799T>A p.V600E
217G2113A1 17 7577497 7577497 Splice_Site SNP A T T TP53 c.782+2T>A -
217G2113A1 - - Frame_Shift_Del INS - - - SMAD4 c.1607del p.L536Qfs*16
217H2225A1 - - Frame_Shift_Ins INS - - - ATM 1_7922insAGAG p.K2643Sfs*6
217H2225A1 4 55603449 55603449 Splice_Site SNP G A A KIT c.2802+3G>A -
217H2225A1 8 32585527 32585527 Missense_Mutation SNP C A A NRG1 c.1106C>A p.T369N
217H2225A1 - - Frame_Shift_Ins INS - - - ARID1A c.3732dup p.F1245Lfs*14
217H2254A1 12 25398285 25398285 Missense_Mutation SNP C T T KRAS c.34G>A p.G12S
217H2254A1 17 7578217 7578217 Missense_Mutation SNP G A A TP53 c.632C>T p.T211I
217H2400A1 - - Frame_Shift_Del INS - - - ARID1A C.3524del P.P1175Hfs*5
217H2400A1 - - Frame_Shift_Del INS - - - GATA3 C.708del P.S237Afs*29
217H2400A1 - - Frame_Shift_Del INS - - - KMT2D C.7061del P.P2354Lfs*30
217H2400A1 - - Frame_Shift_Del INS - - - KMT2D C.1940del P.P647Hfs*283
217H2400A1 13 25029208 25029208 Missense_Mutation SNP G A A PARP4 c.2705C>T p.A902V
217H2400A1 13 25030478 25030478 Splice_Site SNP C T T PARP4 c.2562+1G>A -
217H2400A1 17 7578262 7578262 Missense_Mutation SNP C T T TP53 c.587G>A p.R196Q
217H2400A1 17 7578406 7578406 Missense_Mutation SNP C T T TP53 c.524G>A p.R175H



217H2400A1 - - Frame_Shift_Del INS - - - NCOR1 C.1584del P.E529Kfs*26
217H2400A1 18 18533624 18533624 Missense_Mutation SNP G A A ROCK1 c.3976C>T p.R1326C
217H2400A1 - - Frame_Shift_Del INS - - - TGFBR2 C.1226_1229de P.S409Wfs*21
217H2400A1 3 37053589 37053589 Nonsense_Mutation SNP C T T MLH1 c.676C>T p.R226*
217H2400A1 - - Frame_Shift_Del INS - - - FAT1 C.7381del P.Y2461Tfs*20
217H2400A1 6 35423676 35423676 Missense_Mutation SNP G A A FANCE c.401G>A p.R134H
217H2400A1 - - Frame_Shift_Del INS - - - ARID1B C.3851del P.G1284Efs*2
217H2400A1 - - Frame_Shift_Ins INS - - - ARID1B C.5870dup P.V1958Rfs*5
217H2400A1 - - Frame_Shift_Del INS - - - ARID1B C.6216del P.N2073Tfs*26
217H2400A1 - - Frame_Shift_Del INS - - - QKI C.401del P.K134Rfs*14
217H2400A1 7 106508082 106508082 Missense_Mutation SNP C T T PIK3CG c.76C>T p.R26C
217H2400A1 - - Frame_Shift_Del INS - - - KMT2C C.8390del P.K2797Rfs*26
217H2400A1 - - Frame_Shift_Del INS - - - AMER1 C.780del P.K260Nfs*22
217H2423A1 19 1221336 1221336 Nonsense_Mutation SNP A T T STK11 c.859A>T p.K287*
217H2423A1 20 30659499 30659499 Missense_Mutation SNP G A A HCK c.34G>A p.G12R
217H2487A1 12 56481622 56481622 Missense_Mutation SNP T G G ERBB3 c.657T>G p.F219L
217H2487A1 15 91303853 91303853 Missense_Mutation SNP A G G BLM c.1250A>G p.N417S
217H2487A1 17 29528086 29528086 Nonsense_Mutation SNP C G G NF1 c.1094C>G p.S365*
217H2487A1 17 29553492 29553492 Nonsense_Mutation SNP C T T NF1 c.2041C>T p.R681*
217H2487A1 17 37868208 37868208 Missense_Mutation SNP C T T ERBB2 c.929C>T p.S310F
217H2487A1 - - Frame_Shift_Del INS - - - SMAD4 c.767del p.Q256Rfs*80
217H2487A1 X 44945115 44945115 Nonsense_Mutation SNP C T T KDM6A c.3595C>T p.Q1199*
217I2570A1 1 158623223 158623223 Splice_Site SNP G C C SPTA1 c.3037-8C>G -
217I2570A1 16 396812 396812 Missense_Mutation SNP G A A AXIN1 c.214C>T p.P72S
217I2570A1 - - Frame_Shift_Del INS - - - TSC2 c.729_730del p.C244Sfs*93
217I2570A1 17 7577534 7577534 Missense_Mutation SNP C A A TP53 c.747G>T p.R249S
217I2570A1 2 121746789 121746789 Missense_Mutation SNP C T T GLI2 c.3299C>T p.P1100L
217I2570A1 4 55972925 55972925 Missense_Mutation SNP C G G KDR c.1465G>C p.E489Q
217I2570A1 - - Frame_Shift_Del INS - - - FAT4 c.4187_4190delp.G1396Dfs*14
217I2570A1 5 180048866 180048866 Missense_Mutation SNP C T T FLT4 c.1696G>A p.E566K
217I2570A1 - - In_Frame_Del INS - - - KMT2C c.2448del p.Y816*
217I2570A1 8 141716207 141716207 Splice_Site SNP G A A PTK2 c.2295+11C>T -
217I2570A1 X 70613164 70613164 Missense_Mutation SNP C G G TAF1 c.3125C>G p.S1042C
217I2920A1 1 27023663 27023663 Missense_Mutation SNP G T T ARID1A c.769G>T p.A257S
217I2920A1 17 7577547 7577547 Missense_Mutation SNP C T T TP53 c.734G>A p.G245D
217I2920A1 2 212426722 212426722 Missense_Mutation SNP A C C ERBB4 c.2393T>G p.L798R
217I2920A1 7 151945112 151945112 Missense_Mutation SNP C A A KMT2C c.2407G>T p.A803S
217I2921A1 1 158650531 158650531 Splice_Site SNP G A A SPTA1 c.532-12C>T -
217I2921A1 12 56482369 56482369 Missense_Mutation SNP C G G ERBB3 c.917C>G p.P306R
217I2921A1 17 7577538 7577538 Missense_Mutation SNP C T T TP53 c.743G>A p.R248Q
217I2921A1 17 37863344 37863344 Missense_Mutation SNP A C C ERBB2 c.175A>C p.N59H
217I2921A1 - - Frame_Shift_Del INS - - - DNMT3A 1708_1719delins p.G570Qfs*78
217I2921A1 2 58390085 58390085 Splice_Site SNP G A A FANCL c.822-3C>T -
217I2921A1 2 170063141 170063141 Missense_Mutation SNP C A A LRP2 c.7089G>T p.L2363F
217I2921A1 4 153247174 153247174 Missense_Mutation SNP C G G FBXW7 c.1628G>C p.R543T
217I2921A1 7 77648765 77648765 Missense_Mutation SNP G A A MAGI2 c.4235C>T p.P1412L
217J3201A1 1 27101242 27101242 Nonsense_Mutation SNP T A A ARID1A c.4524T>A p.Y1508*
217J3201A1 2 209113112 209113112 Missense_Mutation SNP C A A IDH1 c.395G>T p.R132L
217J3201A1 3 12626437 12626437 Missense_Mutation SNP C T T RAF1 c.1712G>A p.S571N
217J3201A1 - - Frame_Shift_Ins INS - - - PBRM1 c.773dup p.N258Kfs*6
217J3201A1 4 110897341 110897341 Missense_Mutation SNP T A A EGF c.2003T>A p.M668K
217K3355A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
217K3355A1 17 7578271 7578271 Missense_Mutation SNP T C C TP53 c.578A>G p.H193R
217K3355A1 18 48604788 48604788 Missense_Mutation SNP A G G SMAD4 c.1610A>G p.D537G
217K3355A1 2 198266611 198266611 Missense_Mutation SNP C T T SF3B1 c.2225G>A p.G742D
217K3355A1 - - In_Frame_Del INS - - - CDKN2A c.349_353del p.L117*
217K3692A1 1 158651311 158651311 Splice_Site SNP C T T SPTA1 c.531+6G>A -
217K3692A1 1 162724518 162724518 Missense_Mutation SNP T C C DDR2 c.290T>C p.I97T
217K3692A1 15 88727493 88727493 Missense_Mutation SNP C T T NTRK3 c.286G>A p.A96T
217K3692A1 - - In_Frame_Del INS - - - TP53 c.852_884del p.E285_P295del
217K3692A1 3 134880980 134880980 Missense_Mutation SNP G A A EPHB1 c.1543G>A p.G515S
217K3692A1 3 185181346 185181346 Nonsense_Mutation SNP G A A MAP3K13 c.1287G>A p.W429*
217K3692A1 7 73535232 73535232 Missense_Mutation SNP G A A LIMK1 c.1634G>A p.R545Q
217K3692A1 X 66937323 66937323 Missense_Mutation SNP T C C AR c.2177T>C p.F726S
217K3729A1 - - Frame_Shift_Del INS - - - ARID1A 5391_5392delin p.S1798Qfs*8
217K3729A1 12 25398284 25398284 Missense_Mutation SNP C A A KRAS c.35G>T p.G12V
217K3729A1 17 38560458 38560458 Missense_Mutation SNP C A A TOP2A c.2229G>T p.K743N
217K3729A1 - - Frame_Shift_Ins INS - - - RNF43 c.1371_1372dup p.L458Pfs*45
217K3729A1 - - Splice_Site SNP - - - LRP1B 2767_2770+10d -
217K3729A1 - - Frame_Shift_Ins INS - - - MACC1 c.1946_1949dup p.S651Lfs*14
217K3729A1 7 42004656 42004656 Missense_Mutation SNP G A A GLI3 c.4015C>T p.R1339C
217K3730A1 12 49427693 49427693 Nonsense_Mutation SNP G A A KMT2D c.10795C>T p.Q3599*
217K3730A1 4 20598069 20598069 Missense_Mutation SNP G T T SLIT2 c.3352G>T p.V1118F
217K3730A1 9 135777994 135777994 Nonsense_Mutation SNP G A A TSC1 c.2389C>T p.Q797*
217L3903A1 1 115256529 115256529 Missense_Mutation SNP T A A NRAS c.182A>T p.Q61L
217L3903A1 - - Frame_Shift_Del INS - - - TP53 c.64del p.L22Yfs*22
217L3903A1 3 178952030 178952030 Missense_Mutation SNP G C C PIK3CA c.3085G>C p.D1029H
217L3903A1 X 76940011 76940011 Missense_Mutation SNP C T T ATRX c.737G>A p.R246H
218A4699A1 1 158605803 158605803 Missense_Mutation SNP T C C SPTA1 c.5332A>G p.K1778E
218A4699A1 1 179112155 179112155 Missense_Mutation SNP G A A ABL2 c.25C>T p.P9S
218A4699A1 12 25398284 25398284 Missense_Mutation SNP C A A KRAS c.35G>T p.G12V
218A4699A1 14 45645043 45645043 Missense_Mutation SNP T C C FANCM c.3086T>C p.L1029S
218A4699A1 17 7577570 7577570 Missense_Mutation SNP C T T TP53 c.711G>A p.M237I
218A4699A1 5 112043565 112043565 Missense_Mutation SNP G A A APC c.151G>A p.A51T
218A4699A1 8 37696517 37696517 Missense_Mutation SNP G A A ADGRA2 c.2303G>A p.G768E
218A4699A1 X 47028867 47028867 Nonsense_Mutation SNP T A A RBM10 c.171T>A p.Y57*
218B4967A1 1 46738363 46738363 Missense_Mutation SNP G C C RAD54L c.1264G>C p.E422Q
218B4967A1 10 89685313 89685313 Missense_Mutation SNP C G G PTEN c.208C>G p.L70V
218B4967A1 11 92086395 92086395 Missense_Mutation SNP C G G FAT3 c.1117C>G p.P373A
218B4967A1 17 7578206 7578206 Missense_Mutation SNP T C C TP53 c.643A>G p.S215G
218B4967A1 3 49412973 49412973 Missense_Mutation SNP C T T RHOA c.50G>A p.G17E
218B4967A1 7 18975551 18975551 Missense_Mutation SNP C T T HDAC9 c.2914C>T p.L972F
218B4967A1 8 69017409 69017409 Missense_Mutation SNP C T T PREX2 c.2752C>T p.R918W
218C5441A1 17 7577141 7577141 Missense_Mutation SNP C T T TP53 c.797G>A p.G266E
218C5441A1 17 37881440 37881440 Missense_Mutation SNP C T T ERBB2 c.2632C>T p.H878Y
218C5441A1 8 93003911 93003911 Missense_Mutation SNP C T T RUNX1T1 c.836G>A p.R279Q
218C5575A1 11 118359366 118359366 Missense_Mutation SNP A T T KMT2A c.4370A>T p.K1457M
218C5575A1 14 20813099 20813099 Missense_Mutation SNP G C C PARP2 c.55G>C p.E19Q



218C5575A1 16 68867257 68867257 Missense_Mutation SNP A G G CDH1 c.2504A>G p.Y835C
218C5575A1 16 89836259 89836259 Missense_Mutation SNP C A A FANCA c.2490G>T p.L830F
218C5575A1 17 7577559 7577559 Missense_Mutation SNP G C C TP53 c.722C>G p.S241C
218C5575A1 2 141460104 141460104 Missense_Mutation SNP T A A LRP1B c.6042A>T p.E2014D
218C5575A1 3 52663008 52663008 Nonsense_Mutation SNP C A A PBRM1 c.1345G>T p.E449*
218C5588A2 1 158592947 158592947 Missense_Mutation SNP T A A SPTA1 c.5946A>T p.Q1982H
218C5588A2 12 57538862 57538862 Missense_Mutation SNP C T T LRP1 c.556C>T p.R186C
218C5588A2 17 7577507 7577507 Missense_Mutation SNP T G G TP53 c.774A>C p.E258D
218C5588A2 2 198267484 198267484 Missense_Mutation SNP G A A SF3B1 c.1873C>T p.R625C
218C5780A1 17 7578406 7578406 Missense_Mutation SNP C T T TP53 c.524G>A p.R175H
218C5780A1 17 29533379 29533379 Missense_Mutation SNP G A A NF1 c.1382G>A p.R461Q
218C5780A1 6 32166817 32166817 Missense_Mutation SNP C T T NOTCH4 c.4421G>A p.R1474Q
218D5915A1 17 7578431 7578431 Nonsense_Mutation SNP G A A TP53 c.499C>T p.Q167*
218D5915A1 - - Frame_Shift_Ins INS - - - COL1A1 c.2069_2109dup p.G704Pfs*76
218D5915A1 5 38950441 38950441 Missense_Mutation SNP T C C RICTOR c.3509A>G p.E1170G
218D5915A1 6 93969182 93969182 Missense_Mutation SNP G T T EPHA7 c.1814C>A p.T605N
218D6413A1 1 158597523 158597523 Splice_Site SNP T C C SPTA1 c.5566-10A>G -
218D6413A1 10 70405010 70405010 Missense_Mutation SNP A G G TET1 c.2524A>G p.I842V
218D6413A1 12 1022603 1022603 Missense_Mutation SNP T A A RAD52 c.1211A>T p.H404L
218D6413A1 12 25398285 25398285 Missense_Mutation SNP C A A KRAS c.34G>T p.G12C
218D6413A1 13 28896915 28896915 Splice_Site SNP A G G FLT1 c.2953+12T>C -
218D6413A1 16 2100429 2100429 Missense_Mutation SNP A G G TSC2 c.167A>G p.N56S
218D6413A1 17 7579722 7579722 Splice_Site SNP C G G TP53 c.75-1G>C -
218D6413A1 17 48270360 48270360 Missense_Mutation SNP C T T COL1A1 c.1816G>A p.A606T
218D6413A1 2 212812269 212812269 Missense_Mutation SNP G A A ERBB4 c.307C>T p.R103C
218D6413A1 7 20199671 20199671 Missense_Mutation SNP T C C MACC1 c.313A>G p.R105G
218D6413A1 7 41739882 41739882 Missense_Mutation SNP C T T INHBA c.91G>A p.A31T
218D6413A1 - - Splice_Site SNP - - - CFTR 1210-7_1210-6d -
218D6413A1 8 139149456 139149456 Missense_Mutation SNP G A A FAM135B c.3949C>T p.R1317C
218D6413A1 - - Frame_Shift_Del INS - - - CDKN2A c.332del p.G111Afs*35
218D6471A1 - - Frame_Shift_Ins INS - - - ARID1A c.5548dup p.D1850Gfs*4
218D6471A1 - - Frame_Shift_Del INS - - - TGFBR2 c.1483del p.R495Efs*23
218D6471A1 3 71064802 71064802 Nonsense_Mutation SNP A T T FOXP1 c.872T>A p.L291*
218D6471A1 - - Splice_Site SNP - - - RICTOR c.1152-5dup -
218D6874A1 10 104356918 104356918 Missense_Mutation SNP G A A SUFU c.778G>A p.E260K
218E7563A1 2 29443591 29443591 Missense_Mutation SNP C T T ALK c.3626G>A p.R1209Q
218E7564A1 11 69625249 69625249 Missense_Mutation SNP C T T FGF3 c.544G>A p.V182M
218E7564A1 - - Frame_Shift_Ins INS - - - ATM c.2547_2592dup p.S865Gfs*10
218E7564A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
218E7564A1 19 1221340 1221340 Splice_Site SNP G T T STK11 c.862+1G>T -
218E7564A1 - - Frame_Shift_Del INS - - - BARD1 c.631_632del p.L211Sfs*2
218E7564A1 3 47144879 47144879 Missense_Mutation SNP C T T SETD2 c.4874G>A p.R1625H
218E7890A1 1 97547948 97547948 Missense_Mutation SNP C T T DPYD c.2845G>A p.D949N
218E7890A1 11 92534419 92534419 Missense_Mutation SNP G A A FAT3 c.8240G>A p.R2747Q
218E7890A1 12 50481161 50481161 Nonsense_Mutation SNP C T T SMARCD1 c.547C>T p.R183*
218E7890A1 13 28597543 28597543 Missense_Mutation SNP G C C FLT3 c.2362C>G p.L788V
218F8298A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
218F8400A1 4 55140693 55140693 Splice_Site SNP C T T PDGFRA c.1559-5C>T -
218F8400A1 9 139412297 139412297 Nonsense_Mutation SNP C A A NOTCH1 c.1348G>T p.E450*
218F8651A1 - - In_Frame_Del INS - - - TP53 C.754_759del P.L252_T253del
218F8651A1 17 12028645 12028645 Missense_Mutation SNP G A A MAP2K4 c.848G>A p.G283E
218F8651A1 4 126239844 126239844 Nonsense_Mutation SNP C T T FAT4 c.2278C>T p.Q760*
218G8980A1 1 16261701 16261701 Missense_Mutation SNP C A A SPEN c.8966C>A p.A2989D
218G8980A1 1 158612193 158612193 Splice_Site SNP A C C SPTA1 c.4737+8T>G -
218G8980A1 1 193117054 193117054 Missense_Mutation SNP C T T CDC73 c.787C>T p.R263C
218G8980A1 10 104592424 104592424 Missense_Mutation SNP A C C CYP17A1 c.983T>G p.L328R
218G8980A1 11 92565001 92565001 Missense_Mutation SNP A C C FAT3 c.9695A>C p.N3232T
218G8980A1 12 6690202 6690202 Splice_Site SNP A G G CHD4 c.4909+8T>C -
218G8980A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
218G8980A1 12 57548458 57548458 Missense_Mutation SNP C T T LRP1 c.1201C>T p.R401C
218G8980A1 13 28609708 28609708 Missense_Mutation SNP T C C FLT3 c.1521A>G p.I507M
218G8980A1 13 110437616 110437616 Missense_Mutation SNP G A A IRS2 c.785C>T p.S262L
218G8980A1 15 75093390 75093390 Missense_Mutation SNP G A A CSK c.760G>A p.V254M
218G8980A1 16 2105412 2105412 Missense_Mutation SNP T A A TSC2 c.491T>A p.V164D
218G8980A1 16 9916145 9916145 Missense_Mutation SNP T C C GRIN2A c.2144A>G p.D715G
218G8980A1 17 41605981 41605981 Missense_Mutation SNP A G G ETV4 c.1361T>C p.V454A
218G8980A1 - - Frame_Shift_Ins INS - - - RNF43 c.2094dup p.I700Dfs*47
218G8980A1 17 63052458 63052458 Missense_Mutation SNP C T T GNA13 c.254G>A p.R85H
218G8980A1 17 78867626 78867626 Missense_Mutation SNP C T T RPTOR c.2362C>T p.R788C
218G8980A1 19 14213683 14213683 Missense_Mutation SNP C T T PRKACA c.281G>A p.R94H
218G8980A1 19 15298710 15298710 Nonsense_Mutation SNP C A A NOTCH3 c.1588G>T p.E530*
218G8980A1 2 25467502 25467502 Missense_Mutation SNP G A A DNMT3A c.1574C>T p.A525V
218G8980A1 2 47630542 47630542 Splice_Site SNP G T T MSH2 c.211+1G>T -
218G8980A1 - - Frame_Shift_Del INS - - - ACVR2A c.1310del p.K437Rfs*5
218G8980A1 2 198257804 198257804 Nonsense_Mutation SNP C T T SF3B1 c.3648G>A p.W1216*
218G8980A1 2 198267373 198267373 Missense_Mutation SNP G C C SF3B1 c.1984C>G p.H662D
218G8980A1 20 31020720 31020720 Missense_Mutation SNP G T T ASXL1 c.1017G>T p.Q339H
218G8980A1 4 126240490 126240490 Missense_Mutation SNP A C C FAT4 c.2924A>C p.Q975P
218G8980A1 4 126411235 126411235 Missense_Mutation SNP T C C FAT4 c.13258T>C p.Y4420H
218G8980A1 5 38962976 38962976 Splice_Site SNP A G G RICTOR c.1566+2T>C -
218G8980A1 7 41729394 41729394 Missense_Mutation SNP G A A INHBA c.1135C>T p.R379W
218G8980A1 8 37691318 37691318 Missense_Mutation SNP T A A ADGRA2 c.1409T>A p.I470N
218G8980A1 8 71041004 71041004 Missense_Mutation SNP G A A NCOA2 c.3536C>T p.T1179M
218G8980A1 9 5522590 5522590 Missense_Mutation SNP A C C PDCD1LG2 c.44A>C p.H15P
218G8980A1 9 27204927 27204927 Missense_Mutation SNP G C C TEK c.2228G>C p.G743A
218G8980A1 X 76855026 76855026 Missense_Mutation SNP C T T ATRX c.5810G>A p.G1937E
218G8980A1 X 100611203 100611203 Missense_Mutation SNP C T T BTK c.1403G>A p.R468H
218G8980A1 X 123034349 123034349 Missense_Mutation SNP C G G XIAP c.1106C>G p.T369S
218G8980A1 X 123205175 123205175 Splice_Site SNP T C C STAG2 c.2533+2T>C -
218G9808A1 10 89717661 89717661 Nonsense_Mutation SNP C G G PTEN c.686C>G p.S229*
218G9808A1 2 111907671 111907671 Missense_Mutation SNP G A A BCL2L11 c.265G>A p.A89T
218G9808A1 2 198267491 198267491 Missense_Mutation SNP C A A SF3B1 c.1866G>T p.E622D
218G9808A1 3 52437267 52437267 Nonsense_Mutation SNP G A A BAP1 c.1777C>T p.Q593*
218G9808A1 3 142257358 142257358 Missense_Mutation SNP C A A ATR c.3691G>T p.A1231S
218G9947A1 12 25380275 25380275 Missense_Mutation SNP T G G KRAS c.183A>C p.Q61H
218G9952A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
218G9952A1 17 29670025 29670025 Splice_Site SNP A G G NF1 c.7063-2A>G -
218G9952A1 21 44524456 44524456 Missense_Mutation SNP G A A U2AF1 c.101C>T p.S34F



218G9952A1 3 189604320 189604320 Missense_Mutation SNP C T T TP63 c.1487C>T p.P496L
218G9952A1 - - Frame_Shift_Del INS - - - KMT2C C.10545del P.F3515Lfs*18
218G9952A1 9 21971028 21971028 Nonsense_Mutation SNP C T T CDKN2A c.330G>A p.W110*
218H1383A1 1 43773507 43773507 Missense_Mutation SNP G T T TIE1 c.954G>T p.Q318H
218H1383A1 1 158617446 158617446 Missense_Mutation SNP A G G SPTA1 c.3779T>C p.L1260P
218H1383A1 11 69589800 69589800 Missense_Mutation SNP G A A FGF4 c.53C>T p.A18V
218H1383A1 11 108173611 108173611 Missense_Mutation SNP A C C ATM c.5351A>C p.N1784T
218H1383A1 12 51189780 51189780 Missense_Mutation SNP G A A ATF1 c.182G>A p.R61H
218H1383A1 13 32972432 32972432 Missense_Mutation SNP A G G BRCA2 c.9782A>G p.D3261G
218H1383A1 - - Frame_Shift_Del INS - - - B2M c.43_44del p.L15Ffs*41
218H1383A1 15 90631877 90631877 Missense_Mutation SNP C T T IDH2 c.476G>A p.R159H
218H1383A1 16 9858133 9858133 Missense_Mutation SNP C T T GRIN2A c.3268G>A p.V1090M
218H1383A1 17 37687478 37687478 Missense_Mutation SNP G C C CDK12 c.4355G>C p.G1452A
218H1383A1 17 48271816 48271816 Splice_Site SNP G T T COL1A1 c.1516-8C>A -
218H1383A1 17 78811739 78811739 Missense_Mutation SNP C T T RPTOR c.1154C>T p.A385V
218H1383A1 19 2226439 2226439 Missense_Mutation SNP A G G DOT1L c.3919A>G p.S1307G
218H1383A1 - - Missense_Mutation SNP - - - SMARCA4 c.3634_3636del p.E1212del
218H1383A1 20 57415601 57415601 Missense_Mutation SNP C T T GNAS c.440C>T p.P147L
218H1383A1 3 12641190 12641190 Missense_Mutation SNP C T T RAF1 c.1108G>A p.G370R
218H1383A1 3 37038192 37038192 Missense_Mutation SNP G A A MLH1 c.199G>A p.G67R
218H1383A1 3 70014295 70014295 Missense_Mutation SNP G A A MITF c.1156G>A p.V386I
218H1383A1 3 128200008 128200008 Missense_Mutation SNP G T T GATA2 c.1297C>A p.L433M
218H1383A1 - - Frame_Shift_Del INS - - - TET2 c.1243del p.V415Ffs*12
218H1383A1 5 112116536 112116536 Missense_Mutation SNP G T T APC c.581G>T p.R194M
218H1383A1 5 121776414 121776414 Missense_Mutation SNP G A A SNCAIP c.1387G>A p.V463I
218H1383A1 6 117677874 117677874 Nonsense_Mutation SNP G T T ROS1 c.4059C>A p.Y1353*
218H1383A1 7 142459867 142459867 Missense_Mutation SNP C T T PRSS1 c.443C>T p.A148V
218H1383A1 8 48872556 48872556 Missense_Mutation SNP A G G PRKDC c.131T>C p.L44P
218H1383A1 8 95470504 95470504 Missense_Mutation SNP G T T RAD54B c.296C>A p.P99H
218H1383A1 X 53225149 53225149 Missense_Mutation SNP C A A KDM5C c.3069G>T p.K1023N
218H1383A1 - - Frame_Shift_Ins INS - - - ATRX c.477dup p.R160Tfs*29
218H1627A1 - - Frame_Shift_Ins INS - - - ARID2 c.5309dup p.T1771Nfs*11
218H1627A1 16 347779 347779 Missense_Mutation SNP C T T AXIN1 c.1727G>A p.R576Q
218H1627A1 17 7577105 7577105 Missense_Mutation SNP G A A TP53 c.833C>T p.P278L
218H1627A1 17 37868208 37868208 Missense_Mutation SNP C T T ERBB2 c.929C>T p.S310F
218H1627A1 17 37881440 37881440 Missense_Mutation SNP C T T ERBB2 c.2632C>T p.H878Y
218H1627A1 - - In_Frame_Del INS - - - ERBB4 c.3579_3590del.N1193_P1196del
218H1627A1 3 142184013 142184013 Missense_Mutation SNP T C C ATR c.6967A>G p.I2323V
218H1627A1 - - In_Frame_Del INS - - - KMT2C c.5427del p.L1810*
218H1627A1 8 37555941 37555941 Missense_Mutation SNP G T T ZNF703 c.1522G>T p.A508S
218H1627A1 9 21971186 21971186 Nonsense_Mutation SNP G A A CDKN2A c.172C>T p.R58*
218H1627A1 X 110439716 110439716 Nonsense_Mutation SNP C T T PAK3 c.1255C>T p.R419*
218H1955A1 17 7578449 7578449 Missense_Mutation SNP C T T TP53 c.481G>A p.A161T
218H1955A1 - - Frame_Shift_Del INS - - - PBRM1 c.3197_3213del p.P1066Rfs*10
218H1955A1 4 20569192 20569192 Missense_Mutation SNP C T T SLIT2 c.2902C>T p.H968Y
218H1955A1 7 42005901 42005901 Missense_Mutation SNP C T T GLI3 c.2770G>A p.A924T
218H2052A1 1 16462185 16462185 Nonsense_Mutation SNP G A A EPHA2 c.1393C>T p.R465*
218H2052A1 - - Frame_Shift_Ins INS - - - TP53 c.902dup p.G302Rfs*4
218H2052A1 17 37880998 37880998 Missense_Mutation SNP G T T ERBB2 c.2327G>T p.G776V
218H2052A1 17 41245075 41245075 Missense_Mutation SNP C T T BRCA1 c.2473G>A p.D825N
218H2159A1 12 25398284 25398284 Missense_Mutation SNP C A A KRAS c.35G>T p.G12V
218H2159A1 17 7577108 7577108 Missense_Mutation SNP C A A TP53 c.830G>T p.C277F
218I2875A1 1 16256442 16256442 Missense_Mutation SNP A T T SPEN c.3707A>T p.D1236V
218I2875A1 12 133218820 133218820 Missense_Mutation SNP T C C POLE c.5116A>G p.M1706V
218I2875A1 - - Frame_Shift_Del INS - - - CTCF c.615_624del p.K206Rfs*13
218I2875A1 17 7578203 7578203 Missense_Mutation SNP C A A TP53 c.646G>T p.V216L
218I2875A1 2 209113113 209113113 Missense_Mutation SNP G A A IDH1 c.394C>T p.R132C
218I2875A1 20 36012626 36012626 Missense_Mutation SNP G A A SRC c.70G>A p.V24M
218I3043A1 - - Frame_Shift_Del INS - - - TP53 c.626_627del p.R209Kfs*6
218I3043A1 19 42796753 42796753 Missense_Mutation SNP G A A CIC c.3211G>A p.G1071S
218I3043A1 2 140997050 140997050 Missense_Mutation SNP G T T LRP1B c.13376C>A p.T4459N
218I3043A1 2 141598571 141598571 Missense_Mutation SNP A G G LRP1B c.5030T>C p.V1677A
218I3043A1 8 90958514 90958514 Missense_Mutation SNP T C C NBN c.1924A>G p.K642E
218I3048A1 1 32751309 32751309 Nonsense_Mutation SNP C T T LCK c.1522C>T p.Q508*
218I3048A1 10 70426835 70426835 Missense_Mutation SNP C G G TET1 c.4495C>G p.L1499V
218I3048A1 17 7577099 7577099 Missense_Mutation SNP C T T TP53 c.839G>A p.R280K
218I3048A1 17 7577543 7577543 Missense_Mutation SNP C T T TP53 c.738G>A p.M246I
218I3048A1 3 142168452 142168452 Splice_Site SNP G C C ATR c.7762-8C>G -
218I3048A1 3 142176554 142176554 Missense_Mutation SNP G C C ATR c.7547C>G p.T2516S
218I3048A1 X 70612782 70612782 Missense_Mutation SNP C T T TAF1 c.3049C>T p.R1017C
218I3048A1 - - In_Frame_Ins INS - - - STAG2 C.2133dup P.N712*
218J4306A1 - - Frame_Shift_Ins INS - - - EPHA2 c.1589_1590insT p.E530Dfs*66
218J4306A1 1 158606472 158606472 Missense_Mutation SNP G A A SPTA1 c.5269C>T p.R1757C
218J4306A1 2 209113113 209113113 Missense_Mutation SNP G A A IDH1 c.394C>T p.R132C
218J4306A1 - - Frame_Shift_Ins INS - - - NF2 c.186dup p.G63Wfs*23
218J4306A1 8 68864674 68864674 Missense_Mutation SNP G C C PREX2 c.45G>C p.K15N
218J4308A1 13 32911410 32911410 Nonsense_Mutation SNP C A A BRCA2 c.2918C>A p.S973*
218J4308A1 16 89845208 89845208 Splice_Site SNP C G G FANCA c.1826+1G>C -
218J4308A1 - - Frame_Shift_Ins INS - - - STK11 c.1012dup p.V338Gfs*22
218J4308A1 19 45916954 45916954 Missense_Mutation SNP G C C ERCC1 c.824C>G p.P275R
218J4308A1 2 121746495 121746495 Missense_Mutation SNP C A A GLI2 c.3005C>A p.A1002D
218J4308A1 20 57484464 57484464 Missense_Mutation SNP C G G GNAS c.645C>G p.D215E
218J4308A1 3 195605917 195605917 Splice_Site SNP C T T TNK2 c.1014+3G>A -
218J4341A1 1 11187212 11187212 Splice_Site SNP A C C MTOR c.6217-11T>G -
218J4341A1 12 46231201 46231201 Splice_Site SNP G T T ARID2 c.1120+1G>T -
218J4341A1 - - Frame_Shift_Del INS - - - ARID2 c.1616_1632del p.S539Yfs*4
218J4341A1 17 7573976 7573976 Nonsense_Mutation SNP T A A TP53 c.1051A>T p.K351*
218J4341A1 3 178952085 178952085 Missense_Mutation SNP A G G PIK3CA c.3140A>G p.H1047R
218J4341A1 7 55211089 55211089 Missense_Mutation SNP T A A EGFR c.332T>A p.M111K
218J4341A1 8 32613989 32613989 Missense_Mutation SNP A G G NRG1 c.410A>G p.N137S
218J4341A1 8 48792158 48792158 Nonsense_Mutation SNP PRKDC c.5128A>T p.R1710*
218J4343A1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
218J4343A1 18 48591895 48591895 Missense_Mutation SNP A G G SMAD4 c.1058A>G p.Y353C
218J4343A1 22 29669841 29669841 Nonsense_Mutation SNP C T T EWSR1 c.214C>T p.Q72*
218J4343A1 9 22008876 22008876 Missense_Mutation SNP A G G CDKN2B c.77T>C p.L26P
218J4343A1 - - Splice_Site SNP - - - RBM10 c.543_576+4del -
218J4612A1 3 178952085 178952085 Missense_Mutation SNP A G G PIK3CA c.3140A>G p.H1047R
218J4612A1 3 189584549 189584549 Missense_Mutation SNP G A A TP63 c.845G>A p.G282E



218J4612A1 6 30866999 30866999 Missense_Mutation SNP C T T DDR1 c.2557C>T p.R853W
218J4612A1 X 44949176 44949176 Splice_Site SNP G C C KDM6A c.3736+1G>C -
218J4612A1 X 47426725 47426725 Missense_Mutation SNP G A A ARAF c.970G>A p.V324M
218J5499A1 12 4554699 4554699 Missense_Mutation SNP C T T FGF6 c.38G>A p.R13Q
218J5499A1 - - Frame_Shift_Del INS - - - NF1 c.4354_4358del p.H1452Sfs*13
218J5499A1 19 52719151 52719151 Splice_Site SNP G C C PPP2R1A c.922+5G>C -
218J5499A1 22 41513644 41513644 Missense_Mutation SNP G T T EP300 c.548G>T p.G183V
218J5499A1 7 2984069 2984069 Missense_Mutation SNP G C C CARD11 c.461C>G p.A154G
218K6790A1 11 118373323 118373323 Missense_Mutation SNP T C C KMT2A c.6716T>C p.L2239P
218K6790A1 12 12870782 12870782 Missense_Mutation SNP C A A CDKN1B c.9C>A p.N3K
218K6790A1 14 36986493 36986493 Missense_Mutation SNP C G G NKX2-1 c.1196G>C p.R399P
218K6790A1 15 75090959 75090959 Missense_Mutation SNP G T T CSK c.19G>T p.A7S
218K6790A1 - - Splice_Site SNP - - - TP53 3-1delinsACCACT -
218K6790A1 17 7577565 7577565 Missense_Mutation SNP T C C TP53 c.716A>G p.N239S
218K6790A1 17 37671991 37671991 Missense_Mutation SNP C A A CDK12 c.2776C>A p.L926I
218K6790A1 2 198266609 198266609 Missense_Mutation SNP A C C SF3B1 c.2227T>G p.L743V
218K6790A1 6 138192350 138192350 Splice_Site SNP TNFAIP3 c.-15-5T>C -
218K6790A1 7 81359066 81359066 Missense_Mutation SNP G C C HGF c.895C>G p.P299A
218K6907A1 17 7578406 7578406 Missense_Mutation SNP C T T TP53 c.524G>A p.R175H
218K6907A1 2 141259449 141259449 Splice_Site SNP A T T LRP1B c.8663-6T>A -
218K6907A1 6 32187467 32187467 Missense_Mutation SNP C T T NOTCH4 c.1412G>A p.R471H
218K6907A1 8 68968203 68968203 Missense_Mutation SNP T C C PREX2 c.1232T>C p.L411P
218K6907A1 X 70338696 70338696 Missense_Mutation SNP A G G MED12 c.92A>G p.Q31R
218L7136A1 12 58145430 58145430 Missense_Mutation SNP C T T CDK4 c.71G>A p.R24H
218L7136A1 16 81957117 81957117 Missense_Mutation SNP G T T PLCG2 c.2335G>T p.D779Y
218L7137A1 12 25398284 25398284 Missense_Mutation SNP C A A KRAS c.35G>T p.G12V
218L7137A1 20 57484420 57484420 Missense_Mutation SNP C G G GNAS c.601C>G p.R201G
218L7990A1 1 206649713 206649713 Splice_Site SNP A T T IKBKE c.540+8A>T -
218L7990A1 17 7577114 7577114 Missense_Mutation SNP C A A TP53 c.824G>T p.C275F
218L7990A1 3 189607225 189607225 Missense_Mutation SNP C G G TP63 c.1604C>G p.S535C
218L7990A1 7 117144312 117144312 Missense_Mutation SNP C G G CFTR c.59C>G p.T20S
218L9107A1 16 67654728 67654728 Splice_Site SNP T G G CTCF c.1207+8T>G -
218L9107A1 17 7578370 7578370 Splice_Site SNP C T T TP53 c.559+1G>A -
218L9107A1 5 180047888 180047888 Missense_Mutation SNP C T T FLT4 c.2287G>A p.V763M
218L9107A1 - - In_Frame_Del INS - - - WISP3 c.623_625del K208_C209delinsS
219A1770D1 17 7578413 7578413 Missense_Mutation SNP C T T TP53 c.517G>A p.V173M
219A1770D1 - - Frame_Shift_Del INS - - - SMAD4 C.1596_1603de P.L533Pfs*41
219A1770D1 2 141819768 141819768 Missense_Mutation SNP C T T LRP1B c.1088G>A p.R363K
219A1770D1 4 66230893 66230893 Missense_Mutation SNP C T T EPHA5 c.2078G>A p.R693H
219A1770D1 4 126239215 126239215 Missense_Mutation SNP T G G FAT4 c.1649T>G p.L550R
219A1770D1 X 100611040 100611040 Missense_Mutation SNP C A A BTK c.1566G>T p.L522L
219A1770D1 X 123019573 123019573 Missense_Mutation SNP G C C XIAP c.61G>C p.E21Q
219A9920A1 1 120484314 120484314 Missense_Mutation SNP G A A NOTCH2 c.2816C>T p.P939L
219A9920A1 17 7578392 7578392 Nonsense_Mutation SNP C A A TP53 c.538G>T p.E180*
219A9920A1 2 142004878 142004878 Missense_Mutation SNP C G G LRP1B c.509G>C p.R170T
219A9920A1 7 106508720 106508720 Missense_Mutation SNP C A A PIK3CG c.714C>A p.D238E
219A9920A1 9 133759526 133759526 Missense_Mutation SNP C T T ABL1 c.1906C>T p.R636C
219A9920A1 X 44921969 44921969 Missense_Mutation SNP G T T KDM6A c.1503G>T p.Q501H
24059085A1 9 87570318 87570318 Missense_Mutation SNP G C C NTRK2 c.2058G>C p.Q686H
24059085A1 17 7577559 7577559 Missense_Mutation SNP G C C TP53 c.722C>G p.S241C
24059085A1 2 141108425 141108425 Missense_Mutation SNP C T T LRP1B c.11833G>A p.G3945R
24059085A1 3 52441226 52441226 Nonsense_Mutation SNP C A A BAP1 c.544G>T p.E182*
618F8157A2 11 108128226 108128226 Nonsense_Mutation SNP G T T ATM c.2269G>T p.G757*
618F8157A2 17 16004563 16004563 Splice_Site SNP C A A NCOR1 c.2690+1G>T -
618F8167A2 3 30713760 30713760 Missense_Mutation SNP A G G TGFBR2 c.1085A>G p.H362R
618F8167A2 - - Frame_Shift_Del INS - - - BAP1 c.421del p.H141Ifs*46
618F8167A2 7 77789586 77789586 Missense_Mutation SNP C A A MAGI2 c.2601G>T p.E867D
ASCO795410 3 142272103 142272103 Missense_Mutation SNP C T T ATR 2771G>A;2777T>p.[S924N;F926C]
ASCO795410 - - Frame_Shift_Del INS - - - SETD2 C.5481del P.W1827Cfs*11
ASCO795410 12 25398281 25398281 Missense_Mutation SNP C T T KRAS c.38G>A p.G13D
CASE111111 1 27088755 27088755 Nonsense_Mutation SNP C A A ARID1A c.2364C>A p.Y788*
CASE111111 1 202710591 202710591 Missense_Mutation SNP G A A KDM5B c.2957C>T p.P986L
CASE111111 1 204437999 204437999 Missense_Mutation SNP G A A PIK3C2B c.932C>T p.P311L
CASE111111 10 43601830 43601830 Missense_Mutation SNP G A A RET c.874G>A p.V292M
CASE111111 11 9597523 9597523 Missense_Mutation SNP A G G WEE1 c.665A>G p.K222R
CASE111111 11 92088570 92088570 Missense_Mutation SNP G A A FAT3 c.3292G>A p.G1098R
CASE111111 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
CASE111111 - - Splice_Site SNP - - - RB1 c.1128-5delT -
CASE111111 13 48947631 48947631 Splice_Site SNP A G G RB1 c.1215+3A>G -
CASE111111 16 81968061 81968061 Missense_Mutation SNP A T T PLCG2 c.2767A>T p.N923Y
CASE111111 16 81969933 81969933 Missense_Mutation SNP G A A PLCG2 c.3002G>A p.R1001H
CASE111111 17 7577085 7577085 Nonsense_Mutation SNP C A A TP53 c.853G>T p.E285*
CASE111111 17 7577609 7577609 Splice_Site SNP C T T TP53 c.673-1G>A -
CASE111111 17 15961283 15961283 Missense_Mutation SNP C A A NCOR1 c.6106G>T p.A2036S
CASE111111 17 15983379 15983379 Splice_Site SNP C G G NCOR1 c.3401-1G>C -
CASE111111 17 29527462 29527462 Missense_Mutation SNP G A A NF1 c.911G>A p.R304Q
CASE111111 17 37627362 37627362 Missense_Mutation SNP T A A CDK12 c.1277T>A p.F426Y
CASE111111 17 38510560 38510560 Missense_Mutation SNP C T T RARA c.814C>T p.R272W
CASE111111 19 30314572 30314572 Missense_Mutation SNP G A A CCNE1 c.1121G>A p.R374Q
CASE111111 2 121708880 121708880 Missense_Mutation SNP C T T GLI2 c.316C>T p.H106Y
CASE111111 20 62173546 62173546 Missense_Mutation SNP G T T SRMS c.916C>A p.R306S
CASE111111 22 41574907 41574907 Missense_Mutation SNP G A A EP300 c.7192G>A p.D2398N
CASE111111 3 38182748 38182748 Missense_Mutation SNP C T T MYD88 c.925C>T p.R309C
CASE111111 3 142268985 142268985 Missense_Mutation SNP G A A ATR c.2965C>T p.R989C
CASE111111 4 55946257 55946257 Missense_Mutation SNP C T T KDR c.3922G>A p.G1308R
CASE111111 4 187541228 187541228 Missense_Mutation SNP G A A FAT1 c.6512C>T p.P2171L
CASE111111 5 38975689 38975689 Missense_Mutation SNP C T T RICTOR c.839G>A p.R280Q
CASE111111 5 176523067 176523067 Missense_Mutation SNP C T T FGFR4 c.1831C>T p.R611W
CASE111111 6 138201337 138201337 Missense_Mutation SNP T C C TNFAIP3 c.2036T>C p.I679T
CASE111111 7 2976817 2976817 Missense_Mutation SNP C T T CARD11 c.1195G>A p.E399K
CASE111111 7 116340214 116340214 Missense_Mutation SNP G A A MET c.1076G>A p.R359Q
CASE111111 7 151874767 151874767 Missense_Mutation SNP C T T KMT2C c.7771G>A p.G2591R
CASE111111 8 41836193 41836193 Missense_Mutation SNP C T T KAT6A c.1010G>A p.R337H
CASE111111 9 98220390 98220390 Missense_Mutation SNP G A A PTCH1 c.3073C>T p.R1025C
CASE111111 X 129159352 129159352 Missense_Mutation SNP C A A BCORL1 c.4076C>A p.A1359E
CASE222222 1 45805988 45805988 Splice_Site SNP C A A MUTYH c.-62G>T -
CASE222222 11 108117784 108117784 Missense_Mutation SNP A G G ATM c.995A>G p.Y332C
CASE222222 11 118344839 118344839 Missense_Mutation SNP C G G KMT2A c.2965C>G p.L989V



CASE222222 14 95566106 95566106 Splice_Site SNP C A A DICER1 c.4206+11G>T -
CASE222222 14 102549644 102549644 Splice_Site SNP G T T HSP90AA1 c.1853-5C>A -
CASE222222 16 3807850 3807850 Missense_Mutation SNP T C C CREBBP c.3569A>G p.D1190G
CASE222222 16 23646324 23646324 Nonsense_Mutation SNP T A A PALB2 c.1543A>T p.K515*
CASE222222 17 7577509 7577509 Missense_Mutation SNP C T T TP53 c.772G>A p.E258K
CASE222222 2 121744143 121744143 Missense_Mutation SNP C T T GLI2 c.2246C>T p.P749L
CASE222222 21 44840885 44840885 Splice_Site SNP C T T SIK1 c.748+5G>A -
CASE222222 - - Frame_Shift_Del INS - - - SETD2 C.5533del P.S1845Vfs*20
CASE222222 3 49940126 49940126 Missense_Mutation SNP C T T MST1R c.917G>A p.R306H
CASE222222 3 195593777 195593777 Nonsense_Mutation SNP C T T TNK2 c.3093G>A p.W1031*
CASE222222 4 1952795 1952795 Splice_Site SNP C G G NSD2 c.1882-4C>G -
CASE222222 4 126336878 126336878 Missense_Mutation SNP G A A FAT4 c.6760G>A p.D2254N
CASE222222 5 131927598 131927598 Missense_Mutation SNP A G G RAD50 c.1665A>G p.I555M
CASE222222 6 32165209 32165209 Missense_Mutation SNP A T T NOTCH4 c.4919T>A p.L1640Q
CASE222222 9 21971209 21971209 Splice_Site SNP T C C CDKN2A c.151-2A>G -
CASE222222 X 76874314 76874314 Missense_Mutation SNP C T T ATRX c.5408G>A p.R1803H
CASE222222 X 123185061 123185061 Missense_Mutation SNP C T T STAG2 c.1108C>T p.R370W
CASE333333 1 158632689 158632689 Missense_Mutation SNP A G G SPTA1 c.2267T>C p.I756T
CASE333333 10 70404467 70404467 Missense_Mutation SNP A C C TET1 c.1981A>C p.N661H
CASE333333 10 104595035 104595035 Missense_Mutation SNP C T T CYP17A1 c.412G>A p.G138S
CASE333333 10 123239457 123239457 Missense_Mutation SNP C G G FGFR2 c.2380G>C p.D794H
CASE333333 12 112939990 112939990 Missense_Mutation SNP T C C PTPN11 c.1642T>C p.S548P
CASE333333 17 38555017 38555017 Splice_Site SNP C T T TOP2A c.3453+8G>A -
CASE333333 19 2216771 2216771 Splice_Site SNP G A A DOT1L c.2408+7G>A -
CASE333333 19 10475580 10475580 Missense_Mutation SNP C T T TYK2 c.1156G>A p.V386M
CASE333333 19 15272347 15272347 Missense_Mutation SNP C T T NOTCH3 c.6092G>A p.R2031H
CASE333333 19 15303304 15303304 Missense_Mutation SNP C T T NOTCH3 c.224G>A p.R75Q
CASE333333 19 42776140 42776140 Missense_Mutation SNP C T T CIC c.205C>T p.R69W
CASE333333 2 29416667 29416667 Missense_Mutation SNP T C C ALK c.4286A>G p.Q1429R
CASE333333 2 29462691 29462691 Missense_Mutation SNP G A A ALK c.2210C>T p.S737L
CASE333333 2 29543716 29543716 Missense_Mutation SNP C T T ALK c.1447G>A p.E483K
CASE333333 4 175896743 175896743 Missense_Mutation SNP G A A ADAM29 c.67G>A p.E23K
CASE333333 5 131915115 131915115 Missense_Mutation SNP C T T RAD50 c.472C>T p.H158Y
CASE333333 - - Frame_Shift_Ins INS - - - RAD50 C.2165dup P.E723Gfs*5
CASE333333 8 48689409 48689409 Splice_Site SNP PRKDC c.12180-3C>T -
CASE333333 9 93626890 93626890 Missense_Mutation SNP A G G SYK c.737A>G p.Y246C
CASE444444 1 16262537 16262537 Missense_Mutation SNP C T T SPEN c.9802C>T p.R3268C
CASE444444 1 97981368 97981368 Missense_Mutation SNP T G G DPYD c.1654A>C p.T552P
CASE444444 1 120491753 120491753 Splice_Site SNP G C C NOTCH2 c.2480-4C>G -
CASE444444 11 111965567 111965567 Missense_Mutation SNP A G G SDHD c.353A>G p.D118G
CASE444444 12 1034604 1034604 Splice_Site SNP T C C RAD52 c.543+12A>G -
CASE444444 17 7578212 7578212 Nonsense_Mutation SNP G A A TP53 c.637C>T p.R213*
CASE444444 17 29654521 29654521 Missense_Mutation SNP G T T NF1 c.5273G>T p.G1758V
CASE444444 17 56448400 56448400 Splice_Site SNP G A A RNF43 c.253-6C>T -
CASE444444 18 60795959 60795959 Missense_Mutation SNP G A A BCL2 c.619C>T p.R207W
CASE444444 19 42794884 42794884 Missense_Mutation SNP T C C CIC c.1964T>C p.L655P
CASE444444 4 20618743 20618743 Missense_Mutation SNP G T T SLIT2 c.4058G>T p.G1353V
CASE444444 X 48123213 48123213 Splice_Site SNP A G G SSX1 c.331-4A>G -
CASE555555 1 16262429 16262429 Missense_Mutation SNP G A A SPEN c.9694G>A p.E3232K
CASE555555 1 204438084 204438084 Missense_Mutation SNP G C C PIK3C2B c.847C>G p.Q283E
CASE555555 10 43606814 43606814 Missense_Mutation SNP C T T RET c.1423C>T p.R475W
CASE555555 11 92085554 92085554 Missense_Mutation SNP C G G FAT3 c.276C>G p.F92L
CASE555555 11 92531376 92531376 Missense_Mutation SNP C T T FAT3 c.5197C>T p.R1733C
CASE555555 12 92538031 92538031 Missense_Mutation SNP C A A BTG1 c.341G>T p.R114I
CASE555555 - - Frame_Shift_Ins INS - - - BRCA2 C.1813dup P.I605Nfs*11
CASE555555 13 48936983 48936983 Nonsense_Mutation SNP C T T RB1 c.751C>T p.R251*
CASE555555 17 7577099 7577099 Missense_Mutation SNP C G G TP53 c.839G>C p.R280T
CASE555555 17 56448354 56448354 Missense_Mutation SNP T C C RNF43 c.293A>G p.N98S
CASE555555 2 112758843 112758843 Missense_Mutation SNP G A A MERTK c.1670G>A p.R557Q
CASE555555 2 141283818 141283818 Nonsense_Mutation SNP C A A LRP1B c.7864G>T p.E2622*
CASE555555 3 130799295 130799295 Missense_Mutation SNP G A A NEK11 c.199G>A p.E67K
CASE555555 3 142281429 142281429 Missense_Mutation SNP G A A ATR c.815C>T p.S272L
CASE555555 4 126370901 126370901 Missense_Mutation SNP C A A FAT4 c.8730C>A p.F2910L
CASE555555 5 35876391 35876391 Missense_Mutation SNP A C C IL7R c.1183A>C p.K395Q
CASE555555 6 162206948 162206948 Splice_Site SNP G A A PRKN c.735-8C>T -
R18C5410R2 17 7577538 7577538 Missense_Mutation SNP C T T TP53 c.743G>A p.R248Q
R18C5410R2 20 31021211 31021211 Nonsense_Mutation SNP C T T ASXL1 c.1210C>T p.R404*
R18C5410R2 5 121758851 121758851 Missense_Mutation SNP T A A SNCAIP c.419T>A p.L140Q
R18C5410R2 5 149497300 149497300 Missense_Mutation SNP G A A PDGFRB c.3018C>T p.S1006S
R18C5410R2 8 71068858 71068858 Missense_Mutation SNP T G G NCOA2 c.1742A>C p.D581A
R18C5411R2 1 27056207 27056207 Nonsense_Mutation SNP C G G ARID1A c.1203C>G p.Y401*
R18C5411R2 1 115256530 115256530 Missense_Mutation SNP G T T NRAS c.181C>A p.Q61K
R18C5411R2 - - Frame_Shift_Ins INS - - - SMAD4 C.153dup P.D52Rfs*2
R18C5411R2 2 61726995 61726995 Missense_Mutation SNP G T T XPO1 c.443C>A p.T148N
R18C5411R2 X 44949082 44949082 Missense_Mutation SNP G A A KDM6A c.3643G>A p.G1215R
R18D6313R1 9 135772702 135772702 Nonsense_Mutation SNP A C C TSC1 c.2844T>G p.Y948*
R18D6314R1 - - Frame_Shift_Del INS - - - ARID1A 6_5327delinsTTCp.E1776Ffs*3
R18D6314R1 - - Frame_Shift_Del INS - - - ARID2 c.4632_4651delp.A1547Gfs*14
R18D6314R1 7 2974086 2974086 Splice_Site SNP C A A CARD11 c.1518+1G>T -
R18D6315R1 1 27106354 27106354 Nonsense_Mutation SNP C T T ARID1A c.5965C>T p.R1989*
R18D6316R1 - - Frame_Shift_Del INS - - - JAK1 c.472del p.L158Cfs*10
R18D6316R1 15 93557954 93557954 Missense_Mutation SNP G T T CHD2 c.4721G>T p.G1574V
R18D6316R1 16 360008 360008 Nonsense_Mutation SNP G A A AXIN1 c.1081C>T p.Q361*
R18D6316R1 17 37868208 37868208 Missense_Mutation SNP C T T ERBB2 c.929C>T p.S310F
R18D6316R1 2 29419665 29419665 Missense_Mutation SNP T C C ALK c.4135A>G p.I1379V
R18D6316R1 7 116371867 116371867 Missense_Mutation SNP A G G MET c.1346A>G p.D449G
R18D6317R1 - - In_Frame_Ins INS - - - EPHA2 c.713dup p.E241*
R18D6317R1 17 7577120 7577120 Missense_Mutation SNP C T T TP53 c.818G>A p.R273H
R18D6317R1 X 47044850 47044850 Nonsense_Mutation SNP C T T RBM10 c.2176C>T p.R726*
R18D6417R1 1 9780797 9780797 Splice_Site SNP C T T PIK3CD c.1522-3C>T -
R18D6417R1 11 108201099 108201099 Missense_Mutation SNP C T T ATM c.7466C>T p.S2489F
R18D6417R1 12 6687638 6687638 Missense_Mutation SNP C T T CHD4 c.5056G>A p.E1686K
R18D6417R1 12 49425896 49425896 Nonsense_Mutation SNP G A A KMT2D c.12592C>T p.R4198*
R18D6417R1 15 93543766 93543766 Missense_Mutation SNP C T T CHD2 c.4033C>T p.R1345W
R18D6417R1 17 16040727 16040727 Splice_Site SNP C T T NCOR1 c.1408-1G>A -
R18D6417R1 2 121745873 121745873 Missense_Mutation SNP G A A GLI2 c.2383G>A p.E795K
R18D6417R1 2 212488655 212488655 Missense_Mutation SNP C A A ERBB4 c.2194G>T p.V732F
R18D6417R1 3 178936082 178936082 Missense_Mutation SNP G A A PIK3CA c.1624G>A p.E542K



R18D6417R1 3 178936091 178936091 Missense_Mutation SNP G A A PIK3CA c.1633G>A p.E545K
R18D6417R1 6 32184839 32184839 Missense_Mutation SNP C G G NOTCH4 c.1744G>C p.E582Q
R18D6417R1 6 33286968 33286968 Missense_Mutation SNP C G G DAXX c.1969G>C p.E657Q
R18D6417R1 6 33287293 33287293 Missense_Mutation SNP C G G DAXX c.1804G>C p.E602Q
R18D6417R1 X 70608704 70608704 Missense_Mutation SNP G C C TAF1 c.2746G>C p.E916Q
R18D6463R1 1 16477446 16477446 Missense_Mutation SNP T A A EPHA2 c.98A>T p.D33V
R18D6463R1 13 48951052 48951052 Splice_Site SNP A G G RB1 c.1216-2A>G -
R18D6463R1 2 191929525 191929525 Splice_Site SNP C G G STAT4 c.782+8G>C -
R18D6463R1 3 178936082 178936082 Missense_Mutation SNP G A A PIK3CA c.1624G>A p.E542K
R18D6470R1 - - Frame_Shift_Del INS - - - RAD54L c.488del p.F163Sfs*25
R18D6470R1 10 90768757 90768757 Splice_Site SNP A G G FAS c.443+3A>G -
R18D6470R1 11 108117783 108117783 Missense_Mutation SNP T C C ATM c.994T>C p.Y332H
R18D6470R1 11 108178659 108178659 Nonsense_Mutation SNP A T T ATM c.5710A>T p.K1904*
R18D6470R1 11 119169120 119169120 Missense_Mutation SNP A T T CBL c.2304A>T p.E768D
R18D6470R1 - - Frame_Shift_Del INS - - - ARID2 c.130del p.E44Sfs*14
R18D6470R1 13 48934148 48934148 Splice_Site SNP T C C RB1 c.608-5T>C -
R18D6470R1 14 45620637 45620637 Missense_Mutation SNP A G G FANCM c.956A>G p.N319S
R18D6470R1 14 95599677 95599677 Missense_Mutation SNP T A A DICER1 c.119A>T p.N40I
R18D6470R1 - - Frame_Shift_Del INS - - - NUP93 c.880_892del p.R294Tfs*24
R18D6470R1 16 67645024 67645024 Missense_Mutation SNP A G G CTCF c.289A>G p.T97A
R18D6470R1 17 7579494 7579494 Nonsense_Mutation SNP T A A TP53 c.193A>T p.R65*
R18D6470R1 17 16012219 16012219 Missense_Mutation SNP C T T NCOR1 c.2063G>A p.R688Q
R18D6470R1 17 38555391 38555391 Splice_Site SNP T A A TOP2A c.3197-8A>T -
R18D6470R1 17 59878832 59878832 Nonsense_Mutation SNP T A A BRIP1 c.922A>T p.K308*
R18D6470R1 18 45395607 45395607 Splice_Site SNP T C C SMAD2 c.430+7A>G -
R18D6470R1 2 61719504 61719504 Missense_Mutation SNP T G G XPO1 c.1679A>C p.K560T
R18D6470R1 4 143066982 143066982 Splice_Site SNP T C C INPP4B c.1720+11A>G -
R18D6470R1 4 175898741 175898741 Missense_Mutation SNP A G G ADAM29 c.2065A>G p.I689V
R18D6470R1 5 38955718 38955718 Missense_Mutation SNP T C C RICTOR c.2588A>G p.Y863C
R18D6470R1 8 31497909 31497909 Missense_Mutation SNP A C C NRG1 c.409A>C p.N137H
R18D6483R1 1 16262648 16262648 Missense_Mutation SNP G C C SPEN c.9913G>C p.E3305Q
R18D6483R1 1 158650489 158650489 Missense_Mutation SNP C T T SPTA1 c.562G>A p.E188K
R18D6483R1 11 92532543 92532543 Missense_Mutation SNP G T T FAT3 c.6364G>T p.V2122F
R18D6483R1 11 119146713 119146713 Missense_Mutation SNP C G G CBL c.876C>G p.I292M
R18D6483R1 - - Frame_Shift_Ins INS - - - ARID2 c.4903_4904dupp.W1636Cfs*66
R18D6483R1 - - Frame_Shift_Del INS - - - ACVR1B c.559_560del p.S187Hfs*43
R18D6483R1 13 43155412 43155412 Missense_Mutation SNP C G G TNFSF11 c.151C>G p.Q51E
R18D6483R1 14 81422193 81422193 Missense_Mutation SNP C G G TSHR c.169C>G p.L57V
R18D6483R1 17 7577099 7577099 Missense_Mutation SNP C T T TP53 c.839G>A p.R280K
R18D6483R1 17 12011144 12011144 Missense_Mutation SNP C T T MAP2K4 c.551C>T p.S184L
R18D6483R1 17 29663744 29663744 Missense_Mutation SNP T A A NF1 c.6239T>A p.I2080N
R18D6483R1 19 17945815 17945815 Splice_Site SNP G A A JAK3 c.2048-3C>T -
R18D6483R1 3 178936091 178936091 Missense_Mutation SNP G A A PIK3CA c.1633G>A p.E545K
R18D6483R1 4 187539252 187539252 Nonsense_Mutation SNP G A A FAT1 c.8488C>T p.Q2830*
R18D6483R1 6 30865360 30865360 Missense_Mutation SNP G C C DDR1 c.2091G>C p.Q697H
R18D6483R1 7 127727059 127727059 Nonsense_Mutation SNP C T T SND1 c.2374C>T p.Q792*
R18D6483R1 7 148513873 148513873 Splice_Site SNP G A A EZH2 c.1411-3C>T -
R18D6483R1 8 68965459 68965459 Missense_Mutation SNP G C C PREX2 c.1071G>C p.L357F
R18D6483R1 9 135787737 135787737 Nonsense_Mutation SNP G T T TSC1 c.845C>A p.S282*
R18D6488R1 12 115109962 115109962 Missense_Mutation SNP C T T TBX3 c.1916G>A p.R639H
R18D6488R1 13 110437691 110437691 Missense_Mutation SNP G A A IRS2 c.710C>T p.S237L
R18D6488R1 17 7574021 7574021 Nonsense_Mutation SNP C A A TP53 c.1006G>T p.E336*
R18D6488R1 22 30069414 30069414 Nonsense_Mutation SNP G T T NF2 c.1279G>T p.E427*
R18D6489R1 16 50816345 50816345 Nonsense_Mutation SNP C A A CYLD c.1794C>A p.Y598*
R18D6489R1 17 7578263 7578263 Nonsense_Mutation SNP G A A TP53 c.586C>T p.R196*
R18D6489R1 2 141004672 141004672 Missense_Mutation SNP G A A LRP1B c.13307C>T p.S4436F
R18D6489R1 2 170070170 170070170 Missense_Mutation SNP G A A LRP2 c.6037C>T p.R2013C
R18D6489R1 3 134851591 134851591 Missense_Mutation SNP G A A EPHB1 c.997G>A p.V333I
R18D6489R1 - - Frame_Shift_Del INS - - - PRKDC c.12342del p.N4115Tfs*48
R18D6500R1 1 204416690 204416690 Missense_Mutation SNP G A A PIK3C2B c.2363C>T p.S788L
R18D6500R1 13 32893318 32893318 Missense_Mutation SNP G A A BRCA2 c.172G>A p.E58K
R18D6500R1 17 7578528 7578528 Missense_Mutation SNP A T T TP53 c.402T>A p.F134L
R18D6500R1 7 42005843 42005843 Missense_Mutation SNP G A A GLI3 c.2828C>T p.T943M
R18D6500R1 8 48826630 48826630 Splice_Site SNP A G G PRKDC c.2618-6T>C -
R18D6500R1 X 63412907 63412907 Missense_Mutation SNP T C C AMER1 c.260A>G p.K87R
R18D6500R1 X 76938635 76938635 Missense_Mutation SNP C T T ATRX c.2113G>A p.D705N
R18D6508R1 11 111957566 111957566 Splice_Site SNP C T T SDHD c.-66C>T -
R18D6508R1 12 25398284 25398284 Missense_Mutation SNP C G G KRAS c.35G>C p.G12A
R18D6508R1 16 23619201 23619201 Missense_Mutation SNP G A A PALB2 c.3334C>T p.P1112S
R18D6508R1 17 37868208 37868208 Missense_Mutation SNP C A A ERBB2 c.929C>A p.S310Y
R18D6508R1 18 48591918 48591918 Missense_Mutation SNP C T T SMAD4 c.1081C>T p.R361C
R18D6508R1 19 42776461 42776461 Nonsense_Mutation SNP G T T CIC c.526G>T p.E176*
R18D6508R1 2 109388204 109388204 Missense_Mutation SNP C A A RANBP2 c.7897C>A p.L2633I
R18D6508R1 5 112176329 112176329 Nonsense_Mutation SNP C T T APC c.5038C>T p.Q1680*
R18D6508R1 7 6026649 6026649 Missense_Mutation SNP C T T PMS2 c.1747G>A p.E583K
R18D6510R1 1 115256529 115256529 Missense_Mutation SNP T A A NRAS c.182A>T p.Q61L
R18D6510R1 11 69514104 69514104 Missense_Mutation SNP C T T FGF19 c.577G>A p.E193K
R18D6510R1 12 46211585 46211585 Nonsense_Mutation SNP C G G ARID2 c.551C>G p.S184*
R18D6510R1 17 17124746 17124746 Missense_Mutation SNP G C C FLCN c.976C>G p.L326V
R18D6510R1 17 56780658 56780658 Missense_Mutation SNP C G G RAD51C c.673C>G p.L225V
R18D6510R1 19 15302774 15302774 Missense_Mutation SNP G A A NOTCH3 c.676C>T p.P226S
R18D6510R1 21 36164509 36164509 Missense_Mutation SNP C T T RUNX1 c.1366G>A p.E456K
R18D6510R1 22 41523488 41523488 Splice_Site SNP C G G EP300 c.907-3C>G -
R18D6510R1 3 178936091 178936091 Missense_Mutation SNP G A A PIK3CA c.1633G>A p.E545K
R18D6510R1 3 178938934 178938934 Missense_Mutation SNP G A A PIK3CA c.2176G>A p.E726K
R18D6510R1 3 185200173 185200173 Missense_Mutation SNP G A A MAP3K13 c.2830G>A p.D944N
R18D6510R1 4 187524726 187524726 Missense_Mutation SNP G A A FAT1 c.10954C>T p.P3652S
R18D6510R1 6 135521246 135521246 Missense_Mutation SNP G A A MYB c.1370G>A p.R457K
R18D6510R1 7 81346668 81346668 Missense_Mutation SNP C T T HGF c.1285G>A p.E429K
R18D6510R1 7 106513354 106513354 Missense_Mutation SNP C T T PIK3CG c.2258C>T p.S753F
R18D6510R1 7 116339297 116339297 Missense_Mutation SNP G C C MET c.159G>C p.Q53H
R18D6510R1 8 11615824 11615824 Missense_Mutation SNP C G G GATA4 c.1169C>G p.S390C
R18D6510R1 8 32620804 32620804 Nonsense_Mutation SNP C G G NRG1 c.875C>G p.S292*
R18D6510R1 8 48842522 48842522 Missense_Mutation SNP G A A PRKDC c.1943C>T p.S648L
R18D6510R1 8 48847559 48847559 Splice_Site SNP C G G PRKDC c.1497+10G>C -
R18D6510R1 9 80430659 80430659 Missense_Mutation SNP C T T GNAQ c.349G>A p.D117N
R18D6510R1 X 70339981 70339981 Missense_Mutation SNP G A A MED12 c.514G>A p.E172K
R18D6510R1 X 70347799 70347799 Nonsense_Mutation SNP C G G MED12 c.3038C>G p.S1013*



R18D6521R1 - - Frame_Shift_Del INS - - - ARID1A c.6384_6406delp.Q2128Hfs*14
R18D6521R1 13 26923240 26923240 Missense_Mutation SNP T C C CDK8 c.236T>C p.I79T
R18D6521R1 14 95578516 95578516 Missense_Mutation SNP G T T DICER1 c.2109C>A p.H703Q
R18D6521R1 16 9857538 9857538 Missense_Mutation SNP C T T GRIN2A c.3863G>A p.R1288H
R18D6521R1 - - Frame_Shift_Del INS - - - TP53 C.868del P.R290Afs*55
R18D6521R1 19 10599915 10599915 Missense_Mutation SNP C T T KEAP1 c.1661G>A p.R554Q
R18D6521R1 19 17953875 17953875 Missense_Mutation SNP T A A JAK3 c.527A>T p.E176V
R18D6521R1 2 47693793 47693793 Splice_Site SNP C G G MSH2 c.1511-4C>G -
R18D6521R1 2 141079628 141079628 Missense_Mutation SNP C T T LRP1B c.12544G>A p.E4182K
R18D6521R1 2 141260649 141260649 Nonsense_Mutation SNP C A A LRP1B c.8545G>T p.E2849*
R18D6521R1 3 41266137 41266137 Missense_Mutation SNP C T T CTNNB1 c.134C>T p.S45F
R18D6521R1 4 187524422 187524422 Missense_Mutation SNP G T T FAT1 c.11258C>A p.S3753Y
R18D6521R1 6 157256633 157256633 Missense_Mutation SNP C A A ARID1B c.1960C>A p.Q654K
R18D6521R1 7 81388068 81388068 Missense_Mutation SNP T G G HGF c.307A>C p.S103R
R18D6523R1 17 7578403 7578403 Missense_Mutation SNP C T T TP53 c.527G>A p.C176Y
R18D6523R1 17 37868208 37868208 Missense_Mutation SNP C T T ERBB2 c.929C>T p.S310F
R18D6523R1 17 56492790 56492790 Missense_Mutation SNP A C C RNF43 c.149T>G p.V50G
R18D6523R1 - - Frame_Shift_Ins INS - - - TET2 c.2520dup p.V841Sfs*5
R18D6523R1 9 21971035 21971035 Missense_Mutation SNP T C C CDKN2A c.323A>G p.D108G
R18D6529R1 10 89717607 89717607 Splice_Site SNP C G G PTEN c.635-3C>G -
R18D6529R1 11 119167693 119167693 Missense_Mutation SNP T G G CBL c.2102T>G p.M701R
R18D6529R1 12 4383376 4383376 Missense_Mutation SNP G C C CCND2 c.170G>C p.R57T
R18D6529R1 12 46245858 46245858 Nonsense_Mutation SNP C T T ARID2 3952C>T;3959C>[Q1318*;S1320L]
R18D6529R1 12 133238115 133238115 Missense_Mutation SNP C G G POLE c.2862G>C p.K954N
R18D6529R1 13 32914890 32914890 Nonsense_Mutation SNP C G G BRCA2 6398C>G;6425C>.[S2133*;S2142C]
R18D6529R1 14 81422193 81422193 Missense_Mutation SNP C T T TSHR c.169C>T p.L57L
R18D6529R1 16 89839697 89839697 Missense_Mutation SNP C G G FANCA c.1996G>C p.D666H
R18D6529R1 17 7577082 7577082 Missense_Mutation SNP C T T TP53 c.856G>A p.E286K
R18D6529R1 - - Frame_Shift_Del INS - - - ROCK2 c.2855_2874del p.E952Afs*14
R18D6529R1 3 30715684 30715684 Missense_Mutation SNP T G G TGFBR2 c.1342T>G p.Y448D
R18D6529R1 4 1805458 1805458 Missense_Mutation SNP C G G FGFR3 c.970C>G p.L324V
R18D6529R1 4 126373483 126373483 Missense_Mutation SNP A T T FAT4 c.11312A>T p.N3771I
R18D6529R1 4 153244293 153244293 Nonsense_Mutation SNP T A A FBXW7 c.1864A>T p.K622*
R18D6529R1 7 117199602 117199602 Missense_Mutation SNP C G G CFTR c.1477C>G p.Q493E
R18D6529R1 7 141414215 141414215 Splice_Site SNP C T T WEE2 c.539+10C>T -
R18D6529R1 7 142651602 142651602 Missense_Mutation SNP C G G KEL c.685G>C p.E229Q
R18D6531R1 14 45606403 45606403 Missense_Mutation SNP G C C FANCM c.640G>C p.D214H
R18D6531R1 7 18688315 18688315 Splice_Site SNP C T T HDAC9 c.1458+9C>T -
R18D6531R1 7 42065851 42065851 Missense_Mutation SNP G T T GLI3 c.1189C>A p.P397T
R18D6531R1 X 66931262 66931262 Missense_Mutation SNP T G G AR c.1904T>G p.L635R
R18D6542R1 1 16255703 16255703 Missense_Mutation SNP G C C SPEN c.2968G>C p.D990H
R18D6542R1 1 16255796 16255796 Missense_Mutation SNP G C C SPEN c.3061G>C p.D1021H
R18D6542R1 1 16255841 16255841 Missense_Mutation SNP G C C SPEN c.3106G>C p.E1036Q
R18D6542R1 1 16458218 16458218 Missense_Mutation SNP C T T EPHA2 c.2473G>A p.E825K
R18D6542R1 11 108175420 108175420 Nonsense_Mutation SNP C T T ATM c.5515C>T p.Q1839*
R18D6542R1 11 119170447 119170447 Missense_Mutation SNP C T T CBL c.2677C>T p.R893W
R18D6542R1 17 7578191 7578191 Missense_Mutation SNP A T T TP53 c.658T>A p.Y220N
R18D6542R1 19 1220629 1220629 Missense_Mutation SNP C T T STK11 c.647C>T p.S216F
R18D6542R1 19 1220701 1220701 Missense_Mutation SNP C T T STK11 c.719C>T p.S240L
R18D6542R1 19 42795328 42795328 Missense_Mutation SNP A G G CIC c.2408A>G p.N803S
R18D6542R1 2 178098960 178098960 Missense_Mutation SNP C G G NFE2L2 c.85G>C p.D29H
R18D6542R1 4 88957483 88957483 Missense_Mutation SNP C T T PKD2 c.821C>T p.S274F
R18D6542R1 4 187524189 187524189 Splice_Site SNP C G G FAT1 c.11351-1G>C -
R18D6542R1 7 140477831 140477831 Nonsense_Mutation SNP G A A BRAF c.1477C>T p.Q493*
R18D6542R1 8 48856408 48856408 Splice_Site SNP C G G PRKDC c.808+5G>C -
R18D6543R1 17 7574018 7574018 Missense_Mutation SNP G A A TP53 c.1009C>T p.R337C
R18D6543R1 - - Frame_Shift_Del INS - - - KDM6A c.2512_2515del p.N839Vfs*27
R18D6543R1 X 66766006 66766006 Missense_Mutation SNP G A A AR c.1018G>A p.E340K
R18D6640R1 - - Frame_Shift_Del INS - - - TP53 c.870_876del p.K291Gfs*52
R18D6640R1 18 48593391 48593391 Nonsense_Mutation SNP T A A SMAD4 c.1142T>A p.L381*
R18D6641R1 1 65312335 65312335 Missense_Mutation SNP C G G JAK1 c.1984G>C p.E662Q
R18D6641R1 10 114912095 114912095 Missense_Mutation SNP C T T TCF7L2 c.1096C>T p.H366Y
R18D6641R1 12 56491645 56491645 Missense_Mutation SNP G T T ERBB3 c.2537G>T p.S846I
R18D6641R1 17 7577085 7577085 Missense_Mutation SNP C T T TP53 c.853G>A p.E285K
R18D6641R1 17 41244447 41244447 Missense_Mutation SNP T C C BRCA1 c.3101A>G p.N1034S
R18D6641R1 18 48584497 48584497 Nonsense_Mutation SNP C T T SMAD4 c.670C>T p.Q224*
R18D6641R1 2 141143543 141143543 Missense_Mutation SNP T C C LRP1B c.10450A>G p.K3484E
R18D6641R1 3 185183588 185183588 Missense_Mutation SNP A G G MAP3K13 c.1442A>G p.N481S
R18D6641R1 7 77764470 77764470 Missense_Mutation SNP C T T MAGI2 c.2899G>A p.A967T
R18D6641R1 7 142643377 142643377 Missense_Mutation SNP C T T KEL c.1231G>A p.V411M
R18D6641R1 8 139153458 139153458 Missense_Mutation SNP C A A FAM135B c.3773G>T p.S1258I
R18D6641R1 9 21971108 21971108 Missense_Mutation SNP C T T CDKN2A c.250G>A p.D84N
R18D6641R1 X 66905905 66905905 Nonsense_Mutation SNP C T T AR c.1822C>T p.R608*
R18D6641R1 X 70602478 70602478 Missense_Mutation SNP G T T TAF1 c.1690G>T p.G564W
R18D6643R1 11 108143267 108143267 Missense_Mutation SNP C G G ATM c.3086C>G p.T1029R
R18D6643R1 12 25398281 25398281 Missense_Mutation SNP C T T KRAS c.38G>A p.G13D
R18D6643R1 16 396649 396649 Missense_Mutation SNP T G G AXIN1 c.377A>C p.K126T
R18D6643R1 16 89837054 89837054 Splice_Site SNP C G G FANCA c.2152-12G>C -
R18D6643R1 17 7578190 7578190 Missense_Mutation SNP T C C TP53 c.659A>G p.Y220C
R18D6643R1 18 48604821 48604821 Missense_Mutation SNP C T T SMAD4 c.1643C>T p.P548L
R18D6643R1 3 47164342 47164342 Nonsense_Mutation SNP G C C SETD2 c.1784C>G p.S595*
R18D6643R1 7 2984130 2984130 Missense_Mutation SNP C T T CARD11 c.400G>A p.E134K
R18D6643R1 7 86415650 86415650 Missense_Mutation SNP A C C GRM3 c.542A>C p.K181T
R18D6643R1 7 127714563 127714563 Missense_Mutation SNP G A A SND1 c.1789G>A p.E597K
R18D6643R1 9 21971111 21971111 Missense_Mutation SNP G A A CDKN2A c.247C>T p.H83Y
R18D6713R1 - - In_Frame_Del INS - - - ACVR1B c.323_331del p.108_111del
R18D6713R1 12 57578943 57578943 Missense_Mutation SNP G A A LRP1 c.6418G>A p.V2140I
R18D6713R1 17 7578266 7578266 Missense_Mutation SNP T A A TP53 c.583A>T p.I195F
R18D6713R1 - - Frame_Shift_Del INS - - - TP53 C.277del P.L93Cfs*30
R18D6713R1 2 141115559 141115559 Missense_Mutation SNP C T T LRP1B c.11384G>A p.G3795E
R18D6713R1 20 57429235 57429235 Missense_Mutation SNP C T T GNAS c.728C>T p.P243L
R18D6713R1 3 134670657 134670657 Missense_Mutation SNP C T T EPHB1 c.568C>T p.R190C
R18D6713R1 4 126370607 126370607 Missense_Mutation SNP G A A FAT4 c.8436G>A p.M2812I
R18D6713R1 4 187549458 187549458 Missense_Mutation SNP C A A FAT1 c.4660G>T p.D1554Y
R18D6713R1 6 36651988 36651988 Missense_Mutation SNP T C C CDKN1A c.110T>C p.L37P
R18D6713R1 7 92354942 92354942 Missense_Mutation SNP C A A CDK6 c.535G>T p.V179L
R18D6713R1 7 141427152 141427152 Missense_Mutation SNP G A A WEE2 c.1441G>A p.A481T
R18D6713R1 - - Missense_Mutation SNP - - - EZH2 1024_1025delins p.A342I



R18D6713R1 8 139380195 139380195 Missense_Mutation SNP G A A FAM135B c.32C>T p.S11L
R18D6714R1 2 209113112 209113112 Missense_Mutation SNP C A A IDH1 c.395G>T p.R132L
R18D6714R1 3 52442594 52442594 Nonsense_Mutation SNP T A A BAP1 c.151A>T p.K51*
R18D6831R1 1 65330568 65330568 Missense_Mutation SNP G A A JAK1 c.1078C>T p.R360W
R18D6831R1 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
R18D6831R1 - - In_Frame_Del INS - - - TP53 c.844_849del p.R282_R283del
R18D6831R1 3 185198046 185198046 Missense_Mutation SNP A G G MAP3K13 c.2528A>G p.Q843R
R18D6831R1 4 126372500 126372500 Missense_Mutation SNP C A A FAT4 c.10329C>A p.F3443L
R18D6831R1 - - Frame_Shift_Ins INS - - - CDKN2A c.225_243dup p.V82Rfs*44
R18D6917S2 1 16202810 16202810 Missense_Mutation SNP C T T SPEN c.518C>T p.P173L
R18D6917S2 10 43597849 43597849 Missense_Mutation SNP C T T RET c.397C>T p.R133C
R18D6917S2 12 56482369 56482369 Missense_Mutation SNP C G G ERBB3 c.917C>G p.P306R
R18D6917S2 17 7577156 7577156 Splice_Site SNP C A A TP53 c.783-1G>T -
R18D6917S2 4 153247288 153247288 Missense_Mutation SNP C T T FBXW7 c.1514G>A p.R505H
R18D6917S2 8 68950401 68950401 Missense_Mutation SNP A C C PREX2 c.713A>C p.N238T
R18E7186R1 11 61562846 61562846 Missense_Mutation SNP G A A FEN1 c.13G>A p.G5S
R18E7186R1 17 7578542 7578542 Missense_Mutation SNP G C C TP53 c.388C>G p.L130V
R18E7186R1 2 141128790 141128790 Missense_Mutation SNP C G G LRP1B c.10833G>C p.L3611F
R18E7186R1 3 89390090 89390090 Missense_Mutation SNP C T T EPHA3 c.839C>T p.A280V
R18E7186R1 4 153249385 153249385 Missense_Mutation SNP G A A FBXW7 c.1393C>T p.R465C
R18E7186R1 7 41739911 41739911 Missense_Mutation SNP G T T INHBA c.62C>A p.S21Y
R18E7186R1 7 151873435 151873435 Nonsense_Mutation SNP G A A KMT2C c.9103C>T p.Q3035*
R18F8364R1 13 28611311 28611311 Splice_Site SNP A T T FLT3 c.1309+11T>A -
R18F8364R1 16 68844245 68844245 Splice_Site SNP G A A CDH1 c.832+1G>A -
R18F8364R1 19 10602494 10602494 Missense_Mutation SNP G A A KEAP1 c.1084C>T p.R362W
R18F8364R1 3 178916890 178916890 Missense_Mutation SNP C T T PIK3CA c.277C>T p.R93W
R18F8364R1 8 11615801 11615801 Splice_Site SNP G T T GATA4 c.1147-1G>T -
R18F8364R1 X 15574239 15574239 Missense_Mutation SNP T C C BMX c.1997T>C p.I666T
R18F8364R1 X 47428427 47428427 Missense_Mutation SNP C G G ARAF c.1295C>G p.S432C
R18F8368R1 1 8073694 8073694 Missense_Mutation SNP C T T ERRFI1 c.965G>A p.R322K
R18F8368R1 11 92531664 92531664 Missense_Mutation SNP A T T FAT3 c.5485A>T p.S1829C
R18F8368R1 15 93536086 93536086 Splice_Site SNP C T T CHD2 c.3456-3C>T -
R18F8368R1 16 3820729 3820729 Missense_Mutation SNP T A A CREBBP c.2722A>T p.S908C
R18F8368R1 17 7577081 7577081 Missense_Mutation SNP T A A TP53 c.857A>T p.E286V
R18F8368R1 3 156396271 156396271 Missense_Mutation SNP C G G TIPARP c.785C>G p.T262S
R18F8368R1 4 110897215 110897215 Missense_Mutation SNP C G G EGF c.1877C>G p.S626C
R18F8368R1 4 143114256 143114256 Missense_Mutation SNP C G G INPP4B c.1165G>C p.E389Q
R18F8368R1 6 117709028 117709028 Missense_Mutation SNP C T T ROS1 c.1929G>A p.M643I
R18F8368R1 7 127528043 127528043 Missense_Mutation SNP G C C SND1 c.1432G>C p.E478Q
R18F8368R1 7 128845240 128845240 Missense_Mutation SNP C T T SMO c.734C>T p.T245M
R18F8368R1 7 151919153 151919153 Splice_Site SNP T A A KMT2C c.3434-2A>T -
R18F8368R1 7 151960145 151960145 Nonsense_Mutation SNP G A A KMT2C c.1255C>T p.Q419*
R18F8368R1 X 66943532 66943532 Missense_Mutation SNP C T T AR c.2612C>T p.A871V
R18F8368R1 X 70602466 70602466 Missense_Mutation SNP C G G TAF1 c.1678C>G p.R560G
R18F8384R1 1 97564154 97564154 Missense_Mutation SNP C T T DPYD c.2657G>A p.R886H
R18F8384R1 - - Frame_Shift_Del INS - - - HRAS C.169_188del P.S57Mfs*2
R18F8384R1 12 52385761 52385761 Nonsense_Mutation SNP G A A ACVR1B c.1499G>A p.W500*
R18F8384R1 17 7577523 7577523 Missense_Mutation SNP G T T TP53 c.758C>A p.T253N
R18F8384R1 - - Frame_Shift_Del INS - - - TP53 c.726_730delinsT p.M243Afs*3
R18F8384R1 2 109384335 109384335 Missense_Mutation SNP C A A RANBP2 c.7340C>A p.S2447Y
R18F8384R1 4 153259070 153259070 Missense_Mutation SNP T C C FBXW7 c.745A>G p.K249E
R18F8384R1 9 21971138 21971138 Missense_Mutation SNP C T T CDKN2A c.220G>A p.D74N
R18F8385R1 7 151877808 151877808 Missense_Mutation SNP C G G KMT2C c.7137G>C p.E2379D
R18F8390R1 1 11194405 11194405 Splice_Site SNP C T T MTOR c.5246+3G>A -
R18F8390R1 1 158613182 158613182 Missense_Mutation SNP C T T SPTA1 c.4372G>A p.E1458K
R18F8390R1 12 46230533 46230533 Nonsense_Mutation SNP C G G ARID2 c.782C>G p.S261*
R18F8390R1 12 49420253 49420253 Missense_Mutation SNP C A A KMT2D c.15496G>T p.A5166S
R18F8390R1 12 49422953 49422953 Missense_Mutation SNP G C C KMT2D c.14142C>G p.I4714M
R18F8390R1 12 133252721 133252721 Missense_Mutation SNP C T T POLE c.979G>A p.E327K
R18F8390R1 17 7577085 7577085 Missense_Mutation SNP C T T TP53 c.853G>A p.E285K
R18F8390R1 2 109347797 109347797 Missense_Mutation SNP C G G RANBP2 c.272C>G p.P91R
R18F8390R1 5 56111522 56111522 Missense_Mutation SNP C T T MAP3K1 c.122C>T p.A41V
R18F8390R1 7 142658153 142658153 Missense_Mutation SNP G A A KEL c.262C>T p.H88Y
R18F8390R1 7 151919152 151919152 Splice_Site SNP C G G KMT2C c.3434-1G>C -
R18F8390R1 8 37698769 37698769 Missense_Mutation SNP G T T ADGRA2 c.2913G>T p.E971D
R18F8390R1 9 133710845 133710845 Missense_Mutation SNP C G G ABL1 c.12C>G p.I4M
R18F8410R1 1 27092775 27092775 Missense_Mutation SNP A T T ARID1A c.2796A>T p.Q932H
R18F8410R1 1 158647604 158647604 Missense_Mutation SNP T A A SPTA1 c.833A>T p.Q278L
R18F8410R1 10 84118611 84118611 Missense_Mutation SNP C T T NRG3 c.940C>T p.H314Y
R18F8410R1 16 56878455 56878455 Missense_Mutation SNP G T T NUP93 c.2394G>T p.M798I
R18F8410R1 17 7578416 7578416 Missense_Mutation SNP C A A TP53 c.514G>T p.V172F
R18F8410R1 3 195594503 195594503 Missense_Mutation SNP C T T TNK2 c.2621G>A p.R874H
R18F8410R1 7 81346572 81346572 Missense_Mutation SNP A T T HGF c.1381T>A p.W461R
R18F8410R1 9 5066798 5066798 Splice_Site SNP G A A JAK2 c.1326+9G>A -
R18F8428R1 17 7577094 7577094 Missense_Mutation SNP G A A TP53 c.844C>T p.R282W
R18F8428R1 3 178921552 178921552 Missense_Mutation SNP A C C PIK3CA c.1034A>C p.N345T
R18F8428R1 8 139323096 139323096 Missense_Mutation SNP C T T FAM135B c.145G>A p.A49T
R18F8428R1 X 76778767 76778767 Missense_Mutation SNP C G G ATRX c.6812G>C p.R2271T
R18F8429R1 1 27094291 27094291 Missense_Mutation SNP C A A ARID1A c.2999C>A p.S1000Y
R18F8429R1 15 88727469 88727469 Missense_Mutation SNP C T T NTRK3 c.310G>A p.G104R
R18F8429R1 22 41566521 41566521 Missense_Mutation SNP G C C EP300 c.4398G>C p.W1466C
R18F8429R1 3 178952085 178952085 Missense_Mutation SNP A G G PIK3CA c.3140A>G p.H1047R
R18F8432R1 - - Frame_Shift_Del INS - - - PTEN c.416_419del p.L139Yfs*7
R18F8432R1 13 110437226 110437226 Missense_Mutation SNP G C C IRS2 c.1175C>G p.P392R
R18F8432R1 17 7578437 7578437 Nonsense_Mutation SNP G A A TP53 c.493C>T p.Q165*
R18F8432R1 - - In_Frame_Ins INS - - - PREX2 c.2731dup p.R911fKs*17
R18F8432R1 9 98209213 98209213 Missense_Mutation SNP C A A PTCH1 c.4325G>T p.R1442L
R18F8433R1 1 27106720 27106720 Missense_Mutation SNP G A A ARID1A c.6331G>A p.V2111I
R18F8433R1 1 110459981 110459981 Missense_Mutation SNP C T T CSF1 c.292C>T p.R98C
R18F8433R1 14 105246551 105246551 Missense_Mutation SNP C T T AKT1 c.49G>A p.E17K
R18F8433R1 16 81969884 81969884 Missense_Mutation SNP G A A PLCG2 c.2953G>A p.V985I
R18F8433R1 16 89862356 89862356 Missense_Mutation SNP G A A FANCA c.964C>T p.H322Y
R18F8433R1 17 7578443 7578443 Missense_Mutation SNP A C C TP53 c.487T>G p.Y163D
R18F8433R1 2 141093274 141093274 Missense_Mutation SNP T G G LRP1B c.12026A>C p.N4009T
R18F8433R1 2 198265062 198265062 Missense_Mutation SNP G A A SF3B1 c.2815C>T p.R939C
R18F8433R1 3 70014337 70014337 Missense_Mutation SNP G A A MITF c.1198G>A p.A400T
R18F8433R1 6 93979375 93979375 Nonsense_Mutation SNP G A A EPHA7 c.1453C>T p.Q485*
R18F8442R1 11 92616460 92616460 Missense_Mutation SNP G A A FAT3 c.12838G>A p.V4280M



R18F8442R1 - - Frame_Shift_Del INS - - - TP53 C.267del P.S90Pfs*33
R18F8442R1 2 178098957 178098957 Missense_Mutation SNP G A A NFE2L2 c.88C>T p.L30F
R18F8442R1 3 178927458 178927458 Missense_Mutation SNP C G G PIK3CA c.1221C>G p.C407W
R18F8442R1 3 178951979 178951979 Missense_Mutation SNP G C C PIK3CA c.3034G>C p.E1012Q
R18F8442R1 4 126241650 126241650 Missense_Mutation SNP A G G FAT4 c.4084A>G p.T1362A
R18F8442R1 - - Frame_Shift_Del INS - - - RBM10 c.485del p.M162Sfs*104
R18F8445R1 12 46243401 46243401 Missense_Mutation SNP A G G ARID2 c.1754A>G p.D585G
R18F8445R1 17 7578461 7578461 Missense_Mutation SNP C A A TP53 c.469G>T p.V157F
R18F8445R1 22 29696116 29696116 Nonsense_Mutation SNP G T T EWSR1 c.1936G>T p.E646*
R18F8636M2 - - In_Frame_Del INS - - - EPHA2 c.1715_1738delp.D573_E580del
R18F8636M2 1 16462239 16462239 Missense_Mutation SNP G A A EPHA2 c.1339C>T p.R447C
R18F8636M2 - - In_Frame_Del INS - - - ARID1A c.6177_6182del2059_L2061delinsK
R18F8636M2 - - Frame_Shift_Ins INS - - - KMT2D c.4168dup p.A1390Gfs*42
R18F8636M2 13 32914082 32914082 Missense_Mutation SNP G A A BRCA2 c.5590G>A p.D1864N
R18F8636M2 2 212812269 212812269 Missense_Mutation SNP G A A ERBB4 c.307C>T p.R103C
R18F8636M2 3 37067240 37067240 Missense_Mutation SNP T A A MLH1 c.1151T>A p.V384D
R18F8636M2 3 38182641 38182641 Missense_Mutation SNP T C C MYD88 c.818T>C p.L273P
R18F8636M2 4 187629096 187629096 Missense_Mutation SNP G C C FAT1 c.1886C>G p.S629W
R18F8636M2 7 18629980 18629980 Missense_Mutation SNP A G G HDAC9 c.277A>G p.I93V
R18F8636M2 7 140453154 140453154 Missense_Mutation SNP T C C BRAF c.1781A>G p.D594G
R18F8636M2 7 141408627 141408627 Missense_Mutation SNP G C C WEE2 c.69G>C p.E23D
R18F8636M2 8 92982876 92982876 Splice_Site SNP G C C RUNX1T1 c.1428+10C>G -
R18F8636M2 9 5029776 5029776 Splice_Site SNP T C C JAK2 c.227-7T>C -
R18G9202R1 13 28602354 28602354 Missense_Mutation SNP C T T FLT3 c.2014G>A p.E672K
R18G9202R1 17 7577538 7577538 Missense_Mutation SNP C T T TP53 c.743G>A p.R248Q
R18G9202R1 17 41622708 41622708 Missense_Mutation SNP C T T ETV4 c.88G>A p.E30K
R18G9202R1 20 57484421 57484421 Missense_Mutation SNP G A A GNAS c.602G>A p.R201H
R18G9202R1 - - Frame_Shift_Del INS - - - CDKN2A C.52_83del P.T18Afs*15
R18G9202R1 X 47040995 47040995 Nonsense_Mutation SNP C T T RBM10 c.1525C>T p.Q509*
R18G9203R1 10 70406465 70406465 Nonsense_Mutation SNP G T T TET1 c.3979G>T p.E1327*
R18G9203R1 22 38379425 38379425 Missense_Mutation SNP C T T SOX10 c.367G>A p.A123T
R18G9203R1 4 187516839 187516839 Splice_Site SNP T A A FAT1 c.13138+4A>T -
R18G9203R1 9 139390917 139390917 Missense_Mutation SNP G T T NOTCH1 c.7274C>A p.A2425D
R18G9211R1 1 27106354 27106354 Nonsense_Mutation SNP C T T ARID1A c.5965C>T p.R1989*
R18G9211R1 1 156844729 156844729 Missense_Mutation SNP C T T NTRK1 c.1265C>T p.A422V
R18G9211R1 10 123239466 123239466 Missense_Mutation SNP A T T FGFR2 c.2371T>A p.S791T
R18G9211R1 12 25398281 25398281 Missense_Mutation SNP C T T KRAS c.38G>A p.G13D
R18G9211R1 17 7577124 7577124 Missense_Mutation SNP C T T TP53 c.814G>A p.V272M
R18G9211R1 17 41245859 41245859 Missense_Mutation SNP C T T BRCA1 c.1689G>A p.Q563Q
R18G9211R1 - - Frame_Shift_Ins INS - - - SMAD4 c.692dup p.S232Qfs*3
R18G9211R1 18 48593520 48593520 Missense_Mutation SNP A T T SMAD4 c.1271A>T p.D424V
R18G9211R1 19 33793251 33793251 Missense_Mutation SNP G C C CEBPA c.70C>G p.H24D
R18G9211R1 7 151859696 151859696 Missense_Mutation SNP C T T KMT2C c.10966G>A p.A3656T
R18G9211R1 X 123229283 123229283 Missense_Mutation SNP C T T STAG2 c.3656C>T p.S1219L
R18G9220R1 1 16475487 16475487 Missense_Mutation SNP C T T EPHA2 c.209G>A p.C70Y
R18G9220R1 - - Frame_Shift_Del INS - - - ARID1A c.836_873del p.P279Hfs*108
R18G9220R1 - - Frame_Shift_Ins INS - - - BRCA2 c.8021dup p.I2675Dfs*6
R18G9220R1 17 78831689 78831689 Missense_Mutation SNP G T T RPTOR c.1498G>T p.A500S
R18G9220R1 18 48591856 48591856 Missense_Mutation SNP A C C SMAD4 c.1019A>C p.K340T
R18G9220R1 3 191888367 191888367 Missense_Mutation SNP G T T FGF12 c.307C>A p.R103S
R18G9220R1 4 55972050 55972050 Missense_Mutation SNP C T T KDR c.1594G>A p.A532T
R18G9220R1 X 47044604 47044604 Splice_Site SNP G T T RBM10 c.2100+1G>T -
R18G9241R1 - - In_Frame_Del INS - - - ARID2 c.3437_3445del p.S1146*
R18G9241R1 2 112722842 112722842 Missense_Mutation SNP A T T MERTK c.832A>T p.I278F
R18G9241R1 - - Frame_Shift_Del INS - - - ASXL1 c.1797del p.T600Pfs*103
R18G9243R1 - - Frame_Shift_Ins INS - - - SMARCD1 c.207_210dup p.P71Dfs*61
R18G9243R1 - - In_Frame_Ins INS - - - TP53 c.155_158dup p.W53*
R18G9243R1 17 38559194 38559194 Missense_Mutation SNP T C C TOP2A c.2396A>G p.D799G
R18G9244R1 12 115114110 115114110 Splice_Site SNP T C C TBX3 c.1099+8A>G -
R18G9244R1 2 74320789 74320789 Missense_Mutation SNP C T T TET3 c.3263C>T p.T1088I
R18G9244R1 2 170062706 170062706 Splice_Site SNP C G G LRP2 c.7391-8G>C -
R18G9244R1 7 77756686 77756686 Missense_Mutation SNP C T T MAGI2 c.3251G>A p.R1084Q
R18G9244R1 7 117254762 117254762 Missense_Mutation SNP A T T CFTR c.3463A>T p.S1155C
R18G9244R1 8 37691533 37691533 Nonsense_Mutation SNP G T T ADGRA2 c.1495G>T p.E499*
R18G9244R1 - - Missense_Mutation SNP - - - RUNX1T1 c.183_185del p.V62del
R18G9244R1 9 5534820 5534820 Missense_Mutation SNP T C C PDCD1LG2 c.131T>C p.F44S
R18G9245R1 1 158605742 158605742 Missense_Mutation SNP A G G SPTA1 c.5393T>C p.V1798A
R18G9245R1 11 92534385 92534385 Nonsense_Mutation SNP C T T FAT3 c.8206C>T p.Q2736*
R18G9245R1 12 56481922 56481922 Missense_Mutation SNP G A A ERBB3 c.850G>A p.G284R
R18G9245R1 17 7577538 7577538 Missense_Mutation SNP C T T TP53 c.743G>A p.R248Q
R18G9245R1 - - Frame_Shift_Del INS - - - MAP2K4 C.70_86del P.V24Rfs*11
R18G9245R1 19 2226538 2226538 Missense_Mutation SNP A C C DOT1L c.4018A>C p.K1340Q
R18G9245R1 9 5069196 5069196 Missense_Mutation SNP C A A JAK2 c.1501C>A p.P501T
R18G9245R1 X 44733234 44733234 Splice_Site SNP G T T KDM6A c.225+1G>T -
R18G9249R1 1 32741220 32741220 Missense_Mutation SNP C A A LCK c.428C>A p.A143E
R18G9249R1 13 28891687 28891687 Missense_Mutation SNP G A A FLT1 c.3334C>T p.R1112C
R18G9249R1 16 9862896 9862896 Nonsense_Mutation SNP C A A GRIN2A c.2407G>T p.E803*
R18G9249R1 - - Frame_Shift_Del INS - - - TP53 C.997del P.R333Vfs*12
R18G9249R1 2 48030799 48030799 Missense_Mutation SNP G A A MSH6 c.3413G>A p.G1138E
R18G9249R1 7 127714681 127714681 Missense_Mutation SNP G A A SND1 c.1907G>A p.R636H
R18G9249R1 7 151880109 151880109 Missense_Mutation SNP G T T KMT2C c.5215C>A p.P1739T
R18G9249R1 8 32463111 32463111 Missense_Mutation SNP C T T NRG1 c.955C>T p.L319L
R18G9250R1 1 51436086 51436086 Missense_Mutation SNP G T T CDKN2C c.46G>T p.G16W
R18G9250R1 12 1039231 1039231 Missense_Mutation SNP G A A RAD52 c.266C>T p.T89M
R18G9250R1 12 56478854 56478854 Missense_Mutation SNP G T T ERBB3 c.310G>T p.V104L
R18G9250R1 17 7577121 7577121 Missense_Mutation SNP G A A TP53 c.817C>T p.R273C
R18G9250R1 17 37879658 37879658 Missense_Mutation SNP G A A ERBB2 c.2033G>A p.R678Q
R18G9250R1 - - Frame_Shift_Ins INS - - - MSH6 c.2548dup p.Y850Lfs*8
R18G9250R1 2 234668955 234668955 Missense_Mutation SNP G A A UGT1A1 c.22G>A p.G8R
R18G9250R1 3 52668619 52668619 Nonsense_Mutation SNP G A A PBRM1 c.1300C>T p.R434*
R18G9250R1 6 30866038 30866038 Missense_Mutation SNP G A A DDR1 c.2294G>A p.R765Q
R18G9250R1 - - Frame_Shift_Del INS - - - MAGI2 c.1243del p.R415Gfs*6
R18G9250R1 - - Frame_Shift_Del INS - - - PRKDC c.3179del p.F1060Sfs*46
R18G9250R1 X 47044541 47044541 Nonsense_Mutation SNP C T T RBM10 c.2038C>T p.R680*
R18G9251R1 - - Frame_Shift_Del INS - - - SRC c.1560_1573del p.E520Dfs*51
R18G9251R1 - - Frame_Shift_Del INS - - - LZTR1 c.2412del p.K805Sfs*8
R18G9255R1 11 92600168 92600168 Missense_Mutation SNP C T T FAT3 c.11920C>T p.R3974W
R18G9255R1 17 7578190 7578190 Missense_Mutation SNP T C C TP53 c.659A>G p.Y220C



R18G9255R1 17 7579359 7579359 Missense_Mutation SNP G A A TP53 c.328C>T p.R110C
R18G9255R1 17 37619346 37619346 Missense_Mutation SNP C G G CDK12 c.1022C>G p.S341C
R18G9255R1 18 42530035 42530035 Missense_Mutation SNP G A A SETBP1 c.730G>A p.E244K
R18G9255R1 20 31016158 31016158 Missense_Mutation SNP C A A ASXL1 c.404C>A p.S135Y
R18G9255R1 3 89259506 89259506 Missense_Mutation SNP C G G EPHA3 c.650C>G p.P217R
R18G9255R1 8 48748975 48748975 Nonsense_Mutation SNP G C C PRKDC c.7874C>G p.S2625*
R18G9255R1 8 48749017 48749017 Missense_Mutation SNP G A A PRKDC c.7832C>T p.S2611F
R18G9257R1 11 108153578 108153578 Missense_Mutation SNP A C C ATM c.3718A>C p.N1240H
R18G9257R1 13 32968898 32968898 Missense_Mutation SNP A T T BRCA2 c.9329A>T p.N3110I
R18G9257R1 17 47699369 47699369 Missense_Mutation SNP C T T SPOP c.139G>A p.E47K
R18G9257R1 19 1218486 1218486 Nonsense_Mutation SNP G T T STK11 c.361G>T p.E121*
R18G9257R1 22 21347167 21347167 Missense_Mutation SNP C T T LZTR1 c.1234C>T p.R412C
R18G9258R1 13 108922466 108922466 Missense_Mutation SNP G A A TNFSF13B c.223G>A p.D75N
R18G9258R1 - - Frame_Shift_Del INS - - - TP53 c.420_428delinsA p.C141Afs*5
R18G9258R1 6 157528883 157528883 Missense_Mutation SNP T C C ARID1B c.6608T>C p.L2203P
R18G9258R1 9 101908864 101908864 Nonsense_Mutation SNP G T T TGFBR1 c.1228G>T p.E410*
R18G9465R1 11 108200967 108200967 Missense_Mutation SNP T C C ATM c.7334T>C p.L2445P
R18G9465R1 12 56478854 56478854 Missense_Mutation SNP G T T ERBB3 c.310G>T p.V104L
R18G9465R1 12 56487218 56487218 Missense_Mutation SNP A G G ERBB3 c.1364A>G p.Y455C
R18G9465R1 - - In_Frame_Ins INS - - - AXIN1 c.345_350dupp.L115_D116dup
R18G9465R1 - - Frame_Shift_Ins INS - - - SMAD4 c.332dup p.H111Qfs*3
R18G9465R1 19 11135058 11135058 Missense_Mutation SNP C T T SMARCA4 c.3025C>T p.R1009C
R18G9465R1 7 140453134 140453134 Missense_Mutation SNP T C C BRAF c.1801A>G p.K601E
R18G9465R1 9 36846874 36846874 Missense_Mutation SNP G A A PAX5 c.833C>T p.T278M
R18G9465R1 9 87570217 87570217 Missense_Mutation SNP G A A NTRK2 c.1957G>A p.V653M
R18G9477R1 15 99192881 99192881 Missense_Mutation SNP C T T IGF1R c.71C>T p.S24L
R18G9477R1 17 7579312 7579312 Missense_Mutation SNP C A A TP53 c.375G>T p.T125T
R18G9477R1 3 89521695 89521695 Missense_Mutation SNP G T T EPHA3 c.2772G>T p.W924C
R18G9477R1 3 178922324 178922324 Missense_Mutation SNP G A A PIK3CA c.1093G>A p.E365K
R18G9477R1 6 33286547 33286547 Missense_Mutation SNP C G G DAXX c.2196G>C p.E732D
R18G9477R1 X 53222304 53222304 Missense_Mutation SNP G C C KDM5C c.4528C>G p.P1510A
R18G9484R1 17 7577153 7577153 Missense_Mutation SNP C A A TP53 c.785G>T p.G262V
R18G9499R1 11 118343871 118343871 Missense_Mutation SNP G C C KMT2A c.1997G>C p.G666A
R18G9499R1 19 17954626 17954626 Missense_Mutation SNP C T T JAK3 c.268G>A p.V90M
R18G9499R1 3 142217458 142217458 Missense_Mutation SNP C T T ATR c.5539G>A p.G1847R
R18G9499R1 5 156671391 156671391 Missense_Mutation SNP G A A ITK c.1352G>A p.R451Q
R18G9499R1 6 36652246 36652246 Missense_Mutation SNP C T T CDKN1A c.368C>T p.S123L
R18G9499R1 7 19035653 19035653 Missense_Mutation SNP G T T HDAC9 c.3178G>T p.G1060C
R18G9501R1 - - Frame_Shift_Ins INS - - - ARID1A c.6706dup p.R2236Pfs*42
R18G9501R1 1 158637816 158637816 Missense_Mutation SNP G C C SPTA1 c.1870C>G p.Q624E
R18G9501R1 - - Missense_Mutation SNP - - - CCND1 c.683_685del p.R228del
R18G9501R1 - - Frame_Shift_Del INS - - - CREBBP c.3317_3329del p.P1106Lfs*6
R18G9501R1 - - Splice_Site SNP - - - NCOR1 242+5_242+6del -
R18G9501R1 17 38560458 38560458 Missense_Mutation SNP C A A TOP2A c.2229G>T p.K743N
R18G9501R1 - - Frame_Shift_Ins INS - - - TOP2A c.214dup p.Y72Lfs*2
R18G9501R1 2 11389904 11389904 Missense_Mutation SNP C G G ROCK2 c.345G>C p.Q115H
R18G9501R1 - - Missense_Mutation SNP - - - BCL2L1 c.351_353del p.T118del
R18G9501R1 - - Frame_Shift_Ins INS - - - ROS1 C.1720_1721dup P.V575Lfs*11
R18G9501R1 7 151947971 151947971 Missense_Mutation SNP C T T KMT2C c.1702G>A p.G568S
R18G9503R1 12 25398284 25398284 Missense_Mutation SNP C G G KRAS c.35G>C p.G12A
R18G9503R1 17 7574017 7574017 Missense_Mutation SNP C G G TP53 c.1010G>C p.R337P
R18G9503R1 - - Frame_Shift_Del INS - - - SOX9 C.724_740del P.K242Gfs*4
R18G9503R1 9 101900191 101900191 Nonsense_Mutation SNP G T T TGFBR1 c.625G>T p.E209*
R18G9504R1 - - Frame_Shift_Ins INS - - - JAK1 C.1289dup P.L431Vfs*22
R18G9504R1 1 193119422 193119422 Splice_Site SNP A T T CDC73 c.829-12A>T -
R18G9504R1 10 70446225 70446225 Missense_Mutation SNP A C C TET1 c.5165A>C p.K1722T
R18G9504R1 12 52387796 52387796 Nonsense_Mutation SNP C T T ACVR1B c.1543C>T p.R515*
R18G9504R1 14 23778068 23778068 Missense_Mutation SNP C T T BCL2L2 c.476C>T p.A159V
R18G9504R1 16 3777750 3777750 Missense_Mutation SNP T C C CREBBP c.7298A>G p.D2433G
R18G9504R1 17 7577121 7577121 Missense_Mutation SNP G A A TP53 c.817C>T p.R273C
R18G9504R1 17 29670031 29670031 Missense_Mutation SNP C A A NF1 c.7067C>A p.P2356Q
R18G9504R1 19 10473296 10473296 Missense_Mutation SNP C T T TYK2 c.1405G>A p.G469S
R18G9504R1 19 40761125 40761125 Missense_Mutation SNP C T T AKT2 c.227G>A p.R76H
R18G9504R1 2 29473967 29473967 Splice_Site SNP G A A ALK c.2204+4C>T -
R18G9504R1 2 141122224 141122224 Splice_Site SNP C T T LRP1B c.11131+6G>A -
R18G9504R1 - - Splice_Site SNP - - - LRP1B c.9964-4dup -
R18G9504R1 3 12650322 12650322 Missense_Mutation SNP T C C RAF1 c.524A>G p.H175R
R18G9504R1 3 37035145 37035145 Missense_Mutation SNP T G G MLH1 c.107T>G p.I36S
R18G9504R1 3 134644703 134644703 Missense_Mutation SNP C T T EPHB1 c.104C>T p.T35M
R18G9504R1 - - Splice_Site SNP - - - SLIT2 c.1833-9dup -
R18G9504R1 4 66280156 66280156 Missense_Mutation SNP T G G EPHA5 c.1533A>C p.Q511H
R18G9504R1 7 117307044 117307044 Missense_Mutation SNP G T T CFTR c.4325G>T p.S1442I
R18G9504R1 - - Missense_Mutation SNP - - - CDKN2A C.192_194del P.L65del
R18G9508R1 12 25398284 25398284 Missense_Mutation SNP C G G KRAS c.35G>C p.G12A
R18G9509R1 1 27089676 27089676 Nonsense_Mutation SNP C T T ARID1A c.2632C>T p.Q878*
R18G9509R1 17 7577099 7577099 Missense_Mutation SNP C T T TP53 c.839G>A p.R280K
R18G9509R1 9 87342612 87342612 Missense_Mutation SNP C A A NTRK2 c.897C>A p.H299Q
R18H2220M1 1 11186709 11186709 Nonsense_Mutation SNP T A A MTOR c.6496A>T p.K2166*
R18H2220M1 17 7578202 7578202 Missense_Mutation SNP A C C TP53 c.647T>G p.V216G
R18H2220M1 18 48603032 48603032 Nonsense_Mutation SNP C T T SMAD4 c.1333C>T p.R445*
R18H2220M1 6 138196907 138196907 Missense_Mutation SNP C T T TNFAIP3 c.569C>T p.S190L
R18H2220M1 7 148514980 148514980 Missense_Mutation SNP G A A EZH2 c.1229C>T p.S410L
R18H2220M1 X 129149695 129149695 Nonsense_Mutation SNP A T T BCORL1 c.2947A>T p.K983*

SH_01 1 162725527 162725527 Silent SNV T C C DDR2 c.639T>C P.N213N
SH_01 1 186099838 186099838 Splice_Site SNV C T T HMCN1 c.13230+9C>T
SH_01 1 186862271 186862271 Missense_Mutation SNV A T T PLA2G4A c.244A>T P.N82Y
SH_01 1 201060930 201060930 Splice_Site SNV C A A CACNA1S c.542-10G>T
SH_01 1 248343682 248343682 Missense_Mutation SNV A G G OR2M2 c.395A>G P.Y132C
SH_01 1 27277241 27277241 Frame_Shift_Del INDEL G - - KDF1 c.1046delC P.T349fs
SH_01 11 621598 621598 Silent SNV G A A CDHR5 c.471C>T P.D157D
SH_01 12 58113926 58113926 Missense_Mutation SNV C G G OS9 c.1645C>G P.R549G
SH_01 13 100207882 100207882 Missense_Mutation SNV A G G TM9SF2 c.1733A>G P.Y578C
SH_01 14 90767602 90767602 Missense_Mutation SNV T A A NRDE2 c.1526A>T P.D509V
SH_01 15 85406805 85406805 Missense_Mutation SNV G A A ALPK3 c.5039G>A P.S1680N
SH_01 19 17085966 17085966 Missense_Mutation SNV G A A CPAMD8 c.2152C>T P.R718C
SH_01 19 55241136 55241136 Missense_Mutation SNV C A A KIR3DL3 c.833C>A P.A278D
SH_01 2 61441650 61441650 Missense_Mutation SNV C G G USP34 c.8227G>C P.D2743H
SH_01 3 143185925 143185925 Missense_Mutation SNV C T T SLC9A9 c.1423G>A P.V475I



SH_01 5 41067320 41067320 Missense_Mutation SNV C G G MROH2B c.91G>C P.E31Q
SH_01 6 33288240 33288240 Missense_Mutation SNV C T T DAXX c.1168G>A P.E390K
SH_01 7 38803062 38803062 Missense_Mutation SNV T A A VPS41 c.1415A>T P.D472V
SH_01 8 141262967 141262967 Frame_Shift_Ins INDEL - A A TRAPPC9 c.2339dupT P.L780fs
SH_02 19 10433378 10433378 Silent SNV A G G RAVER1 c.1167T>C P.N389N
SH_02 19 9069847 9069847 Missense_Mutation SNV G A A MUC16 c.17599C>T P.P5867S
SH_02 2 216286937 216286937 Missense_Mutation SNV C A A FN1 c.1423G>T P.G475W
SH_03 1 10471591 10471591 Silent SNV G A A PGD c.570G>A P.A190A
SH_03 1 29344901 29344901 Silent SNV G A A EPB41 c.1071G>A P.P357P
SH_03 10 11527879 11527879 Silent SNV C T T USP6NL c.747G>A P.L249L
SH_03 10 117093839 117093839 Missense_Mutation SNV G A A ATRNL1 c.3085G>A P.E1029K
SH_03 10 93252175 93252175 Missense_Mutation SNV G A A HECTD2 c.1378G>A P.D460N
SH_03 11 58275454 58275454 Missense_Mutation SNV C T T OR5B21 c.125G>A P.G42E
SH_03 12 21377711 21377711 Missense_Mutation SNV G T T SLCO1B1 c.1803G>T P.K601N
SH_03 12 25398284 25398284 Missense_Mutation SNV C T T KRAS c.35G>A P.G12D
SH_03 13 103385224 103385224 Silent SNV G A A CCDC168 c.17823C>T P.D5941D
SH_03 18 48591930 48591930 Missense_Mutation SNV G A A SMAD4 c.1093G>A P.G365S
SH_03 4 8477600 8477600 Missense_Mutation SNV A C C TRMT44 c.2146A>C P.T716P
SH_03 5 13792115 13792115 Missense_Mutation SNV G C C DNAH5 c.8436C>G P.I2812M
SH_05 1 15970017 15970017 Missense_Mutation SNV G T T DDI2 c.761G>T P.G254V
SH_05 12 4870167 4870167 Missense_Mutation SNV G A A GALNT8 c.1217G>A P.R406Q
SH_05 12 7973877 7973877 Missense_Mutation SNV T A A SLC2A14 c.978A>T P.Q326H
SH_05 14 88654388 88654388 Missense_Mutation SNV C T T KCNK10 c.919G>A P.G307S
SH_05 15 24923954 24923954 Silent SNV T A A NPAP1 c.2940T>A P.S980S
SH_05 16 14947821 14947821 Missense_Mutation SNV A G G NOMO1 c.901A>G P.T301A
SH_05 17 39240887 39240887 Silent SNV C G G KRTAP4-7 c.429C>G P.T143T
SH_05 17 41907409 41907409 Missense_Mutation SNV T G G MPP3 c.289A>C P.T97P
SH_05 17 7577568 7577568 Missense_Mutation SNV C A A TP53 c.713G>T P.C238F
SH_05 19 51334742 51334742 Missense_Mutation SNV G T T KLK15 c.7C>A P.L3I
SH_05 7 20420460 20420460 Splice_Site SNV A G G ITGB8 c.801+6A>G
SH_05 7 57188582 57188582 Silent SNV A T T ZNF479 c.540T>A P.T180T
SH_05 7 80447713 80447713 Missense_Mutation SNV G T T SEMA3C c.349C>A P.R117S
SH_05 8 26627987 26627987 Silent SNV C A A ADRA1A c.1080G>T P.L360L
SH_05 8 59409434 59409434 Missense_Mutation SNV C T T CYP7A1 c.637G>A P.D213N
SH_05 X 129499646 129499646 Nonsense_Mutation SNV T A A SLC25A14 c.851T>A P.L284*
SH_05 X 74649819 74649819 Splice_Site SNV C T T ZDHHC15 c.423-4G>A
SH_05 X 91131848 91131848 Silent SNV T A A PCDH11X c.609T>A P.V203V
SH_05 X 9866272 9866272 Nonsense_Mutation SNV G T T SHROOM2 c.2833G>T P.E945*
SH_06 1 5925295 5925295 Missense_Mutation SNV A C C NPHP4 c.2144T>G P.V715G
SH_06 18 12463443 12463443 Silent SNV C T T SPIRE1 c.1545G>A P.R515R
SH_06 19 43967775 43967775 Missense_Mutation SNV T G G LYPD3 c.358A>C P.T120P
SH_06 2 179517003 179517003 Missense_Mutation SNV G A A TTN c.34678C>T P.P11560S
SH_07 12 25398284 25398284 Missense_Mutation SNV C TRUE TRUE KRAS c.35G>A P.G12D
SH_08 1 248129634 248129634 Missense_Mutation SNV T A A OR2AK2 c.1001T>A P.L334Q
SH_08 1 26152814 26152814 Frame_Shift_Ins INDEL - TG TG MTFR1L c.155_156dupGT P.L53fs
SH_08 1 34667819 34667819 Missense_Mutation SNV C G G C1orf94 c.1405C>G P.P469A
SH_08 1 68947861 68947861 Missense_Mutation SNV T A A DEPDC1 c.1630A>T P.S544C
SH_08 1 94940756 94940756 Nonsense_Mutation SNV C T T ABCD3 c.463C>T P.R155*
SH_08 11 26558957 26558957 Silent SNV C T T ANO3 c.1164C>T P.I388I
SH_08 11 4144502 4144502 Missense_Mutation SNV C T T RRM1 c.1208C>T P.P403L
SH_08 11 4790634 4790634 Missense_Mutation SNV T C C OR51F1 c.514A>G P.R172G
SH_08 11 49974335 49974335 Missense_Mutation SNV T A A OR4C13 c.361T>A P.Y121N
SH_08 11 5510223 5510223 Missense_Mutation SNV C T T OR52D1 c.287C>T P.S96F
SH_08 12 124358269 124358269 Splice_Site SNV C A A DNAH10 c.7584+12C>A
SH_08 12 62785633 62785633 Frame_Shift_Ins INDEL - A A USP15 c.2278dupA P.R760fs
SH_08 13 103395589 103395589 Silent SNV T G G CCDC168 c.7458A>C P.I2486I
SH_08 15 55929382 55929382 Missense_Mutation SNV A C C PRTG c.2609T>G P.V870G
SH_08 18 2599075 2599075 Nonsense_Mutation SNV A T T NDC80 c.1279A>T P.K427*
SH_08 18 63476982 63476982 Missense_Mutation SNV A T T CDH7 c.253A>T P.I85F
SH_08 19 53086139 53086139 Missense_Mutation SNV G T T ZNF701 c.1025G>T P.G342V
SH_08 19 54760159 54760159 Silent SNV C A A LILRB5 c.402G>T P.V134V
SH_08 19 58198693 58198693 Silent SNV C A A ZNF551 c.966C>A P.L322L
SH_08 19 9068836 9068836 Missense_Mutation SNV G A A MUC16 c.18610C>T P.L6204F
SH_08 19 9091198 9091198 Missense_Mutation SNV G A A MUC16 c.617C>T P.A206V
SH_08 2 152426737 152426737 Missense_Mutation SNV T A A NEB c.17288A>T P.D5763V
SH_08 2 182347092 182347092 Silent SNV T C C ITGA4 c.846T>C P.Y282Y
SH_08 2 207452041 207452041 Splice_Site SNV T G G ADAM23 c.1738-8T>G
SH_08 2 55812299 55812299 Missense_Mutation SNV A G G PPP4R3B c.1121T>C P.M374T
SH_08 21 14983010 14983010 Missense_Mutation SNV G C C POTED c.461G>C P.R154T
SH_08 21 17135205 17135205 Splice_Site SNV T C C USP25 c.46-5T>C
SH_08 3 121438521 121438521 Missense_Mutation SNV T A A GOLGB1 c.743A>T P.Q248L
SH_08 3 193130046 193130046 Missense_Mutation SNV G C C ATP13A4 c.3129C>G P.F1043L
SH_08 4 144618702 144618702 Missense_Mutation SNV A T T FREM3 c.3127T>A P.S1043T
SH_08 4 15826591 15826591 Missense_Mutation SNV G T T CD38 c.451G>T P.G151C
SH_08 4 165118501 165118501 Silent SNV T G G ANP32C c.363A>C P.V121V
SH_08 5 180657785 180657785 Silent SNV G T T TRIM41 c.855G>T P.L285L
SH_08 6 147106755 147106755 Missense_Mutation SNV G C C ADGB c.4222G>C P.A1408P
SH_08 7 102743935 102743935 Missense_Mutation SNV A G G NAPEPLD c.1123T>C P.F375L
SH_08 7 117876942 117876942 Nonsense_Mutation SNV C A A ANKRD7 c.674C>A P.S225*
SH_08 7 143632711 143632711 Missense_Mutation SNV G A A OR2F2 c.386G>A P.R129H
SH_08 7 84628984 84628984 Silent SNV G T T SEMA3D c.2106C>A P.V702V
SH_08 8 67067878 67067878 Silent SNV G C C TRIM55 c.1545G>C P.A515A
SH_08 8 71075095 71075095 Splice_Site SNV A C C NCOA2 c.833-6T>G
SH_08 X 101821163 101821163 Splice_Site SNV A T T NXF4 n.1363A>T
SH_08 X 105125700 105125700 Splice_Site SNV G T T NRK c.181-1G>T
SH_09 1 120930078 120930078 Missense_Mutation SNV G A A FCGR1B c.247C>T P.R83C
SH_09 1 24301546 24301546 Splice_Site SNV A G G SRSF10 n.802-5T>C
SH_09 1 33330385 33330385 Silent SNV G C C FNDC5 c.513C>G P.L171L
SH_09 1 75218038 75218038 Silent SNV A G G TYW3 c.390A>G P.T130T
SH_09 10 25861694 25861694 Nonsense_Mutation SNV G A A GPR158 c.1631G>A P.W544*
SH_09 11 4976165 4976165 Missense_Mutation SNV G A A OR51A2 c.779C>T P.A260V
SH_09 13 111077183 111077183 Frame_Shift_Del INDEL G - - COL4A2 c.283delG P.A95fs
SH_09 13 42877460 42877460 Silent SNV T C C AKAP11 c.4578T>C P.S1526S
SH_09 2 141250202 141250202 Missense_Mutation SNV C A A LRP1B c.9095G>T P.G3032V
SH_09 20 34430626 34430626 Missense_Mutation SNV A T T PHF20 c.215A>T P.Q72L
SH_09 4 95191958 95191958 Missense_Mutation SNV G A A SMARCAD1 c.1561G>A P.A521T
SH_09 7 50444466 50444466 Silent SNV C A A IKZF1 c.396C>A P.L132L
SH_09 8 110980831 110980831 Splice_Site SNV G T T KCNV1 c.992-3C>A



SH_09 8 59515912 59515912 Missense_Mutation SNV T C C NSMAF c.995A>G P.Y332C
SH_10 1 111216638 111216638 Missense_Mutation SNV T G G KCNA3 c.794A>C P.Y265S
SH_10 1 160106787 160106787 Missense_Mutation SNV A C C ATP1A2 c.2806A>C P.T936P
SH_10 1 197397096 197397096 Missense_Mutation SNV G A A CRB1 c.2305G>A P.V769I
SH_10 1 27057766 27057766 Nonsense_Mutation SNV C T T ARID1A c.1474C>T P.Q492*
SH_10 1 50317156 50317156 Silent SNV C T T AGBL4 c.69G>A P.G23G
SH_10 15 54916034 54916034 Frame_Shift_Del INDEL T - - UNC13C c.6242delT P.F2081fs
SH_10 15 65553304 65553304 Missense_Mutation SNV G A A PARP16 c.752C>T P.P251L
SH_10 15 93595630 93595630 Missense_Mutation SNV G A A RGMA c.262C>T P.R88C
SH_10 15 94883491 94883491 Missense_Mutation SNV C G G MCTP2 c.844C>G P.L282V
SH_10 17 18188822 18188822 Missense_Mutation SNV G A A TOP3A c.1325C>T P.T442I
SH_10 17 35548072 35548072 Missense_Mutation SNV C T T ACACA c.4561G>A P.D1521N
SH_10 17 73239608 73239608 Missense_Mutation SNV A C C GGA3 c.128T>G P.I43S
SH_10 17 73887396 73887396 Missense_Mutation SNV C T T TRIM65 c.952G>A P.A318T
SH_10 19 50138891 50138891 Missense_Mutation SNV G A A RRAS c.599C>T P.P200L
SH_10 19 54403899 54403899 Missense_Mutation SNV G A A PRKCG c.1471G>A P.E491K
SH_10 2 183731159 183731159 Missense_Mutation SNV G A A FRZB c.122C>T P.P41L
SH_10 2 242026810 242026810 Silent SNV T C C SNED1 c.4125T>C P.Y1375Y
SH_10 20 57485829 57485829 Missense_Mutation SNV A G G GNAS c.1130A>G P.N377S
SH_10 21 31973533 31973533 Missense_Mutation SNV G T T KRTAP22-1 c.94G>T P.A32S
SH_10 3 12586867 12586867 Missense_Mutation SNV G T T MKRN2OS c.97C>A P.Q33K
SH_10 3 186969515 186969521 Frame_Shift_Del INDEL AGGCTGT - - MASP1 12_918delACAG P.Q305fs
SH_10 3 42742237 42742237 Missense_Mutation SNV G A A HHATL c.82C>T P.R28W
SH_10 7 150269953 150269953 Missense_Mutation SNV G T T GIMAP4 c.795G>T P.K265N
SH_10 7 158540897 158540897 Missense_Mutation SNV G T T ESYT2 c.1713C>A P.D571E
SH_10 7 96650088 96650088 Missense_Mutation SNV A G G DLX5 c.830T>C P.L277S
SH_10 8 59059801 59059801 Missense_Mutation SNV G A A FAM110B c.1012G>A P.V338M
SH_10 9 37441440 37441440 Missense_Mutation SNV A C C ZBTB5 c.1109T>G P.L370R

SH_100 10 76781010 76781010 Silent SNV A T T KAT6B c.2439A>T P.A813A
SH_100 14 42356383 42356383 Missense_Mutation SNV C A A LRFN5 c.555C>A P.N185K
SH_100 16 17211774 17211774 Silent SNV G A A XYLT1 c.2286C>T P.P762P
SH_100 16 568941 568941 Splice_Site SNV A G G RAB11FIP3 c.753-2A>G
SH_100 17 72366769 72366769 Silent SNV C T T GPR142 c.468C>T P.G156G
SH_100 2 118735598 118735598 Missense_Mutation SNV C A A CCDC93 c.629G>T P.G210V
SH_100 2 169791787 169791787 Missense_Mutation SNV G A A ABCB11 c.2963C>T P.A988V
SH_100 2 179426577 179426577 Silent SNV C T T TTN c.79359G>A P.K26453K
SH_100 22 16266960 16266960 Missense_Mutation SNV A G G POTEH c.1489T>C P.F497L
SH_100 4 145580881 145580881 Missense_Mutation SNV G A A HHIP c.722G>A P.R241H
SH_100 4 2097630 2097630 Silent SNV G A A POLN c.2013C>T P.H671H
SH_100 5 37153998 37153998 Silent SNV T C C C5orf42 c.8055A>G P.A2685A
SH_100 5 96315225 96315225 Missense_Mutation SNV A T T LNPEP c.403A>T P.T135S
SH_100 6 138583961 138583961 Missense_Mutation SNV C A A ARFGEF3 c.1341C>A P.S447R
SH_100 6 24528252 24528252 Missense_Mutation SNV T A A ALDH5A1 c.1201T>A P.S401T
SH_100 7 26680305 26680305 Splice_Site SNV G C C C7orf71 c.201-10G>C
SH_100 7 99621357 99621357 Silent SNV G T T ZKSCAN1 c.120G>T P.R40R
SH_100 8 67831323 67831323 Silent SNV T C C MCMDC2 c.1965T>C P.Y655Y
SH_100 9 139357484 139357484 Missense_Mutation SNV G A A SEC16A c.4748C>T P.T1583M
SH_100 X 123480532 123480532 Missense_Mutation SNV G A A SH2D1A c.40G>A P.E14K
SH_101 1 173446546 173446546 Missense_Mutation SNV G A A PRDX6 c.10G>A P.G4S
SH_101 1 228362441 228362441 Missense_Mutation SNV C A A IBA57 c.390C>A P.S130R
SH_101 10 51579175 51579175 Missense_Mutation SNV A C C NCOA4 c.82A>C P.S28R
SH_101 13 99087969 99087969 Splice_Site SNV C A A FARP1 c.2274+9C>A
SH_101 14 75420612 75420612 Missense_Mutation SNV A C C PGF c.113T>G P.V38G
SH_101 15 43571977 43571977 Silent SNV C A A TGM7 c.1524G>T P.L508L
SH_101 16 57945763 57945763 Missense_Mutation SNV C A A CNGB1 c.2386G>T P.A796S
SH_101 18 42532845 42532845 Silent SNV C A A SETBP1 c.3540C>A P.G1180G
SH_101 19 41119074 41119074 Silent SNV G T T LTBP4 c.2604G>T P.A868A
SH_101 19 4513287 4513287 Missense_Mutation SNV C T T PLIN4 c.643G>A P.A215T
SH_101 19 6396450 6396450 Silent SNV C G G LOC390877 c.60C>G P.G20G
SH_101 2 202252434 202252434 Missense_Mutation SNV G T T TRAK2 c.1688C>A P.P563H
SH_101 2 37152334 37152334 Silent SNV C T T STRN c.252G>A P.L84L
SH_101 2 55825578 55825578 Missense_Mutation SNV T C C PPP4R3B c.895A>G P.K299E
SH_101 21 45528860 45528860 Splice_Site SNV C T T PWP2 c.19-5C>T
SH_101 5 170323065 170323065 Silent SNV A G G RANBP17 c.435A>G P.E145E
SH_101 5 5464725 5464725 Missense_Mutation SNV T C C ICE1 c.5278T>C P.S1760P
SH_101 6 7558461 7558461 Missense_Mutation SNV G A A DSP c.386G>A P.R129Q
SH_101 7 50455052 50455052 Missense_Mutation SNV C A A IKZF1 c.599C>A P.P200H
SH_101 7 55240762 55240762 Missense_Mutation SNV G A A EGFR c.2006G>A P.R669Q
SH_107 1 205895738 205895738 Silent SNV G A A SLC26A9 c.1314C>T P.I438I
SH_107 10 135053221 135053221 Missense_Mutation SNV C T T VENTX c.283C>T P.R95C
SH_107 10 71968993 71968993 Silent SNV C A A PPA1 c.693G>T P.V231V
SH_107 10 90497497 90497497 Silent SNV C T T LIPK c.775C>T P.L259L
SH_107 10 98144423 98144423 Silent SNV C T T TLL2 c.2115G>A P.S705S
SH_107 11 22398184 22398184 Missense_Mutation SNV G T T SLC17A6 c.1379G>T P.C460F
SH_107 12 25398284 25398284 Missense_Mutation SNV C A A KRAS c.35G>T P.G12V
SH_107 13 61141657 61141657 Splice_Site SNV A G G TDRD3 c.2119-2A>G
SH_107 15 24922841 24922841 Silent SNV A C C NPAP1 c.1827A>C P.A609A
SH_107 15 25223587 25223587 Missense_Mutation SNV C G G SNRPN c.719C>G P.P240R
SH_107 16 81969881 81969881 Missense_Mutation SNV C T T PLCG2 c.2950C>T P.R984C
SH_107 17 12901792 12901792 Missense_Mutation SNV A C C ELAC2 c.1337T>G P.L446R
SH_107 17 79496251 79496251 Missense_Mutation SNV G A A FSCN2 c.694G>A P.V232M
SH_107 2 209113113 209113113 Missense_Mutation SNV G A A IDH1 c.394C>T P.R132C
SH_107 2 60995638 60995638 Missense_Mutation SNV G T T PAPOLG c.280G>T P.G94C
SH_107 4 174253396 174253396 Splice_Site SNV T C C HMGB2 c.472-7A>G
SH_107 4 54424083 54424083 Frame_Shift_Del INDEL T - - LNX1 c.50delA P.Y17fs
SH_107 7 63720585 63720587 Splice_Site INDEL TTA - - ZNF679 40-12_40-10delATT
SH_107 8 106573623 106573623 Nonsense_Mutation SNV C T T ZFPM2 c.334C>T P.R112*
SH_107 X 114541292 114541292 Missense_Mutation SNV A C C LUZP4 c.619A>C P.N207H
SH_108 1 109369841 109369841 Nonsense_Mutation SNV G T T AKNAD1 c.1922C>A P.S641*
SH_108 1 152052228 152052228 Silent SNV C T T LOC100131107 c.1056G>A P.P352P
SH_108 1 153735305 153735305 Missense_Mutation SNV G A A INTS3 c.1618G>A P.E540K
SH_108 1 2700312 2700312 Missense_Mutation SNV C T T TTC34 c.529G>A P.A177T
SH_108 1 27100292 27100292 Splice_Site SNV G C C ARID1A c.4005-1G>C
SH_108 1 3679830 3679830 Missense_Mutation SNV G T T CCDC27 c.1113G>T P.E371D
SH_108 1 67559216 67559216 Frame_Shift_Ins INDEL - T T C1orf141 c.674dupA P.N225fs
SH_108 11 111904162 111904162 Missense_Mutation SNV T C C DLAT c.695T>C P.M232T
SH_108 11 118942532 118942532 Missense_Mutation SNV G A A VPS11 c.830G>A P.R277H
SH_108 11 494979 494979 Missense_Mutation SNV C T T RNH1 c.1202G>A P.R401H



SH_108 11 51412298 51412298 Missense_Mutation SNV T C C OR4A5 c.98A>G P.Y33C
SH_108 12 123103017 123103017 Splice_Site INDEL - G G KNTC1 086-12_6086-11insG
SH_108 12 20885887 20885887 Missense_Mutation SNV G A A SLCO1C1 c.877G>A P.G293R
SH_108 12 25398284 25398284 Missense_Mutation SNV C A A KRAS c.35G>T P.G12V
SH_108 12 41967137 41967137 Missense_Mutation SNV C G G PDZRN4 c.2556C>G P.S852R
SH_108 12 48596381 48596381 Missense_Mutation SNV G A A OR10AD1 c.695C>T P.S232F
SH_108 12 52864372 52864372 Missense_Mutation SNV G C C KRT6C c.1120C>G P.L374V
SH_108 12 58131354 58131354 Missense_Mutation SNV T A A AGAP2 c.676A>T P.S226C
SH_108 12 6707550 6707550 Nonsense_Mutation SNV C T T CHD4 c.1524G>A P.W508*
SH_108 12 88589318 88589318 Silent SNV C T T TMTC3 c.2637C>T P.D879D
SH_108 13 110438120 110438120 Missense_Mutation SNV G C C IRS2 c.281C>G P.A94G
SH_108 14 21961267 21961267 Missense_Mutation SNV C G G TOX4 c.1423C>G P.L475V
SH_108 14 93412799 93412799 Missense_Mutation SNV C T T ITPK1 c.778G>A P.E260K
SH_108 15 29415586 29415586 Missense_Mutation SNV C G G FAM189A1 c.1576G>C P.E526Q
SH_108 15 34147045 34147045 Silent SNV T C C RYR3 c.13939T>C P.L4647L
SH_108 15 89391214 89391214 Silent SNV C T T ACAN c.1677C>T P.G559G
SH_108 16 16313478 16313478 Missense_Mutation SNV A G G ABCC6 c.407T>C P.L136P
SH_108 16 23360010 23360010 Silent SNV C T T SCNN1B c.90C>T P.C30C
SH_108 16 88951511 88951511 Nonsense_Mutation SNV G A A CBFA2T3 c.1060C>T P.R354*
SH_108 17 10222426 10222426 Missense_Mutation SNV C T T MYH13 c.3419G>A P.R1140H
SH_108 17 42152809 42152809 Missense_Mutation SNV G C C G6PC3 c.548G>C P.G183A
SH_108 17 7577559 7577559 Missense_Mutation SNV G A A TP53 c.722C>T P.S241F
SH_108 17 76122990 76122990 Splice_Site SNV G A A TMC6 c.-74-3C>T
SH_108 18 67614066 67614066 Missense_Mutation SNV G A A CD226 c.286C>T P.R96W
SH_108 19 45648183 45648183 Silent SNV C G G PPP1R37 c.1059C>G P.L353L
SH_108 19 52869634 52869634 Nonsense_Mutation SNV C T T ZNF610 c.1003C>T P.Q335*
SH_108 19 56274176 56274176 Missense_Mutation SNV G A A RFPL4A c.499G>A P.V167M
SH_108 19 9057855 9057855 Missense_Mutation SNV G T T MUC16 c.29591C>A P.T9864N
SH_108 2 141625299 141625299 Missense_Mutation SNV C T T LRP1B c.4439G>A P.S1480N
SH_108 2 174230331 174230331 Splice_Site SNV C G G CDCA7 c.1035+11C>G
SH_108 20 3146827 3146827 Silent SNV C T T LZTS3 c.639G>A P.G213G
SH_108 22 26176157 26176157 Nonsense_Mutation SNV C T T MYO18B c.2203C>T P.Q735*
SH_108 22 39710716 39710716 Missense_Mutation SNV T C C RPL3 c.824A>G P.H275R
SH_108 3 178952085 178952085 Missense_Mutation SNV A G G PIK3CA c.3140A>G P.H1047R
SH_108 3 182941958 182941958 Nonsense_Mutation SNV A C C MCF2L2 c.2136T>G P.Y712*
SH_108 3 52545756 52545756 Missense_Mutation SNV G A A STAB1 c.2878G>A P.G960S
SH_108 3 61548051 61548051 Splice_Site SNV G T T PTPRG c.85+5G>T
SH_108 3 77607107 77607107 Missense_Mutation SNV G T T ROBO2 c.1184G>T P.R395I
SH_108 4 145038018 145038018 Nonsense_Mutation SNV G A A GYPA c.307C>T P.R103*
SH_108 5 132160905 132160905 Missense_Mutation SNV C T T SHROOM1 c.928G>A P.E310K
SH_108 5 149431584 149431584 Silent SNV C T T HMGXB3 c.3708C>T P.D1236D
SH_108 5 43174972 43174972 Missense_Mutation SNV G A A ZNF131 c.1609G>A P.E537K
SH_108 6 152265535 152265535 Missense_Mutation SNV G A A ESR1 c.988G>A P.E330K
SH_108 6 26452100 26452100 Missense_Mutation SNV G C C BTN3A3 c.586G>C P.E196Q
SH_108 7 127954977 127954977 Missense_Mutation SNV C T T RBM28 c.1462G>A P.E488K
SH_108 7 158424395 158424395 Missense_Mutation SNV G A A NCAPG2 c.3395C>T P.S1132L
SH_108 7 29186261 29186261 Missense_Mutation SNV C T T CHN2 c.62C>T P.T21I
SH_108 7 30721577 30721577 Missense_Mutation SNV C G G CRHR2 c.264G>C P.E88D
SH_108 8 100654571 100654571 Missense_Mutation SNV G A A VPS13B c.5828G>A P.R1943Q
SH_108 8 110416854 110416854 Missense_Mutation SNV G A A PKHD1L1 c.1445G>A P.R482Q
SH_108 8 145168736 145168736 Silent SNV G A A WDR97 c.3360G>A P.L1120L
SH_108 8 145692708 145692708 Silent SNV G C C KIFC2 c.453G>C P.R151R
SH_108 8 55542151 55542151 Missense_Mutation SNV A T T RP1 c.5709A>T P.E1903D
SH_108 8 93004034 93004034 Missense_Mutation SNV C T T RUNX1T1 c.824G>A P.R275Q
SH_108 9 125424476 125424476 Missense_Mutation SNV T A A OR1L1 c.482T>A P.L161H
SH_108 9 33030547 33030547 Silent SNV T A A DNAJA1 c.54T>A P.S18S
SH_108 9 87342596 87342596 Missense_Mutation SNV C G G NTRK2 c.881C>G P.S294C
SH_108 X 24844692 24844692 Missense_Mutation SNV A T T POLA1 c.3692A>T P.D1231V
SH_108 X 69263794 69263794 Silent SNV G A A AWAT2 c.249C>T P.S83S
SH_110 1 153642663 153642663 Missense_Mutation SNV C T T ILF2 c.49G>A P.G17R
SH_110 1 158913594 158913594 Missense_Mutation SNV G T T PYHIN1 c.1017G>T P.R339S
SH_110 1 160209613 160209613 Silent SNV C A A DCAF8 c.597G>T P.L199L
SH_110 1 175323551 175323551 Missense_Mutation SNV T C C TNR c.2359A>G P.I787V
SH_110 1 39878310 39878310 Silent SNV A T T KIAA0754 c.2373A>T P.S791S
SH_110 10 5248281 5248281 Missense_Mutation SNV G T T AKR1C4 c.491G>T P.G164V
SH_110 10 5967365 5967365 Silent SNV C T T FBXO18 c.2461C>T P.L821L
SH_110 10 79616501 79616501 Missense_Mutation SNV C A A DLG5 c.523G>T P.A175S
SH_110 11 17596262 17596262 Splice_Site SNV T A A OTOG c.2330-5T>A
SH_110 15 44093333 44093333 Missense_Mutation SNV A G G HYPK c.190A>G P.M64V
SH_110 17 1704227 1704231 Frame_Shift_Del INDEL ACCAG - - SMYD4 457_461delCTGG P.L153fs
SH_110 17 7577535 7577535 Missense_Mutation SNV C A A TP53 c.746G>T P.R249M
SH_110 18 24917153 24917153 Splice_Site SNV T C C LOC105372038 n.251-2A>G
SH_110 19 42312940 42312940 Missense_Mutation SNV T A A CEACAM3 c.514T>A P.C172S
SH_110 19 58145986 58145986 Splice_Site SNV T C C ZNF211 c.130-11T>C
SH_110 2 216248111 216248112 Frame_Shift_Del INDEL TG - - FN1 .4989_4990delC P.Y1663fs
SH_110 2 219330857 219330857 Missense_Mutation SNV T C C USP37 c.2342A>G P.N781S
SH_110 20 23065896 23065896 Missense_Mutation SNV G A A CD93 c.934C>T P.R312C
SH_110 20 33077647 33077647 Silent SNV A G G ITCH c.2358A>G P.Q786Q
SH_110 3 125701106 125701106 Splice_Site SNV T A A ROPN1B c.397-7T>A
SH_110 5 161576158 161576158 Silent SNV C A A GABRG2 c.967C>A P.R323R
SH_110 6 43269002 43269002 Splice_Site SNV G A A SLC22A7 c.945+6G>A
SH_110 6 43603619 43603619 Missense_Mutation SNV G C C MAD2L1BP c.7G>C P.A3P
SH_110 7 44097465 44097465 Splice_Site SNV G T T DBNL c.552+7G>T
SH_110 8 13965710 13965710 Missense_Mutation SNV C A A SGCZ c.480G>T P.E160D
SH_111 1 110581320 110581320 Missense_Mutation SNV C T T STRIP1 c.266C>T P.T89M
SH_111 1 121116750 121116750 Missense_Mutation SNV G T T SRGAP2C c.343G>T P.A115S
SH_111 1 156449559 156449559 Missense_Mutation SNV C A A MEF2D c.426G>T P.M142I
SH_111 1 17657625 17657625 Missense_Mutation SNV G T T PADI4 c.254G>T P.G85V
SH_111 1 236212233 236212233 Silent SNV G A A NID1 c.282C>T P.P94P
SH_111 1 27106504 27106504 Nonsense_Mutation SNV C T T ARID1A c.6115C>T P.Q2039*
SH_111 1 68942629 68942629 Missense_Mutation SNV G A A DEPDC1 c.2422C>T P.R808C
SH_111 1 74507219 74507219 Frame_Shift_Ins INDEL - T T LRRIQ3 c.1395dupA P.Y466fs
SH_111 10 102275937 102275937 Missense_Mutation SNV T C C SEC31B c.119A>G P.N40S
SH_111 10 108357142 108357142 Nonsense_Mutation SNV G A A SORCS1 c.3232C>T P.R1078*
SH_111 10 59959035 59959035 Silent SNV G A A IPMK c.594C>T P.Y198Y
SH_111 10 71255367 71255367 Silent SNV C T T TSPAN15 c.375C>T P.N125N
SH_111 11 111848524 111848524 Splice_Site SNV G T T DIXDC1 c.23+5G>T
SH_111 11 119291030 119291030 Missense_Mutation SNV C T T THY1 c.104G>A P.R35H



SH_111 11 92715229 92715229 Missense_Mutation SNV A T T MTNR1B c.840A>T P.E280D
SH_111 12 25398284 25398284 Missense_Mutation SNV C T T KRAS c.35G>A P.G12D
SH_111 12 58013409 58013409 Splice_Site SNV C A A LOC101927583 n.2120+5G>T
SH_111 12 8375111 8375111 Silent SNV C T T FAM90A1 c.702G>A P.A234A
SH_111 14 93412735 93412735 Missense_Mutation SNV T A A ITPK1 c.842A>T P.D281V
SH_111 14 94088174 94088174 Missense_Mutation SNV C T T UNC79 c.4064C>T P.P1355L
SH_111 15 22383359 22383359 Missense_Mutation SNV C G G OR4N4 c.887C>G P.T296S
SH_111 15 99671001 99671001 Silent SNV G A A SYNM c.2433G>A P.T811T
SH_111 16 19620328 19620328 Missense_Mutation SNV A G G C16orf62 c.1181A>G P.K394R
SH_111 16 20435280 20435280 Silent SNV G A A ACSM5 c.810G>A P.T270T
SH_111 17 7324624 7324624 Silent SNV A C C SPEM1 c.630A>C P.P210P
SH_111 2 113539278 113539278 Silent SNV T C C IL1A c.222A>G P.V74V
SH_111 2 159033054 159033054 Frame_Shift_Ins INDEL - A A CCDC148 c.1169dupT P.L390fs
SH_111 2 27857793 27857793 Splice_Site SNV T G G GPN1 c.393+2T>G
SH_111 2 68882553 68882553 Missense_Mutation SNV G A A PROKR1 c.1027G>A P.V343M
SH_111 20 55777539 55777539 Missense_Mutation SNV G A A BMP7 c.752C>T P.T251M
SH_111 21 30699470 30699470 Frame_Shift_Del INDEL T - - BACH1 c.1326delT P.S443fs
SH_111 3 148896286 148896286 Missense_Mutation SNV C G G CP c.2794G>C P.D932H
SH_111 3 30713853 30713853 Missense_Mutation SNV G A A TGFBR2 c.1253G>A P.C418Y
SH_111 3 54933813 54933813 Splice_Site SNV A T T CACNA2D3 c.2369-2A>T
SH_111 5 147051334 147051334 Silent SNV G A A JAKMIP2 c.36C>T P.P12P
SH_111 6 160174638 160174638 Missense_Mutation SNV G A A WTAP c.599G>A P.S200N
SH_111 6 24875951 24875951 Silent SNV C T T FAM65B c.156G>A P.A52A
SH_111 7 121965521 121965521 Splice_Site SNV T C C CADPS2 c.3594+10A>G
SH_111 7 144345911 144345911 Missense_Mutation SNV A T T TPK1 c.247T>A P.Y83N
SH_111 8 25199252 25199252 Splice_Site SNV C T T DOCK5 c.2440-3C>T
SH_111 8 89209488 89209488 Missense_Mutation SNV C T T MMP16 c.180G>A P.M60I
SH_111 9 125424800 125424800 Missense_Mutation SNV A G G OR1L1 c.806A>G P.K269R
SH_111 9 125424802 125424802 Missense_Mutation SNV G A A OR1L1 c.808G>A P.D270N
SH_111 9 130982480 130982480 Missense_Mutation SNV C T T DNM1 c.709C>T P.R237W
SH_111 9 86468653 86468653 Missense_Mutation SNV A C C KIF27 c.3050T>G P.L1017R
SH_111 X 37587545 37587545 Nonsense_Mutation SNV C T T XK c.1165C>T P.Q389*
SH_111 X 47032597 47032597 Splice_Site SNV G A A RBM10 c.502+1G>A
SH_113 1 13183781 13183781 Missense_Mutation SNV G T T HNRNPCL2 c.92C>A P.S31Y
SH_113 1 39775375 39775375 Splice_Site SNV A G G MACF1 c.2931+7A>G
SH_113 1 43773103 43773103 Missense_Mutation SNV C A A TIE1 c.773C>A P.A258D
SH_113 10 119003551 119003551 Missense_Mutation SNV G A A SLC18A2 c.191G>A P.R64K
SH_113 10 132891516 132891516 Missense_Mutation SNV C A A TCERG1L c.1670G>T P.R557I
SH_113 10 29769544 29769544 Missense_Mutation SNV G T T SVIL c.4369C>A P.L1457I
SH_113 11 124180558 124180558 Silent SNV A G G OR8D1 c.105T>C P.Y35Y
SH_113 11 126080806 126080806 Missense_Mutation SNV G A A RPUSD4 c.334C>T P.P112S
SH_113 11 126391275 126391275 Missense_Mutation SNV G A A KIRREL3 c.368C>T P.A123V
SH_113 11 55872934 55872934 Missense_Mutation SNV G T T OR8H2 c.416G>T P.R139M
SH_113 11 62327300 62327300 Missense_Mutation SNV C A A EEF1G c.1165G>T P.D389Y
SH_113 11 986887 986887 Silent SNV G T T AP2A2 c.1068G>T P.L356L
SH_113 12 129293321 129293321 Splice_Site SNV A T T SLC15A4 c.1258+12T>A
SH_113 12 9254111 9254114 Frame_Shift_Del INDEL CTGT - - A2M 1423_1426delAC P.T475fs
SH_113 13 80911668 80911668 Missense_Mutation SNV C G G SPRY2 c.173G>C P.G58A
SH_113 14 21991956 21991956 Missense_Mutation SNV A T T SALL2 c.1501T>A P.C501S
SH_113 2 107002879 107002879 Splice_Site SNV C A A PLGLA n.244+8C>A
SH_113 2 179605000 179605000 Silent SNV G T T TTN c.12009C>A P.V4003V
SH_113 3 35835429 35835429 Silent SNV T C C ARPP21 c.2418T>C P.A806A
SH_113 3 56651150 56651150 Silent SNV T C C CCDC66 c.1752T>C P.N584N
SH_113 4 55973998 55973998 Missense_Mutation SNV T C C KDR c.1318A>G P.T440A
SH_113 4 68380089 68380089 Missense_Mutation SNV T C C CENPC c.1147A>G P.T383A
SH_113 4 956312 956312 Missense_Mutation SNV C A A DGKQ c.2125G>T P.A709S
SH_113 5 37048753 37048753 Missense_Mutation SNV C T T NIPBL c.6739C>T P.R2247C
SH_113 5 41149466 41149466 Missense_Mutation SNV T C C C6 c.2500A>G P.I834V
SH_113 6 33263862 33263862 Silent SNV C A A RGL2 c.465G>T P.T155T
SH_113 7 73462526 73462526 Missense_Mutation SNV G T T ELN c.740G>T P.G247V
SH_113 7 82580151 82580151 Silent SNV G A A PCLO c.9753C>T P.I3251I
SH_113 8 107773510 107773510 Missense_Mutation SNV G A A ABRA c.901C>T P.R301C
SH_113 8 145947384 145947384 Missense_Mutation SNV A G G ZNF251 c.1661T>C P.I554T
SH_113 9 35802548 35802548 Missense_Mutation SNV A G G NPR2 c.1759A>G P.I587V
SH_115 1 152284210 152284210 Missense_Mutation SNV C T T FLG c.3152G>A P.R1051H
SH_115 1 247062817 247062817 Splice_Site SNV A C C AHCTF1 c.1433-3T>G
SH_115 11 73022494 73022494 Missense_Mutation SNV C A A ARHGEF17 c.2811C>A P.D937E
SH_115 11 76371887 76371887 Silent SNV C A A LRRC32 c.750G>T P.L250L
SH_115 14 77751890 77751890 Missense_Mutation SNV C T T POMT2 c.1418G>A P.R473Q
SH_115 16 684601 684601 Missense_Mutation SNV T C C METTL26 c.380A>G P.N127S
SH_115 17 29622596 29622596 Missense_Mutation SNV T C C OMG c.754A>G P.T252A
SH_115 17 30986316 30986316 Missense_Mutation SNV G T T MYO1D c.2162C>A P.T721N
SH_115 17 48667880 48667880 Missense_Mutation SNV A C C CACNA1G c.2350A>C P.S784R
SH_115 19 43259170 43259170 Missense_Mutation SNV G A A PSG8 c.958C>T P.R320C
SH_115 2 113785536 113785536 Missense_Mutation SNV T A A IL36B c.418A>T P.T140S
SH_115 2 152289674 152289674 Missense_Mutation SNV A G G RIF1 c.1009A>G P.T337A
SH_115 2 203378462 203378462 Nonsense_Mutation SNV C T T BMPR2 c.439C>T P.R147*
SH_115 20 44036884 44036884 Missense_Mutation SNV G A A DBNDD2 c.83G>A P.S28N
SH_115 22 16287550 16287550 Silent SNV G A A POTEH c.336C>T P.S112S
SH_115 3 178952085 178952085 Missense_Mutation SNV A G G PIK3CA c.3140A>G P.H1047R
SH_115 4 56502258 56502258 Silent SNV G T T NMU c.102C>A P.G34G
SH_115 5 37006698 37006698 Splice_Site SNV C T T NIPBL c.4087+8C>T
SH_115 5 67591077 67591077 Missense_Mutation SNV G A A PIK3R1 c.1670G>A P.R557Q
SH_115 7 140453136 140453136 Missense_Mutation SNV A T T BRAF c.1799T>A P.V600E
SH_115 7 148771598 148771598 Missense_Mutation SNV A C C ZNF786 c.178T>G P.W60G
SH_115 8 133882025 133882025 Silent SNV C T T TG c.228C>T P.N76N
SH_115 8 42694370 42694370 Frame_Shift_Ins INDEL - A A THAP1 c.225dupT P.A76fs
SH_115 8 57026165 57026165 Missense_Mutation SNV C T T MOS c.377G>A P.R126H
SH_115 8 92972548 92972548 Silent SNV C T T RUNX1T1 c.1737G>A P.P579P
SH_115 9 386353 386353 Missense_Mutation SNV G A A DOCK8 c.2801G>A P.R934Q
SH_118 1 176863905 176863905 Silent SNV T A A ASTN1 c.2733A>T P.P911P
SH_118 1 89732172 89732172 Missense_Mutation SNV T C C GBP5 c.725A>G P.Q242R
SH_118 10 112839054 112839054 Missense_Mutation SNV A T T ADRA2A c.1300A>T P.S434C
SH_118 10 13164469 13164469 Missense_Mutation SNV A T T OPTN c.864A>T P.E288D
SH_118 10 22675791 22675791 Missense_Mutation SNV T C C SPAG6 c.506T>C P.I169T
SH_118 11 122756913 122756913 Splice_Site SNV G T T C11orf63 c.344+12G>T
SH_118 11 6245708 6245708 Silent SNV C T T FAM160A2 c.39G>A P.R13R
SH_118 13 78235572 78235572 Missense_Mutation SNV C G G LOC100129307 c.1190G>C P.R397T



SH_118 17 48917669 48917669 Missense_Mutation SNV G C C WFIKKN2 c.1020G>C P.E340D
SH_118 19 19680276 19680276 Silent SNV G A A PBX4 c.750C>T P.G250G
SH_118 19 40834359 40834359 Missense_Mutation SNV C T T C19orf47 c.511G>A P.V171M
SH_118 19 4306232 4306234 Missense_Mutation INDEL AGT - - FSD1 c.149_151delAGTP.E50_F51delinsV
SH_118 2 132021093 132021093 Missense_Mutation SNV A G G POTEE c.2065A>G P.N689D
SH_118 2 166850884 166850884 Missense_Mutation SNV C A A SCN1A c.4624G>T P.V1542F
SH_118 21 46687568 46687568 Missense_Mutation SNV T A A POFUT2 c.1073A>T P.E358V
SH_118 3 169497224 169497224 Missense_Mutation SNV C T T MYNN c.935C>T P.S312L
SH_118 3 31725287 31725287 Missense_Mutation SNV T A A OSBPL10 c.1373A>T P.K458I
SH_118 3 97887561 97887561 Silent SNV A T T OR5H15 c.18A>T P.A6A
SH_118 5 140167794 140167794 Missense_Mutation SNV C A A PCDHA1 c.1919C>A P.A640D
SH_118 7 82531991 82531991 Missense_Mutation SNV C T T PCLO c.13504G>A P.D4502N
SH_118 8 94767159 94767159 Missense_Mutation SNV G C C TMEM67 c.17G>C P.G6A
SH_118 9 133932471 133932471 Missense_Mutation SNV G T T LAMC3 c.2095G>T P.G699C
SH_118 X 50377499 50377499 Missense_Mutation SNV T A A SHROOM4 c.1574A>T P.Q525L
SH_119 1 103387119 103387119 Silent SNV A T T COL11A1 c.3546T>A P.P1182P
SH_119 1 109007883 109007883 Silent SNV T A A NBPF6 c.1584T>A P.I528I
SH_119 1 109803859 109803859 Missense_Mutation SNV A T T CELSR2 c.4154A>T P.Q1385L
SH_119 1 109823787 109823787 Missense_Mutation SNV T A A PSRC1 c.606A>T P.R202S
SH_119 1 110134771 110134771 Silent SNV A T T GNAI3 c.981A>T P.T327T
SH_119 1 112042988 112042988 Missense_Mutation SNV T A A ADORA3 c.541A>T P.S181C
SH_119 1 11827056 11827056 Missense_Mutation SNV G A A C1orf167 c.1213G>A P.G405R
SH_119 1 118514487 118514487 Missense_Mutation SNV T A A SPAG17 c.6325A>T P.R2109W
SH_119 1 12776220 12776220 Missense_Mutation SNV T A A AADACL3 c.41T>A P.V14E
SH_119 1 13330623 13330623 Nonsense_Mutation SNV A T T PRAMEF22 c.663T>A P.C221*
SH_119 1 144867918 144867918 Splice_Site SNV T C C PDE4DIP c.5518+3A>G
SH_119 1 145558247 145558247 Missense_Mutation SNV A T T ANKRD35 c.94A>T P.S32C
SH_119 1 145597578 145597578 Splice_Site SNV T C C POLR3C c.1049-4A>G
SH_119 1 149898602 149898602 Silent SNV C A A SF3B4 c.372G>T P.G124G
SH_119 1 151090447 151090447 Missense_Mutation SNV A T T GABPB2 c.1062A>T P.R354S
SH_119 1 151774931 151774931 Missense_Mutation SNV T A A LINGO4 c.250A>T P.S84C
SH_119 1 151787148 151787148 Nonsense_Mutation SNV T A A RORC c.772A>T P.K258*
SH_119 1 152382333 152382333 Missense_Mutation SNV T A A CRNN c.1225A>T P.S409C
SH_119 1 152882585 152882585 Silent SNV A G G IVL c.312A>G P.P104P
SH_119 1 153043107 153043107 Missense_Mutation SNV T A A SPRR2B c.209A>T P.K70M
SH_119 1 153580528 153580528 Missense_Mutation SNV T A A S100A16 c.100A>T P.S34C
SH_119 1 154234163 154234163 Silent SNV A T T UBAP2L c.2892A>T P.G964G
SH_119 1 154295520 154295520 Nonsense_Mutation SNV A T T AQP10 c.295A>T P.K99*
SH_119 1 15429900 15429900 Missense_Mutation SNV C T T KAZN c.1825C>T P.P609S
SH_119 1 154574588 154574588 Missense_Mutation SNV T A A ADAR c.530A>T P.Y177F
SH_119 1 155230223 155230223 Missense_Mutation SNV T A A SCAMP3 c.286A>T P.T96S
SH_119 1 155448365 155448365 Missense_Mutation SNV T A A ASH1L c.4296A>T P.L1432F
SH_119 1 155874533 155874533 Missense_Mutation SNV T A A RIT1 c.226A>T P.T76S
SH_119 1 156376964 156376964 Missense_Mutation SNV A T T C1orf61 c.331T>A P.C111S
SH_119 1 15684631 15684631 Missense_Mutation SNV A T T FHAD1 c.2522A>T P.E841V
SH_119 1 156882027 156882027 Splice_Site SNV T A A PEAR1 c.1952-12T>A
SH_119 1 157067737 157067737 Missense_Mutation SNV T A A ETV3L c.530A>T P.Q177L
SH_119 1 157488251 157488251 Missense_Mutation SNV A T T FCRL5 c.2770T>A P.Y924N
SH_119 1 158389916 158389916 Silent SNV A T T OR10K2 c.741T>A P.I247I
SH_119 1 158576331 158576331 Missense_Mutation SNV T C C OR10Z1 c.103T>C P.Y35H
SH_119 1 159015243 159015243 Missense_Mutation SNV T A A IFI16 c.1318T>A P.F440I
SH_119 1 159842349 159842349 Missense_Mutation SNV T A A CFAP45 c.1582A>T P.T528S
SH_119 1 159856340 159856340 Missense_Mutation SNV T A A CFAP45 c.728A>T P.Q243L
SH_119 1 160523799 160523799 Missense_Mutation SNV T A A CD84 c.526A>T P.N176Y
SH_119 1 161024252 161024252 Missense_Mutation SNV A T T ARHGAP30 c.440T>A P.F147Y
SH_119 1 161165954 161165954 Splice_Site SNV A T T ADAMTS4 c.1090+7T>A
SH_119 1 161968022 161968022 Missense_Mutation SNV T A A OLFML2B c.1070A>T P.H357L
SH_119 1 167096999 167096999 Missense_Mutation SNV T A A DUSP27 c.2631T>A P.D877E
SH_119 1 167487657 167487657 Missense_Mutation SNV A T T CD247 c.46T>A P.L16M
SH_119 1 168513158 168513158 Silent SNV A T T XCL2 c.45T>A P.T15T
SH_119 1 169519870 169519870 Splice_Site SNV A G G F5 c.1396+8T>C
SH_119 1 169564086 169564086 Nonsense_Mutation SNV T A A SELP c.2131A>T P.K711*
SH_119 1 171504565 171504565 Splice_Site SNV A T T PRRC2C c.1868-2A>T
SH_119 1 172417594 172417594 Missense_Mutation SNV T A A C1orf105 c.121T>A P.S41T
SH_119 1 175130037 175130037 Nonsense_Mutation SNV A T T KIAA0040 c.113T>A P.L38*
SH_119 1 175375420 175375420 Missense_Mutation SNV A T T TNR c.431T>A P.L144Q
SH_119 1 176564581 176564581 Missense_Mutation SNV T A A PAPPA2 c.1841T>A P.L614Q
SH_119 1 179452349 179452349 Missense_Mutation SNV A T T AXDND1 c.2084A>T P.Q695L
SH_119 1 179815404 179815404 Missense_Mutation SNV T A A TOR1AIP2 c.1215A>T P.L405F
SH_119 1 181546907 181546907 Missense_Mutation SNV T A A CACNA1E c.518T>A P.L173Q
SH_119 1 183201909 183201909 Nonsense_Mutation SNV C T T LAMC2 c.2137C>T P.Q713*
SH_119 1 183208627 183208627 Missense_Mutation SNV G A A LAMC2 c.2998G>A P.A1000T
SH_119 1 183885704 183885704 Nonsense_Mutation SNV A T T RGL1 c.1867A>T P.K623*
SH_119 1 185932990 185932990 Silent SNV T A A HMCN1 c.2061T>A P.A687A
SH_119 1 185951443 185951443 Silent SNV A T T HMCN1 c.2712A>T P.G904G
SH_119 1 185953438 185953438 Silent SNV T A A HMCN1 c.2928T>A P.V976V
SH_119 1 185964041 185964041 Silent SNV T A A HMCN1 c.3600T>A P.P1200P
SH_119 1 185966618 185966618 Missense_Mutation SNV T A A HMCN1 c.3836T>A P.V1279E
SH_119 1 186287674 186287674 Silent SNV T A A TPR c.6726A>T P.P2242P
SH_119 1 186646003 186646003 Nonsense_Mutation SNV T A A PTGS2 c.685A>T P.K229*
SH_119 1 19018446 19018446 Missense_Mutation SNV A T T PAX7 c.785A>T P.Q262L
SH_119 1 192985494 192985494 Missense_Mutation SNV T A A UCHL5 c.974A>T P.Q325L
SH_119 1 197094228 197094228 Silent SNV G A A ASPM c.3030C>T P.D1010D
SH_119 1 197890658 197890658 Missense_Mutation SNV A T T LHX9 c.575A>T P.Y192F
SH_119 1 200529913 200529913 Silent SNV T A A KIF14 c.2694A>T P.A898A
SH_119 1 201038314 201038314 Missense_Mutation SNV T A A CACNA1S c.2501A>T P.H834L
SH_119 1 201181196 201181196 Missense_Mutation SNV A G G IGFN1 c.7175A>G P.Y2392C
SH_119 1 203466094 203466094 Splice_Site SNV T A A OPTC c.232-11T>A
SH_119 1 203689873 203689873 Splice_Site SNV A T T ATP2B4 c.2598+5A>T
SH_119 1 204197873 204197873 Silent SNV T A A PLEKHA6 c.2868A>T P.T956T
SH_119 1 205899115 205899115 Missense_Mutation SNV T A A SLC26A9 c.622A>T P.M208L
SH_119 1 207252304 207252304 Silent SNV A T T PFKFB2 c.1356A>T P.A452A
SH_119 1 213139656 213139656 Missense_Mutation SNV A T T VASH2 c.271A>T P.I91F
SH_119 1 223176096 223176096 Missense_Mutation SNV A T T DISP1 c.1357A>T P.M453L
SH_119 1 223178411 223178411 Silent SNV A T T DISP1 c.3672A>T P.A1224A
SH_119 1 224495722 224495722 Missense_Mutation SNV T A A NVL c.268A>T P.N90Y
SH_119 1 226420236 226420236 Missense_Mutation SNV T A A LIN9 c.1538A>T P.H513L
SH_119 1 228525739 228525739 Missense_Mutation SNV T A A OBSCN c.16895T>A P.L5632Q



SH_119 1 22902927 22902927 Missense_Mutation SNV A T T EPHA8 c.377A>T P.Y126F
SH_119 1 22919920 22919920 Missense_Mutation SNV T A A EPHA8 c.1417T>A P.Y473N
SH_119 1 229763428 229763428 Silent SNV A T T URB2 c.48A>T P.T16T
SH_119 1 229768107 229768107 Missense_Mutation SNV A T T URB2 c.218A>T P.Y73F
SH_119 1 231344750 231344750 Missense_Mutation SNV A T T TRIM67 c.1877A>T P.D626V
SH_119 1 232650879 232650879 Silent SNV T A A SIPA1L2 c.207A>T P.P69P
SH_119 1 235409824 235409824 Splice_Site SNV T C C ARID4B c.357A>G P.T119T
SH_119 1 236746148 236746148 Missense_Mutation SNV T A A HEATR1 c.2450A>T P.Q817L
SH_119 1 236760210 236760210 Missense_Mutation SNV T A A HEATR1 c.670A>T P.I224L
SH_119 1 236899908 236899908 Silent SNV A T T ACTN2 c.99A>T P.P33P
SH_119 1 238048720 238048720 Missense_Mutation SNV A T T ZP4 c.1131T>A P.S377R
SH_119 1 243328876 243328876 Missense_Mutation SNV T A A CEP170 c.2092A>T P.T698S
SH_119 1 243778465 243778465 Splice_Site SNV T C C AKT3 c.562-2A>G
SH_119 1 247264327 247264327 Silent SNV T A A ZNF669 c.486A>T P.P162P
SH_119 1 247875399 247875399 Missense_Mutation SNV T C C OR6F1 c.659A>G P.Y220C
SH_119 1 248903065 248903065 Silent SNV A T T LYPD8 c.87T>A P.T29T
SH_119 1 24981391 24981391 Silent SNV C A A SRRM1 c.1086C>A P.S362S
SH_119 1 26392813 26392813 Missense_Mutation SNV T G G TRIM63 c.278A>C P.Q93P
SH_119 1 26515998 26515998 Missense_Mutation SNV C T T CNKSR1 c.2122C>T P.P708S
SH_119 1 26694142 26694142 Silent SNV T A A ZNF683 c.261A>T P.P87P
SH_119 1 29070398 29070398 Missense_Mutation SNV A T T YTHDF2 c.1466A>T P.Q489L
SH_119 1 31230577 31230577 Missense_Mutation SNV A T T LAPTM5 c.16T>A P.S6T
SH_119 1 34673816 34673816 Missense_Mutation SNV T A A C1orf94 c.1505T>A P.L502Q
SH_119 1 35447612 35447612 Missense_Mutation SNV T A A TMEM35B c.398A>T P.Q133L
SH_119 1 46472002 46472002 Silent SNV A T T MAST2 c.837A>T P.T279T
SH_119 1 47548087 47548087 Missense_Mutation SNV T G G CYP4Z1 c.446T>G P.L149R
SH_119 1 55119552 55119552 Missense_Mutation SNV A T T MROH7 c.953A>T P.N318I
SH_119 1 55152062 55152062 Silent SNV C T T MROH7 c.2652C>T P.C884C
SH_119 1 57349294 57349294 Silent SNV A T T C8A c.795A>T P.V265V
SH_119 1 59922760 59922760 Splice_Site SNV A T T FGGY c.670+12A>T
SH_119 1 6214762 6214762 Missense_Mutation SNV G T T CHD5 c.703C>A P.Q235K
SH_119 1 64643545 64643545 Silent SNV T A A ROR1 c.1821T>A P.S607S
SH_119 1 6522970 6522970 Missense_Mutation SNV A T T TNFRSF25 c.659T>A P.L220Q
SH_119 1 79383640 79383640 Silent SNV A C C ADGRL4 c.1557T>G P.V519V
SH_119 1 85570272 85570272 Silent SNV A T T WDR63 c.1428A>T P.S476S
SH_119 1 89659026 89659026 Missense_Mutation SNV T A A GBP4 c.433A>T P.S145C
SH_119 1 95294069 95294069 Missense_Mutation SNV A T T SLC44A3 c.436A>T P.S146C
SH_119 1 9992936 9992936 Silent SNV T A A LZIC c.357A>T P.V119V
SH_119 10 100242464 100242464 Silent SNV A T T HPSE2 c.1368T>A P.A456A
SH_119 10 102088970 102088970 Missense_Mutation SNV A T T PKD2L1 c.206T>A P.L69Q
SH_119 10 102510522 102510522 Missense_Mutation SNV T A A PAX2 c.284T>A P.V95E
SH_119 10 105838347 105838347 Splice_Site SNV A T T COL17A1 c.53-3T>A
SH_119 10 112838295 112838295 Missense_Mutation SNV T A A ADRA2A c.541T>A P.F181I
SH_119 10 120809466 120809466 Silent SNV T A A EIF3A c.2505A>T P.A835A
SH_119 10 124399886 124399886 Missense_Mutation SNV A T T DMBT1 c.6883A>T P.T2295S
SH_119 10 126507985 126507985 Missense_Mutation SNV A G G FAM175B c.233A>G P.E78G
SH_119 10 135027563 135027563 Silent SNV A G G KNDC1 c.4614A>G P.L1538L
SH_119 10 15014579 15014579 Missense_Mutation SNV A T T MEIG1 c.206A>T P.Y69F
SH_119 10 21962788 21962788 Missense_Mutation SNV A T T MLLT10 c.1561A>T P.T521S
SH_119 10 23326397 23326397 Nonsense_Mutation SNV A T T ARMC3 c.2587A>T P.R863*
SH_119 10 25885621 25885621 Missense_Mutation SNV A G G GPR158 c.2048A>G P.Y683C
SH_119 10 29812662 29812662 Missense_Mutation SNV T A A SVIL c.1951A>T P.S651C
SH_119 10 43291974 43291974 Missense_Mutation SNV C T T BMS1 c.1282C>T P.R428C
SH_119 10 43656042 43656042 Missense_Mutation SNV A T T CSGALNACT2 c.979A>T P.S327C
SH_119 10 46272760 46272760 Missense_Mutation SNV A T T FAM21C c.2182A>T P.S728C
SH_119 10 46968575 46968575 Splice_Site SNV A T T SYT15 c.355+6T>A
SH_119 10 51769531 51769531 Missense_Mutation SNV A T T AGAP6 c.1646A>T P.Q549L
SH_119 10 55626482 55626482 Missense_Mutation SNV T A A PCDH15 c.3652A>T P.M1218L
SH_119 10 74994592 74994592 Missense_Mutation SNV C T T FAM149B1 c.1370C>T P.S457L
SH_119 10 75407400 75407400 Silent SNV A T T SYNPO2L c.2010T>A P.S670S
SH_119 10 7682717 7682717 Missense_Mutation SNV C A A ITIH5 c.401G>T P.G134V
SH_119 10 7763739 7763739 Missense_Mutation SNV A T T ITIH2 c.866A>T P.E289V
SH_119 10 90568136 90568136 Missense_Mutation SNV A T T LIPM c.229A>T P.R77W
SH_119 11 100819186 100819186 Splice_Site SNV A T T ARHGAP42 c.1044-2A>T
SH_119 11 100836393 100836393 Splice_Site SNV A T T ARHGAP42 c.1445-9A>T
SH_119 11 100999800 100999800 Nonsense_Mutation SNV A T T PGR c.2T>A P.M1?
SH_119 11 102593382 102593382 Missense_Mutation SNV T A A MMP8 c.56A>T P.Q19L
SH_119 11 103070122 103070122 Missense_Mutation SNV A T T DYNC2H1 c.8005A>T P.S2669C
SH_119 11 107965721 107965721 Splice_Site SNV A T T CUL5 c.1743+7A>T
SH_119 11 108536020 108536020 Missense_Mutation SNV A T T DDX10 c.140A>T P.Q47L
SH_119 11 108593923 108593923 Missense_Mutation SNV G A A DDX10 c.1699G>A P.E567K
SH_119 11 111368725 111368725 Nonsense_Mutation SNV A T T BTG4 c.309T>A P.C103*
SH_119 11 111915958 111915958 Splice_Site SNV A T T DLAT c.1290+4A>T
SH_119 11 113628549 113628549 Missense_Mutation SNV T A A ZW10 c.760A>T P.R254W
SH_119 11 1151627 1151627 Missense_Mutation SNV A T T MUC5AC c.1A>T P.M1?
SH_119 11 116633571 116633571 Missense_Mutation SNV T A A BUD13 c.734A>T P.H245L
SH_119 11 117329461 117329461 Splice_Site SNV T A A DSCAML1 c.3748+9A>T
SH_119 11 117866339 117866339 Missense_Mutation SNV T A A IL10RA c.724T>A P.F242I
SH_119 11 119043108 119043108 Missense_Mutation SNV A T T NLRX1 c.114A>T P.Q38H
SH_119 11 124761432 124761432 Missense_Mutation SNV C T T ROBO4 c.1276G>A P.G426S
SH_119 11 128933805 128933805 Missense_Mutation SNV T A A ARHGAP32 c.835A>T P.T279S
SH_119 11 130777872 130777872 Missense_Mutation SNV T A A SNX19 c.281A>T P.Q94L
SH_119 11 134238601 134238601 Missense_Mutation SNV A T T GLB1L2 c.953A>T P.H318L
SH_119 11 18743106 18743106 Silent SNV G A A IGSF22 c.354C>T P.S118S
SH_119 11 1908759 1908759 Missense_Mutation SNV A T T LSP1 c.800A>T P.E267V
SH_119 11 20005673 20005673 Missense_Mutation SNV A T T NAV2 c.2456A>T P.Y819F
SH_119 11 2444225 2444225 Missense_Mutation SNV A T T TRPM5 c.42T>A P.D14E
SH_119 11 2593278 2593278 Missense_Mutation SNV A T T KCNQ1 c.719A>T P.H240L
SH_119 11 35453944 35453944 Missense_Mutation SNV A T T PAMR1 c.2123T>A P.V708E
SH_119 11 35453945 35453945 Missense_Mutation SNV C T T PAMR1 c.2122G>A P.V708M
SH_119 11 36397717 36397717 Splice_Site SNV A T T PRR5L c.2+9A>T
SH_119 11 3714478 3714478 Missense_Mutation SNV T A A NUP98 c.4295A>T P.Y1432F
SH_119 11 43427103 43427103 Missense_Mutation SNV A T T TTC17 c.1519A>T P.T507S
SH_119 11 44939571 44939571 Missense_Mutation SNV A T T TSPAN18 c.307A>T P.I103F
SH_119 11 46392894 46392894 Missense_Mutation SNV A T T DGKZ c.1166A>T P.K389M
SH_119 11 47609903 47609903 Missense_Mutation SNV T A A FAM180B c.469T>A P.W157R
SH_119 11 5067880 5067880 Missense_Mutation SNV T A A OR52J3 c.125T>A P.L42Q
SH_119 11 51515748 51515748 Missense_Mutation SNV T A A OR4C46 c.467T>A P.I156K



SH_119 11 51515749 51515749 Silent SNV A C C OR4C46 c.468A>C P.I156I
SH_119 11 55659015 55659015 Missense_Mutation SNV T A A TRIM51 c.1266T>A P.F422L
SH_119 11 56000335 56000335 Missense_Mutation SNV A C C OR5T2 c.327T>G P.D109E
SH_119 11 61026245 61026245 Missense_Mutation SNV T A A VWCE c.2770A>T P.T924S
SH_119 11 6261397 6261397 Missense_Mutation SNV A T T CNGA4 c.373A>T P.T125S
SH_119 11 64022882 64022882 Missense_Mutation SNV A T T PLCB3 c.482A>T P.K161M
SH_119 11 6477326 6477326 Silent SNV T A A TRIM3 c.1509A>T P.A503A
SH_119 11 66358745 66358745 Missense_Mutation SNV T A A CCDC87 c.1742A>T P.K581M
SH_119 11 68030220 68030220 Silent SNV T A A C11orf24 c.243A>T P.T81T
SH_119 11 68171171 68171171 Splice_Site SNV A T T LRP5 c.-137+4A>T
SH_119 11 73941339 73941339 Missense_Mutation SNV A T T PPME1 c.448A>T P.I150F
SH_119 11 76922906 76922906 Missense_Mutation SNV A T T MYO7A c.6278A>T P.K2093M
SH_119 11 77702289 77702289 Silent SNV T A A INTS4 c.111A>T P.A37A
SH_119 11 8462246 8462246 Missense_Mutation SNV A T T STK33 c.803T>A P.I268K
SH_119 11 88045643 88045643 Missense_Mutation SNV T A A CTSC c.398A>T P.N133I
SH_119 11 88911873 88911873 Missense_Mutation SNV A T T TYR c.752A>T P.Y251F
SH_119 11 89911120 89911120 Missense_Mutation SNV T A A NAALAD2 c.1594T>A P.S532T
SH_119 11 92533570 92533570 Missense_Mutation SNV T A A FAT3 c.7391T>A P.L2464Q
SH_119 11 93528081 93528081 Silent SNV A T T MED17 c.867A>T P.P289P
SH_119 11 93819280 93819280 Nonsense_Mutation SNV C T T HEPHL1 c.2005C>T P.R669*
SH_119 11 94126683 94126683 Silent SNV A T T GPR83 c.615T>A P.A205A
SH_119 12 100904910 100904910 Missense_Mutation SNV A T T NR1H4 c.434A>T P.E145V
SH_119 12 104118860 104118860 Silent SNV C A A STAB2 c.4791C>A P.G1597G
SH_119 12 104118861 104118861 Missense_Mutation SNV A G G STAB2 c.4792A>G P.S1598G
SH_119 12 105322003 105322003 Silent SNV T A A SLC41A2 c.303A>T P.A101A
SH_119 12 10586504 10586504 Silent SNV T C C KLRC2 c.369A>G P.T123T
SH_119 12 10774505 10774505 Missense_Mutation SNV A T T STYK1 c.1034T>A P.M345K
SH_119 12 109046121 109046121 Missense_Mutation SNV T A A CORO1C c.1087A>T P.S363C
SH_119 12 109870803 109870803 Missense_Mutation SNV A T T MYO1H c.2003A>T P.Y668F
SH_119 12 109968357 109968357 Missense_Mutation SNV A T T UBE3B c.2816A>T P.H939L
SH_119 12 112182565 112182565 Silent SNV A T T ACAD10 c.1926A>T P.T642T
SH_119 12 116408484 116408484 Silent SNV T A A MED13L c.5982A>T P.T1994T
SH_119 12 120613934 120613934 Splice_Site SNV T A A GCN1 c.913+12A>T
SH_119 12 120613935 120613935 Splice_Site SNV G T T GCN1 c.913+11C>A
SH_119 12 122818637 122818637 Nonsense_Mutation SNV G A A CLIP1 c.2647C>T P.Q883*
SH_119 12 123472453 123472453 Splice_Site SNV G A A PITPNM2 c.2980-5C>T
SH_119 12 123651251 123651251 Missense_Mutation SNV T A A MPHOSPH9 c.2542A>T P.T848S
SH_119 12 124840022 124840022 Nonsense_Mutation SNV T A A NCOR2 c.3307A>T P.K1103*
SH_119 12 125441289 125441289 Missense_Mutation SNV T A A DHX37 c.2401A>T P.I801F
SH_119 12 133424751 133424751 Splice_Site SNV T A A CHFR c.1613-10A>T
SH_119 12 14976470 14976470 Missense_Mutation SNV A G G C12orf60 c.601A>G P.K201E
SH_119 12 2027580 2027580 Silent SNV T A A CACNA2D4 c.60A>T P.A20A
SH_119 12 22627686 22627686 Missense_Mutation SNV T A A C2CD5 c.2048A>T P.E683V
SH_119 12 25157405 25157405 Missense_Mutation SNV A T T LOC645177 c.130A>T P.S44C
SH_119 12 25243079 25243079 Nonsense_Mutation SNV T A A LRMP c.554T>A P.L185*
SH_119 12 2760876 2760876 Missense_Mutation SNV T A A CACNA1C c.4016T>A P.L1339Q
SH_119 12 32134470 32134470 Missense_Mutation SNV A T T KIAA1551 c.581A>T P.Q194L
SH_119 12 3726177 3726177 Missense_Mutation SNV T A A CRACR2A c.2054A>T P.Y685F
SH_119 12 40441900 40441900 Silent SNV T A A SLC2A13 c.669A>T P.A223A
SH_119 12 416623 416623 Missense_Mutation SNV T A A KDM5A c.3927A>T P.L1309F
SH_119 12 45168561 45168561 Nonsense_Mutation SNV A T T NELL2 c.1113T>A P.Y371*
SH_119 12 46592528 46592528 Splice_Site SNV T A A SLC38A1 c.1004-2A>T
SH_119 12 4835747 4835747 Silent SNV A T T GALNT8 c.261A>T P.T87T
SH_119 12 48888578 48888578 Splice_Site SNV C T T C12orf54 c.243-3C>T
SH_119 12 49217252 49217252 Splice_Site SNV A C C CACNB3 c.168+3A>C
SH_119 12 49521873 49521873 Silent SNV G A A TUBA1B c.1224C>T P.Y408Y
SH_119 12 49959442 49959442 Missense_Mutation SNV T A A MCRS1 c.197A>T P.K66M
SH_119 12 50757002 50757002 Missense_Mutation SNV A G G FAM186A c.338T>C P.M113T
SH_119 12 52758778 52758779 Frame_Shift_Del INDEL AT - - KRT85 c.596_597delAT P.H199fs
SH_119 12 53007614 53007614 Missense_Mutation SNV T A A KRT73 c.842A>T P.H281L
SH_119 12 53412590 53412590 Missense_Mutation SNV A T T EIF4B c.160A>T P.T54S
SH_119 12 53686114 53686114 Missense_Mutation SNV A G G ESPL1 c.5849A>G P.Y1950C
SH_119 12 53722674 53722674 Silent SNV T A A SP7 c.552A>T P.T184T
SH_119 12 53946413 53946413 Silent SNV T A A ATF7 c.57A>T P.T19T
SH_119 12 54905728 54905728 Splice_Site SNV T A A NCKAP1L c.635-5T>A
SH_119 12 55846616 55846616 Missense_Mutation SNV A T T OR6C2 c.619A>T P.I207F
SH_119 12 57009268 57009268 Missense_Mutation SNV T A A BAZ2A c.260A>T P.Y87F
SH_119 12 57397765 57397765 Missense_Mutation SNV T A A ZBTB39 c.937A>T P.I313L
SH_119 12 57600268 57600268 Missense_Mutation SNV A T T LRP1 c.11603A>T P.Q3868L
SH_119 12 57677748 57677748 Missense_Mutation SNV T A A R3HDM2 c.988A>T P.S330C
SH_119 12 57882876 57882876 Missense_Mutation SNV A T T MARS c.184A>T P.T62S
SH_119 12 58024298 58024298 Missense_Mutation SNV A T T B4GALNT1 c.329T>A P.L110Q
SH_119 12 5841688 5841688 Nonsense_Mutation SNV C A A ANO2 c.1558G>T P.E520*
SH_119 12 66345189 66345189 Silent SNV T A A HMGA2 c.276T>A P.P92P
SH_119 12 6666280 6666280 Missense_Mutation SNV T A A NOP2 c.2306A>T P.Q769L
SH_119 12 66715758 66715758 Missense_Mutation SNV A T T HELB c.2186A>T P.Q729L
SH_119 12 70048843 70048843 Silent SNV A T T BEST3 c.1533T>A P.L511L
SH_119 12 7047640 7047640 Splice_Site SNV A T T ATN1 c.2518-4A>T
SH_119 12 70928618 70928618 Missense_Mutation SNV A T T PTPRB c.6199T>A P.C2067S
SH_119 12 7970499 7970499 Silent SNV A T T SLC2A14 c.1272T>A P.A424A
SH_119 12 85446008 85446008 Missense_Mutation SNV A T T LRRIQ1 c.732A>T P.K244N
SH_119 12 85466830 85466830 Silent SNV A T T LRRIQ1 c.2841A>T P.T947T
SH_119 12 85547816 85547816 Missense_Mutation SNV A C C LRRIQ1 c.4664A>C P.Q1555P
SH_119 12 89917772 89917772 Missense_Mutation SNV T A A POC1B-GALNT4 c.546A>T P.Q182H
SH_119 12 91348357 91348357 Missense_Mutation SNV T A A CCER1 c.163A>T P.S55C
SH_119 12 95443013 95443013 Splice_Site SNV T A A NR2C1 c.966-4A>T
SH_119 12 95926982 95926982 Missense_Mutation SNV T A A USP44 c.1051A>T P.S351C
SH_119 12 96974418 96974418 Missense_Mutation SNV A T T CFAP54 c.2840A>T P.Y947F
SH_119 12 970386 970386 Missense_Mutation SNV A T T WNK1 c.1828A>T P.S610C
SH_119 12 99638169 99638169 Missense_Mutation SNV T C C ANKS1B c.2370A>G P.I790M
SH_119 13 103389773 103389773 Missense_Mutation SNV T A A CCDC168 c.13274A>T P.K4425I
SH_119 13 107209408 107209408 Silent SNV T A A ARGLU1 c.645A>T P.A215A
SH_119 13 107822921 107822921 Nonsense_Mutation SNV G T T FAM155A c.1301C>A P.S434*
SH_119 13 108861215 108861215 Missense_Mutation SNV T C C LIG4 c.2402A>G P.Y801C
SH_119 13 111102119 111102119 Missense_Mutation SNV T A A COL4A2 c.1172T>A P.L391H
SH_119 13 21417069 21417069 Missense_Mutation SNV T A A XPO4 c.692A>T P.N231I
SH_119 13 23929590 23929590 Silent SNV T A A SACS c.720A>T P.A240A
SH_119 13 25008540 25008540 Missense_Mutation SNV T A A PARP4 c.4739A>T P.Q1580L



SH_119 13 25281243 25281243 Missense_Mutation SNV T A A ATP12A c.2270T>A P.I757K
SH_119 13 25399879 25399879 Missense_Mutation SNV A T T RNF17 c.2214A>T P.E738D
SH_119 13 25671186 25671186 Missense_Mutation SNV A C C PABPC3 c.850A>C P.K284Q
SH_119 13 25671389 25671389 Silent SNV A T T PABPC3 c.1053A>T P.T351T
SH_119 13 28623522 28623522 Splice_Site SNV T A A FLT3 c.1035A>T P.V345V
SH_119 13 30346253 30346253 Missense_Mutation SNV T A A UBL3 c.219A>T P.L73F
SH_119 13 33347443 33347443 Missense_Mutation SNV A T T PDS5B c.4289A>T P.E1430V
SH_119 13 39262527 39262527 Missense_Mutation SNV A G G FREM2 c.1046A>G P.E349G
SH_119 13 39265875 39265875 Missense_Mutation SNV T A A FREM2 c.4394T>A P.M1465K
SH_119 13 46170688 46170688 Nonsense_Mutation SNV A T T ERICH6B c.453T>A P.Y151*
SH_119 13 52293340 52293340 Missense_Mutation SNV A T T WDFY2 c.341A>T P.Q114L
SH_119 13 95899894 95899894 Splice_Site SNV T A A ABCC4 c.185+3A>T
SH_119 14 100002353 100002353 Missense_Mutation SNV T A A CCDC85C c.866A>T P.Q289L
SH_119 14 100317234 100317234 Missense_Mutation SNV A G G EML1 c.112A>G P.I38V
SH_119 14 100808791 100808791 Missense_Mutation SNV T A A WARS c.1057A>T P.S353C
SH_119 14 100950389 100950389 Silent SNV A G G WDR25 c.1029A>G P.P343P
SH_119 14 102568340 102568340 Missense_Mutation SNV A T T HSP90AA1 c.238T>A P.C80S
SH_119 14 104470604 104470604 Missense_Mutation SNV T A A TDRD9 c.1513T>A P.C505S
SH_119 14 19571376 19571376 Missense_Mutation SNV A T T POTEG c.1155A>T P.E385D
SH_119 14 19574260 19574260 Silent SNV T A A POTEG c.1317T>A P.A439A
SH_119 14 20837522 20837522 Missense_Mutation SNV T A A TEP1 c.7313A>T P.K2438M
SH_119 14 21215769 21215769 Silent SNV A T T EDDM3A c.30A>T P.I10I
SH_119 14 21547147 21547147 Missense_Mutation SNV A T T ARHGEF40 c.209A>T P.Q70L
SH_119 14 23898291 23898291 Missense_Mutation SNV A T T MYH7 c.1280T>A P.L427Q
SH_119 14 24614592 24614592 Missense_Mutation SNV T A A PSME2 c.227A>T P.D76V
SH_119 14 24884675 24884675 Silent SNV G A A NYNRIN c.3720G>A P.A1240A
SH_119 14 31388185 31388185 Silent SNV T A A STRN3 c.1227A>T P.A409A
SH_119 14 36337141 36337141 Missense_Mutation SNV A T T BRMS1L c.757A>T P.S253C
SH_119 14 52520946 52520946 Silent SNV A T T NID2 c.861T>A P.L287L
SH_119 14 58605793 58605793 Missense_Mutation SNV T A A C14orf37 c.284A>T P.E95V
SH_119 14 64542703 64542703 Missense_Mutation SNV A T T SYNE2 c.10907A>T P.E3636V
SH_119 14 64634290 64634290 Missense_Mutation SNV A T T SYNE2 c.16838A>T P.E5613V
SH_119 14 64898591 64898591 Splice_Site SNV T G G MTHFD1 c.1494+12T>G
SH_119 14 65208994 65208994 Missense_Mutation SNV A T T PLEKHG3 c.2759A>T P.E920V
SH_119 14 74824304 74824304 Missense_Mutation SNV T A A VRTN c.818T>A P.L273Q
SH_119 14 76644365 76644365 Missense_Mutation SNV A T T GPATCH2L c.1183A>T P.I395F
SH_119 14 79181183 79181183 Missense_Mutation SNV T A A NRXN3 c.626T>A P.L209Q
SH_119 14 81965866 81965866 Splice_Site SNV T A A SEL1L c.832-4A>T
SH_119 14 86089332 86089332 Missense_Mutation SNV T A A FLRT2 c.1474T>A P.C492S
SH_119 14 88693819 88693819 Missense_Mutation SNV A T T KCNK10 c.566T>A P.I189N
SH_119 14 89154632 89154632 Missense_Mutation SNV T A A EML5 c.2725A>T P.M909L
SH_119 14 90429693 90429693 Missense_Mutation SNV A T T TDP1 c.235A>T P.S79C
SH_119 14 91633583 91633583 Missense_Mutation SNV A T T C14orf159 c.118A>T P.S40C
SH_119 14 95669729 95669729 Nonsense_Mutation SNV T A A CLMN c.1957A>T P.K653*
SH_119 15 23283157 23283157 Splice_Site SNV T A A HERC2P2 n.5187-4A>T
SH_119 15 33443550 33443550 Missense_Mutation SNV T A A FMN1 c.1898A>T P.Q633L
SH_119 15 33835859 33835859 Missense_Mutation SNV A T T RYR3 c.683A>T P.H228L
SH_119 15 33905481 33905481 Silent SNV A T T RYR3 c.2262A>T P.S754S
SH_119 15 35084333 35084333 Missense_Mutation SNV G T T ACTC1 c.766C>A P.R256S
SH_119 15 42162648 42162648 Missense_Mutation SNV A T T SPTBN5 c.5558T>A P.V1853D
SH_119 15 42167176 42167176 Missense_Mutation SNV T A A SPTBN5 c.4366A>T P.R1456W
SH_119 15 43307939 43307940 Frame_Shift_Del INDEL AT - - UBR1 .3155_3156delA P.Y1052fs
SH_119 15 43446997 43446997 Missense_Mutation SNV A T T TMEM62 c.1150A>T P.S384C
SH_119 15 43724410 43724410 Silent SNV T A A TP53BP1 c.3657A>T P.T1219T
SH_119 15 43827419 43827419 Missense_Mutation SNV T A A PPIP5K1 c.3755A>T P.E1252V
SH_119 15 44913948 44913948 Splice_Site SNV C A A SPG11 c.2620+9G>T
SH_119 15 44943729 44943729 Silent SNV T A A SPG11 c.1416A>T P.V472V
SH_119 15 45399031 45399031 Missense_Mutation SNV T A A DUOX2 c.1830A>T P.L610F
SH_119 15 49301469 49301469 Silent SNV T A A SECISBP2L c.1971A>T P.I657I
SH_119 15 50154546 50154546 Nonsense_Mutation SNV T A A ATP8B4 c.3193A>T P.K1065*
SH_119 15 52529710 52529710 Missense_Mutation SNV T A A MYO5C c.2837A>T P.K946M
SH_119 15 52849387 52849387 Missense_Mutation SNV T A A ARPP19 c.135A>T P.K45N
SH_119 15 54307454 54307454 Missense_Mutation SNV T A A UNC13C c.2354T>A P.I785N
SH_119 15 54527312 54527312 Splice_Site SNV T A A UNC13C c.3154+2T>A
SH_119 15 56388429 56388429 Silent SNV T A A RFX7 c.1497A>T P.T499T
SH_119 15 59528811 59528811 Missense_Mutation SNV T A A MYO1E c.393A>T P.R131S
SH_119 15 62147130 62147130 Missense_Mutation SNV T A A VPS13C c.11100A>T P.K3700N
SH_119 15 63954122 63954122 Silent SNV T A A HERC1 c.9000A>T P.P3000P
SH_119 15 64592676 64592676 Missense_Mutation SNV T A A CSNK1G1 c.23A>T P.K8M
SH_119 15 65553347 65553347 Missense_Mutation SNV G A A PARP16 c.709C>T P.R237C
SH_119 15 65799697 65799697 Splice_Site SNV T A A DPP8 c.308-4A>T
SH_119 15 72292276 72292276 Missense_Mutation SNV T A A MYO9A c.1386A>T P.K462N
SH_119 15 74474721 74474721 Missense_Mutation SNV T A A STRA6 c.1381A>T P.R461W
SH_119 15 78841176 78841176 Nonsense_Mutation SNV A T T PSMA4 c.676A>T P.R226*
SH_119 15 78921777 78921777 Silent SNV G T T CHRNB4 c.870C>A P.L290L
SH_119 15 79183829 79183829 Missense_Mutation SNV C A A MORF4L1 c.89C>A P.P30H
SH_119 15 79288145 79288145 Splice_Site SNV A T T RASGRF1 c.2967-3T>A
SH_119 15 83725173 83725173 Missense_Mutation SNV T A A BTBD1 c.526A>T P.R176W
SH_119 15 83935660 83935660 Missense_Mutation SNV T A A BNC1 c.342A>T P.Q114H
SH_119 15 86686984 86686984 Missense_Mutation SNV T A A AGBL1 c.170T>A P.L57Q
SH_119 15 89381952 89381952 Silent SNV G A A ACAN c.129G>A P.L43L
SH_119 15 89424819 89424819 Missense_Mutation SNV A G G HAPLN3 c.448T>C P.W150R
SH_119 15 92987891 92987891 Missense_Mutation SNV T A A ST8SIA2 c.574T>A P.Y192N
SH_119 15 99478246 99478246 Missense_Mutation SNV A T T IGF1R c.3150A>T P.E1050D
SH_119 16 1262530 1262530 Splice_Site SNV T A A CACNA1H c.4777+2T>A
SH_119 16 1485086 1485086 Splice_Site SNV T A A CCDC154 c.1692+4A>T
SH_119 16 21123137 21123137 Splice_Site SNV A G G DNAH3 c.1921-12T>C
SH_119 16 21262133 21262133 Missense_Mutation SNV A T T ANKS4B c.1246A>T P.S416C
SH_119 16 22926576 22926576 Missense_Mutation SNV T A A HS3ST2 c.797T>A P.L266Q
SH_119 16 24135213 24135213 Missense_Mutation SNV T A A PRKCB c.976T>A P.S326T
SH_119 16 27483142 27483142 Missense_Mutation SNV T A A GTF3C1 c.4453A>T P.T1485S
SH_119 16 29909302 29909302 Missense_Mutation SNV A T T SEZ6L2 c.83T>A P.L28Q
SH_119 16 32182377 32182377 Splice_Site SNV T A A HERC2P4 n.1890+4A>T
SH_119 16 396776 396776 Nonsense_Mutation SNV T A A AXIN1 c.250A>T P.K84*
SH_119 16 46508243 46508243 Splice_Site SNV T A A ANKRD26P1 n.3451-2A>T
SH_119 16 46771662 46771662 Missense_Mutation SNV T A A MYLK3 c.962A>T P.Q321L
SH_119 16 48167719 48167719 Missense_Mutation SNV A T T ABCC12 c.1007T>A P.L336Q
SH_119 16 48304150 48304150 Silent SNV A T T LONP2 c.1074A>T P.G358G



SH_119 16 50745688 50745688 Silent SNV A T T NOD2 c.1785A>T P.P595P
SH_119 16 52473506 52473506 Missense_Mutation SNV T A A TOX3 c.1362A>T P.Q454H
SH_119 16 55725927 55725927 Missense_Mutation SNV A T T SLC6A2 c.881A>T P.Y294F
SH_119 16 56443361 56443361 Missense_Mutation SNV T A A AMFR c.488A>T P.Q163L
SH_119 16 56531746 56531746 Missense_Mutation SNV T A A BBS2 c.1706A>T P.Q569L
SH_119 16 56704477 56704477 Nonsense_Mutation SNV A T T MT1H c.88A>T P.K30*
SH_119 16 56938317 56938317 Missense_Mutation SNV A T T SLC12A3 c.2894A>T P.Q965L
SH_119 16 57685157 57685157 Missense_Mutation SNV A T T ADGRG1 c.110A>T P.Q37L
SH_119 16 57758742 57758742 Missense_Mutation SNV A T T DRC7 c.1753A>T P.I585F
SH_119 16 67229816 67229816 Missense_Mutation SNV A T T E2F4 c.940A>T P.S314C
SH_119 16 67267986 67267986 Silent SNV A T T FHOD1 c.1698T>A P.S566S
SH_119 16 67404918 67404918 Missense_Mutation SNV A T T LRRC36 c.904A>T P.S302C
SH_119 16 69602396 69602396 Splice_Site SNV A T T NFAT5 c.74-2A>T
SH_119 16 69680984 69680984 Missense_Mutation SNV A T T NFAT5 c.307A>T P.T103S
SH_119 16 70998672 70998672 Missense_Mutation SNV T A A HYDIN c.5747A>T P.Q1916L
SH_119 16 71009073 71009073 Missense_Mutation SNV A T T HYDIN c.4738T>A P.C1580S
SH_119 16 71054141 71054141 Missense_Mutation SNV A T T HYDIN c.3266T>A P.L1089Q
SH_119 16 71509706 71509706 Silent SNV T A A ZNF19 c.744A>T P.T248T
SH_119 16 72159863 72159863 Splice_Site SNV T A A PMFBP1 c.1818+4A>T
SH_119 16 72984390 72984390 Missense_Mutation SNV T A A ZFHX3 c.3194A>T P.E1065V
SH_119 16 72992423 72992423 Missense_Mutation SNV T A A ZFHX3 c.1622A>T P.Q541L
SH_119 16 75276951 75276951 Missense_Mutation SNV T A A BCAR1 c.188A>T P.E63V
SH_119 16 7759084 7759084 Missense_Mutation SNV C A A RBFOX1 c.941C>A P.P314H
SH_119 16 84516298 84516298 Missense_Mutation SNV A T T TLDC1 c.977T>A P.L326Q
SH_119 16 86566057 86566057 Missense_Mutation SNV T A A MTHFSD c.712A>T P.I238L
SH_119 16 88502420 88502420 Missense_Mutation SNV G T T ZNF469 c.8458G>T P.D2820Y
SH_119 16 89713675 89713675 Missense_Mutation SNV T A A CHMP1A c.317A>T P.Q106L
SH_119 16 89849452 89849452 Missense_Mutation SNV T A A FANCA c.1529A>T P.Y510F
SH_119 17 10544603 10544603 Splice_Site SNV T A A MYH3 c.2046A>T P.P682P
SH_119 17 11786894 11786894 Splice_Site SNV T A A DNAH9 c.10807-9T>A
SH_119 17 16068419 16068419 Silent SNV T A A NCOR1 c.492A>T P.P164P
SH_119 17 17699107 17699107 Missense_Mutation SNV A T T RAI1 c.2845A>T P.M949L
SH_119 17 18007965 18007965 Silent SNV T A A DRG2 c.924T>A P.I308I
SH_119 17 20135564 20135564 Missense_Mutation SNV G T T SPECC1 c.2197G>T P.V733L
SH_119 17 26085914 26085914 Missense_Mutation SNV T A A NOS2 c.3347A>T P.Q1116L
SH_119 17 26109071 26109071 Missense_Mutation SNV A G G NOS2 c.692T>C P.V231A
SH_119 17 26668457 26668457 Missense_Mutation SNV A T T TNFAIP1 c.493A>T P.S165C
SH_119 17 26887125 26887125 Missense_Mutation SNV T A A PIGS c.761A>T P.Y254F
SH_119 17 29281490 29281490 Splice_Site SNV T A A ADAP2 c.805-6T>A
SH_119 17 33259383 33259383 Splice_Site SNV T A A CCT6B c.1236+3A>T
SH_119 17 33806597 33806597 Missense_Mutation SNV T A A SLFN12L c.632A>T P.K211I
SH_119 17 33806598 33806598 Nonsense_Mutation SNV T A A SLFN12L c.631A>T P.K211*
SH_119 17 34067491 34067491 Missense_Mutation SNV A T T RASL10B c.280A>T P.I94F
SH_119 17 37356606 37356606 Splice_Site SNV A T T RPL19 c.5+4A>T
SH_119 17 39086223 39086223 Missense_Mutation SNV T A A KRT23 c.194A>T P.E65V
SH_119 17 39137384 39137384 Missense_Mutation SNV T A A KRT40 c.707A>T P.E236V
SH_119 17 39412055 39412055 Missense_Mutation SNV T A A KRTAP9-9 c.433T>A P.C145S
SH_119 17 39619260 39619260 Missense_Mutation SNV A G G KRT32 c.1039T>C P.Y347H
SH_119 17 39661506 39661506 Silent SNV G A A KRT13 c.297C>T P.L99L
SH_119 17 39778605 39778605 Splice_Site SNV A T T KRT17 c.672+2T>A
SH_119 17 39888954 39888954 Missense_Mutation SNV A T T HAP1 c.566T>A P.L189Q
SH_119 17 40054028 40054028 Missense_Mutation SNV T A A ACLY c.1403A>T P.K468M
SH_119 17 40142271 40142271 Splice_Site SNV T A A DNAJC7 c.431+11A>T
SH_119 17 40344300 40344300 Missense_Mutation SNV T A A GHDC c.848A>T P.Q283L
SH_119 17 42338101 42338101 Missense_Mutation SNV A T T SLC4A1 c.251T>A P.L84Q
SH_119 17 42739769 42739769 Missense_Mutation SNV T A A MEIOC c.289T>A P.C97S
SH_119 17 43247046 43247046 Missense_Mutation SNV A T T HEXIM2 c.797A>T P.Q266L
SH_119 17 48243426 48243426 Missense_Mutation SNV C T T SGCA c.25C>T P.P9S
SH_119 17 48646546 48646546 Missense_Mutation SNV T A A CACNA1G c.375T>A P.F125L
SH_119 17 48694820 48694820 Silent SNV C T T CACNA1G c.4989C>T P.A1663A
SH_119 17 49067881 49067881 Silent SNV T A A SPAG9 c.2517A>T P.A839A
SH_119 17 54933869 54933869 Splice_Site SNV A T T DGKE c.1099-4A>T
SH_119 17 55028025 55028025 Missense_Mutation SNV T A A COIL c.578A>T P.Y193F
SH_119 17 57290403 57290403 Missense_Mutation SNV A T T SMG8 c.2219A>T P.Q740L
SH_119 17 60768066 60768066 Missense_Mutation SNV A T T MRC2 c.3956A>T P.Q1319L
SH_119 17 61558959 61558959 Silent SNV A T T ACE c.978A>T P.A326A
SH_119 17 61950652 61950652 Missense_Mutation SNV A T T CSH2 c.58T>A P.W20R
SH_119 17 62291499 62291499 Missense_Mutation SNV T A A TEX2 c.79A>T P.R27W
SH_119 17 63898403 63898403 Missense_Mutation SNV T A A CEP112 c.2030A>T P.Q677L
SH_119 17 6493836 6493836 Missense_Mutation SNV T A A KIAA0753 c.2555A>T P.N852I
SH_119 17 6661443 6661443 Missense_Mutation SNV A T T XAF1 c.68A>T P.H23L
SH_119 17 6663876 6663876 Missense_Mutation SNV A T T XAF1 c.377A>T P.Q126L
SH_119 17 67305544 67305544 Missense_Mutation SNV T A A ABCA5 c.328A>T P.T110S
SH_119 17 72356294 72356294 Missense_Mutation SNV T A A BTBD17 c.176A>T P.Q59L
SH_119 17 72443011 72443011 Silent SNV C T T GPRC5C c.1206C>T P.I402I
SH_119 17 7246865 7246865 Missense_Mutation SNV T A A ACAP1 c.512T>A P.L171Q
SH_119 17 74289407 74289407 Silent SNV T A A QRICH2 c.903A>T P.S301S
SH_119 17 7578455 7578455 Missense_Mutation SNV C G G TP53 c.475G>C P.A159P
SH_119 17 76118840 76118840 Splice_Site SNV A T T TMC6 c.1083-10T>A
SH_119 17 76446414 76446414 Silent SNV A T T DNAH17 c.10962T>A P.A3654A
SH_119 17 76449447 76449447 Missense_Mutation SNV T A A DNAH17 c.10507A>T P.R3503W
SH_119 17 76526588 76526588 Missense_Mutation SNV A T T DNAH17 c.3121T>A P.S1041T
SH_119 17 77102803 77102803 Missense_Mutation SNV T A A RBFOX3 c.290A>T P.Q97L
SH_119 17 77984068 77984068 Missense_Mutation SNV T A A TBC1D16 c.670A>T P.S224C
SH_119 17 78168994 78168994 Missense_Mutation SNV A T T CARD14 c.1361A>T P.Q454L
SH_119 17 78178881 78178881 Missense_Mutation SNV T A A CARD14 c.2446T>A P.Y816N
SH_119 17 79655738 79655738 Missense_Mutation SNV A C C HGS c.296A>C P.Q99P
SH_119 17 80038319 80038319 Missense_Mutation SNV T A A FASN c.6974A>T P.Q2325L
SH_119 17 80048258 80048258 Silent SNV T A A FASN c.1863A>T P.A621A
SH_119 17 8015465 8015465 Nonsense_Mutation SNV T A A ALOXE3 c.1126A>T P.K376*
SH_119 17 80521337 80521337 Missense_Mutation SNV A T T FOXK2 c.527A>T P.Q176L
SH_119 17 9570027 9570027 Silent SNV A T T USP43 c.699A>T P.L233L
SH_119 18 12122314 12122314 Missense_Mutation SNV T A A ANKRD62 c.1253T>A P.L418Q
SH_119 18 12351196 12351196 Silent SNV T A A AFG3L2 c.1440A>T P.I480I
SH_119 18 14537923 14537923 Frame_Shift_Del INDEL G - - POTEC c.687delC P.A230fs
SH_119 18 20572948 20572948 Silent SNV A C C RBBP8 c.1158A>C P.T386T
SH_119 18 20596798 20596798 Missense_Mutation SNV A T T RBBP8 c.2365A>T P.S789C
SH_119 18 29432410 29432410 Missense_Mutation SNV T A A TRAPPC8 c.3560A>T P.Q1187L



SH_119 18 2951094 2951094 Silent SNV T A A LPIN2 c.549A>T P.V183V
SH_119 18 51731502 51731502 Nonsense_Mutation SNV T A A MBD2 c.568A>T P.K190*
SH_119 18 59895685 59895685 Silent SNV A T T KIAA1468 c.1302A>T P.T434T
SH_119 18 60241696 60241696 Silent SNV T G G ZCCHC2 c.2382T>G P.P794P
SH_119 18 6948522 6948522 Missense_Mutation SNV C A A LAMA1 c.8590G>T P.V2864L
SH_119 18 6985374 6985374 Missense_Mutation SNV A T T LAMA1 c.5522T>A P.L1841Q
SH_119 18 7009239 7009239 Nonsense_Mutation SNV T A A LAMA1 c.4000A>T P.R1334*
SH_119 18 9954125 9954125 Missense_Mutation SNV A T T VAPA c.802A>T P.N268Y
SH_119 19 10262205 10262205 Missense_Mutation SNV T A A DNMT1 c.2134A>T P.M712L
SH_119 19 10798253 10798253 Missense_Mutation SNV A T T ILF3 c.2303A>T P.Y768F
SH_119 19 11892571 11892571 Missense_Mutation SNV A T T ZNF441 c.1932A>T P.K644N
SH_119 19 12830084 12830084 Nonsense_Mutation SNV T A A TNPO2 c.166A>T P.K56*
SH_119 19 14028916 14028916 Missense_Mutation SNV A T T CC2D1A c.782A>T P.Q261L
SH_119 19 14703169 14703169 Splice_Site SNV A T T CLEC17A c.276A>T P.P92P
SH_119 19 14910228 14910228 Missense_Mutation SNV A T T OR7C1 c.721T>A P.C241S
SH_119 19 14938140 14938140 Nonsense_Mutation SNV A T T OR7A5 c.914T>A P.L305*
SH_119 19 14952199 14952199 Nonsense_Mutation SNV A T T OR7A10 c.491T>A P.L164*
SH_119 19 15350788 15350788 Missense_Mutation SNV T A A BRD4 c.3215A>T P.Q1072L
SH_119 19 16855259 16855259 Missense_Mutation SNV T A A NWD1 c.226T>A P.C76S
SH_119 19 17487911 17487911 Missense_Mutation SNV T A A PLVAP c.187A>T P.T63S
SH_119 19 19825167 19825167 Splice_Site SNV T A A ZNF14 c.130+3A>T
SH_119 19 23328191 23328191 Missense_Mutation SNV A T T ZNF730 c.345A>T P.K115N
SH_119 19 30017525 30017525 Missense_Mutation SNV A T T VSTM2B c.35A>T P.Y12F
SH_119 19 33092917 33092917 Splice_Site SNV T G G ANKRD27 c.2767+4A>C
SH_119 19 33355184 33355184 Missense_Mutation SNV T A A SLC7A9 c.296A>T P.Y99F
SH_119 19 35420778 35420778 Splice_Site SNV G T T ZNF30 c.-64-10G>T
SH_119 19 35719225 35719225 Missense_Mutation SNV T A A FAM187B c.359A>T P.H120L
SH_119 19 35940991 35940991 Frame_Shift_Del INDEL T - - FFAR2 c.375delT P.Y125fs
SH_119 19 35940992 35940992 Missense_Mutation SNV G A A FFAR2 c.376G>A P.G126R
SH_119 19 37488058 37488058 Missense_Mutation SNV A T T ZNF568 c.1273A>T P.S425C
SH_119 19 37677174 37677174 Missense_Mutation SNV T A A ZNF585B c.1265A>T P.K422M
SH_119 19 3831810 3831810 Missense_Mutation SNV T A A ZFR2 c.446A>T P.Q149L
SH_119 19 3852539 3852539 Missense_Mutation SNV T A A ZFR2 c.127A>T P.S43C
SH_119 19 38689034 38689034 Missense_Mutation SNV A T T SIPA1L3 c.4846A>T P.I1616F
SH_119 19 38946293 38946293 Missense_Mutation SNV T A A RYR1 c.1693T>A P.C565S
SH_119 19 38989769 38989769 Missense_Mutation SNV T A A RYR1 c.6913T>A P.C2305S
SH_119 19 38996483 38996483 Missense_Mutation SNV T A A RYR1 c.8438T>A P.L2813Q
SH_119 19 3908286 3908286 Missense_Mutation SNV A T T ATCAY c.565A>T P.N189Y
SH_119 19 39734311 39734311 Silent SNV T A A IFNL3 c.552A>T P.R184R
SH_119 19 39735447 39735447 Missense_Mutation SNV T A A IFNL3 c.161A>T P.K54M
SH_119 19 39976413 39976413 Missense_Mutation SNV A T T TIMM50 c.767A>T P.E256V
SH_119 19 40408377 40408377 Missense_Mutation SNV T C C FCGBP c.4462A>G P.I1488V
SH_119 19 40761086 40761086 Missense_Mutation SNV T A A AKT2 c.266A>T P.H89L
SH_119 19 42125779 42125779 Splice_Site SNV A T T CEACAM4 c.670-11T>A
SH_119 19 43243004 43243004 Missense_Mutation SNV A T T PSG3 c.302T>A P.V101E
SH_119 19 43382400 43382400 Missense_Mutation SNV G A A PSG1 c.95C>T P.T32I
SH_119 19 44580556 44580556 Missense_Mutation SNV A T T ZNF284 c.14A>T P.K5M
SH_119 19 45296740 45296740 Missense_Mutation SNV A T T CBLC c.1009A>T P.S337C
SH_119 19 45315801 45315801 Missense_Mutation SNV A T T BCAM c.500A>T P.Q167L
SH_119 19 46321288 46321288 Nonsense_Mutation SNV G A A SYMPK c.3010C>T P.Q1004*
SH_119 19 46664070 46664070 Silent SNV T A A IGFL2 c.306T>A P.V102V
SH_119 19 46974046 46974046 Missense_Mutation SNV G T T PNMAL1 c.247C>A P.P83T
SH_119 19 49692314 49692314 Missense_Mutation SNV A T T TRPM4 c.1985A>T P.D662V
SH_119 19 50154500 50154500 Missense_Mutation SNV A C C SCAF1 c.854A>C P.E285A
SH_119 19 50195571 50195571 Missense_Mutation SNV T A A CPT1C c.62T>A P.V21E
SH_119 19 50461894 50461894 Splice_Site SNV A T T SIGLEC11 c.1363+6T>A
SH_119 19 51362778 51362778 Splice_Site SNV A T T KLK3 c.631-8A>T
SH_119 19 51470515 51470515 Missense_Mutation SNV T A A KLK6 c.107A>T P.Q36L
SH_119 19 51526433 51526433 Missense_Mutation SNV T A A KLK11 c.515A>T P.Q172L
SH_119 19 52034690 52034690 Missense_Mutation SNV A T T SIGLEC6 c.151T>A P.C51S
SH_119 19 52942137 52942137 Missense_Mutation SNV T A A ZNF534 c.1424T>A P.F475Y
SH_119 19 53007923 53007923 Missense_Mutation SNV A T T ZNF578 c.79A>T P.R27W
SH_119 19 53208806 53208806 Missense_Mutation SNV T A A ZNF611 c.1502A>T P.K501M
SH_119 19 53282109 53282109 Missense_Mutation SNV T A A ZNF600 c.33A>T P.K11N
SH_119 19 53453502 53453502 Missense_Mutation SNV T A A ZNF816 c.1526A>T P.Y509F
SH_119 19 53667895 53667895 Missense_Mutation SNV A T T ZNF665 c.1848T>A P.H616Q
SH_119 19 53747053 53747053 Nonsense_Mutation SNV A T T ZNF677 c.113T>A P.L38*
SH_119 19 55175453 55175453 Silent SNV A T T LILRB4 c.312A>T P.V104V
SH_119 19 55363541 55363541 Silent SNV T A A KIR3DL2 c.159T>A P.R53R
SH_119 19 55832369 55832369 Silent SNV T A A TMEM150B c.36A>T P.L12L
SH_119 19 56283365 56283365 Frame_Shift_Ins INDEL - A A RFPL4AL1 c.197dupA P.L67fs
SH_119 19 56329362 56329362 Missense_Mutation SNV T A A NLRP11 c.179A>T P.Y60F
SH_119 19 56413491 56413491 Missense_Mutation SNV A T T NLRP13 c.2699T>A P.L900Q
SH_119 19 56423919 56423919 Missense_Mutation SNV A G G NLRP13 c.1264T>C P.C422R
SH_119 19 56569698 56569698 Missense_Mutation SNV A T T NLRP5 c.3392A>T P.Q1131L
SH_119 19 57840540 57840540 Missense_Mutation SNV A T T ZNF543 c.1710A>T P.R570S
SH_119 19 58118585 58118585 Missense_Mutation SNV A T T ZNF530 c.1593A>T P.Q531H
SH_119 19 58420718 58420718 Missense_Mutation SNV T A A ZNF417 c.925A>T P.S309C
SH_119 19 59068063 59068063 Missense_Mutation SNV T A A UBE2M c.338A>T P.N113I
SH_119 19 6714059 6714059 Silent SNV T A A C3 c.717A>T P.T239T
SH_119 19 6916299 6916299 Missense_Mutation SNV A T T ADGRE1 c.1184A>T P.E395V
SH_119 19 9048696 9048696 Missense_Mutation SNV T A A MUC16 c.32935A>T P.T10979S
SH_119 19 9049462 9049462 Silent SNV A T T MUC16 c.32169T>A P.A10723A
SH_119 19 9064052 9064052 Nonsense_Mutation SNV A T T MUC16 c.23394T>A P.C7798*
SH_119 19 9071660 9071660 Silent SNV T A A MUC16 c.15786A>T P.T5262T
SH_119 19 9075153 9075153 Missense_Mutation SNV C A A MUC16 c.12293G>T P.S4098I
SH_119 19 9075971 9075971 Silent SNV T A A MUC16 c.11475A>T P.P3825P
SH_119 19 9577862 9577862 Silent SNV A G G ZNF560 c.1761T>C P.L587L
SH_119 19 9721235 9721235 Nonsense_Mutation SNV T A A ZNF561 c.1102A>T P.K368*
SH_119 2 100623906 100623906 Missense_Mutation SNV T A A AFF3 c.191A>T P.E64V
SH_119 2 101182980 101182980 Missense_Mutation SNV A T T PDCL3 c.22A>T P.T8S
SH_119 2 102781563 102781563 Splice_Site SNV A T T IL1R1 c.297-12A>T
SH_119 2 103136421 103136421 Splice_Site SNV A G G SLC9A4 c.1818+7A>G
SH_119 2 105961828 105961828 Nonstop_Mutation SNV A C C C2orf49 c.573A>C P.Ter191Cext*?
SH_119 2 108477368 108477368 Missense_Mutation SNV T A A RGPD4 c.1905T>A P.H635Q
SH_119 2 112786192 112786192 Silent SNV A T T MERTK c.2751A>T P.A917A
SH_119 2 113780356 113780356 Splice_Site SNV T A A IL36B c.392-2A>T
SH_119 2 11767202 11767202 Missense_Mutation SNV A T T GREB1 c.4421A>T P.Q1474L



SH_119 2 120640187 120640187 Missense_Mutation SNV A T T PTPN4 c.575A>T P.H192L
SH_119 2 128855116 128855116 Missense_Mutation SNV A T T UGGT1 c.172A>T P.T58S
SH_119 2 131103934 131103934 Missense_Mutation SNV A C C IMP4 c.763A>C P.M255L
SH_119 2 136569919 136569919 Missense_Mutation SNV A T T LCT c.2315T>A P.V772E
SH_119 2 141143540 141143540 Missense_Mutation SNV T A A LRP1B c.10453A>T P.N3485Y
SH_119 2 159537134 159537134 Missense_Mutation SNV A T T PKP4 c.3395A>T P.K1132I
SH_119 2 159537135 159537135 Missense_Mutation SNV A T T PKP4 c.3396A>T P.K1132N
SH_119 2 163072416 163072416 Silent SNV T A A FAP c.783A>T P.I261I
SH_119 2 165552311 165552311 Missense_Mutation SNV T A A COBLL1 c.1906A>T P.T636S
SH_119 2 166183470 166183470 Missense_Mutation SNV A T T SCN2A c.2125A>T P.S709C
SH_119 2 166764192 166764192 Missense_Mutation SNV T A A TTC21B c.2564A>T P.Q855L
SH_119 2 168103327 168103327 Missense_Mutation SNV A T T XIRP2 c.5425A>T P.I1809F
SH_119 2 170063206 170063206 Missense_Mutation SNV T A A LRP2 c.7024A>T P.N2342Y
SH_119 2 171070912 171070912 Silent SNV T A A MYO3B c.345T>A P.T115T
SH_119 2 175326222 175326222 Splice_Site SNV T C C GPR155 c.1470-2A>G
SH_119 2 175619008 175619008 Missense_Mutation SNV T A A CHRNA1 c.479A>T P.Q160L
SH_119 2 179413835 179413835 Missense_Mutation SNV A T T TTN c.87595T>A P.L29199I
SH_119 2 179417635 179417635 Missense_Mutation SNV A T T TTN c.85069T>A P.S28357T
SH_119 2 179417927 179417927 Silent SNV A T T TTN c.84777T>A P.P28259P
SH_119 2 179437100 179437100 Missense_Mutation SNV A T T TTN c.68836T>A P.C22946S
SH_119 2 18113513 18113513 Missense_Mutation SNV A T T KCNS3 c.1238A>T P.Y413F
SH_119 2 186654677 186654677 Silent SNV T A A FSIP2 c.2814T>A P.L938L
SH_119 2 189599392 189599392 Missense_Mutation SNV G T T DIRC1 c.256C>A P.L86I
SH_119 2 189867050 189867050 Silent SNV A T T COL3A1 c.2418A>T P.P806P
SH_119 2 202358262 202358262 Silent SNV A T T ALS2CR11 c.2802T>A P.P934P
SH_119 2 206659775 206659775 Missense_Mutation SNV A T T NRP2 c.2774A>T P.E925V
SH_119 2 208425086 208425086 Missense_Mutation SNV A T T CREB1 c.251A>T P.Q84L
SH_119 2 209201588 209201588 Missense_Mutation SNV A T T PIKFYVE c.4547A>T P.K1516M
SH_119 2 209357998 209357998 Nonsense_Mutation SNV G T T PTH2R c.934G>T P.E312*
SH_119 2 214878801 214878801 Splice_Site SNV A T T SPAG16 n.1807A>T
SH_119 2 220348946 220348946 Missense_Mutation SNV T A A SPEG c.6761T>A P.L2254Q
SH_119 2 220353787 220353787 Missense_Mutation SNV T A A SPEG c.8161T>A P.W2721R
SH_119 2 220478470 220478470 Splice_Site SNV A T T STK11IP c.2538-4A>T
SH_119 2 220493244 220493244 Missense_Mutation SNV T A A SLC4A3 c.169T>A P.W57R
SH_119 2 226447431 226447431 Missense_Mutation SNV A T T NYAP2 c.1298A>T P.H433L
SH_119 2 230312255 230312255 Splice_Site SNV T C C DNER c.1263A>G P.G421G
SH_119 2 234627755 234627755 Missense_Mutation SNV A T T UGT1A4 c.289A>T P.T97S
SH_119 2 235951376 235951376 Missense_Mutation SNV A T T SH3BP4 c.1963A>T P.S655C
SH_119 2 237395519 237395519 Nonsense_Mutation SNV T A A IQCA1 c.673A>T P.K225*
SH_119 2 238257010 238257010 Silent SNV A T T COL6A3 c.6948T>A P.P2316P
SH_119 2 241700261 241700261 Splice_Site SNV C T T KIF1A c.2266-1G>A
SH_119 2 242066314 242066314 Silent SNV T A A PASK c.2016A>T P.A672A
SH_119 2 25754369 25754369 Missense_Mutation SNV T A A DTNB c.974A>T P.E325V
SH_119 2 26667182 26667182 Missense_Mutation SNV A T T DRC1 c.1121A>T P.K374I
SH_119 2 29356607 29356607 Missense_Mutation SNV A T T CLIP4 c.454A>T P.N152Y
SH_119 2 31410672 31410672 Missense_Mutation SNV T A A CAPN14 c.1539A>T P.E513D
SH_119 2 31600003 31600003 Missense_Mutation SNV T A A XDH c.1343A>T P.E448V
SH_119 2 32474989 32474989 Silent SNV A T T NLRC4 c.1944T>A P.A648A
SH_119 2 32668631 32668631 Silent SNV A G G BIRC6 c.4311A>G P.S1437S
SH_119 2 32730271 32730271 Splice_Site SNV A T T BIRC6 c.9699A>T P.A3233A
SH_119 2 33572536 33572536 Missense_Mutation SNV A T T LTBP1 c.2981A>T P.Y994F
SH_119 2 42720536 42720536 Missense_Mutation SNV T A A KCNG3 c.106A>T P.S36C
SH_119 2 46605841 46605841 Nonsense_Mutation SNV A T T EPAS1 c.1489A>T P.K497*
SH_119 2 55791498 55791498 Silent SNV T A A PPP4R3B c.2211A>T P.P737P
SH_119 2 61483549 61483549 Missense_Mutation SNV T A A USP34 c.6191A>T P.H2064L
SH_119 2 64685489 64685489 Missense_Mutation SNV A G G LGALSL c.446A>G P.H149R
SH_119 2 66667702 66667702 Silent SNV A T T MEIS1 c.390A>T P.A130A
SH_119 2 69204616 69204616 Splice_Site SNV T A A GKN1 c.55-11T>A
SH_119 2 71816758 71816758 Missense_Mutation SNV G A A DYSF c.3387G>A P.M1129I
SH_119 2 73996404 73996404 Missense_Mutation SNV T A A DUSP11 c.623A>T P.Y208F
SH_119 2 74135834 74135834 Missense_Mutation SNV T A A ACTG2 c.161T>A P.V54E
SH_119 2 74808801 74808801 Missense_Mutation SNV T A A M1AP c.769A>T P.M257L
SH_119 2 80529404 80529404 Missense_Mutation SNV T A A LRRTM1 c.1541A>T P.Q514L
SH_119 2 9048826 9048826 Missense_Mutation SNV A T T MBOAT2 c.53T>A P.L18Q
SH_119 2 96076652 96076652 Missense_Mutation SNV C T T FAHD2A c.563C>T P.A188V
SH_119 2 9668039 9668039 Missense_Mutation SNV T A A ADAM17 c.495A>T P.L165F
SH_119 2 97026404 97026404 Missense_Mutation SNV A T T NCAPH c.1510A>T P.N504Y
SH_119 2 97530828 97530828 Missense_Mutation SNV T A A SEMA4C c.659A>T P.Y220F
SH_119 20 1616954 1616954 Missense_Mutation SNV T A A SIRPG c.628A>T P.T210S
SH_119 20 19665861 19665861 Missense_Mutation SNV G A A SLC24A3 c.1180G>A P.G394S
SH_119 20 20033147 20033147 Missense_Mutation SNV A G G CRNKL1 c.287T>C P.V96A
SH_119 20 21687214 21687214 Missense_Mutation SNV T A A PAX1 c.425T>A P.V142E
SH_119 20 23028754 23028754 Missense_Mutation SNV T A A THBD c.1388A>T P.E463V
SH_119 20 23966809 23966809 Missense_Mutation SNV C T T GGTLC1 c.208G>A P.G70R
SH_119 20 25261031 25261031 Missense_Mutation SNV A T T PYGB c.1222A>T P.N408Y
SH_119 20 30527026 30527026 Silent SNV T A A TTLL9 c.1200T>A P.P400P
SH_119 20 30556175 30556175 Missense_Mutation SNV T A A XKR7 c.197T>A P.V66E
SH_119 20 31692643 31692643 Nonsense_Mutation SNV A T T BPIFB4 c.1708A>T P.K570*
SH_119 20 33703495 33703495 Missense_Mutation SNV T A A EDEM2 c.1367A>T P.E456V
SH_119 20 34022535 34022535 Silent SNV A G G GDF5 c.678T>C P.I226I
SH_119 20 35668692 35668692 Splice_Site SNV T A A RBL1 c.490-4A>T
SH_119 20 36406054 36406054 Splice_Site SNV A T T CTNNBL1 c.743-2A>T
SH_119 20 36641090 36641090 Missense_Mutation SNV T A A TTI1 c.1129A>T P.S377C
SH_119 20 37174977 37174977 Missense_Mutation SNV A T T RALGAPB c.2806A>T P.R936W
SH_119 20 37581107 37581107 Missense_Mutation SNV A T T FAM83D c.1702A>T P.S568C
SH_119 20 3765945 3765945 Missense_Mutation SNV T A A CENPB c.1186A>T P.T396S
SH_119 20 42694395 42694395 Missense_Mutation SNV C T T TOX2 c.878C>T P.P293L
SH_119 20 47258735 47258735 Missense_Mutation SNV T A A PREX1 c.3746A>T P.K1249M
SH_119 20 47695092 47695092 Splice_Site INDEL A - - CSE1L c.1253-6delA
SH_119 20 47733764 47733764 Nonsense_Mutation SNV T A A STAU1 c.1306A>T P.K436*
SH_119 20 50407599 50407599 Nonsense_Mutation SNV T A A SALL4 c.1423A>T P.K475*
SH_119 20 57480539 57480539 Splice_Site SNV A T T GNAS c.530+4A>T
SH_119 20 58453085 58453085 Missense_Mutation SNV T A A SYCP2 c.2957A>T P.K986M
SH_119 20 62737376 62737376 Missense_Mutation SNV A T T NPBWR2 c.809T>A P.L270H
SH_119 21 16338771 16338771 Frame_Shift_Del INDEL T - - NRIP1 c.1743delA P.Y582fs
SH_119 21 16338772 16338772 Missense_Mutation SNV G A A NRIP1 c.1742C>T P.P581L
SH_119 21 19629064 19629064 Silent SNV T C C CHODL c.261T>C P.N87N
SH_119 21 27348267 27348267 Missense_Mutation SNV C A A APP c.1299G>T P.Q433H



SH_119 21 41446962 41446962 Splice_Site SNV A T T DSCAM c.4888+2T>A
SH_119 21 43321802 43321802 Missense_Mutation SNV T A A C2CD2 c.1489A>T P.S497C
SH_119 21 43413159 43413159 Missense_Mutation SNV T A A ZBTB21 c.1046A>T P.Q349L
SH_119 21 44841919 44841919 Splice_Site SNV T A A SIK1 c.274-2A>T
SH_119 21 45774583 45774583 Missense_Mutation SNV T A A TRPM2 c.218T>A P.V73E
SH_119 21 46066653 46066653 Frame_Shift_Del INDEL C - - KRTAP10-11 c.282delC P.C95fs
SH_119 21 46086493 46086493 Missense_Mutation SNV A T T KRTAP12-2 c.311T>A P.L104Q
SH_119 22 16277843 16277843 Silent SNV T A A POTEH c.1071A>T P.I357I
SH_119 22 17976530 17976530 Missense_Mutation SNV A T T CECR2 c.191A>T P.Q64L
SH_119 22 19223255 19223255 Silent SNV T A A CLTCL1 c.933A>T P.P311P
SH_119 22 20024365 20024365 Missense_Mutation SNV A T T TANGO2 c.44A>T P.K15I
SH_119 22 21065029 21065029 Missense_Mutation SNV T A A PI4KA c.6041A>T P.K2014M
SH_119 22 21385366 21385366 Missense_Mutation SNV A G G SLC7A4 c.736T>C P.Y246H
SH_119 22 22892611 22892611 Missense_Mutation SNV A T T PRAME c.490T>A P.L164M
SH_119 22 24086414 24086414 Missense_Mutation SNV T A A ZNF70 c.914A>T P.K305M
SH_119 22 26860783 26860783 Silent SNV T A A HPS4 c.813A>T P.A271A
SH_119 22 28492398 28492398 Splice_Site SNV T A A TTC28 c.3548-2A>T
SH_119 22 29669815 29669815 Missense_Mutation SNV A T T EWSR1 c.188A>T P.Q63L
SH_119 22 31013440 31013440 Missense_Mutation SNV T A A TCN2 c.1064T>A P.V355E
SH_119 22 32269261 32269261 Missense_Mutation SNV G A A DEPDC5 c.3479G>A P.S1160N
SH_119 22 32754173 32754173 Missense_Mutation SNV A T T RFPL3 c.115A>T P.S39C
SH_119 22 35811931 35811931 Missense_Mutation SNV A T T MCM5 c.1313A>T P.D438V
SH_119 22 38273931 38273931 Missense_Mutation SNV A T T EIF3L c.1184A>T P.Q395L
SH_119 22 38882323 38882323 Missense_Mutation SNV G A A DDX17 c.1813C>T P.R605W
SH_119 22 40055777 40055777 Missense_Mutation SNV T A A CACNA1I c.2419T>A P.F807I
SH_119 22 40365493 40365493 Missense_Mutation SNV A T T GRAP2 c.769A>T P.M257L
SH_119 22 44589713 44589713 Splice_Site SNV T A A PARVG c.583+10T>A
SH_119 22 45958887 45958887 Missense_Mutation SNV A C C FBLN1 c.1793A>C P.Q598P
SH_119 3 10413649 10413649 Silent SNV T A A ATP2B2 c.1503A>T P.T501T
SH_119 3 111988887 111988887 Silent SNV T A A SLC9C1 c.651A>T P.I217I
SH_119 3 124103755 124103755 Missense_Mutation SNV T A A KALRN c.1828T>A P.C610S
SH_119 3 126229580 126229580 Missense_Mutation SNV G A A UROC1 c.184C>T P.P62S
SH_119 3 127390284 127390284 Missense_Mutation SNV T A A PODXL2 c.1433T>A P.I478N
SH_119 3 128077070 128077070 Missense_Mutation SNV A T T EEFSEC c.1454A>T P.D485V
SH_119 3 128623244 128623244 Missense_Mutation SNV A T T ACAD9 c.1045A>T P.M349L
SH_119 3 12976961 12976961 Missense_Mutation SNV T A A IQSEC1 c.1555A>T P.N519Y
SH_119 3 131268871 131268871 Missense_Mutation SNV A T T CPNE4 c.1276T>A P.Y426N
SH_119 3 132075694 132075694 Missense_Mutation SNV A T T ACPP c.1133A>T P.H378L
SH_119 3 132337466 132337466 Splice_Site SNV T A A ACAD11 c.1414+12A>T
SH_119 3 132360859 132360859 Missense_Mutation SNV T A A ACAD11 c.494A>T P.Q165L
SH_119 3 138121086 138121086 Missense_Mutation SNV A T T MRAS c.602A>T P.H201L
SH_119 3 13916487 13916487 Silent SNV A T T WNT7A c.255T>A P.S85S
SH_119 3 1414093 1414093 Missense_Mutation SNV T A A CNTN6 c.1603T>A P.W535R
SH_119 3 148458820 148458820 Nonsense_Mutation SNV A T T AGTR1 c.85A>T P.K29*
SH_119 3 150911419 150911419 Missense_Mutation SNV A T T MED12L c.2111A>T P.H704L
SH_119 3 150916900 150916900 Missense_Mutation SNV A T T GPR171 c.274T>A P.C92S
SH_119 3 15119651 15119651 Missense_Mutation SNV T C C RBSN c.929A>G P.Y310C
SH_119 3 155210644 155210644 Splice_Site SNV T A A PLCH1 c.2147-2A>T
SH_119 3 155286055 155286055 Missense_Mutation SNV T A A PLCH1 c.794A>T P.E265V
SH_119 3 158384162 158384162 Missense_Mutation SNV A T T GFM1 c.1645A>T P.T549S
SH_119 3 158523163 158523163 Missense_Mutation SNV A G G MFSD1 c.10A>G P.N4D
SH_119 3 168845708 168845708 Missense_Mutation SNV T A A MECOM c.382A>T P.S128C
SH_119 3 17052911 17052911 Silent SNV T C C PLCL2 c.2061T>C P.D687D
SH_119 3 172766763 172766763 Missense_Mutation SNV T A A SPATA16 c.734A>T P.D245V
SH_119 3 178745227 178745227 Silent SNV T A A ZMAT3 c.642A>T P.T214T
SH_119 3 179076760 179076760 Silent SNV A T T MFN1 c.381A>T P.T127T
SH_119 3 183823640 183823640 Missense_Mutation SNV T A A HTR3E c.808T>A P.Y270N
SH_119 3 183954141 183954141 Missense_Mutation SNV A T T VWA5B2 c.566A>T P.Q189L
SH_119 3 183976257 183976257 Missense_Mutation SNV A T T ECE2 c.662A>T P.Q221L
SH_119 3 185304301 185304301 Missense_Mutation SNV A T T SENP2 c.100A>T P.S34C
SH_119 3 185542560 185542560 Splice_Site SNV T A A IGF2BP2 c.178+11A>T
SH_119 3 185990076 185990076 Nonsense_Mutation SNV T A A DGKG c.967A>T P.K323*
SH_119 3 187388070 187388070 Missense_Mutation SNV A T T SST c.10T>A P.C4S
SH_119 3 189706687 189706687 Splice_Site SNV A T T P3H2 c.955+9T>A
SH_119 3 193029642 193029642 Missense_Mutation SNV T A A ATP13A5 c.2408A>T P.Q803L
SH_119 3 195518151 195518151 Silent SNV A T T MUC4 c.300T>A P.T100T
SH_119 3 21552416 21552416 Missense_Mutation SNV T A A ZNF385D c.376A>T P.S126C
SH_119 3 31621525 31621525 Silent SNV A T T STT3B c.648A>T P.V216V
SH_119 3 32932313 32932313 Silent SNV G A A TRIM71 c.1617G>A P.E539E
SH_119 3 37535989 37535989 Splice_Site SNV T A A ITGA9 c.545-3T>A
SH_119 3 38622494 38622494 Silent SNV G C C SCN5A c.3156C>G P.A1052A
SH_119 3 44328923 44328923 Missense_Mutation SNV T A A TOPAZ1 c.3479T>A P.V1160E
SH_119 3 44867945 44867945 Missense_Mutation SNV A T T KIF15 c.2779A>T P.S927C
SH_119 3 45965182 45965182 Missense_Mutation SNV T A A FYCO1 c.4327A>T P.I1443F
SH_119 3 48607617 48607617 Splice_Site SNV T A A COL7A1 c.7441-6A>T
SH_119 3 48629432 48629432 Missense_Mutation SNV T A A COL7A1 c.1256A>T P.Q419L
SH_119 3 49055043 49055043 Splice_Site SNV T A A DALRD3 c.718+3A>T
SH_119 3 49570051 49570051 Missense_Mutation SNV A T T DAG1 c.2107A>T P.T703S
SH_119 3 51929251 51929251 Silent SNV T A A IQCF1 c.273A>T P.A91A
SH_119 3 52027799 52027799 Missense_Mutation SNV T A A RPL29 c.446A>T P.K149I
SH_119 3 52485850 52485850 Missense_Mutation SNV T A A TNNC1 c.227A>T P.E76V
SH_119 3 53217135 53217135 Splice_Site SNV A T T PRKCD c.572-2A>T
SH_119 3 54661900 54661900 Missense_Mutation SNV T A A CACNA2D3 c.1050T>A P.S350R
SH_119 3 62543149 62543149 Missense_Mutation SNV T C C CADPS c.1684A>G P.K562E
SH_119 3 87039772 87039772 Missense_Mutation SNV T A A VGLL3 c.122A>T P.Q41L
SH_119 3 97595483 97595483 Silent SNV A G G CRYBG3 c.5445A>G P.A1815A
SH_119 3 97686259 97686259 Missense_Mutation SNV T A A MINA c.179A>T P.E60V
SH_119 3 98073430 98073430 Missense_Mutation SNV T A A OR5K4 c.733T>A P.F245I
SH_119 4 10083026 10083026 Silent SNV T A A WDR1 c.819A>T P.V273V
SH_119 4 106576777 106576777 Silent SNV T A A ARHGEF38 c.1131T>A P.A377A
SH_119 4 108940731 108940731 Missense_Mutation SNV A T T HADH c.455A>T P.Q152L
SH_119 4 114199612 114199612 Splice_Site INDEL A - - ANK2 c.1720-4delA
SH_119 4 123132087 123132087 Missense_Mutation SNV A T T KIAA1109 c.2084A>T P.Q695L
SH_119 4 123246471 123246471 Missense_Mutation SNV A T T KIAA1109 c.10991A>T P.D3664V
SH_119 4 129121747 129121747 Nonsense_Mutation SNV A T T LARP1B c.2236A>T P.R746*
SH_119 4 134084217 134084217 Silent SNV T C C PCDH10 c.2883T>C P.S961S
SH_119 4 13589365 13589365 Missense_Mutation SNV T C C BOD1L1 c.8311A>G P.R2771G
SH_119 4 141868808 141868808 Missense_Mutation SNV C T T RNF150 c.890G>A P.R297Q



SH_119 4 145640104 145640104 Nonsense_Mutation SNV A T T HHIP c.1756A>T P.K586*
SH_119 4 148984337 148984337 Missense_Mutation SNV A T T ARHGAP10 c.2066A>T P.N689I
SH_119 4 152498952 152498952 Silent SNV A C C FAM160A1 c.456A>C P.G152G
SH_119 4 153883988 153883988 Silent SNV A G G FHDC1 c.873A>G P.L291L
SH_119 4 154702659 154702659 Nonsense_Mutation SNV T A A SFRP2 c.832A>T P.K278*
SH_119 4 159076755 159076755 Splice_Site SNV A T T FAM198B c.1149+8T>A
SH_119 4 15937806 15937806 Silent SNV T A A FGFBP1 c.450A>T P.L150L
SH_119 4 164394412 164394412 Missense_Mutation SNV A C C TKTL2 c.475T>G P.S159A
SH_119 4 164394868 164394868 Nonsense_Mutation SNV T A A TKTL2 c.19A>T P.K7*
SH_119 4 174169288 174169288 Missense_Mutation SNV A T T GALNT7 c.284A>T P.Q95L
SH_119 4 175898417 175898417 Missense_Mutation SNV T A A ADAM29 c.1741T>A P.C581S
SH_119 4 186209239 186209239 Splice_Site SNV A T T SNX25 c.670+3A>T
SH_119 4 187510324 187510324 Missense_Mutation SNV T A A FAT1 c.13189A>T P.I4397L
SH_119 4 25253938 25253938 Splice_Site SNV T C C PI4K2B c.269-5T>C
SH_119 4 25675937 25675937 Silent SNV A G G SLC34A2 c.1236A>G P.A412A
SH_119 4 25677761 25677761 Missense_Mutation SNV C T T SLC34A2 c.1463C>T P.A488V
SH_119 4 2835429 2835429 Silent SNV T A A SH3BP2 c.1554T>A P.S518S
SH_119 4 30723300 30723300 Missense_Mutation SNV A G G PCDH7 c.256A>G P.T86A
SH_119 4 30725916 30725916 Nonsense_Mutation SNV A T T PCDH7 c.2872A>T P.K958*
SH_119 4 36286088 36286088 Silent SNV A T T DTHD1 c.387A>T P.S129S
SH_119 4 38126728 38126728 Splice_Site SNV A T T TBC1D1 c.3085-4A>T
SH_119 4 39255564 39255564 Missense_Mutation SNV A T T WDR19 c.2435A>T P.Q812L
SH_119 4 40351163 40351163 Silent SNV T A A CHRNA9 c.630T>A P.A210A
SH_119 4 42122136 42122136 Missense_Mutation SNV A T T BEND4 c.1322T>A P.V441E
SH_119 4 42592867 42592867 Missense_Mutation SNV C T T ATP8A1 c.485G>A P.G162E
SH_119 4 46966983 46966983 Splice_Site SNV A T T GABRA4 c.1134+4T>A
SH_119 4 47597807 47597807 Silent SNV A G G CORIN c.2748T>C P.Y916Y
SH_119 4 56448298 56448298 Missense_Mutation SNV T A A PDCL2 c.113A>T P.Q38L
SH_119 4 57215634 57215634 Silent SNV T A A AASDH c.1983A>T P.S661S
SH_119 4 6382725 6382725 Missense_Mutation SNV T A A PPP2R2C c.146A>T P.E49V
SH_119 4 66189875 66189875 Missense_Mutation SNV T A A EPHA5 c.3071A>T P.Q1024L
SH_119 4 72313400 72313400 Nonsense_Mutation SNV A T T SLC4A4 c.1003A>T P.K335*
SH_119 4 76530824 76530824 Splice_Site SNV A T T CDKL2 c.543-6T>A
SH_119 4 84191035 84191035 Missense_Mutation SNV T A A COQ2 c.890A>T P.Y297F
SH_119 5 100147637 100147637 Silent SNV T G G ST8SIA4 c.994A>C P.R332R
SH_119 5 112116599 112116599 Missense_Mutation SNV A T T APC c.644A>T P.Q215L
SH_119 5 121409725 121409725 Missense_Mutation SNV A G G LOX c.328T>C P.C110R
SH_119 5 126738327 126738327 Missense_Mutation SNV T A A MEGF10 c.870T>A P.D290E
SH_119 5 126771071 126771071 Missense_Mutation SNV T A A MEGF10 c.1994T>A P.F665Y
SH_119 5 128326089 128326089 Nonsense_Mutation SNV A T T SLC27A6 c.901A>T P.K301*
SH_119 5 137243561 137243561 Missense_Mutation SNV A G G PKD2L2 c.1040A>G P.N347S
SH_119 5 138163242 138163242 Missense_Mutation SNV G T T CTNNA1 c.897G>T P.E299D
SH_119 5 140167186 140167186 Silent SNV C T T PCDHA1 c.1311C>T P.A437A
SH_119 5 140215249 140215249 Silent SNV G A A PCDHA7 c.1281G>A P.A427A
SH_119 5 140255343 140255343 Missense_Mutation SNV T A A PCDHA12 c.286T>A P.C96S
SH_119 5 140474424 140474424 Missense_Mutation SNV T C C PCDHB2 c.50T>C P.L17P
SH_119 5 140482146 140482146 Missense_Mutation SNV A T T PCDHB3 c.1913A>T P.H638L
SH_119 5 140567770 140567770 Missense_Mutation SNV A T T PCDHB9 c.878A>T P.Q293L
SH_119 5 140594491 140594491 Missense_Mutation SNV T C C PCDHB13 c.796T>C P.S266P
SH_119 5 140778452 140778452 Missense_Mutation SNV A T T PCDHGB5 c.758A>T P.E253V
SH_119 5 141041681 141041681 Missense_Mutation SNV T A A ARAP3 c.2942A>T P.K981I
SH_119 5 141244731 141244731 Missense_Mutation SNV T A A PCDH1 c.1213A>T P.I405F
SH_119 5 149581924 149581924 Silent SNV T A A SLC6A7 c.873T>A P.A291A
SH_119 5 151043792 151043792 Missense_Mutation SNV G A A SPARC c.736C>T P.L246F
SH_119 5 154315430 154315430 Silent SNV T A A GEMIN5 c.480A>T P.S160S
SH_119 5 156753269 156753269 Missense_Mutation SNV A T T CYFIP2 c.2073A>T P.E691D
SH_119 5 16764414 16764414 Missense_Mutation SNV T A A MYO10 c.1271A>T P.N424I
SH_119 5 178139478 178139478 Missense_Mutation SNV T A A ZNF354A c.1275A>T P.K425N
SH_119 5 178563024 178563024 Silent SNV C T T ADAMTS2 c.1971G>A P.L657L
SH_119 5 21975294 21975294 Silent SNV T A A CDH12 c.432A>T P.S144S
SH_119 5 225645 225645 Missense_Mutation SNV A T T SDHA c.424A>T P.M142L
SH_119 5 26902708 26902708 Missense_Mutation SNV A T T CDH9 c.1130T>A P.I377K
SH_119 5 26906171 26906171 Silent SNV T A A CDH9 c.708A>T P.I236I
SH_119 5 32037363 32037363 Missense_Mutation SNV T A A PDZD2 c.1434T>A P.D478E
SH_119 5 32783020 32783020 Nonsense_Mutation SNV A T T NPR3 c.1312A>T P.K438*
SH_119 5 35010157 35010157 Missense_Mutation SNV C G G AGXT2 c.1061G>C P.G354A
SH_119 5 37000636 37000636 Missense_Mutation SNV A G G NIPBL c.3466A>G P.M1156V
SH_119 5 37815958 37815958 Missense_Mutation SNV T A A GDNF c.431A>T P.Y144F
SH_119 5 39130690 39130690 Splice_Site SNV A T T FYB c.1870+2T>A
SH_119 5 66449352 66449352 Missense_Mutation SNV A T T MAST4 c.3592A>T P.N1198Y
SH_119 5 72853467 72853467 Splice_Site SNV T A A ANKRA2 c.449-2A>T
SH_119 5 81608541 81608541 Silent SNV A T T ATP6AP1L c.243A>T P.V81V
SH_119 5 82837882 82837882 Missense_Mutation SNV A T T VCAN c.9060A>T P.R3020S
SH_119 5 93989002 93989002 Missense_Mutation SNV A T T SLF1 c.908A>T P.D303V
SH_119 6 108499292 108499292 Splice_Site SNV T A A NR2E1 c.607-7T>A
SH_119 6 109935621 109935621 Missense_Mutation SNV T A A AK9 c.1462A>T P.M488L
SH_119 6 110763638 110763638 Missense_Mutation SNV T A A SLC22A16 c.992A>T P.Q331L
SH_119 6 117662737 117662737 Missense_Mutation SNV T C C ROS1 c.4728A>G P.I1576M
SH_119 6 125569430 125569430 Missense_Mutation SNV A C C TPD52L1 c.200A>C P.Y67S
SH_119 6 136599326 136599326 Silent SNV A T T BCLAF1 c.687T>A P.P229P
SH_119 6 137519389 137519389 Missense_Mutation SNV T A A IFNGR1 c.1249A>T P.S417C
SH_119 6 138576598 138576598 Missense_Mutation SNV G C C ARFGEF3 c.796G>C P.V266L
SH_119 6 138628511 138628511 Missense_Mutation SNV A T T ARFGEF3 c.3950A>T P.Y1317F
SH_119 6 13977775 13977775 Missense_Mutation SNV C T T RNF182 c.425C>T P.P142L
SH_119 6 144814510 144814510 Missense_Mutation SNV A T T UTRN c.4511A>T P.Q1504L
SH_119 6 149833385 149833385 Missense_Mutation SNV T A A PPIL4 c.1133A>T P.H378L
SH_119 6 152554911 152554911 Splice_Site SNV T A A SYNE1 c.20499+5A>T
SH_119 6 160479077 160479077 Missense_Mutation SNV A T T IGF2R c.2819A>T P.N940I
SH_119 6 165712993 165712993 Splice_Site SNV T A A C6orf118 c.877-2A>T
SH_119 6 24777537 24777537 Splice_Site SNV A G G GMNN c.51+12A>G
SH_119 6 26446013 26446013 Missense_Mutation SNV A T T BTN3A3 c.515A>T P.Y172F
SH_119 6 27101157 27101157 Missense_Mutation SNV A T T HIST1H2AG c.307A>T P.I103F
SH_119 6 28239825 28239825 Missense_Mutation SNV A T T ZSCAN26 c.128A>T P.K43I
SH_119 6 28402285 28402285 Missense_Mutation SNV A T T ZSCAN23 c.1127T>A P.L376Q
SH_119 6 28500177 28500177 Nonsense_Mutation SNV A T T GPX5 c.439A>T P.K147*
SH_119 6 30546166 30546166 Splice_Site SNV A T T ABCF1 c.381+4A>T
SH_119 6 30671957 30671957 Missense_Mutation SNV T A A MDC1 c.5003A>T P.Q1668L
SH_119 6 32008187 32008187 Missense_Mutation SNV A T T CYP21A2 c.944A>T P.Q315L



SH_119 6 33406350 33406350 Splice_Site SNV A T T SYNGAP1 c.1531+10A>T
SH_119 6 33543695 33543695 Silent SNV T A A BAK1 c.81A>T P.V27V
SH_119 6 35096967 35096967 Splice_Site SNV A T T TCP11 c.276-8T>A
SH_119 6 36672184 36672184 Nonsense_Mutation SNV A T T RAB44 c.172A>T P.K58*
SH_119 6 38994446 38994446 Splice_Site SNV A T T DNAH8 c.13836+3A>T
SH_119 6 42034075 42034075 Missense_Mutation SNV A T T TAF8 c.515A>T P.Y172F
SH_119 6 42619808 42619808 Splice_Site SNV A T T UBR2 c.2613A>T P.T871T
SH_119 6 42830284 42830284 Missense_Mutation SNV A G G GLTSCR1L c.2386A>G P.R796G
SH_119 6 49574885 49574885 Silent SNV T C C RHAG c.1116A>G P.A372A
SH_119 6 4996215 4996215 Missense_Mutation SNV T A A RPP40 c.794A>T P.E265V
SH_119 6 49976862 49976862 Missense_Mutation SNV A G G DEFB110 c.178T>C P.C60R
SH_119 6 51712640 51712640 Silent SNV T A A PKHD1 c.8040A>T P.P2680P
SH_119 6 52761649 52761649 Silent SNV T A A GSTA3 c.624A>T P.A208A
SH_119 6 55216285 55216285 Missense_Mutation SNV A G G GFRAL c.605A>G P.K202R
SH_119 6 55264003 55264003 Missense_Mutation SNV A T T GFRAL c.978A>T P.K326N
SH_119 6 57467155 57467155 Missense_Mutation SNV A T T PRIM2 c.1096A>T P.S366C
SH_119 6 82935195 82935195 Missense_Mutation SNV T A A IBTK c.824A>T P.Q275L
SH_119 6 84859375 84859375 Missense_Mutation SNV T A A CEP162 c.3449A>T P.H1150L
SH_119 6 85447044 85447044 Missense_Mutation SNV A T T TBX18 c.1183T>A P.C395S
SH_119 6 89816936 89816936 Missense_Mutation SNV A G G SRSF12 c.107T>C P.I36T
SH_119 7 100636024 100636024 Missense_Mutation SNV C T T MUC12 c.2180C>T P.S727L
SH_119 7 100646531 100646531 Silent SNV A T T MUC12 c.12687A>T P.T4229T
SH_119 7 100675016 100675016 Missense_Mutation SNV A T T MUC17 c.319A>T P.S107C
SH_119 7 100687033 100687033 Silent SNV T A A MUC17 c.12336T>A P.A4112A
SH_119 7 102108744 102108744 Missense_Mutation SNV A T T LRWD1 c.383A>T P.Q128L
SH_119 7 103131192 103131192 Silent SNV T C C RELN c.9528A>G P.E3176E
SH_119 7 105909612 105909612 Silent SNV G C C NAMPT c.594C>G P.V198V
SH_119 7 107431656 107431656 Missense_Mutation SNV A G G SLC26A3 c.407T>C P.M136T
SH_119 7 120979077 120979077 Missense_Mutation SNV T A A WNT16 c.746T>A P.I249K
SH_119 7 123150025 123150025 Silent SNV A T T IQUB c.462T>A P.L154L
SH_119 7 123455084 123455084 Splice_Site SNV A T T HYALP1 n.892A>T
SH_119 7 126544162 126544162 Silent SNV T A A GRM8 c.882A>T P.A294A
SH_119 7 127014164 127014164 Missense_Mutation SNV T A A ZNF800 c.1226A>T P.K409I
SH_119 7 127235515 127235515 Missense_Mutation SNV A T T FSCN3 c.299A>T P.H100L
SH_119 7 127544860 127544860 Frame_Shift_Del INDEL A - - SND1 c.1515delA P.D506fs
SH_119 7 130368449 130368449 Frame_Shift_Del INDEL C - - TSGA13 c.85delG P.V29fs
SH_119 7 131864596 131864596 Missense_Mutation SNV T A A PLXNA4 c.3724A>T P.I1242F
SH_119 7 136699651 136699651 Silent SNV T A A CHRM2 c.39T>A P.A13A
SH_119 7 138732341 138732341 Nonstop_Mutation SNV T C C ZC3HAV1 c.2708A>G P.Ter903Wext*?
SH_119 7 139741562 139741562 Missense_Mutation SNV T A A PARP12 c.1064A>T P.Q355L
SH_119 7 141450153 141450153 Nonstop_Mutation SNV A T T SSBP1 c.446A>T P.Ter149Lext*?
SH_119 7 141643769 141643769 Splice_Site SNV A T T CLEC5A c.140-5T>A
SH_119 7 141705384 141705384 Silent SNV T C C MGAM c.54T>C P.V18V
SH_119 7 141705385 141705385 Missense_Mutation SNV C A A MGAM c.55C>A P.L19I
SH_119 7 142568157 142568157 Missense_Mutation SNV A G G EPHB6 c.1922A>G P.E641G
SH_119 7 149522043 149522043 Splice_Site SNV A T T SSPO c.13841-11A>T
SH_119 7 150691046 150691046 Missense_Mutation SNV A T T NOS3 c.155A>T P.H52L
SH_119 7 150716334 150716334 Missense_Mutation SNV T A A ATG9B c.1091A>T P.Y364F
SH_119 7 150767992 150767992 Silent SNV A T T SLC4A2 c.1743A>T P.S581S
SH_119 7 150884051 150884051 Missense_Mutation SNV A T T ASB10 c.167T>A P.L56H
SH_119 7 150901674 150901674 Missense_Mutation SNV A T T IQCA1L c.260T>A P.L87H
SH_119 7 157903543 157903543 Missense_Mutation SNV T A A PTPRN2 c.1507A>T P.S503C
SH_119 7 158715200 158715200 Missense_Mutation SNV A T T WDR60 c.2054A>T P.Q685L
SH_119 7 18066597 18066597 Missense_Mutation SNV A T T PRPS1L1 c.809T>A P.V270E
SH_119 7 19738071 19738071 Missense_Mutation SNV T A A TWISTNB c.885A>T P.Q295H
SH_119 7 20418782 20418782 Nonsense_Mutation SNV T A A ITGB8 c.497T>A P.L166*
SH_119 7 2974137 2974137 Missense_Mutation SNV A T T CARD11 c.1468T>A P.F490I
SH_119 7 31126076 31126076 Missense_Mutation SNV T A A ADCYAP1R1 c.748T>A P.Y250N
SH_119 7 35733830 35733830 Silent SNV T C C HERPUD2 c.111A>G P.L37L
SH_119 7 38305149 38305149 Missense_Mutation SNV T A A TARP c.119A>T P.Y40F
SH_119 7 4198152 4198152 Silent SNV A G G SDK1 c.159A>G P.S53S
SH_119 7 42006128 42006128 Missense_Mutation SNV T C C GLI3 c.2543A>G P.D848G
SH_119 7 45123806 45123806 Missense_Mutation SNV T A A NACAD c.1973A>T P.K658M
SH_119 7 45701681 45701681 Silent SNV A T T ADCY1 c.798A>T P.S266S
SH_119 7 47925305 47925305 Missense_Mutation SNV T A A PKD1L1 c.3184A>T P.S1062C
SH_119 7 4796793 4796793 Missense_Mutation SNV A T T FOXK1 c.1219A>T P.T407S
SH_119 7 48431656 48431656 Silent SNV C G G ABCA13 c.11793C>G P.T3931T
SH_119 7 50057825 50057825 Splice_Site SNV A G G ZPBP c.780+11T>C
SH_119 7 5529802 5529802 Missense_Mutation SNV T A A FBXL18 c.2042A>T P.E681V
SH_119 7 5568230 5568230 Missense_Mutation SNV T A A ACTB c.484A>T P.T162S
SH_119 7 56142414 56142414 Nonsense_Mutation SNV C T T SUMF2 c.532C>T P.R178*
SH_119 7 63680478 63680478 Missense_Mutation SNV A T T ZNF735 c.1049A>T P.E350V
SH_119 7 72159711 72159711 Missense_Mutation SNV T A A TYW1B c.1472A>T P.Q491L
SH_119 7 7622860 7622860 Missense_Mutation SNV A G G MIOS c.1505A>G P.K502R
SH_119 7 8099799 8099799 Missense_Mutation SNV C T T GLCCI1 c.887C>T P.P296L
SH_119 7 81642783 81642783 Silent SNV A G G CACNA2D1 c.1266T>C P.N422N
SH_119 7 82545753 82545753 Missense_Mutation SNV T A A PCLO c.11549A>T P.Q3850L
SH_119 7 82583237 82583237 Silent SNV A T T PCLO c.7032T>A P.P2344P
SH_119 7 82595339 82595339 Silent SNV T A A PCLO c.3765A>T P.S1255S
SH_119 7 83689823 83689823 Missense_Mutation SNV T A A SEMA3A c.505A>T P.S169C
SH_119 7 90528627 90528627 Missense_Mutation SNV A T T CDK14 c.661A>T P.M221L
SH_119 7 94539923 94539923 Silent SNV T A A PPP1R9A c.498T>A P.A166A
SH_119 7 97493810 97493810 Splice_Site SNV T A A ASNS c.187-2A>T
SH_119 7 98507696 98507696 Frame_Shift_Del INDEL C - - TRRAP c.1369delC P.H457fs
SH_119 7 99631564 99631564 Missense_Mutation SNV A T T ZKSCAN1 c.1328A>T P.H443L
SH_119 8 100729472 100729472 Silent SNV C T T VPS13B c.6603C>T P.S2201S
SH_119 8 100836129 100836129 Missense_Mutation SNV A T T VPS13B c.9328A>T P.T3110S
SH_119 8 101075705 101075705 Missense_Mutation SNV A T T RGS22 c.1255T>A P.W419R
SH_119 8 101721781 101721781 Missense_Mutation SNV T A A PABPC1 c.1151A>T P.Q384L
SH_119 8 104394777 104394777 Silent SNV T A A CTHRC1 c.639T>A P.S213S
SH_119 8 10464617 10464617 Missense_Mutation SNV T A A RP1L1 c.6991A>T P.T2331S
SH_119 8 108509638 108509638 Missense_Mutation SNV T A A ANGPT1 c.149A>T P.H50L
SH_119 8 110287574 110287574 Splice_Site SNV T A A NUDCD1 c.1086+7A>T
SH_119 8 110302071 110302071 Silent SNV T A A NUDCD1 c.645A>T P.L215L
SH_119 8 110980551 110980551 Silent SNV A T T KCNV1 c.1269T>A P.P423P
SH_119 8 11687801 11687801 Missense_Mutation SNV A T T FDFT1 c.751A>T P.N251Y
SH_119 8 12250795 12250795 Splice_Site SNV A T T DEFB109P1 n.187T>A
SH_119 8 125082827 125082827 Silent SNV A T T FER1L6 c.3954A>T P.I1318I



SH_119 8 131896862 131896862 Missense_Mutation SNV T A A ADCY8 c.2057A>T P.E686V
SH_119 8 139164223 139164223 Missense_Mutation SNV A G G FAM135B c.2495T>C P.I832T
SH_119 8 139715588 139715588 Splice_Site SNV A T T COL22A1 c.2520T>A P.G840G
SH_119 8 143846567 143846567 Splice_Site SNV A T T LYNX1 c.155-9T>A
SH_119 8 145278066 145278066 Missense_Mutation SNV A T T MROH1 c.1271A>T P.E424V
SH_119 8 1513975 1513975 Missense_Mutation SNV A T T DLGAP2 c.1117A>T P.S373C
SH_119 8 19315934 19315934 Splice_Site SNV A T T CSGALNACT1 c.851+3T>A
SH_119 8 20107310 20107310 Missense_Mutation SNV T A A LZTS1 c.1714A>T P.S572C
SH_119 8 23712004 23712004 Silent SNV C T T STC1 c.33G>A P.L11L
SH_119 8 27287675 27287675 Splice_Site SNV A T T PTK2B c.614+3A>T
SH_119 8 30704323 30704323 Silent SNV T A A TEX15 c.2211A>T P.T737T
SH_119 8 31004626 31004626 Silent SNV A G G WRN c.3441A>G P.A1147A
SH_119 8 35624472 35624472 Missense_Mutation SNV C T T UNC5D c.2351C>T P.A784V
SH_119 8 37696501 37696501 Missense_Mutation SNV G A A ADGRA2 c.2287G>A P.G763R
SH_119 8 37792013 37792013 Splice_Site SNV A T T GOT1L1 c.1073-9T>A
SH_119 8 38008322 38008322 Silent SNV T C C STAR c.15A>G P.T5T
SH_119 8 49832965 49832965 Missense_Mutation SNV T A A SNAI2 c.115A>T P.M39L
SH_119 8 55541716 55541716 Silent SNV T A A RP1 c.5274T>A P.S1758S
SH_119 8 66605875 66605875 Splice_Site SNV A T T MTFR1 c.67-4A>T
SH_119 8 68934262 68934262 Splice_Site SNV A T T PREX2 c.337-9A>T
SH_119 8 69688676 69688676 Missense_Mutation SNV A G G C8orf34 c.1447A>G P.M483V
SH_119 8 7190825 7190825 Missense_Mutation SNV A T T USP17L1 c.917A>T P.Y306F
SH_119 8 72959392 72959392 Silent SNV T A A TRPA1 c.1956A>T P.R652R
SH_119 8 75233195 75233195 Missense_Mutation SNV A T T JPH1 c.328T>A P.W110R
SH_119 8 75263618 75263618 Missense_Mutation SNV A T T GDAP1 c.23A>T P.E8V
SH_119 8 77745615 77745615 Missense_Mutation SNV A T T ZFHX4 c.3367A>T P.T1123S
SH_119 8 79601546 79601546 Missense_Mutation SNV A G G ZC2HC1A c.442A>G P.I148V
SH_119 8 80950452 80950452 Nonsense_Mutation SNV T A A TPD52 c.574A>T P.K192*
SH_119 8 90965555 90965555 Missense_Mutation SNV T A A NBN c.1762A>T P.N588Y
SH_119 8 90995053 90995053 Missense_Mutation SNV T A A NBN c.68A>T P.E23V
SH_119 8 9592454 9592454 Missense_Mutation SNV A T T TNKS c.2393A>T P.Q798L
SH_119 9 100692896 100692896 Missense_Mutation SNV A T T HEMGN c.781T>A P.Y261N
SH_119 9 101784386 101784386 Missense_Mutation SNV A T T COL15A1 c.1715A>T P.E572V
SH_119 9 101814676 101814676 Missense_Mutation SNV A T T COL15A1 c.2911A>T P.T971S
SH_119 9 107367401 107367401 Missense_Mutation SNV T A A OR13C2 c.508A>T P.R170W
SH_119 9 111903647 111903647 Missense_Mutation SNV A G G FRRS1L c.838T>C P.F280L
SH_119 9 113189902 113189902 Missense_Mutation SNV T A A SVEP1 c.5944A>T P.R1982W
SH_119 9 113538138 113538138 Nonsense_Mutation SNV A T T MUSK c.1021A>T P.R341*
SH_119 9 114486151 114486151 Silent SNV A T T C9orf84 c.1566T>A P.P522P
SH_119 9 115945043 115945043 Splice_Site SNV T C C FKBP15 c.1914+3A>G
SH_119 9 116060057 116060057 Silent SNV A T T RNF183 c.408T>A P.S136S
SH_119 9 125748501 125748501 Missense_Mutation SNV A T T RABGAP1 c.393A>T P.E131D
SH_119 9 12704631 12704631 Missense_Mutation SNV A T T TYRP1 c.1187A>T P.N396I
SH_119 9 129453183 129453183 Missense_Mutation SNV T A A LMX1B c.395T>A P.L132Q
SH_119 9 131186439 131186439 Missense_Mutation SNV T A A CERCAM c.215T>A P.L72Q
SH_119 9 131347058 131347058 Missense_Mutation SNV A T T SPTAN1 c.2496A>T P.E832D
SH_119 9 131398640 131398640 Missense_Mutation SNV T A A WDR34 c.623A>T P.Q208L
SH_119 9 132593216 132593216 Missense_Mutation SNV T A A C9orf78 c.476A>T P.K159M
SH_119 9 133258883 133258883 Splice_Site SNV A G G HMCN2 c.7060-8A>G
SH_119 9 133951258 133951258 Missense_Mutation SNV A T T LAMC3 c.3535A>T P.R1179W
SH_119 9 135772727 135772727 Missense_Mutation SNV T A A TSC1 c.2819A>T P.Q940L
SH_119 9 135864542 135864542 Missense_Mutation SNV G A A GFI1B c.605G>A P.G202D
SH_119 9 137645753 137645753 Splice_Site SNV T A A COL5A1 c.1773+4T>A
SH_119 9 138516290 138516290 Missense_Mutation SNV T A A GLT6D1 c.484A>T P.I162F
SH_119 9 21187053 21187053 Missense_Mutation SNV T A A IFNA4 c.478A>T P.S160C
SH_119 9 26996313 26996313 Missense_Mutation SNV A T T LRRC19 c.780T>A P.N260K
SH_119 9 32630687 32630687 Missense_Mutation SNV T A A TAF1L c.4891A>T P.T1631S
SH_119 9 33364085 33364085 Missense_Mutation SNV A T T NFX1 c.2954A>T P.D985V
SH_119 9 33548561 33548561 Missense_Mutation SNV T A A ANKRD18B c.1586T>A P.M529K
SH_119 9 35060790 35060790 Splice_Site SNV T A A VCP c.1482+8A>T
SH_119 9 36356404 36356404 Missense_Mutation SNV T A A RNF38 c.805A>T P.S269C
SH_119 9 36665353 36665353 Nonsense_Mutation SNV A T T MELK c.1060A>T P.K354*
SH_119 9 36665561 36665561 Missense_Mutation SNV A G G MELK c.1268A>G P.Y423C
SH_119 9 38596345 38596345 Missense_Mutation SNV T A A ANKRD18A c.992A>T P.K331M
SH_119 9 38620267 38620267 Missense_Mutation SNV T A A ANKRD18A c.16A>T P.S6C
SH_119 9 43920246 43920246 Splice_Site SNV T A A CNTNAP3P2 n.3845-3T>A
SH_119 9 72520864 72520864 Splice_Site SNV C A A C9orf135 c.508-6C>A
SH_119 9 74675410 74675410 Splice_Site SNV T A A C9orf57 c.13+3A>T
SH_119 9 95012487 95012487 Silent SNV T A A IARS c.2514A>T P.R838R
SH_119 9 96416737 96416737 Missense_Mutation SNV A T T PHF2 c.832A>T P.I278F
SH_119 9 98669432 98669432 Nonsense_Mutation SNV A T T ERCC6L2 c.700A>T P.R234*
SH_119 X 100809225 100809225 Missense_Mutation SNV A C C ARMCX1 c.1312A>C P.N438H
SH_119 X 101096635 101096635 Splice_Site SNV T A A NXF5 c.240+11A>T
SH_119 X 10180534 10180534 Frame_Shift_Ins INDEL - T T CLCN4 c.1136dupT P.M379fs
SH_119 X 107920727 107920727 Splice_Site SNV A T T COL4A5 c.3791-3A>T
SH_119 X 108906543 108906543 Missense_Mutation SNV T A A ACSL4 c.1602A>T P.E534D
SH_119 X 118219478 118219478 Silent SNV A T T KIAA1210 c.4716T>A P.A1572A
SH_119 X 118223259 118223259 Missense_Mutation SNV A T T KIAA1210 c.1934T>A P.M645K
SH_119 X 12720135 12720135 Splice_Site SNV T A A FRMPD4 c.1070+6T>A
SH_119 X 129354456 129354456 Splice_Site SNV T A A ZNF280C c.1396-2A>T
SH_119 X 12938956 12938956 Silent SNV A G G TLR8 c.1851A>G P.L617L
SH_119 X 133119345 133119345 Missense_Mutation SNV T A A GPC3 c.132A>T P.R44S
SH_119 X 133919983 133919983 Splice_Site SNV T A A FAM122B c.441-6A>T
SH_119 X 135126797 135126797 Missense_Mutation SNV A T T SLC9A6 c.2020A>T P.I674F
SH_119 X 135430026 135430026 Silent SNV A T T ADGRG4 c.4161A>T P.P1387P
SH_119 X 135431670 135431670 Frame_Shift_Del INDEL G - - ADGRG4 c.5806delG P.A1936fs
SH_119 X 13621529 13621529 Missense_Mutation SNV T A A EGFL6 c.494T>A P.L165Q
SH_119 X 138667339 138667339 Splice_Site SNV T A A MCF2 c.2813-2A>T
SH_119 X 140969477 140969477 Silent SNV G A A MAGEC3 c.804G>A P.Q268Q
SH_119 X 148062323 148062323 Splice_Site SNV A T T AFF2 c.3518+3A>T
SH_119 X 41003771 41003771 Splice_Site SNV A G G USP9X c.1315-4A>G
SH_119 X 47060933 47060933 Silent SNV G C C UBA1 c.735G>C P.G245G
SH_119 X 47272277 47272277 Missense_Mutation SNV A T T ZNF157 c.805A>T P.T269S
SH_119 X 47426129 47426129 Missense_Mutation SNV A T T ARAF c.649A>T P.N217Y
SH_119 X 54048758 54048758 Missense_Mutation SNV T A A PHF8 c.335A>T P.K112M
SH_119 X 65409598 65409598 Nonsense_Mutation SNV T A A HEPH c.890T>A P.L297*
SH_119 X 65413410 65413410 Nonsense_Mutation SNV T A A HEPH c.1308T>A P.Y436*
SH_119 X 70331299 70331299 Missense_Mutation SNV T A A IL2RG c.91A>T P.N31Y



SH_119 X 70361081 70361081 Missense_Mutation SNV A T T MED12 c.6269A>T P.Q2090L
SH_119 X 78010453 78010453 Silent SNV T C C LPAR4 c.87T>C P.N29N
SH_119 X 99848912 99848912 Silent SNV T A A TNMD c.201T>A P.T67T
SH_119 Y 14952176 14952176 Silent SNV A T T USP9Y c.5724A>T P.T1908T
SH_119 Y 21883052 21883052 Missense_Mutation SNV T A A KDM5D c.1610A>T P.E537V
SH_120 1 200377084 200377084 Missense_Mutation SNV T G G ZNF281 c.1750A>C P.I584L
SH_120 1 215807811 215807811 Frame_Shift_Ins INDEL - C C USH2A c.15286dupG P.E5096fs
SH_120 12 25398285 25398285 Missense_Mutation SNV C A A KRAS c.34G>T P.G12C
SH_120 12 6566581 6566581 Missense_Mutation SNV A G G TAPBPL c.575A>G P.Q192R
SH_120 13 33629207 33629207 Missense_Mutation SNV G T T KL c.1354G>T P.V452F
SH_120 16 58287944 58287944 Missense_Mutation SNV C T T CCDC113 c.271C>T P.R91C
SH_120 2 137928486 137928486 Missense_Mutation SNV G T T THSD7B c.1701G>T P.K567N
SH_120 3 105400433 105400433 Missense_Mutation SNV G C C CBLB c.2402C>G P.S801C
SH_120 4 23816104 23816104 Missense_Mutation SNV A C C PPARGC1A c.1002T>G P.S334R
SH_120 8 143993984 143993984 Missense_Mutation SNV G A A CYP11B2 c.1360C>T P.R454C
SH_120 8 2038013 2038013 Splice_Site SNV C T T MYOM2 c.1827C>T P.T609T
SH_120 9 114820772 114820772 Missense_Mutation SNV T A A SUSD1 c.2045A>T P.N682I
SH_120 9 128347883 128347883 Missense_Mutation SNV C A A MAPKAP1 c.622G>T P.G208W
SH_121 1 156177730 156177730 Missense_Mutation SNV G C C SLC25A44 c.703G>C P.V235L
SH_121 1 156202181 156202181 Missense_Mutation SNV G A A PMF1-BGLAP c.232G>A P.D78N
SH_121 1 161059016 161059016 Nonsense_Mutation SNV G T T NECTIN4 c.71C>A P.S24*
SH_121 1 204588236 204588236 Missense_Mutation SNV C T T LRRN2 c.885G>A P.M295I
SH_121 1 99753679 99753679 Silent SNV C T T PLPPR4 c.381C>T P.S127S
SH_121 10 37508335 37508335 Missense_Mutation SNV A G G ANKRD30A c.3527A>G P.Q1176R
SH_121 11 17582329 17582329 Silent SNV A T T OTOG c.1452A>T P.P484P
SH_121 11 4790976 4790976 Missense_Mutation SNV G T T OR51F1 c.172C>A P.H58N
SH_121 11 60073583 60073583 Missense_Mutation SNV G C C MS4A4A c.398G>C P.G133A
SH_121 12 112227632 112227632 Missense_Mutation SNV A G G ALDH2 c.446A>G P.Y149C
SH_121 12 53186577 53186577 Missense_Mutation SNV G T T KRT3 c.941C>A P.A314D
SH_121 12 60169172 60169172 Missense_Mutation SNV G A A SLC16A7 c.1096G>A P.V366M
SH_121 12 63989812 63989812 Silent SNV C A A DPY19L2 c.1467G>T P.P489P
SH_121 12 65232608 65232608 Silent SNV G T T TBC1D30 c.909G>T P.L303L
SH_121 12 65232609 65232609 Missense_Mutation SNV G T T TBC1D30 c.910G>T P.A304S
SH_121 13 48953730 48953730 Nonsense_Mutation SNV C T T RB1 c.1333C>T P.R445*
SH_121 14 31626160 31626160 Silent SNV T C C HECTD1 c.1818A>G P.K606K
SH_121 16 19722744 19722744 Missense_Mutation SNV C G G KNOP1 c.937G>C P.E313Q
SH_121 16 70590870 70590870 Missense_Mutation SNV A G G SF3B3 c.1948A>G P.K650E
SH_121 2 188228181 188228181 Silent SNV T C C CALCRL c.549A>G P.S183S
SH_121 2 189434045 189434045 Missense_Mutation SNV T C C GULP1 c.479T>C P.V160A
SH_121 3 186395235 186395249 Missense_Mutation INDEL CCATGGACAC - - HRG 169delCCCCCATGP.P386_H390del
SH_121 3 45988342 45988342 Silent SNV C T T CXCR6 c.369C>T P.I123I
SH_121 3 57131806 57131806 Missense_Mutation SNV G T T IL17RD c.1493C>A P.A498D
SH_121 3 9828890 9828890 Silent SNV G A A TADA3 c.699C>T P.D233D
SH_121 4 37831635 37831635 Missense_Mutation SNV A C C PGM2 c.131A>C P.K44T
SH_121 5 127637068 127637068 Splice_Site SNV A G G FBN2 c.6046+6T>C
SH_121 5 136964010 136964010 Missense_Mutation SNV T C C KLHL3 c.1471A>G P.M491V
SH_121 5 162910182 162910182 Splice_Site SNV A G G HMMR c.1685+4A>G
SH_121 6 129621954 129621954 Silent SNV T C C LAMA2 c.3111T>C P.I1037I
SH_121 6 24843737 24843737 Nonsense_Mutation SNV C A A FAM65B c.1210G>T P.E404*
SH_121 6 46135309 46135309 Missense_Mutation SNV G T T ENPP5 c.691C>A P.L231M
SH_121 7 16745698 16745698 Missense_Mutation SNV A C C BZW2 c.1245A>C P.E415D
SH_121 8 130789776 130789776 Missense_Mutation SNV C A A GSDMC c.58G>T P.D20Y
SH_121 8 75925113 75925113 Splice_Site SNV T C C CRISPLD1 c.-65-12T>C
SH_121 9 113166647 113166647 Missense_Mutation SNV T C C SVEP1 c.9626A>G P.E3209G
SH_122 1 115217380 115217380 Missense_Mutation SNV A G G AMPD1 c.1892T>C P.L631S
SH_122 1 151142989 151142992 Splice_Site INDEL ACTC - - TMOD4 15+3_1015+6delGAGT
SH_122 1 167088659 167088659 Missense_Mutation SNV G A A DUSP27 c.611G>A P.R204Q
SH_122 1 214542866 214542866 Missense_Mutation SNV C A A PTPN14 c.3205G>T P.V1069L
SH_122 11 118065080 118065080 Missense_Mutation SNV T G G JAML c.1145A>C P.K382T
SH_122 11 56000281 56000281 Missense_Mutation SNV C A A OR5T2 c.381G>T P.K127N
SH_122 11 57296320 57296320 Missense_Mutation SNV G A A TIMM10 c.143C>T P.S48F
SH_122 11 67191096 67191096 Missense_Mutation SNV A G G CARNS1 c.1877A>G P.Q626R
SH_122 11 82705139 82705139 Missense_Mutation SNV G T T RAB30 c.119C>A P.A40D
SH_122 11 9770684 9770684 Silent SNV G A A SWAP70 c.1431G>A P.K477K
SH_122 12 113728805 113728805 Splice_Site SNV T C C TPCN1 c.2175+2T>C
SH_122 12 89819052 89819052 Silent SNV C T T POC1B c.1092G>A P.T364T
SH_122 15 33928584 33928584 Missense_Mutation SNV G A A RYR3 c.3389G>A P.R1130H
SH_122 15 91025246 91025246 Silent SNV G A A IQGAP1 c.3384G>A P.K1128K
SH_122 17 17380384 17380384 Missense_Mutation SNV G A A MED9 c.29G>A P.R10Q
SH_122 17 29685499 29685499 Missense_Mutation SNV C T T NF1 c.7972C>T P.H2658Y
SH_122 17 37903122 37903122 Missense_Mutation SNV G A A GRB7 c.1571G>A P.R524H
SH_122 19 36293942 36293942 Missense_Mutation SNV G A A PRODH2 c.1268C>T P.A423V
SH_122 19 38382377 38382377 Missense_Mutation SNV T G G WDR87 c.3209A>C P.E1070A
SH_122 19 55435147 55435147 Silent SNV G A A NLRP7 c.3075C>T P.S1025S
SH_122 19 55857643 55857643 Silent SNV C T T KMT5C c.633C>T P.D211D
SH_122 2 209113112 209113112 Missense_Mutation SNV C A A IDH1 c.395G>T P.R132L
SH_122 3 108780897 108780897 Missense_Mutation SNV T A A MORC1 c.904A>T P.I302L
SH_122 4 70346634 70346634 Splice_Site SNV C G G UGT2B4 c.1091-6G>C
SH_122 5 121356358 121356358 Missense_Mutation SNV C G G SRFBP1 c.928C>G P.L310V
SH_122 5 140167440 140167440 Missense_Mutation SNV C A A PCDHA1 c.1565C>A P.P522H
SH_122 5 64748604 64748604 Missense_Mutation SNV G A A ADAMTS6 c.773C>T P.A258V
SH_122 6 51720720 51720720 Missense_Mutation SNV C T T PKHD1 c.7882G>A P.E2628K
SH_122 7 100606261 100606261 Missense_Mutation SNV G A A MUC3A c.3607G>A P.D1203N
SH_122 7 47842947 47842947 Splice_Site SNV G C C PKD1L1 c.7828-5C>G
SH_122 7 6062981 6062981 Missense_Mutation SNV G A A AIMP2 c.502G>A P.E168K
SH_122 8 1719266 1719266 Silent SNV C T T CLN8 c.46C>T P.L16L
SH_122 X 12736297 12736297 Missense_Mutation SNV G T T FRMPD4 c.3352G>T P.A1118S
SH_122 X 138633418 138633418 Missense_Mutation SNV T C C F9 c.718T>C P.W240R
SH_122 X 149678287 149678287 Missense_Mutation SNV A G G MAMLD1 c.1898A>G P.Y633C
SH_123 1 100155038 100155041 Frame_Shift_Del INDEL AATG - - PALMD 1223_1226delAT P.N408fs
SH_123 1 110022069 110022069 Missense_Mutation SNV C T T SYPL2 c.718C>T P.H240Y
SH_123 1 160326909 160326909 Missense_Mutation SNV G T T NCSTN c.1813G>T P.A605S
SH_123 1 196274360 196274360 Splice_Site SNV T C C KCNT2 c.2523+4A>G
SH_123 1 19981627 19981627 Missense_Mutation SNV G A A NBL1 c.104G>A P.C35Y
SH_123 1 6314094 6314094 Missense_Mutation SNV T C C GPR153 c.470A>G P.Y157C
SH_123 1 78433858 78433858 Missense_Mutation SNV G C C FUBP1 c.241C>G P.Q81E
SH_123 10 115981204 115981204 Missense_Mutation SNV C G G TDRD1 c.2859C>G P.N953K
SH_123 10 82331298 82331298 Silent SNV C T T SH2D4B c.312C>T P.A104A



SH_123 11 1016371 1016373 Missense_Mutation INDEL AAG - - MUC6 6428_6430delCT P.S2143del
SH_123 11 32118719 32118719 Missense_Mutation SNV G C C RCN1 c.284G>C P.G95A
SH_123 11 4608632 4608632 Missense_Mutation SNV C A A OR52I2 c.590C>A P.P197H
SH_123 11 5799345 5799345 Missense_Mutation SNV G A A OR52N5 c.520C>T P.R174C
SH_123 11 60496979 60496979 Missense_Mutation SNV T A A MS4A18 c.191T>A P.V64E
SH_123 11 687999 687999 Nonsense_Mutation SNV G C C DEAF1 c.576C>G P.Y192*
SH_123 11 77594962 77594962 Missense_Mutation SNV G A A INTS4 c.2629C>T P.P877S
SH_123 12 109182506 109182506 Missense_Mutation SNV T C C SSH1 c.2408A>G P.N803S
SH_123 12 15262150 15262150 Missense_Mutation SNV C T T RERG c.437G>A P.R146Q
SH_123 12 52627311 52627311 Silent SNV G A A KRT7 c.231G>A P.R77R
SH_123 12 56568456 56568456 Missense_Mutation SNV C T T SMARCC2 c.1475G>A P.G492D
SH_123 12 62929421 62929421 Missense_Mutation SNV G A A MON2 c.1832G>A P.G611D
SH_123 12 69085850 69085850 Missense_Mutation SNV A G G NUP107 c.319A>G P.I107V
SH_123 13 101936280 101936280 Splice_Site SNV G T T NALCN c.1134+4C>A
SH_123 13 46099156 46099156 Missense_Mutation SNV A G G COG3 c.2200A>G P.T734A
SH_123 14 95669906 95669906 Missense_Mutation SNV C T T CLMN c.1780G>A P.D594N
SH_123 14 96768405 96768405 Missense_Mutation SNV C T T ATG2B c.5078G>A P.R1693K
SH_123 15 45386807 45386807 Missense_Mutation SNV G C C DUOX2 c.4478C>G P.P1493R
SH_123 16 28913639 28913639 Frame_Shift_Ins INDEL - C C ATP2A1 c.2089dupC P.R697fs
SH_123 16 31435158 31435158 Splice_Site INDEL - C C ITGAD c.3049-3dupC
SH_123 16 70996011 70996011 Missense_Mutation SNV C T T HYDIN c.5819G>A P.G1940E
SH_123 16 86601102 86601102 Missense_Mutation SNV G A A FOXC2 c.161G>A P.R54H
SH_123 17 29483057 29483071 Missense_Mutation INDEL AGGAATGTCT - - NF1 34delGGAATGTCT P.K40_I44del
SH_123 17 38079462 38079462 Missense_Mutation SNV G C C ORMDL3 c.229C>G P.Q77E
SH_123 17 39777943 39777943 Missense_Mutation SNV C T T KRT17 c.736G>A P.G246S
SH_123 17 61621609 61621609 Splice_Site SNV G A A KCNH6 c.2234-1G>A
SH_123 17 7573976 7573976 Missense_Mutation SNV T C C TP53 c.1051A>G P.K351E
SH_123 17 79654108 79654108 Silent SNV C T T HGS c.274C>T P.L92L
SH_123 18 76757181 76757181 Silent SNV C A A SALL3 c.3762C>A P.G1254G
SH_123 19 10624875 10624875 Silent SNV C T T S1PR5 c.813G>A P.L271L
SH_123 19 19762593 19762593 Missense_Mutation SNV G A A ATP13A1 c.2240C>T P.T747M
SH_123 19 22586244 22586244 Missense_Mutation SNV T C C ZNF98 c.101A>G P.Q34R
SH_123 19 33089162 33089162 Silent SNV T C C ANKRD27 c.3042A>G P.G1014G
SH_123 19 35800921 35800921 Missense_Mutation SNV A G G MAG c.1301A>G P.E434G
SH_123 19 36564435 36564435 Splice_Site SNV T G G WDR62 c.1233+2T>G
SH_123 19 41269577 41269577 Missense_Mutation SNV A G G SNRPA c.686A>G P.N229S
SH_123 19 41509955 41509955 Missense_Mutation SNV C A A CYP2B6 c.221C>A P.P74H
SH_123 19 44513074 44513074 Splice_Site SNV C T T ZNF230 c.142+6C>T
SH_123 19 46375654 46375654 Nonsense_Mutation SNV C T T FOXA3 c.391C>T P.Q131*
SH_123 19 46388166 46388166 Silent SNV G A A IRF2BP1 c.867C>T P.V289V
SH_123 19 47126919 47126919 Silent SNV G A A PTGIR c.564C>T P.Y188Y
SH_123 19 48832748 48832748 Splice_Site SNV C G G EMP3 c.321C>G P.T107T
SH_123 19 49392831 49392831 Missense_Mutation SNV G A A TULP2 c.572C>T P.P191L
SH_123 19 50826910 50826910 Missense_Mutation SNV G T T KCNC3 c.1300C>A P.L434M
SH_123 19 52471891 52471891 Silent SNV A G G ZNF350 c.178T>C P.L60L
SH_123 19 59027759 59027759 Splice_Site SNV C T T ZBTB45 c.1279+3G>A
SH_123 2 135884178 135884178 Missense_Mutation SNV C G G RAB3GAP1 c.925C>G P.H309D
SH_123 2 234681191 234681191 Frame_Shift_Del INDEL T - - UGT1A6 c.1585delT P.S529fs
SH_123 2 58311207 58311207 Splice_Site INDEL - T T VRK2 c.137-9dupT
SH_123 20 40733366 40733366 Splice_Site SNV G T T PTPRT c.3448-8C>A
SH_123 20 56234706 56234706 Frame_Shift_Ins INDEL - CATCATCAA CATCATCAA PMEPA1 2_73insTTGATGAM24_V25insLMM
SH_123 21 10910352 10910352 Silent SNV G A A TPTE c.990C>T P.D330D
SH_123 21 35468920 35468920 Missense_Mutation SNV A G G SLC5A3 c.1423A>G P.M475V
SH_123 22 18371802 18371802 Missense_Mutation SNV C G G MICAL3 c.1889G>C P.S630T
SH_123 22 40760365 40760365 Missense_Mutation SNV G A A ADSL c.1187G>A P.R396H
SH_123 22 46611071 46611071 Missense_Mutation SNV C A A PPARA c.210C>A P.D70E
SH_123 3 183209922 183209922 Silent SNV G A A KLHL6 c.1659C>T P.I553I
SH_123 3 38156521 38156521 Missense_Mutation SNV G A A DLEC1 c.3842G>A P.R1281H
SH_123 4 100273815 100273815 Frame_Shift_Del INDEL T - - ADH1C c.18delA P.V7fs
SH_123 4 52895026 52895026 Missense_Mutation SNV C T T SGCB c.491G>A P.S164N
SH_123 4 5418608 5418608 Missense_Mutation SNV T C C STK32B c.368T>C P.V123A
SH_123 4 5633750 5633750 Missense_Mutation SNV C G G EVC2 c.1240G>C P.E414Q
SH_123 5 150663622 150663622 Silent SNV G T T SLC36A3 c.1080C>A P.L360L
SH_123 5 26885718 26885718 Splice_Site SNV C T T CDH9 c.1882+5G>A
SH_123 6 128135034 128135034 Missense_Mutation SNV T C C THEMIS c.752A>G P.E251G
SH_123 6 69666596 69666596 Missense_Mutation SNV G A A ADGRB3 c.1420G>A P.G474S
SH_123 6 90660516 90660516 Missense_Mutation SNV C T T BACH2 c.1309G>A P.A437T
SH_123 7 100490833 100490833 Missense_Mutation SNV C G G ACHE c.1021G>C P.D341H
SH_123 7 103969292 103969306 Missense_Mutation INDEL AAGCTGTACC - - LHFPL3 3delGCTGTACCACP.K23_T27del
SH_123 7 121943770 121943770 Frame_Shift_Ins INDEL - T T FEZF1 c.721dupA P.I241fs
SH_123 7 138863321 138863321 Missense_Mutation SNV G A A TTC26 c.1219G>A P.G407S
SH_123 7 141795424 141795424 Silent SNV G A A MGAM c.4830G>A P.Q1610Q
SH_123 8 57079730 57079730 Missense_Mutation SNV C T T PLAG1 c.575G>A P.R192H
SH_123 9 13176348 13176348 Missense_Mutation SNV C G G MPDZ c.2718G>C P.Q906H
SH_123 9 86421324 86421324 Nonsense_Mutation SNV G A A GKAP1 c.109C>T P.R37*
SH_123 X 107381045 107381045 Missense_Mutation SNV C T T ATG4A c.328C>T P.R110C
SH_123 X 3241027 3241027 Missense_Mutation SNV G T T MXRA5 c.2699C>A P.S900Y
SH_123 X 7175381 7175381 Missense_Mutation SNV C T T STS c.251C>T P.T84I
SH_125 1 205273506 205273506 Missense_Mutation SNV C A A NUAK2 c.1091G>T P.G364V
SH_125 1 233121966 233121966 Missense_Mutation SNV A T T PCNX2 c.6112T>A P.F2038I
SH_125 1 245530375 245530375 Silent SNV C T T KIF26B c.705C>T P.H235H
SH_125 1 39920706 39920706 Missense_Mutation SNV G T T MACF1 c.14835G>T P.Q4945H
SH_125 10 125516776 125516776 Nonsense_Mutation SNV C A A CPXM2 c.1870G>T P.E624*
SH_125 10 27040647 27040647 Missense_Mutation SNV G A A ABI1 c.1150C>T P.P384S
SH_125 10 49203417 49203417 Silent SNV T C C FAM25G c.264A>G P.G88G
SH_125 10 61552723 61552723 Silent SNV C G G CCDC6 c.1377G>C P.S459S
SH_125 12 122748705 122748705 Silent SNV C A A VPS33A c.144G>T P.L48L
SH_125 12 56481655 56481655 Silent SNV G A A ERBB3 c.690G>A P.E230E
SH_125 14 21109124 21109124 Missense_Mutation SNV T C C OR6S1 c.727A>G P.T243A
SH_125 15 48052552 48052552 Missense_Mutation SNV A T T SEMA6D c.161A>T P.Q54L
SH_125 15 81638761 81638761 Frame_Shift_Del INDEL T - - TMC3 c.1217delA P.N406fs
SH_125 15 89836213 89836213 Frame_Shift_Ins INDEL - A A FANCI c.2216dupA P.N739fs
SH_125 17 20361556 20361556 Missense_Mutation SNV C T T LGALS9B c.273G>A P.M91I
SH_125 17 7577534 7577534 Missense_Mutation SNV C A A TP53 c.747G>T P.R249S
SH_125 17 77755496 77755496 Nonsense_Mutation SNV G T T CBX2 c.184G>T P.E62*
SH_125 18 678707 678707 Missense_Mutation SNV T G G ENOSF1 c.661A>C P.T221P
SH_125 19 40704404 40704404 Missense_Mutation SNV T A A MAP3K10 c.805T>A P.W269R
SH_125 19 53612744 53612744 Missense_Mutation SNV A G G ZNF415 c.554T>C P.I185T



SH_125 19 55284899 55284899 Missense_Mutation SNV G A A KIR2DL1 c.185G>A P.R62K
SH_125 19 58153221 58153221 Missense_Mutation SNV G T T ZNF211 c.1562G>T P.G521V
SH_125 2 55470681 55470681 Missense_Mutation SNV C G G MTIF2 c.1435G>C P.E479Q
SH_125 20 3759058 3759058 Splice_Site SNV G C C SPEF1 c.603+10C>G
SH_125 20 62597586 62597586 Silent SNV G T T ZNF512B c.942C>A P.I314I
SH_125 21 32007769 32007769 Missense_Mutation SNV G T T KRTAP20-2 c.187G>T P.G63C
SH_125 21 36259172 36259172 Missense_Mutation SNV G A A RUNX1 c.238C>T P.R80C
SH_125 21 47965164 47965164 Missense_Mutation SNV G T T DIP2A c.2162G>T P.G721V
SH_125 22 18299497 18299497 Missense_Mutation SNV C T T MICAL3 c.5404G>A P.D1802N
SH_125 22 19209622 19209622 Splice_Site SNV G T T CLTCL1 c.2419-6C>A
SH_125 22 20230163 20230163 Missense_Mutation SNV C T T RTN4R c.493G>A P.A165T
SH_125 22 50968978 50968978 Silent SNV G T T ODF3B c.693C>A P.P231P
SH_125 3 142277598 142277598 Missense_Mutation SNV G T T ATR c.1753C>A P.H585N
SH_125 3 194152498 194152498 Missense_Mutation SNV T G G ATP13A3 c.2369A>C P.H790P
SH_125 3 45077180 45077180 Missense_Mutation SNV G A A CLEC3B c.247G>A P.V83M
SH_125 4 17634226 17634226 Nonsense_Mutation SNV G A A FAM184B c.3112C>T P.Q1038*
SH_125 4 75959104 75959104 Missense_Mutation SNV G C C PARM1 c.781G>C P.A261P
SH_125 5 125819209 125819209 Missense_Mutation SNV G T T GRAMD3 c.835G>T P.D279Y
SH_125 5 139661100 139661100 Silent SNV C T T PFDN1 c.219G>A P.K73K
SH_125 5 32059467 32059467 Splice_Site SNV G T T PDZD2 c.2318+5G>T
SH_125 5 37138912 37138912 Missense_Mutation SNV T C C C5orf42 c.8540A>G P.D2847G
SH_125 6 107372386 107372386 Silent SNV G A A C6orf203 c.669G>A P.V223V
SH_125 6 108214859 108214859 Nonsense_Mutation SNV G A A SEC63 c.1501C>T P.Q501*
SH_125 6 138584341 138584341 Missense_Mutation SNV T A A ARFGEF3 c.1721T>A P.I574K
SH_125 6 155571044 155571044 Nonsense_Mutation SNV G T T TIAM2 c.667G>T P.E223*
SH_125 6 168273023 168273023 Missense_Mutation SNV G T T AFDN c.544G>T P.D182Y
SH_125 6 46847555 46847555 Missense_Mutation SNV C T T ADGRF5 c.1036G>A P.G346S
SH_125 6 65301096 65301096 Missense_Mutation SNV G A A EYS c.4664C>T P.T1555I
SH_125 6 75844446 75844446 Silent SNV C T T COL12A1 c.5520G>A P.K1840K
SH_125 6 83949327 83949327 Silent SNV G C C ME1 c.843C>G P.L281L
SH_125 7 100549646 100549646 Missense_Mutation SNV T C C MUC3A c.227T>C P.M76T
SH_125 7 104751254 104751254 Missense_Mutation SNV A C C KMT2E c.4007A>C P.N1336T
SH_125 7 138719380 138719380 Missense_Mutation SNV A T T ZC3HAV1L c.410T>A P.M137K
SH_125 7 143747693 143747693 Missense_Mutation SNV A G G OR2A5 c.199A>G P.I67V
SH_125 8 142450415 142450415 Missense_Mutation SNV C T T MROH5 c.3133G>A P.V1045M
SH_125 9 6498096 6498096 Frame_Shift_Del INDEL G - - UHRF2 c.1846delG P.E616fs
SH_125 9 77362834 77362834 Splice_Site SNV T C C TRPM6 c.5043-4A>G
SH_125 X 100601518 100601518 Missense_Mutation SNV T A A TIMM8A c.263A>T P.K88M
SH_125 X 11215073 11215073 Silent SNV T C C ARHGAP6 c.792A>G P.S264S
SH_125 X 127185710 127185710 Missense_Mutation SNV C G G ACTRT1 c.476G>C P.G159A
SH_127 1 2421257 2421257 Missense_Mutation SNV A T T PLCH2 c.1385A>T P.E462V
SH_127 10 69700720 69700720 Missense_Mutation SNV T C C HERC4 c.2480A>G P.K827R
SH_127 10 89264720 89264736 Frame_Shift_Del INDEL GCCCTGGCT - - MINPP1 elGGCCCTGGCTG P.A20fs
SH_127 10 96269940 96269940 Splice_Site SNV A T T TBC1D12 c.1689+4A>T
SH_127 11 56258310 56258310 Silent SNV C A A OR5M8 c.537G>T P.A179A
SH_127 11 60711227 60711244 Missense_Mutation INDEL TTGGCGATG - - SLC15A3 delGAGGACATCGP.E305_F310del
SH_127 11 73471602 73471602 Splice_Site SNV C T T RAB6A c.70+9G>A
SH_127 12 54394068 54394068 Silent SNV G C C HOXC9 c.96G>C P.G32G
SH_127 12 6554406 6554406 Splice_Site SNV G C C CD27 c.136+9G>C
SH_127 14 52985913 52985913 Missense_Mutation SNV T A A TXNDC16 c.476A>T P.Y159F
SH_127 15 74564066 74564066 Missense_Mutation SNV A T T CCDC33 c.569A>T P.E190V
SH_127 15 76494607 76494609 Splice_Site INDEL TAA - - TMEM266 21+2_1021+4delTAA
SH_127 2 162805701 162805701 Missense_Mutation SNV T G G SLC4A10 c.2309T>G P.L770R
SH_127 3 161214760 161214760 Missense_Mutation SNV A T T OTOL1 c.165A>T P.E55D
SH_127 3 168802733 168802733 Silent SNV C T T MECOM c.3315G>A P.A1105A
SH_127 3 44948517 44948517 Missense_Mutation SNV C A A TGM4 c.1152C>A P.F384L
SH_127 3 45988819 45988819 Nonsense_Mutation SNV C A A CXCR6 c.846C>A P.C282*
SH_127 4 155411772 155411772 Silent SNV G A A DCHS2 c.736C>T P.L246L
SH_127 5 140744890 140744890 Silent SNV T A A PCDHGA5 c.993T>A P.A331A
SH_127 6 154735543 154735543 Silent SNV G C C CNKSR3 c.960C>G P.P320P
SH_127 6 27277644 27277644 Missense_Mutation SNV C G G POM121L2 c.2306G>C P.G769A
SH_127 6 3140625 3140625 Missense_Mutation SNV A T T BPHL c.619A>T P.I207F
SH_127 6 7230336 7230336 Missense_Mutation SNV C G G RREB1 c.2004C>G P.I668M
SH_127 7 104782874 104782874 Missense_Mutation SNV T A A SRPK2 c.1091A>T P.D364V
SH_127 7 151699844 151699844 Missense_Mutation SNV T A A GALNTL5 c.704T>A P.V235E
SH_127 7 30893042 30893042 Silent SNV C T T FAM188B c.1644C>T P.D548D
SH_127 7 34851445 34851445 Missense_Mutation SNV A T T NPSR1 c.415A>T P.I139F
SH_127 7 36446098 36446098 Missense_Mutation SNV G T T ANLN c.796G>T P.D266Y
SH_128 1 109649750 109649750 Splice_Site SNV G T T C1orf194 c.163-6C>A
SH_128 1 109649751 109649751 Splice_Site SNV A T T C1orf194 c.163-7T>A
SH_128 1 110737263 110737263 Silent SNV C A A SLC6A17 c.1362C>A P.A454A
SH_128 1 151867527 151867527 Silent SNV A C C THEM4 c.243T>G P.R81R
SH_128 1 152081126 152081126 Missense_Mutation SNV G T T TCHH c.4567C>A P.Q1523K
SH_128 1 158724748 158724748 Missense_Mutation SNV C T T OR6K6 c.143C>T P.A48V
SH_128 1 186008949 186008949 Missense_Mutation SNV G T T HMCN1 c.6118G>T P.A2040S
SH_128 1 1956375 1956375 Splice_Site SNV C T T GABRD c.69-6C>T
SH_128 1 201061111 201061111 Missense_Mutation SNV G C C CACNA1S c.530C>G P.S177W
SH_128 1 215813980 215813980 Frame_Shift_Ins INDEL - C C USH2A c.14887dupG P.E4963fs
SH_128 1 243319677 243319677 Nonsense_Mutation SNV T A A CEP170 c.3463A>T P.K1155*
SH_128 1 2576820 2576820 Silent SNV G T T TTC34 c.870C>A P.G290G
SH_128 1 37948355 37948355 Missense_Mutation SNV G A A ZC3H12A c.943G>A P.G315R
SH_128 1 40872474 40872474 Missense_Mutation SNV A G G SMAP2 c.80A>G P.N27S
SH_128 1 7798224 7798224 Missense_Mutation SNV C A A CAMTA1 c.3864C>A P.S1288R
SH_128 10 129904172 129904172 Missense_Mutation SNV C T T MKI67 c.4852G>A P.E1618K
SH_128 10 43615037 43615037 Silent SNV C T T RET c.2451C>T P.R817R
SH_128 10 75830581 75830581 Splice_Site SNV A T T VCL c.390+3A>T
SH_128 10 89622183 89622183 Missense_Mutation SNV C T T KLLN c.62G>A P.R21Q
SH_128 11 124487256 124487256 Missense_Mutation SNV C A A PANX3 c.411C>A P.S137R
SH_128 11 13438723 13438723 Silent SNV A G G BTBD10 c.525T>C P.T175T
SH_128 11 17122828 17122828 Silent SNV T A A PIK3C2A c.4005A>T P.S1335S
SH_128 11 21250965 21250965 Missense_Mutation SNV A T T NELL1 c.1598A>T P.K533I
SH_128 11 34938235 34938235 Silent SNV G A A PDHX c.33G>A P.P11P
SH_128 11 47333296 47333296 Missense_Mutation SNV A G G MADD c.3863A>G P.D1288G
SH_128 11 62288510 62288510 Missense_Mutation SNV G C C AHNAK c.13379C>G P.S4460C
SH_128 11 68700868 68700868 Missense_Mutation SNV A T T IGHMBP2 c.1337A>T P.Q446L
SH_128 11 68854064 68854064 Missense_Mutation SNV A G G TPCN2 c.2077A>G P.I693V
SH_128 11 76825287 76825287 Splice_Site SNV G T T CAPN5 c.507-1G>T
SH_128 12 123678991 123678991 Missense_Mutation SNV T A A MPHOSPH9 c.2183A>T P.Y728F



SH_128 12 124399435 124399435 Silent SNV C T T DNAH10 c.10257C>T P.S3419S
SH_128 12 133502748 133502748 Missense_Mutation SNV C G G ZNF605 c.1230G>C P.Q410H
SH_128 12 51236851 51236851 Missense_Mutation SNV C T T TMPRSS12 c.104C>T P.P35L
SH_128 12 54379492 54379492 Missense_Mutation SNV G T T HOXC10 c.449G>T P.R150L
SH_128 12 661265 661265 Missense_Mutation SNV C A A B4GALNT3 c.1144C>A P.R382S
SH_128 12 9070332 9070332 Missense_Mutation SNV G T T PHC1 c.59G>T P.G20V
SH_128 13 114062306 114062306 Missense_Mutation SNV G T T LOC101928841 c.199C>A P.L67I
SH_128 13 114152743 114152743 Missense_Mutation SNV A T T TMCO3 c.531A>T P.L177F
SH_128 13 99947324 99947324 Frame_Shift_Del INDEL T - - GPR183 c.1076delA P.N359fs
SH_128 14 102904496 102904496 Missense_Mutation SNV G T T TECPR2 c.2532G>T P.W844C
SH_128 14 70245218 70245218 Missense_Mutation SNV C T T SLC10A1 c.775G>A P.G259R
SH_128 14 77951074 77951074 Silent SNV C T T ISM2 c.330G>A P.Q110Q
SH_128 14 94039067 94039067 Missense_Mutation SNV C G G UNC79 c.1444C>G P.L482V
SH_128 14 99969294 99969294 Missense_Mutation SNV T A A CCNK c.984T>A P.S328R
SH_128 15 63882902 63882902 Silent SNV C T T USP3 c.1308C>T P.G436G
SH_128 15 74003483 74003483 Missense_Mutation SNV G T T CD276 c.1554G>T P.Q518H
SH_128 15 74481552 74481552 Frame_Shift_Del INDEL C - - STRA6 c.994delG P.D332fs
SH_128 15 78780991 78780991 Missense_Mutation SNV A T T IREB2 c.1204A>T P.T402S
SH_128 16 28328771 28328771 Missense_Mutation SNV G A A SBK1 c.59G>A P.G20E
SH_128 16 48226422 48226422 Splice_Site SNV G T T ABCC11 c.2706+9C>A
SH_128 17 36622676 36622676 Missense_Mutation SNV G A A ARHGAP23 c.752G>A P.R251H
SH_128 17 55183902 55183902 Silent SNV A G G AKAP1 c.1077A>G P.A359A
SH_128 17 57741313 57741313 Silent SNV A G G CLTC c.1491A>G P.A497A
SH_128 17 72937869 72937869 Missense_Mutation SNV A G G OTOP3 c.401A>G P.Y134C
SH_128 17 73835918 73835918 Splice_Site SNV A T T UNC13D c.1055+2T>A
SH_128 17 74774288 74774288 Missense_Mutation SNV G T T MFSD11 c.1204G>T P.A402S
SH_128 17 7573996 7573996 Missense_Mutation SNV A C C TP53 c.1031T>G P.L344R
SH_128 17 77811696 77811696 Frame_Shift_Ins INDEL - TA TA CBX4 c.117_118dupTA P.N40fs
SH_128 18 14105152 14105152 Nonsense_Mutation SNV C A A ZNF519 c.1387G>T P.E463*
SH_128 18 44284595 44284595 Missense_Mutation SNV T C C ST8SIA5 c.272A>G P.Y91C
SH_128 18 77037163 77037163 Missense_Mutation SNV G A A ATP9B c.1378G>A P.G460R
SH_128 19 13910666 13910666 Missense_Mutation SNV G T T ZSWIM4 c.286G>T P.A96S
SH_128 19 13919736 13919736 Missense_Mutation SNV C A A ZSWIM4 c.799C>A P.Q267K
SH_128 19 1826866 1826866 Splice_Site SNV G A A REXO1 c.1911+11C>T
SH_128 19 2988081 2988081 Splice_Site SNV G A A TLE6 c.703-8G>A
SH_128 19 42473645 42473645 Missense_Mutation SNV C T T ATP1A3 c.2663G>A P.R888Q
SH_128 19 42911380 42911380 Silent SNV G A A LIPE c.2083C>T P.L695L
SH_128 19 49100007 49100007 Silent SNV C A A SULT2B1 c.612C>A P.G204G
SH_128 19 50118217 50118217 Missense_Mutation SNV G T T PRR12 c.4975G>T P.V1659L
SH_128 19 54485526 54485526 Missense_Mutation SNV C T T CACNG8 c.701C>T P.A234V
SH_128 19 55592170 55592170 Missense_Mutation SNV G A A EPS8L1 c.79G>A P.A27T
SH_128 19 56206342 56206342 Silent SNV G T T EPN1 c.1773G>T P.L591L
SH_128 19 57327999 57327999 Missense_Mutation SNV C T T PEG3 c.1811G>A P.R604H
SH_128 2 109384034 109384034 Missense_Mutation SNV G A A RANBP2 c.7039G>A P.G2347S
SH_128 2 152496949 152496949 Missense_Mutation SNV T G G NEB c.8605A>C P.N2869H
SH_128 2 162251685 162251685 Missense_Mutation SNV A G G PSMD14 c.742A>G P.M248V
SH_128 2 1664682 1664682 Missense_Mutation SNV G T T PXDN c.1808C>A P.A603D
SH_128 2 17699586 17699586 Missense_Mutation SNV T G G RAD51AP2 c.97A>C P.S33R
SH_128 2 183731007 183731007 Missense_Mutation SNV A G G FRZB c.274T>C P.Y92H
SH_128 2 202558641 202558641 Missense_Mutation SNV T C C MPP4 c.37A>G P.K13E
SH_128 2 207171802 207171802 Missense_Mutation SNV A T T ZDBF2 c.2544A>T P.E848D
SH_128 2 207636665 207636665 Silent SNV A G G FASTKD2 c.1038A>G P.Q346Q
SH_128 2 215890488 215890488 Missense_Mutation SNV A C C ABCA12 c.242T>G P.L81R
SH_128 2 231775073 231775073 Missense_Mutation SNV G A A GPR55 c.605C>T P.S202F
SH_128 2 241715334 241715334 Missense_Mutation SNV T C C KIF1A c.892A>G P.K298E
SH_128 2 63272303 63272303 Missense_Mutation SNV C T T EHBP1 c.3488C>T P.A1163V
SH_128 20 20020291 20020291 Nonsense_Mutation SNV C A A CRNKL1 c.1954G>T P.E652*
SH_128 3 101578168 101578168 Missense_Mutation SNV C G G NFKBIZ c.1810C>G P.R604G
SH_128 3 128758582 128758582 Missense_Mutation SNV T A A EFCC1 c.1688T>A P.L563Q
SH_128 3 129252533 129252533 Missense_Mutation SNV C G G RHO c.1019C>G P.T340R
SH_128 3 150931202 150931202 Silent SNV C T T P2RY14 c.903G>A P.P301P
SH_128 3 151166575 151166575 Silent SNV C A A IGSF10 c.1194G>T P.P398P
SH_128 3 154145382 154145382 Missense_Mutation SNV C G G GPR149 c.1097G>C P.R366P
SH_128 3 154834261 154834261 Splice_Site SNV A G G MME c.359-7A>G
SH_128 3 170585827 170585827 Missense_Mutation SNV C A A RPL22L1 c.199G>T P.V67F
SH_128 3 175455171 175455171 Silent SNV T A A NAALADL2 c.1974T>A P.V658V
SH_128 3 196449409 196449409 Silent SNV A T T PIGX c.300A>T P.R100R
SH_128 3 25665866 25665866 Missense_Mutation SNV T A A TOP2B c.2402A>T P.Q801L
SH_128 3 47165258 47165258 Nonsense_Mutation SNV C A A SETD2 c.868G>T P.E290*
SH_128 3 87294880 87294880 Missense_Mutation SNV A C C CHMP2B c.20A>C P.K7T
SH_128 3 89259185 89259185 Missense_Mutation SNV C T T EPHA3 c.329C>T P.P110L
SH_128 4 144618046 144618046 Silent SNV C T T FREM3 c.3783G>A P.Q1261Q
SH_128 4 5731114 5731114 Silent SNV C T T EVC c.381C>T P.F127F
SH_128 4 667183 667183 Silent SNV T C C ATP5I c.99A>G P.L33L
SH_128 4 68441149 68441149 Missense_Mutation SNV A T T STAP1 c.239A>T P.Q80L
SH_128 4 79400873 79400873 Splice_Site SNV G T T FRAS1 c.8443+1G>T
SH_128 4 89589096 89589096 Silent SNV A G G HERC3 c.1143A>G P.P381P
SH_128 5 132087754 132087754 Missense_Mutation SNV C A A CCNI2 c.871C>A P.Q291K
SH_128 5 13751352 13751352 Missense_Mutation SNV C A A DNAH5 c.11046G>T P.K3682N
SH_128 5 138773156 138773156 Silent SNV T G G DNAJC18 c.132A>C P.A44A
SH_128 5 140230276 140230276 Silent SNV C T T PCDHA9 c.2196C>T P.C732C
SH_128 5 140870391 140870391 Missense_Mutation SNV G C C PCDHGC5 c.1584G>C P.Q528H
SH_128 5 14280489 14280489 Missense_Mutation SNV C G G TRIO c.291C>G P.D97E
SH_128 5 31267811 31267811 Splice_Site SNV A G G CDH6 c.228+3A>G
SH_128 5 74651259 74651259 Missense_Mutation SNV C T T HMGCR c.1792C>T P.R598C
SH_128 6 133100511 133100511 Missense_Mutation SNV G C C SLC18B1 c.691C>G P.L231V
SH_128 6 138726283 138726283 Missense_Mutation SNV C G G HEBP2 c.137C>G P.P46R
SH_128 6 17788054 17788054 Missense_Mutation SNV C T T KIF13A c.3314G>A P.R1105Q
SH_128 6 32798107 32798107 Silent SNV C A A TAP2 c.1572G>T P.G524G
SH_128 6 33400547 33400547 Missense_Mutation SNV A T T SYNGAP1 c.473A>T P.Q158L
SH_128 6 35467937 35467937 Splice_Site SNV G T T TULP1 c.1165-8C>A
SH_128 6 41059275 41059275 Missense_Mutation SNV C A A NFYA c.556C>A P.P186T
SH_128 6 42713053 42713053 Silent SNV C G G TBCC c.759G>C P.V253V
SH_128 6 64404493 64404493 Nonsense_Mutation SNV C A A PHF3 c.2255C>A P.S752*
SH_128 6 75912486 75912486 Missense_Mutation SNV G T T COL12A1 c.23C>A P.A8E
SH_128 6 84303452 84303452 Missense_Mutation SNV C A A SNAP91 c.1441G>T P.A481S
SH_128 6 90573128 90573128 Missense_Mutation SNV C T T CASP8AP2 c.1700C>T P.S567F
SH_128 7 106710735 106710735 Missense_Mutation SNV T C C PRKAR2B c.317T>C P.I106T



SH_128 7 141423844 141423844 Silent SNV A G G WEE2 c.1131A>G P.K377K
SH_128 7 149513059 149513059 Nonsense_Mutation SNV G A A SSPO c.10962G>A P.W3654*
SH_128 8 48647870 48647870 Missense_Mutation SNV G T T SPIDR c.2606G>T P.S869I
SH_128 9 101751487 101751487 Missense_Mutation SNV G A A COL15A1 c.751G>A P.E251K
SH_128 9 114804403 114804403 Missense_Mutation SNV C G G SUSD1 c.2192G>C P.R731T
SH_128 9 116224120 116224120 Frame_Shift_Del INDEL C - - RGS3 c.216delC P.W73fs
SH_128 9 123780066 123780066 Missense_Mutation SNV T C C C5 c.1589A>G P.Q530R
SH_128 9 134151534 134151534 Silent SNV G C C FAM78A c.33C>G P.S11S
SH_128 9 34724376 34724376 Missense_Mutation SNV G A A FAM205A c.2861C>T P.P954L
SH_128 9 67930495 67930495 Missense_Mutation SNV G C C ANKRD20A3 c.312G>C P.L104F
SH_128 9 99521410 99521410 Nonsense_Mutation SNV C A A ZNF510 c.1702G>T P.G568*
SH_128 X 115588781 115588781 Missense_Mutation SNV T G G SLC6A14 c.1621T>G P.F541V
SH_128 X 129519343 129519343 Missense_Mutation SNV C T T GPR119 c.79G>A P.V27M
SH_128 X 23410817 23410817 Silent SNV G A A PTCHD1 c.1182G>A P.T394T
SH_128 X 24078209 24078209 Missense_Mutation SNV G T T EIF2S3 c.388G>T P.V130F
SH_128 X 47062621 47062621 Splice_Site INDEL - T T UBA1 c.1419+9dupT
SH_129 1 158911819 158911819 Missense_Mutation SNV G A A PYHIN1 c.632G>A P.R211Q
SH_129 1 185931768 185931768 Missense_Mutation SNV T A A HMCN1 c.1947T>A P.D649E
SH_129 1 227834307 227834307 Missense_Mutation SNV C A A ZNF678 c.186C>A P.D62E
SH_129 1 25228934 25228934 Silent SNV C T T RUNX3 c.969G>A P.P323P
SH_129 1 46874779 46874779 Missense_Mutation SNV C T T FAAH c.1084C>T P.P362S
SH_129 1 53543382 53543382 Frame_Shift_Ins INDEL - G G PODN c.856dupG P.A286fs
SH_129 10 101961894 101961894 Frame_Shift_Ins INDEL - T T CHUK c.1519dupA P.M507fs
SH_129 11 116798030 116798030 Missense_Mutation SNV G A A SIK3 c.44C>T P.T15I
SH_129 11 120008562 120008562 Silent SNV G A A TRIM29 c.178C>T P.L60L
SH_129 11 59225149 59225149 Missense_Mutation SNV C T T OR4D6 c.716C>T P.T239M
SH_129 11 62380940 62380940 Missense_Mutation SNV C T T ROM1 c.187C>T P.P63S
SH_129 11 62931321 62931321 Missense_Mutation SNV G A A SLC22A25 c.1619C>T P.A540V
SH_129 11 92523203 92523203 Missense_Mutation SNV C A A FAT3 c.4430C>A P.T1477K
SH_129 12 114841613 114841613 Missense_Mutation SNV C T T TBX5 c.91G>A P.A31T
SH_129 12 123276583 123276583 Missense_Mutation SNV G T T CCDC62 c.687G>T P.K229N
SH_129 12 15130986 15130986 Nonsense_Mutation SNV C T T PDE6H c.40C>T P.Q14*
SH_129 12 25398284 25398284 Missense_Mutation SNV C T T KRAS c.35G>A P.G12D
SH_129 12 54394208 54394208 Missense_Mutation SNV C T T HOXC9 c.236C>T P.P79L
SH_129 12 70975011 70975011 Nonsense_Mutation SNV G A A PTPRB c.2383C>T P.Q795*
SH_129 13 50285084 50285084 Silent SNV A G G KPNA3 c.846T>C P.D282D
SH_129 14 105413795 105413795 Missense_Mutation SNV C T T AHNAK2 c.7993G>A P.E2665K
SH_129 14 23549113 23549113 Missense_Mutation SNV T A A ACIN1 c.1605A>T P.E535D
SH_129 15 64422138 64422138 Missense_Mutation SNV G T T SNX1 c.831G>T P.Q277H
SH_129 15 79227355 79227355 Missense_Mutation SNV T C C CTSH c.370A>G P.K124E
SH_129 16 24135257 24135257 Silent SNV C T T PRKCB c.1020C>T P.T340T
SH_129 16 24581635 24581635 Missense_Mutation SNV A C C RBBP6 c.3624A>C P.K1208N
SH_129 17 15532029 15532029 Missense_Mutation SNV G A A TRIM16 c.1595C>T P.A532V
SH_129 17 34171885 34171885 Frame_Shift_Ins INDEL - G G TAF15 c.1580dupG P.Y528fs
SH_129 17 39643395 39643395 Missense_Mutation SNV C T T KRT36 c.1015G>A P.E339K
SH_129 17 66039357 66039357 Missense_Mutation SNV G T T KPNA2 c.808G>T P.D270Y
SH_129 17 7578406 7578406 Missense_Mutation SNV C T T TP53 c.524G>A P.R175H
SH_129 19 11833852 11833852 Missense_Mutation SNV C A A ZNF823 c.497G>T P.C166F
SH_129 19 40411763 40411763 Frame_Shift_Ins INDEL - T T FCGBP c.3864_3865insA P.H1289fs
SH_129 19 41289949 41289949 Missense_Mutation SNV C G G RAB4B c.399C>G P.F133L
SH_129 19 50187307 50187307 Missense_Mutation SNV A G G PRMT1 c.482A>G P.Y161C
SH_129 19 54140051 54140051 Missense_Mutation SNV T A A DPRX c.385T>A P.F129I
SH_129 19 7119591 7119591 Silent SNV G A A INSR c.3663C>T P.S1221S
SH_129 2 152135364 152135364 Silent SNV A G G NMI c.318T>C P.L106L
SH_129 2 179534998 179534998 Missense_Mutation SNV A C C TTN c.34211T>G P.V11404G
SH_129 2 206036979 206036979 Silent SNV G A A PARD3B c.1665G>A P.G555G
SH_129 2 233899020 233899020 Silent SNV C T T NEU2 c.396C>T P.H132H
SH_129 2 39222277 39222277 Silent SNV G A A SOS1 c.3333C>T P.S1111S
SH_129 2 73679160 73679160 Missense_Mutation SNV C A A ALMS1 c.5503C>A P.P1835T
SH_129 20 3686472 3686472 Missense_Mutation SNV G T T SIGLEC1 c.625C>A P.Q209K
SH_129 20 36868058 36868058 Missense_Mutation SNV G T T KIAA1755 c.1619C>A P.A540D
SH_129 3 121345679 121345679 Missense_Mutation SNV G A A FBXO40 c.2052G>A P.M684I
SH_129 3 158254895 158254895 Missense_Mutation SNV G A A RSRC1 c.493G>A P.V165I
SH_129 3 97194294 97194294 Missense_Mutation SNV A T T EPHA6 c.169A>T P.I57F
SH_129 4 154626161 154626161 Missense_Mutation SNV T G G TLR2 c.2102T>G P.F701C
SH_129 4 169315746 169315746 Missense_Mutation SNV C T T DDX60L c.3680G>A P.R1227Q
SH_129 4 68449286 68449286 Splice_Site SNV C T T STAP1 c.531-6C>T
SH_129 4 94006296 94006296 Missense_Mutation SNV G A A GRID2 c.395G>A P.G132E
SH_129 5 132534816 132534816 Missense_Mutation SNV T C C FSTL4 c.2500A>G P.T834A
SH_129 5 140475961 140475961 Silent SNV C T T PCDHB2 c.1587C>T P.F529F
SH_129 5 41058274 41058274 Missense_Mutation SNV G T T MROH2B c.647C>A P.T216K
SH_129 6 111983103 111983116 Frame_Shift_Del INDEL CTGTAGCCTC - - FYN 453delGCGAGGC P.E480fs
SH_129 6 33284572 33284572 Missense_Mutation SNV C T T ZBTB22 c.122G>A P.S41N
SH_129 7 76126759 76126759 Missense_Mutation SNV G A A DTX2 c.1115G>A P.G372D
SH_129 7 77797412 77797412 Missense_Mutation SNV G A A MAGI2 c.2417C>T P.A806V
SH_129 8 24207486 24207486 Splice_Site SNV G A A ADAM28 c.2099+1G>A
SH_129 8 91013798 91013798 Splice_Site SNV G T T DECR1 c.69+9G>T
SH_129 9 118949636 118949636 Missense_Mutation SNV T C C PAPPA c.619T>C P.F207L
SH_129 9 123152034 123152034 Silent SNV G A A CDK5RAP2 c.5373C>T P.A1791A
SH_129 9 130504196 130504196 Silent SNV G T T SH2D3C c.897C>A P.G299G
SH_129 9 34658538 34658538 Missense_Mutation SNV G T T IL11RA c.668G>T P.G223V
SH_129 X 118771070 118771070 Silent SNV G A A SEPT6 c.876C>T P.T292T
SH_129 X 129173244 129173244 Silent SNV G A A BCORL1 c.4605G>A P.K1535K
SH_129 X 132161989 132161989 Missense_Mutation SNV G A A USP26 c.260C>T P.S87F
SH_129 X 41333619 41333619 Missense_Mutation SNV C T T NYX c.913C>T P.L305F
SH_129 X 70823875 70823875 Missense_Mutation SNV G A A ACRC c.748G>A P.D250N
SH_13 1 103352460 103352460 Silent SNV T C C COL11A1 c.4644A>G P.K1548K
SH_13 1 108724567 108724567 Missense_Mutation SNV G T T SLC25A24 c.394C>A P.Q132K
SH_13 1 114680475 114680475 Missense_Mutation SNV C A A SYT6 c.458G>T P.R153L
SH_13 1 117146380 117146380 Missense_Mutation SNV C A A IGSF3 c.1490G>T P.G497V
SH_13 1 152193463 152193463 Missense_Mutation SNV C A A HRNR c.642G>T P.Q214H
SH_13 1 155874285 155874285 Missense_Mutation SNV A T T RIT1 c.246T>A P.F82L
SH_13 1 159802968 159802968 Missense_Mutation SNV G A A SLAMF8 c.670G>A P.A224T
SH_13 1 228407193 228407193 Missense_Mutation SNV T A A OBSCN c.2822T>A P.V941E
SH_13 1 34070903 34070903 Missense_Mutation SNV G T T CSMD2 c.6511C>A P.H2171N
SH_13 1 97915674 97915674 Nonsense_Mutation SNV T A A DPYD c.1846A>T P.K616*
SH_13 10 27405029 27405075 Frame_Shift_Del INDEL AATCACTGGA - - YME1L1 TAGGTGCTTCCAG P.G583fs
SH_13 10 49917882 49917882 Silent SNV G T T WDFY4 c.105G>T P.G35G



SH_13 10 50533075 50533075 Nonsense_Mutation SNV G T T C10orf71 c.2485G>T P.E829*
SH_13 10 89653867 89653867 Splice_Site SNV G A A PTEN c.164+1G>A
SH_13 11 111228162 111228162 Splice_Site SNV T A A POU2AF1 c.456+8A>T
SH_13 11 113221975 113221975 Missense_Mutation SNV T G G TTC12 c.1280T>G P.F427C
SH_13 11 114270739 114270739 Silent SNV C A A C11orf71 c.315G>T P.V105V
SH_13 11 4976182 4976182 Silent SNV C A A OR51A2 c.762G>T P.L254L
SH_13 11 5020384 5020384 Missense_Mutation SNV C T T OR51L1 c.172C>T P.H58Y
SH_13 11 59564765 59564765 Missense_Mutation SNV A G G STX3 c.796A>G P.I266V
SH_13 12 112614475 112614475 Missense_Mutation SNV C T T HECTD4 c.10993G>A P.V3665M
SH_13 12 6960098 6960098 Missense_Mutation SNV C T T CDCA3 c.19G>A P.V7I
SH_13 12 80732888 80732888 Missense_Mutation SNV T G G OTOGL c.4867T>G P.F1623V
SH_13 14 103969471 103969471 Silent SNV G T T MARK3 c.2169G>T P.L723L
SH_13 14 105420665 105420665 Missense_Mutation SNV T A A AHNAK2 c.1123A>T P.S375C
SH_13 14 23299285 23299285 Missense_Mutation SNV G T T MRPL52 c.52G>T P.V18L
SH_13 14 23826721 23826721 Missense_Mutation SNV G A A EFS c.893C>T P.P298L
SH_13 14 23946563 23946563 Nonsense_Mutation SNV G T T NGDN c.868G>T P.E290*
SH_13 16 68057083 68057083 Missense_Mutation SNV C A A DDX28 c.23G>T P.R8L
SH_13 16 68248230 68248230 Splice_Site SNV A C C NFATC3 c.3107-2A>C
SH_13 16 70925750 70925750 Missense_Mutation SNV A G G HYDIN c.9455T>C P.I3152T
SH_13 16 70969907 70969907 Missense_Mutation SNV C A A HYDIN c.7106G>T P.G2369V
SH_13 16 85834894 85834894 Splice_Site SNV A T T COX4I1 c.73+10A>T
SH_13 17 3301642 3301642 Silent SNV T A A OR1E1 c.63A>T P.P21P
SH_13 17 34074884 34074884 Nonsense_Mutation SNV G T T GAS2L2 c.816C>A P.C272*
SH_13 17 40966589 40966589 Silent SNV C A A BECN1 c.933G>T P.V311V
SH_13 17 45777066 45777066 Splice_Site SNV A T T TBKBP1 c.872+3A>T
SH_13 17 74625520 74625520 Silent SNV G A A ST6GALNAC1 c.9C>T P.N3N
SH_13 17 7577534 7577534 Missense_Mutation SNV C A A TP53 c.747G>T P.R249S
SH_13 17 76134461 76134461 Missense_Mutation SNV C G G TMC8 c.1565C>G P.S522W
SH_13 18 22806113 22806113 Missense_Mutation SNV A G G ZNF521 c.1109T>C P.L370S
SH_13 18 29171935 29171935 Splice_Site SNV G T T TTR c.69+1G>T
SH_13 18 33744438 33744438 Missense_Mutation SNV G A A ELP2 c.1957G>A P.A653T
SH_13 18 42532203 42532203 Silent SNV G T T SETBP1 c.2898G>T P.V966V
SH_13 18 52896252 52896252 Silent SNV G T T TCF4 c.1705C>A P.R569R
SH_13 19 40411969 40411969 Missense_Mutation SNV C A A FCGBP c.3659G>T P.G1220V
SH_13 19 42482130 42482130 Missense_Mutation SNV A T T ATP1A3 c.1934T>A P.I645N
SH_13 19 55317435 55317435 Silent SNV C A A KIR2DL4 c.391C>A P.R131R
SH_13 19 56223303 56223303 Missense_Mutation SNV G C C NLRP9 c.2706C>G P.C902W
SH_13 19 57647140 57647140 Missense_Mutation SNV G A A ZIM3 c.565C>T P.H189Y
SH_13 19 577939 577939 Missense_Mutation SNV G T T BSG c.233G>T P.R78L
SH_13 2 179443615 179443615 Silent SNV A G G TTN c.63219T>C P.Y21073Y
SH_13 2 189925466 189925466 Frame_Shift_Del INDEL G - - COL5A2 c.2075delC P.P692fs
SH_13 2 71360152 71360152 Missense_Mutation SNV G A A MPHOSPH10 c.214G>A P.D72N
SH_13 2 72725596 72725596 Missense_Mutation SNV C A A EXOC6B c.1324G>T P.A442S
SH_13 2 80529586 80529586 Missense_Mutation SNV G T T LRRTM1 c.1359C>A P.F453L
SH_13 20 3211715 3211715 Splice_Site SNV G C C SLC4A11 c.1043-11C>G
SH_13 20 48744532 48744532 Missense_Mutation SNV G T T TMEM189 c.662C>A P.T221N
SH_13 20 61542712 61542712 Missense_Mutation SNV C A A DIDO1 c.253G>T P.G85C
SH_13 20 61982181 61982181 Missense_Mutation SNV C A A CHRNA4 c.582G>T P.M194I
SH_13 20 62124632 62124632 Nonsense_Mutation SNV C T T EEF1A2 c.630G>A P.W210*
SH_13 21 35468082 35468082 Silent SNV G T T SLC5A3 c.585G>T P.G195G
SH_13 21 45502786 45502786 Missense_Mutation SNV G A A TRAPPC10 c.1841G>A P.S614N
SH_13 22 20907437 20907437 Missense_Mutation SNV A G G MED15 c.214A>G P.K72E
SH_13 22 37471174 37471174 Splice_Site SNV C T T TMPRSS6 c.1342+1G>A
SH_13 22 40054956 40054956 Missense_Mutation SNV A G G CACNA1I c.2060A>G P.Q687R
SH_13 3 111793176 111793176 Missense_Mutation SNV G T T TMPRSS7 c.1322G>T P.G441V
SH_13 3 11300845 11300845 Missense_Mutation SNV C A A HRH1 c.122C>A P.T41K
SH_13 3 124732832 124732832 Missense_Mutation SNV C A A HEG1 c.1591G>T P.A531S
SH_13 3 193082072 193082072 Splice_Site SNV G C C ATP13A5 c.64-3C>G
SH_13 3 38797459 38797459 Splice_Site SNV G T T SCN10A c.1291-10C>A
SH_13 3 50412208 50412208 Nonsense_Mutation SNV G T T CACNA2D2 c.1944C>A P.Y648*
SH_13 3 57817197 57817197 Nonsense_Mutation SNV G T T SLMAP c.286G>T P.E96*
SH_13 4 135121249 135121249 Missense_Mutation SNV A C C PABPC4L c.1100T>G P.L367R
SH_13 5 131398462 131398462 Missense_Mutation SNV C A A IL3 c.437C>A P.T146N
SH_13 5 31995683 31995683 Missense_Mutation SNV A T T PDZD2 c.980A>T P.E327V
SH_13 5 35697790 35697790 Splice_Site SNV A G G SPEF2 c.2038-2A>G
SH_13 5 70751716 70751716 Missense_Mutation SNV G T T BDP1 c.12G>T P.R4S
SH_13 6 102266269 102266269 Missense_Mutation SNV G T T GRIK2 c.1228G>T P.G410C
SH_13 6 132892350 132892350 Missense_Mutation SNV G A A TAAR6 c.890G>A P.C297Y
SH_13 6 28473524 28473524 Missense_Mutation SNV C A A GPX6 c.415G>T P.D139Y
SH_13 6 30698749 30698749 Silent SNV C A A FLOT1 c.708G>T P.R236R
SH_13 6 42612073 42612073 Missense_Mutation SNV A C C UBR2 c.2219A>C P.K740T
SH_13 6 46047610 46047610 Missense_Mutation SNV G A A CLIC5 c.370C>T P.L124F
SH_13 6 65301109 65301109 Nonsense_Mutation SNV C A A EYS c.4651G>T P.E1551*
SH_13 7 107696124 107696124 Missense_Mutation SNV G T T LAMB4 c.3708C>A P.F1236L
SH_13 7 123092932 123092932 Silent SNV C G G IQUB c.2241G>C P.L747L
SH_13 7 141618961 141618961 Missense_Mutation SNV G T T OR9A4 c.286G>T P.A96S
SH_13 7 31912917 31912917 Silent SNV G T T PDE1C c.597C>A P.I199I
SH_13 7 81579718 81579718 Missense_Mutation SNV C T T CACNA2D1 c.3266G>A P.R1089H
SH_13 7 99032823 99032823 Missense_Mutation SNV G T T ATP5J2-PTCD1 c.190C>A P.P64T
SH_13 8 2976107 2976107 Missense_Mutation SNV A T T CSMD1 c.6244T>A P.Y2082N
SH_13 8 75156754 75156754 Splice_Site SNV C A A JPH1 c.1905+10G>T
SH_13 8 95508665 95508665 Missense_Mutation SNV G A A KIAA1429 c.4274C>T P.A1425V
SH_13 9 101748165 101748165 Missense_Mutation SNV A G G COL15A1 c.419A>G P.E140G
SH_13 9 139368612 139368612 Silent SNV C A A SEC16A c.3456G>T P.P1152P
SH_13 9 5919945 5919945 Silent SNV T C C KIAA2026 c.6051A>G P.T2017T
SH_13 9 77436710 77436710 Silent SNV G A A TRPM6 c.870C>T P.G290G
SH_13 9 96030136 96030136 Missense_Mutation SNV C G G WNK2 c.3805C>G P.R1269G
SH_13 X 114418979 114418979 Nonsense_Mutation SNV C A A LRCH2 c.616G>T P.E206*
SH_13 X 49066496 49066496 Missense_Mutation SNV A G G CACNA1F c.4595T>C P.L1532P

SH_130 1 1421986 1421986 Missense_Mutation SNV G T T ATAD3B c.1014G>T P.M338I
SH_130 1 1421987 1421987 Missense_Mutation SNV G T T ATAD3B c.1015G>T P.G339W
SH_130 1 15428051 15428051 Silent SNV T A A KAZN c.1560T>A P.A520A
SH_130 1 155927566 155927566 Silent SNV C T T ARHGEF2 c.1653G>A P.V551V
SH_130 1 161160769 161160769 Missense_Mutation SNV C A A ADAMTS4 c.2512G>T P.A838S
SH_130 1 180044231 180044231 Missense_Mutation SNV G T T CEP350 c.5642G>T P.R1881L
SH_130 1 198682206 198682206 Splice_Site SNV T A A PTPRC c.808+5T>A
SH_130 1 21191018 21191018 Missense_Mutation SNV C A A EIF4G3 c.2897G>T P.C966F
SH_130 1 237824130 237824130 Missense_Mutation SNV G T T RYR2 c.8319G>T P.W2773C



SH_130 1 247978864 247978864 Silent SNV G A A OR14A16 c.168C>T P.P56P
SH_130 1 248224164 248224164 Missense_Mutation SNV C A A OR2L3 c.181C>A P.L61I
SH_130 1 248224885 248224885 Missense_Mutation SNV C A A OR2L3 c.902C>A P.T301K
SH_130 1 45473170 45473170 Missense_Mutation SNV C A A HECTD3 c.1418G>T P.R473L
SH_130 10 101590191 101590191 Splice_Site SNV G T T ABCC2 c.2747+1G>T
SH_130 10 103789389 103789389 Splice_Site SNV C A A C10orf76 c.414+6G>T
SH_130 10 115357747 115357747 Missense_Mutation SNV G A A NRAP c.4313C>T P.A1438V
SH_130 10 125805589 125805589 Missense_Mutation SNV A T T CHST15 c.140T>A P.V47E
SH_130 10 135126297 135126297 Missense_Mutation SNV C A A ZNF511 c.686C>A P.P229H
SH_130 10 18266928 18266928 Silent SNV C G G SLC39A12 c.849C>G P.T283T
SH_130 10 226061 226061 Missense_Mutation SNV A G G ZMYND11 c.109A>G P.I37V
SH_130 10 49635192 49635192 Splice_Site SNV T G G MAPK8 c.1060+6T>G
SH_130 10 50666905 50666905 Missense_Mutation SNV A G G ERCC6 c.4438T>C P.S1480P
SH_130 10 52588005 52588005 Nonsense_Mutation SNV C A A A1CF c.655G>T P.E219*
SH_130 10 52834576 52834576 Silent SNV C A A PRKG1 c.226C>A P.R76R
SH_130 10 70764800 70764800 Splice_Site SNV A G G KIAA1279 c.526-2A>G
SH_130 11 102736636 102736636 Missense_Mutation SNV C G G MMP12 c.1073G>C P.R358T
SH_130 11 123479437 123479437 Silent SNV G T T GRAMD1B c.1176G>T P.V392V
SH_130 11 123909020 123909020 Missense_Mutation SNV G A A OR10G7 c.689C>T P.S230L
SH_130 11 5776918 5776918 Silent SNV C A A OR52N4 c.948C>A P.T316T
SH_130 11 64323775 64323775 Missense_Mutation SNV G A A SLC22A11 c.304G>A P.A102T
SH_130 11 65618597 65618597 Silent SNV C T T SNX32 c.675C>T P.C225C
SH_130 12 104461804 104461804 Missense_Mutation SNV G T T HCFC2 c.392G>T P.S131I
SH_130 12 3149329 3149329 Silent SNV G T T TEAD4 c.1095G>T P.P365P
SH_130 12 4628057 4628057 Splice_Site SNV T C C C12orf4 c.729-11A>G
SH_130 12 57828687 57828687 Silent SNV T A A INHBC c.18T>A P.L6L
SH_130 12 7069873 7069873 Missense_Mutation SNV G C C PTPN6 c.1721G>C P.R574P
SH_130 12 88568497 88568497 Missense_Mutation SNV C T T TMTC3 c.1313C>T P.A438V
SH_130 13 114061329 114061329 Missense_Mutation SNV C A A LOC101928841 c.1176G>T P.Q392H
SH_130 13 48947539 48947539 Splice_Site SNV A G G RB1 c.1128-2A>G
SH_130 13 61103226 61103226 Missense_Mutation SNV G T T TDRD3 c.1867G>T P.G623W
SH_130 13 61103227 61103227 Missense_Mutation SNV G T T TDRD3 c.1868G>T P.G623V
SH_130 14 20181623 20181623 Missense_Mutation SNV C G G OR11H2 c.453G>C P.M151I
SH_130 14 24040569 24040569 Silent SNV G T T JPH4 c.1371C>A P.S457S
SH_130 14 53619451 53619451 Missense_Mutation SNV C A A DDHD1 c.366G>T P.Q122H
SH_130 15 40708323 40708323 Missense_Mutation SNV G T T IVD c.926G>T P.C309F
SH_130 15 50763999 50763999 Splice_Site SNV A G G USP8 c.849+7A>G
SH_130 15 57837794 57837794 Missense_Mutation SNV C G G CGNL1 c.3505C>G P.R1169G
SH_130 15 72454657 72454657 Missense_Mutation SNV G C C GRAMD2 c.1018C>G P.Q340E
SH_130 16 11369763 11369763 Missense_Mutation SNV C A A PRM2 c.347G>T P.G116V
SH_130 16 3781828 3781828 Silent SNV C A A CREBBP c.4839G>T P.V1613V
SH_130 16 50816304 50816304 Nonsense_Mutation SNV G T T CYLD c.1753G>T P.E585*
SH_130 16 53501036 53501036 Nonsense_Mutation SNV A T T RBL2 c.1930A>T P.R644*
SH_130 16 89789814 89789814 Missense_Mutation SNV G T T ZNF276 c.703G>T P.D235Y
SH_130 2 220246123 220246123 Silent SNV A G G DNPEP c.1197T>C P.Y399Y
SH_130 2 49195955 49195955 Missense_Mutation SNV C A A FSHR c.736G>T P.A246S
SH_130 2 64863208 64863208 Silent SNV C T T SERTAD2 c.798G>A P.G266G
SH_130 2 9000856 9000856 Silent SNV G T T MBOAT2 c.957C>A P.S319S
SH_130 3 133495987 133495987 Missense_Mutation SNV G T T TF c.1967G>T P.C656F
SH_130 3 133547664 133547664 Missense_Mutation SNV G T T RAB6B c.595C>A P.P199T
SH_130 3 137717926 137717926 Silent SNV G A A CLDN18 c.216G>A P.L72L
SH_130 3 168833418 168833418 Silent SNV G T T MECOM c.1873C>A P.R625R
SH_130 3 186331011 186331011 Silent SNV T C C AHSG c.81T>C P.Y27Y
SH_130 3 49936290 49936290 Splice_Site SNV C A A MST1R c.1548+10G>T
SH_130 4 13371542 13371542 Silent SNV T C C RAB28 c.621A>G P.Q207Q
SH_130 4 183836170 183836170 Silent SNV C A A DCTD c.183G>T P.G61G
SH_130 4 30724764 30724764 Silent SNV C T T PCDH7 c.1720C>T P.L574L
SH_130 4 44638032 44638032 Missense_Mutation SNV C T T YIPF7 c.259G>A P.A87T
SH_130 4 87968323 87968323 Silent SNV T A A AFF1 c.636T>A P.P212P
SH_130 4 92520063 92520063 Missense_Mutation SNV C G G CCSER1 c.2558C>G P.A853G
SH_130 5 138758421 138758421 Missense_Mutation SNV G T T DNAJC18 c.755C>A P.P252H
SH_130 5 140263706 140263706 Missense_Mutation SNV C T T PCDHA13 c.1853C>T P.A618V
SH_130 5 140554686 140554686 Missense_Mutation SNV C A A PCDHB7 c.2270C>A P.S757Y
SH_130 5 39135107 39135107 Missense_Mutation SNV G T T FYB c.1555C>A P.P519T
SH_130 5 39382768 39382768 Missense_Mutation SNV G C C DAB2 c.1230C>G P.I410M
SH_130 6 146673473 146673473 Missense_Mutation SNV A G G GRM1 c.1274A>G P.Q425R
SH_130 6 150211941 150211941 Splice_Site SNV C T T RAET1E c.85+12G>A
SH_130 6 160968906 160968906 Missense_Mutation SNV G T T LPA c.5219C>A P.P1740Q
SH_130 6 31504460 31504460 Missense_Mutation SNV C A A DDX39B c.433G>T P.V145F
SH_130 6 42713784 42713784 Missense_Mutation SNV C T T TBCC c.28G>A P.A10T
SH_130 6 74072590 74072590 Silent SNV C A A KHDC3L c.138C>A P.R46R
SH_130 6 78172048 78172048 Missense_Mutation SNV C A A HTR1B c.1073G>T P.G358V
SH_130 6 83075166 83075166 Nonsense_Mutation SNV C A A TPBG c.488C>A P.S163*
SH_130 6 84765103 84765103 Silent SNV C T T MRAP2 c.66C>T P.T22T
SH_130 7 100635286 100635286 Missense_Mutation SNV C A A MUC12 c.1442C>A P.P481H
SH_130 7 131883300 131883300 Silent SNV G T T PLXNA4 c.2682C>A P.V894V
SH_130 7 150763726 150763726 Missense_Mutation SNV A T T SLC4A2 c.701A>T P.N234I
SH_130 7 156799271 156799271 Nonsense_Mutation SNV G A A MNX1 c.118C>T P.Q40*
SH_130 7 38502670 38502670 Missense_Mutation SNV C T T AMPH c.793G>A P.E265K
SH_130 7 5347779 5347779 Silent SNV C A A TNRC18 c.8865G>T P.T2955T
SH_130 7 55229263 55229263 Missense_Mutation SNV G T T EGFR c.1570G>T P.V524F
SH_130 7 99260471 99260471 Missense_Mutation SNV G T T CYP3A5 c.833C>A P.S278Y
SH_130 8 104427611 104427611 Missense_Mutation SNV G T T DCAF13 c.393G>T P.R131S
SH_130 8 105361442 105361442 Nonsense_Mutation SNV C A A DCSTAMP c.662C>A P.S221*
SH_130 8 24346664 24346664 Splice_Site SNV A G G ADAM7 c.1092-8A>G
SH_130 8 28573681 28573681 Silent SNV G C C EXTL3 c.105G>C P.T35T
SH_130 8 665995 665995 Missense_Mutation SNV T G G ERICH1 c.35A>C P.K12T
SH_130 8 72756027 72756027 Missense_Mutation SNV C A A MSC c.387G>T P.R129S
SH_130 9 136654384 136654384 Missense_Mutation SNV C T T VAV2 c.1270G>A P.D424N
SH_130 9 140948389 140948389 Missense_Mutation SNV C A A CACNA1B c.3899C>A P.A1300E
SH_130 9 26842467 26842467 Silent SNV T C C CAAP1 c.483A>G P.L161L
SH_130 9 74344996 74344996 Silent SNV T A A TMEM2 c.1758A>T P.G586G
SH_130 9 90535372 90535372 Missense_Mutation SNV G T T SPATA31C1 c.550G>T P.G184C
SH_131 1 12460335 12460335 Missense_Mutation SNV A T T VPS13D c.11732A>T P.Q3911L
SH_131 1 148017622 148017622 Missense_Mutation SNV A T T NBPF8 c.1681T>A P.W561R
SH_131 1 155207274 155207274 Missense_Mutation SNV T A A GBA c.857A>T P.Q286L
SH_131 1 156351299 156351299 Missense_Mutation SNV G C C RHBG c.628G>C P.D210H
SH_131 1 156554689 156554689 Silent SNV C G G TTC24 c.1272C>G P.L424L



SH_131 1 158590176 158590176 Silent SNV T A A SPTA1 c.6201A>T P.S2067S
SH_131 1 159846499 159846499 Frame_Shift_Ins INDEL - T T CFAP45 c.1198dupA P.R400fs
SH_131 1 160604625 160604625 Missense_Mutation SNV A T T SLAMF1 c.478T>A P.L160M
SH_131 1 169673698 169673698 Splice_Site SNV A T T SELL c.805+11T>A
SH_131 1 179623487 179623487 Missense_Mutation SNV A T T TDRD5 c.2312A>T P.E771V
SH_131 1 196392233 196392233 Missense_Mutation SNV C A A KCNT2 c.1132G>T P.A378S
SH_131 1 203830821 203830821 Nonsense_Mutation SNV A T T SNRPE c.34A>T P.K12*
SH_131 1 215820908 215820908 Missense_Mutation SNV C T T USH2A c.14747G>A P.G4916D
SH_131 1 215901593 215901593 Missense_Mutation SNV C T T USH2A c.11845G>A P.G3949S
SH_131 1 229567738 229567738 Splice_Site SNV C A A ACTA1 c.808+3G>T
SH_131 1 243716053 243716053 Missense_Mutation SNV A T T AKT3 c.1141T>A P.L381M
SH_131 1 247654472 247654472 Missense_Mutation SNV G T T OR2W5 c.43G>T P.V15L
SH_131 1 248524891 248524891 Silent SNV C T T OR2T4 c.9C>T P.N3N
SH_131 1 26515327 26515327 Silent SNV A T T CNKSR1 c.1776A>T P.L592L
SH_131 1 27621003 27621003 Splice_Site SNV A T T WDTC1 c.758-2A>T
SH_131 1 38488401 38488401 Missense_Mutation SNV A T T UTP11 c.598A>T P.N200Y
SH_131 1 67356867 67356867 Missense_Mutation SNV A T T WDR78 c.613T>A P.Y205N
SH_131 10 108466295 108466295 Splice_Site INDEL G - - SORCS1 c.1233+8delC
SH_131 10 1245940 1245940 Silent SNV G A A ADARB2 c.1830C>T P.P610P
SH_131 10 134722047 134722047 Missense_Mutation SNV C A A CFAP46 c.2849G>T P.R950L
SH_131 10 16877003 16877003 Splice_Site SNV T C C CUBN c.10362+10A>G
SH_131 10 27826809 27826809 Missense_Mutation SNV A T T RAB18 c.383A>T P.Q128L
SH_131 10 51130638 51130638 Silent SNV A T T PARG c.1287T>A P.V429V
SH_131 11 102487587 102487587 Silent SNV G T T MMP20 c.330C>A P.L110L
SH_131 11 102667820 102667820 Missense_Mutation SNV T A A MMP1 c.226A>T P.S76C
SH_131 11 10821805 10821805 Missense_Mutation SNV T C C EIF4G2 c.1837A>G P.I613V
SH_131 11 132305072 132305072 Missense_Mutation SNV G T T OPCML c.945C>A P.S315R
SH_131 11 16117579 16117579 Missense_Mutation SNV T C C SOX6 c.1064A>G P.H355R
SH_131 11 45971785 45971785 Silent SNV T A A PHF21A c.1116A>T P.L372L
SH_131 11 57561528 57561528 Missense_Mutation SNV C T T CTNND1 c.242C>T P.S81L
SH_131 11 6806814 6806814 Silent SNV A T T OR2AG1 c.546A>T P.P182P
SH_131 11 85968550 85968550 Splice_Site INDEL A - - EED c.553-7delA
SH_131 11 9101037 9101037 Missense_Mutation SNV A T T SCUBE2 c.276T>A P.N92K
SH_131 12 107080718 107080718 Missense_Mutation SNV A T T RFX4 c.461A>T P.Y154F
SH_131 12 111342549 111342549 Frame_Shift_Del INDEL C - - CCDC63 c.1385delC P.P462fs
SH_131 12 112668590 112668615 Frame_Shift_Del INDEL CACTGATGAA - - HECTD4 GCGTCCCTTCATC P.V1937fs
SH_131 12 11506787 11506787 Missense_Mutation SNV C T T PRB1 c.250G>A P.G84R
SH_131 12 21788503 21788503 Silent SNV G A A LDHB c.978C>T P.D326D
SH_131 12 29648281 29648281 Missense_Mutation SNV T A A OVCH1 c.391A>T P.N131Y
SH_131 12 2994567 2994567 Missense_Mutation SNV A T T RHNO1 c.35A>T P.Q12L
SH_131 12 39967595 39967595 Missense_Mutation SNV A T T ABCD2 c.1926T>A P.D642E
SH_131 12 48145291 48145291 Silent SNV A T T RAPGEF3 c.393T>A P.S131S
SH_131 12 50452758 50452758 Missense_Mutation SNV A T T ASIC1 c.209A>T P.H70L
SH_131 12 52845352 52845352 Missense_Mutation SNV T A A KRT6B c.511A>T P.N171Y
SH_131 12 53237959 53237959 Missense_Mutation SNV A T T KRT78 c.635T>A P.M212K
SH_131 12 59272763 59272763 Silent SNV T A A LRIG3 c.1746A>T P.T582T
SH_131 12 7848149 7848149 Missense_Mutation SNV T A A GDF3 c.176A>T P.E59V
SH_131 12 86377356 86377356 Silent SNV T A A MGAT4C c.240A>T P.S80S
SH_131 12 95479603 95479603 Missense_Mutation SNV A G G FGD6 c.4060T>C P.W1354R
SH_131 13 108518427 108518427 Missense_Mutation SNV G T T FAM155A c.518C>A P.P173H
SH_131 13 21562330 21562330 Missense_Mutation SNV T A A LATS2 c.1589A>T P.Q530L
SH_131 13 24797806 24797806 Missense_Mutation SNV A T T SPATA13 c.739A>T P.M247L
SH_131 13 53035553 53035553 Missense_Mutation SNV G C C CKAP2 c.595G>C P.D199H
SH_131 13 98673301 98673301 Missense_Mutation SNV A G G IPO5 c.3175A>G P.I1059V
SH_131 14 21789464 21789464 Missense_Mutation SNV T A A RPGRIP1 c.1514T>A P.L505Q
SH_131 14 31420109 31420109 Missense_Mutation SNV T A A STRN3 c.502A>T P.S168C
SH_131 14 69814679 69814679 Missense_Mutation SNV C A A GALNT16 c.1499C>A P.P500Q
SH_131 14 94395463 94395463 Nonsense_Mutation SNV A T T FAM181A c.832A>T P.K278*
SH_131 15 100801716 100801716 Silent SNV C T T ADAMTS17 c.999G>A P.P333P
SH_131 15 25963545 25963545 Splice_Site SNV C T T ATP10A c.1365G>A P.A455A
SH_131 15 31339447 31339447 Missense_Mutation SNV A G G TRPM1 c.1682T>C P.L561P
SH_131 15 42129008 42129008 Silent SNV G T T JMJD7 c.732G>T P.A244A
SH_131 15 49776595 49776595 Missense_Mutation SNV G T T FGF7 c.479G>T P.G160V
SH_131 15 55664086 55664086 Missense_Mutation SNV T A A CCPG1 c.611A>T P.K204M
SH_131 15 73635865 73635865 Missense_Mutation SNV A T T HCN4 c.1070T>A P.L357H
SH_131 15 74166078 74166078 Missense_Mutation SNV C G G TBC1D21 c.28C>G P.L10V
SH_131 16 22114849 22114849 Missense_Mutation SNV A T T VWA3A c.482A>T P.K161M
SH_131 16 23208733 23208733 Silent SNV T A A SCNN1G c.1062T>A P.S354S
SH_131 17 15609773 15609773 Missense_Mutation SNV A T T ZNF286A c.199A>T P.R67W
SH_131 17 26861836 26861836 Missense_Mutation SNV C A A FOXN1 c.1247C>A P.P416Q
SH_131 17 38451717 38451717 Splice_Site SNV C T T CDC6 c.1184+9C>T
SH_131 17 39471690 39471690 Nonsense_Mutation SNV G T T KRTAP17-1 c.213C>A P.C71*
SH_131 17 39882134 39882134 Silent SNV G A A HAP1 c.1332C>T P.P444P
SH_131 17 41886396 41886396 Silent SNV T C C MPP3 c.1509A>G P.V503V
SH_131 17 42165866 42165866 Silent SNV A C C HDAC5 c.1491T>G P.T497T
SH_131 17 56060741 56060741 Missense_Mutation SNV G A A VEZF1 c.47C>T P.S16F
SH_131 17 7578239 7578239 Nonsense_Mutation SNV C A A TP53 c.610G>T P.E204*
SH_131 18 28934553 28934553 Silent SNV A T T DSG1 c.2394A>T P.P798P
SH_131 19 12014711 12014711 Splice_Site SNV A G G ZNF69 c.191-9A>G
SH_131 19 2834510 2834510 Missense_Mutation SNV A T T ZNF554 c.1277A>T P.H426L
SH_131 19 36213507 36213507 Missense_Mutation SNV A T T KMT2B c.2609A>T P.H870L
SH_131 19 37117073 37117073 Nonsense_Mutation SNV G T T ZNF382 c.271G>T P.E91*
SH_131 19 38160851 38160851 Missense_Mutation SNV C T T ZNF781 c.199G>A P.G67R
SH_131 19 45296780 45296780 Missense_Mutation SNV G T T CBLC c.1049G>T P.W350L
SH_131 19 5456494 5456494 Missense_Mutation SNV A T T ZNRF4 c.992A>T P.Y331F
SH_131 19 56244066 56244066 Missense_Mutation SNV T A A NLRP9 c.1131A>T P.K377N
SH_131 19 57036779 57036779 Missense_Mutation SNV A T T ZNF471 c.1121A>T P.Q374L
SH_131 19 58100036 58100036 Splice_Site SNV A T T ZIK1 c.199+3A>T
SH_131 19 58199438 58199438 Missense_Mutation SNV A T T ZNF551 c.1711A>T P.S571C
SH_131 19 964249 964249 Splice_Site SNV G A A ARID3A c.768G>A P.G256G
SH_131 2 166165177 166165177 Missense_Mutation SNV T C C SCN2A c.478T>C P.Y160H
SH_131 2 179247810 179247810 Missense_Mutation SNV G A A OSBPL6 c.1756G>A P.A586T
SH_131 2 179400006 179400006 Missense_Mutation SNV G A A TTN c.96413C>T P.P32138L
SH_131 2 179594929 179594929 Silent SNV A T T TTN c.17247T>A P.S5749S
SH_131 2 179612601 179612601 Silent SNV A G G TTN c.14526T>C P.N4842N
SH_131 2 179640512 179640512 Missense_Mutation SNV A T T TTN c.6079T>A P.Y2027N
SH_131 2 202245857 202245857 Missense_Mutation SNV T A A TRAK2 c.2154A>T P.R718S
SH_131 2 209198037 209198037 Splice_Site SNV A G G PIKFYVE c.3964-2A>G



SH_131 2 219486194 219486194 Missense_Mutation SNV T A A PLCD4 c.412T>A P.W138R
SH_131 2 236659018 236659018 Missense_Mutation SNV C T T AGAP1 c.559C>T P.P187S
SH_131 2 47273501 47273501 Missense_Mutation SNV A T T TTC7A c.1850A>T P.E617V
SH_131 2 74641666 74641666 Silent SNV T A A C2orf81 c.1557A>T P.T519T
SH_131 20 31619555 31619555 Splice_Site SNV T A A BPIFB6 c.97+5T>A
SH_131 20 36789850 36789850 Silent SNV T A A TGM2 c.162A>T P.V54V
SH_131 20 4705585 4705585 Missense_Mutation SNV C A A PRND c.388C>A P.Q130K
SH_131 20 47297852 47297852 Silent SNV T C C PREX1 c.1356A>G P.L452L
SH_131 22 25282591 25282591 Missense_Mutation SNV C T T SGSM1 c.1831C>T P.R611C
SH_131 22 32482268 32482268 Nonsense_Mutation SNV T A A SLC5A1 c.1083T>A P.C361*
SH_131 22 50502577 50502577 Missense_Mutation SNV C A A MLC1 c.945G>T P.Q315H
SH_131 3 115395178 115395178 Frame_Shift_Del INDEL G - - GAP43 c.457delG P.D153fs
SH_131 3 123010209 123010209 Missense_Mutation SNV T A A ADCY5 c.2028A>T P.K676N
SH_131 3 129023648 129023648 Nonsense_Mutation SNV A T T HMCES c.1045A>T P.K349*
SH_131 3 139088125 139088125 Missense_Mutation SNV C A A COPB2 c.1379G>T P.R460I
SH_131 3 139088127 139088127 Silent SNV T C C COPB2 c.1377A>G P.R459R
SH_131 3 170625534 170625534 Missense_Mutation SNV T A A EIF5A2 c.62A>T P.Q21L
SH_131 3 176755903 176755903 Missense_Mutation SNV C A A TBL1XR1 c.1105G>T P.D369Y
SH_131 3 182590191 182590191 Silent SNV A G G ATP11B c.1914A>G P.K638K
SH_131 3 383699 383699 Missense_Mutation SNV T A A CHL1 c.613T>A P.F205I
SH_131 3 38593058 38593058 Splice_Site SNV A T T SCN5A c.4811-9T>A
SH_131 3 38946723 38946723 Missense_Mutation SNV T A A SCN11A c.1563A>T P.R521S
SH_131 3 51749744 51749744 Missense_Mutation SNV C A A GRM2 c.1955C>A P.T652N
SH_131 3 51750100 51750100 Missense_Mutation SNV A G G GRM2 c.2311A>G P.I771V
SH_131 4 37447057 37447057 Silent SNV T A A NWD2 c.3447T>A P.L1149L
SH_131 4 48993572 48993572 Missense_Mutation SNV T A A CWH43 c.256T>A P.S86T
SH_131 5 132535320 132535320 Missense_Mutation SNV C A A FSTL4 c.1996G>T P.A666S
SH_131 5 133643968 133643968 Missense_Mutation SNV T C C CDKL3 c.1225A>G P.I409V
SH_131 5 137420325 137420325 Missense_Mutation SNV G A A WNT8A c.295G>A P.A99T
SH_131 5 178311177 178311177 Missense_Mutation SNV A T T ZNF354B c.1724A>T P.E575V
SH_131 5 24487809 24487809 Missense_Mutation SNV T C C CDH10 c.548A>G P.E183G
SH_131 5 70351201 70351201 Missense_Mutation SNV T A A GTF2H2 c.448A>T P.S150C
SH_131 6 109980447 109980447 Missense_Mutation SNV T A A AK9 c.614A>T P.E205V
SH_131 6 118813033 118813033 Splice_Site SNV T A A CEP85L c.1258-5A>T
SH_131 6 130370426 130370426 Splice_Site SNV G T T L3MBTL3 c.103-1G>T
SH_131 6 131574200 131574200 Missense_Mutation SNV G A A AKAP7 c.73G>A P.A25T
SH_131 6 136709537 136709537 Missense_Mutation SNV T A A MAP7 c.586A>T P.S196C
SH_131 6 152532640 152532640 Missense_Mutation SNV T A A SYNE1 c.22365A>T P.Q7455H
SH_131 6 159657345 159657345 Missense_Mutation SNV T A A FNDC1 c.4066T>A P.W1356R
SH_131 6 161807841 161807841 Silent SNV T A A PARK2 c.1152A>T P.S384S
SH_131 6 30883177 30883177 Missense_Mutation SNV A T T VARS2 c.329A>T P.E110V
SH_131 6 52943682 52943682 Silent SNV C T T FBXO9 c.423C>T P.G141G
SH_131 6 74121997 74121997 Silent SNV T A A DDX43 c.1350T>A P.V450V
SH_131 6 85457815 85457815 Splice_Site SNV A T T TBX18 c.772-10T>A
SH_131 6 88120348 88120348 Missense_Mutation SNV A G G CFAP206 c.154A>G P.R52G
SH_131 6 88125402 88125402 Splice_Site SNV A T T CFAP206 c.284-2A>T
SH_131 7 100087151 100087151 Missense_Mutation SNV A T T NYAP1 c.1807A>T P.I603F
SH_131 7 103243800 103243800 Missense_Mutation SNV T A A RELN c.3284A>T P.E1095V
SH_131 7 127724820 127724820 Missense_Mutation SNV G T T SND1 c.2155G>T P.A719S
SH_131 7 140374503 140374503 Missense_Mutation SNV G T T ADCK2 c.1026G>T P.K342N
SH_131 7 142571345 142571345 Missense_Mutation SNV G T T TRPV6 c.1764C>A P.N588K
SH_131 7 143979885 143979885 Splice_Site SNV T A A ARHGEF34P n.2250-2A>T
SH_131 7 147815235 147815235 Frame_Shift_Del INDEL C - - CNTNAP2 c.2411delC P.P804fs
SH_131 7 150831646 150831654 Frame_Shift_Del INDEL GGGGGCACA - - AGAP3 _1495+1delGGGC P.G497fs
SH_131 7 2617917 2617917 Silent SNV G T T IQCE c.507G>T P.T169T
SH_131 7 2629736 2629736 Nonsense_Mutation SNV A T T IQCE c.1240A>T P.R414*
SH_131 7 27148292 27148292 Nonsense_Mutation SNV T A A HOXA3 c.574A>T P.K192*
SH_131 7 38457432 38457432 Missense_Mutation SNV T A A AMPH c.1391A>T P.E464V
SH_131 7 42005003 42005003 Missense_Mutation SNV T A A GLI3 c.3668A>T P.Y1223F
SH_131 7 44279206 44279206 Missense_Mutation SNV T A A CAMK2B c.1003A>T P.M335L
SH_131 7 45115444 45115444 Nonsense_Mutation SNV A T T CCM2 c.1186A>T P.K396*
SH_131 7 6022520 6022520 Silent SNV C A A PMS2 c.2109G>T P.T703T
SH_131 7 6565851 6565851 Splice_Site SNV T A A GRID2IP c.919+4A>T
SH_131 7 97822611 97822611 Missense_Mutation SNV A T T LMTK2 c.2834A>T P.E945V
SH_131 7 97863051 97863051 Missense_Mutation SNV T A A TECPR1 c.1354A>T P.R452W
SH_131 8 100973434 100973434 Splice_Site SNV A G G RGS22 c.*46-10T>C
SH_131 8 116616395 116616395 Nonsense_Mutation SNV T A A TRPS1 c.1774A>T P.R592*
SH_131 8 119936895 119936895 Silent SNV T A A TNFRSF11B c.924A>T P.G308G
SH_131 8 2832079 2832079 Silent SNV G C C CSMD1 c.8634C>G P.G2878G
SH_131 8 57228583 57228583 Silent SNV T A A SDR16C5 c.324A>T P.V108V
SH_131 9 138660691 138660691 Missense_Mutation SNV T A A KCNT1 c.1283T>A P.L428Q
SH_131 X 110951488 110951488 Missense_Mutation SNV A T T ALG13 c.617A>T P.K206I
SH_131 X 49088392 49088392 Splice_Site SNV A T T CACNA1F c.26-3T>A
SH_131 X 70341616 70341616 Missense_Mutation SNV A T T MED12 c.1051A>T P.M351L
SH_131 Y 14832516 14832516 Splice_Site SNV A T T USP9Y c.97-6A>T
SH_132 1 247836117 247836117 Missense_Mutation SNV G A A OR13G1 c.227C>T P.P76L
SH_132 1 248487170 248487170 Missense_Mutation SNV C T T OR2M7 c.701G>A P.R234H
SH_132 1 33960027 33960027 Missense_Mutation SNV G A A ZSCAN20 c.2083G>A P.E695K
SH_132 1 92508402 92508402 Nonsense_Mutation SNV A T T EPHX4 c.340A>T P.R114*
SH_132 10 125804227 125804227 Missense_Mutation SNV C A A CHST15 c.755G>T P.C252F
SH_132 11 3060460 3060460 Silent SNV C T T CARS c.615G>A P.A205A
SH_132 11 89450816 89450816 Missense_Mutation SNV C G G TRIM77 c.1129C>G P.L377V
SH_132 12 29608179 29608179 Splice_Site SNV T A A OVCH1 c.2437+3A>T
SH_132 12 51127954 51127954 Missense_Mutation SNV G A A DIP2B c.4018G>A P.D1340N
SH_132 16 87637894 87637911 Missense_Mutation INDEL TGCTGCTGCT - - JPH3 delCTGCTGCTGCP.A152_A157del
SH_132 17 53068211 53068211 Missense_Mutation SNV A G G STXBP4 c.73A>G P.I25V
SH_132 17 76117181 76117181 Missense_Mutation SNV T C C TMC6 c.1448A>G P.N483S
SH_132 19 39125730 39125730 Missense_Mutation SNV G C C EIF3K c.519G>C P.K173N
SH_132 2 207407998 207407998 Silent SNV C G G ADAM23 c.678C>G P.T226T
SH_132 2 209113113 209113113 Missense_Mutation SNV G A A IDH1 c.394C>T P.R132C
SH_132 3 119222460 119222460 Missense_Mutation SNV A G G TIMMDC1 c.442A>G P.I148V
SH_132 3 124527879 124527879 Missense_Mutation SNV A G G ITGB5 c.1253T>C P.I418T
SH_132 3 183994711 183994711 Missense_Mutation SNV T C C ECE2 c.71T>C P.L24S
SH_132 6 150005276 150005276 Nonsense_Mutation SNV G A A LATS1 c.949C>T P.Q317*
SH_132 7 2565091 2565091 Missense_Mutation SNV G T T LFNG c.625G>T P.A209S
SH_132 X 148062316 148062316 Missense_Mutation SNV G A A AFF2 c.3514G>A P.G1172R
SH_132 X 3238828 3238828 Missense_Mutation SNV A T T MXRA5 c.4898T>A P.F1633Y
SH_133 1 152187174 152187174 Missense_Mutation SNV G T T HRNR c.6931C>A P.H2311N



SH_133 1 160192555 160192555 Missense_Mutation SNV G C C DCAF8 c.1326C>G P.F442L
SH_133 1 173526502 173526502 Nonsense_Mutation SNV G A A SLC9C2 c.1192C>T P.R398*
SH_133 1 216850804 216850804 Missense_Mutation SNV C G G ESRRG c.17G>C P.R6P
SH_133 1 248185835 248185835 Missense_Mutation SNV T A A OR2L5 c.586T>A P.Y196N
SH_133 1 248487703 248487703 Missense_Mutation SNV G T T OR2M7 c.168C>A P.H56Q
SH_133 1 26230211 26230211 Missense_Mutation SNV G A A STMN1 c.107C>T P.P36L
SH_133 1 29606044 29606044 Missense_Mutation SNV G A A PTPRU c.1640G>A P.R547H
SH_133 1 39823347 39823347 Missense_Mutation SNV A G G MACF1 c.5539A>G P.S1847G
SH_133 1 42049239 42049239 Silent SNV G A A HIVEP3 c.1230C>T P.N410N
SH_133 1 49193587 49193587 Nonsense_Mutation SNV G A A BEND5 c.730C>T P.R244*
SH_133 1 55559732 55559732 Missense_Mutation SNV G A A USP24 c.6232C>T P.P2078S
SH_133 1 874822 874822 Missense_Mutation SNV C A A SAMD11 c.688C>A P.H230N
SH_133 1 91182581 91182581 Missense_Mutation SNV C T T BARHL2 c.172G>A P.V58I
SH_133 1 92944306 92944306 Missense_Mutation SNV C T T GFI1 c.929G>A P.R310Q
SH_133 10 129536928 129536928 Missense_Mutation SNV C A A FOXI2 c.656C>A P.A219E
SH_133 10 50594558 50594558 Silent SNV G A A DRGX c.492C>T P.Y164Y
SH_133 10 64136198 64136198 Silent SNV G A A ZNF365 c.246G>A P.P82P
SH_133 10 72513565 72513565 Silent SNV G A A ADAMTS14 c.2739G>A P.T913T
SH_133 11 124489462 124489462 Missense_Mutation SNV G C C PANX3 c.810G>C P.Q270H
SH_133 11 124495747 124495747 Missense_Mutation SNV G T T TBRG1 c.402G>T P.K134N
SH_133 11 1977498 1977498 Missense_Mutation SNV A G G MRPL23 c.310A>G P.T104A
SH_133 11 33565454 33565454 Missense_Mutation SNV G T T KIAA1549L c.1454G>T P.S485I
SH_133 11 46800054 46800054 Silent SNV G A A CKAP5 c.2529C>T P.D843D
SH_133 11 755975 755975 Missense_Mutation SNV C T T TALDO1 c.194C>T P.A65V
SH_133 12 109637326 109637326 Missense_Mutation SNV T A A ACACB c.2747T>A P.V916D
SH_133 12 132837669 132837669 Missense_Mutation SNV C T T GALNT9 c.626G>A P.R209Q
SH_133 12 18234370 18234370 Nonsense_Mutation SNV G A A RERGL c.370C>T P.R124*
SH_133 12 25398285 25398285 Missense_Mutation SNV C A A KRAS c.34G>T P.G12C
SH_133 12 27126968 27126968 Missense_Mutation SNV C T T TM7SF3 c.1643G>A P.R548Q
SH_133 12 56481627 56481627 Missense_Mutation SNV C A A ERBB3 c.662C>A P.P221H
SH_133 12 81647354 81647354 Nonsense_Mutation SNV C T T ACSS3 c.1900C>T P.R634*
SH_133 12 85460577 85460577 Missense_Mutation SNV G T T LRRIQ1 c.2596G>T P.V866F
SH_133 13 101890116 101890116 Missense_Mutation SNV G A A NALCN c.1424C>T P.T475M
SH_133 13 103400936 103400936 Missense_Mutation SNV G T T CCDC168 c.2111C>A P.S704Y
SH_133 13 49281758 49281758 Missense_Mutation SNV G A A CYSLTR2 c.805G>A P.V269I
SH_133 13 52523858 52523858 Silent SNV C T T ATP7B c.2805G>A P.T935T
SH_133 14 19563432 19563432 Nonsense_Mutation SNV G T T POTEG c.946G>T P.G316*
SH_133 14 65009472 65009472 Silent SNV C T T HSPA2 c.1905C>T P.I635I
SH_133 15 45398328 45398328 Missense_Mutation SNV C T T DUOX2 c.2143G>A P.D715N
SH_133 15 75975220 75975220 Nonsense_Mutation SNV G A A CSPG4 c.4612C>T P.Q1538*
SH_133 15 79265694 79265694 Missense_Mutation SNV G A A RASGRF1 c.3563C>T P.T1188M
SH_133 15 86259119 86259119 Silent SNV G A A AKAP13 c.1563G>A P.S521S
SH_133 15 88576096 88576096 Missense_Mutation SNV G A A NTRK3 c.1577C>T P.P526L
SH_133 16 32264962 32264962 Silent SNV T C C TP53TG3D c.288T>C P.H96H
SH_133 16 75665747 75665747 Frame_Shift_Del INDEL C - - KARS c.1006delG P.V336fs
SH_133 17 10543537 10543537 Missense_Mutation SNV G A A MYH3 c.2458C>T P.R820C
SH_133 17 10549104 10549104 Missense_Mutation SNV G A A MYH3 c.1061C>T P.T354M
SH_133 17 33267585 33267585 Missense_Mutation SNV C T T CCT6B c.830G>A P.R277H
SH_133 17 73723903 73723903 Silent SNV C T T ITGB4 c.436C>T P.L146L
SH_133 18 48591919 48591919 Missense_Mutation SNV G A A SMAD4 c.1082G>A P.R361H
SH_133 18 59166595 59166595 Silent SNV G A A CDH20 c.423G>A P.T141T
SH_133 19 11327936 11327936 Missense_Mutation SNV G A A DOCK6 c.3682C>T P.R1228W
SH_133 19 18707544 18707544 Silent SNV G T T CRLF1 c.912C>A P.G304G
SH_133 19 2339972 2339972 Splice_Site SNV G A A SPPL2B c.742+7G>A
SH_133 19 31768611 31768611 Silent SNV C T T TSHZ3 c.2088G>A P.K696K
SH_133 19 37382567 37382567 Missense_Mutation SNV C A A ZNF829 c.1126G>T P.D376Y
SH_133 19 3964908 3964908 Silent SNV G A A DAPK3 c.144C>T P.R48R
SH_133 19 46733629 46733629 Missense_Mutation SNV G A A IGFL1 c.178G>A P.V60I
SH_133 19 47228739 47228739 Missense_Mutation SNV G A A STRN4 c.1436C>T P.T479M
SH_133 19 47844845 47844845 Silent SNV C T T C5AR2 c.789C>T P.S263S
SH_133 19 48305953 48305953 Silent SNV G T T TPRX1 c.315C>A P.G105G
SH_133 19 50243064 50243064 Frame_Shift_Del INDEL G - - TSKS c.1748delC P.P583fs
SH_133 19 50476388 50476388 Splice_Site SNV C T T SIGLEC16 n.1551+9C>T
SH_133 19 52942411 52942411 Silent SNV G A A ZNF534 c.1698G>A P.A566A
SH_133 19 5455995 5455995 Missense_Mutation SNV G A A ZNRF4 c.493G>A P.D165N
SH_133 19 55753733 55753733 Splice_Site SNV C T T PPP6R1 c.731+11G>A
SH_133 19 57286598 57286598 Missense_Mutation SNV G A A ZIM2 c.1042C>T P.R348W
SH_133 19 9062407 9062407 Missense_Mutation SNV G T T MUC16 c.25039C>A P.P8347T
SH_133 2 136873083 136873083 Missense_Mutation SNV C T T CXCR4 c.427G>A P.V143I
SH_133 2 160043530 160043530 Missense_Mutation SNV G A A TANC1 c.2713G>A P.V905M
SH_133 2 166895977 166895977 Missense_Mutation SNV G T T SCN1A c.2545C>A P.L849I
SH_133 2 166898844 166898844 Nonsense_Mutation SNV G A A SCN1A c.2134C>T P.R712*
SH_133 2 179260240 179260240 Missense_Mutation SNV G A A OSBPL6 c.2834G>A P.R945Q
SH_133 2 179522883 179522883 Splice_Site SNV C A A TTN c.37713G>T P.V12571V
SH_133 2 189904068 189904068 Silent SNV G A A COL5A2 c.3855C>T P.P1285P
SH_133 2 200137047 200137047 Missense_Mutation SNV C T T SATB2 c.2089G>A P.E697K
SH_133 2 210642204 210642204 Missense_Mutation SNV G A A UNC80 c.521G>A P.R174Q
SH_133 2 220088899 220088899 Silent SNV G A A ATG9A c.1194C>T P.D398D
SH_133 2 228769723 228769723 Missense_Mutation SNV G A A DAW1 c.682G>A P.V228I
SH_133 2 27601343 27601343 Nonsense_Mutation SNV G A A ZNF513 c.604C>T P.R202*
SH_133 2 43452831 43452831 Frame_Shift_Ins INDEL - C C ZFP36L2 c.111dupG P.T38fs
SH_133 2 84777081 84777081 Missense_Mutation SNV C T T DNAH6 c.1385C>T P.S462L
SH_133 2 98273619 98273619 Missense_Mutation SNV T A A ACTR1B c.1024A>T P.I342F
SH_133 22 43603587 43603587 Missense_Mutation SNV G A A SCUBE1 c.2767C>T P.R923C
SH_133 22 43831108 43831108 Missense_Mutation SNV G A A MPPED1 c.379G>A P.E127K
SH_133 22 43933407 43933407 Missense_Mutation SNV C T T EFCAB6 c.3898G>A P.V1300M
SH_133 3 12224924 12224924 Missense_Mutation SNV A C C SYN2 c.1418A>C P.Q473P
SH_133 3 148894115 148894115 Missense_Mutation SNV T G G CP c.3103A>C P.I1035L
SH_133 3 178921553 178921553 Missense_Mutation SNV T A A PIK3CA c.1035T>A P.N345K
SH_133 3 36763045 36763045 Missense_Mutation SNV C T T DCLK3 c.1558G>A P.V520I
SH_133 3 49698778 49698778 Missense_Mutation SNV C A A BSN c.9500C>A P.P3167H
SH_133 3 49831352 49831352 Missense_Mutation SNV G A A CDHR4 c.1367C>T P.A456V
SH_133 3 67411060 67411060 Frame_Shift_Del INDEL A - - SUCLG2 c.1316delT P.L439fs
SH_133 4 144545333 144545333 Missense_Mutation SNV G T T FREM3 c.5581C>A P.L1861M
SH_133 4 183267884 183267884 Missense_Mutation SNV C A A TENM3 c.313C>A P.L105I
SH_133 4 187554989 187554989 Splice_Site SNV A G G FAT1 c.4184-12T>C
SH_133 4 40099049 40099049 Missense_Mutation SNV G A A N4BP2 c.89G>A P.R30H
SH_133 4 57522119 57522119 Silent SNV G A A HOPX c.48C>T P.I16I



SH_133 4 77324344 77324344 Missense_Mutation SNV C A A CCDC158 c.17G>T P.W6L
SH_133 5 112175752 112175752 Frame_Shift_Del INDEL T - - APC c.4463delT P.L1488fs
SH_133 5 118969858 118969858 Missense_Mutation SNV G A A FAM170A c.274G>A P.V92M
SH_133 5 140215137 140215137 Missense_Mutation SNV C T T PCDHA7 c.1169C>T P.T390M
SH_133 5 140431404 140431404 Missense_Mutation SNV T C C PCDHB1 c.349T>C P.F117L
SH_133 5 140764210 140764210 Missense_Mutation SNV G A A PCDHGA7 c.1744G>A P.A582T
SH_133 5 140773552 140773552 Missense_Mutation SNV C T T PCDHGA8 c.1172C>T P.P391L
SH_133 5 33577076 33577076 Missense_Mutation SNV G C C ADAMTS12 c.3055C>G P.L1019V
SH_133 5 34796132 34796132 Missense_Mutation SNV G A A RAI14 c.256G>A P.G86R
SH_133 6 152674520 152674520 Nonsense_Mutation SNV C A A SYNE1 c.11086G>T P.E3696*
SH_133 6 26123757 26123757 Frame_Shift_Ins INDEL - G G HIST1H2BC c.375dupC P.K126fs
SH_133 6 4943906 4943906 Nonsense_Mutation SNV G A A CDYL c.852G>A P.W284*
SH_133 6 83905381 83905381 Missense_Mutation SNV G A A RWDD2A c.44G>A P.R15Q
SH_133 6 88853781 88853781 Nonsense_Mutation SNV G A A CNR1 c.1213C>T P.R405*
SH_133 7 126173278 126173278 Missense_Mutation SNV G T T GRM8 c.2158C>A P.H720N
SH_133 7 140048419 140048419 Splice_Site SNV G T T SLC37A3 c.1024+7C>A
SH_133 7 156752835 156752835 Silent SNV C T T NOM1 c.1599C>T P.S533S
SH_133 7 28848874 28848874 Missense_Mutation SNV G A A CREB5 c.680G>A P.R227Q
SH_133 7 30962227 30962227 Missense_Mutation SNV G A A AQP1 c.598G>A P.A200T
SH_133 7 69064885 69064885 Silent SNV G A A AUTS2 c.246G>A P.S82S
SH_133 7 73752935 73752935 Silent SNV C T T CLIP2 c.279C>T P.G93G
SH_133 7 75694258 75694258 Missense_Mutation SNV C T T MDH2 c.746C>T P.P249L
SH_133 7 99802682 99802682 Silent SNV G A A STAG3 c.3006G>A P.Q1002Q
SH_133 8 104928737 104928737 Missense_Mutation SNV G A A RIMS2 c.2008G>A P.V670I
SH_133 8 125080023 125080023 Missense_Mutation SNV C A A FER1L6 c.3694C>A P.P1232T
SH_133 8 134034311 134034311 Missense_Mutation SNV G A A TG c.6952G>A P.D2318N
SH_133 8 24811765 24811765 Nonsense_Mutation SNV G A A NEFL c.1099C>T P.R367*
SH_133 8 32614052 32614052 Splice_Site SNV G A A NRG1 c.921+5G>A
SH_133 8 41122786 41122786 Missense_Mutation SNV G A A SFRP1 c.845C>T P.T282M
SH_133 8 66659975 66659975 Missense_Mutation SNV C T T PDE7A c.347G>A P.R116Q
SH_133 9 108297336 108297336 Splice_Site SNV G C C FSD1L c.1127-12G>C
SH_133 X 138643671 138643671 Splice_Site SNV T A A F9 c.839-12T>A
SH_133 X 140785800 140785800 Missense_Mutation SNV G T T SPANXC c.116C>A P.P39Q
SH_134 1 111957781 111957781 Missense_Mutation SNV C T T OVGP1 c.1342G>A P.G448S
SH_134 1 32381586 32381586 Splice_Site SNV T C C PTP4A2 c.99A>G P.E33E
SH_134 1 3784569 3784569 Silent SNV C G G DFFB c.534C>G P.G178G
SH_134 10 102739956 102739958 Missense_Mutation INDEL GTT - - SEMA4G 1207_1209delTT P.L403del
SH_134 10 43606853 43606853 Missense_Mutation SNV A T T RET c.1462A>T P.T488S
SH_134 10 89711966 89711966 Missense_Mutation SNV T C C PTEN c.584T>C P.F195S
SH_134 11 57886041 57886041 Silent SNV T C C OR9I1 c.876A>G P.L292L
SH_134 11 66033568 66033568 Missense_Mutation SNV G A A KLC2 c.1376G>A P.G459D
SH_134 11 71208554 71208554 Missense_Mutation SNV A G G NADSYN1 c.1790A>G P.E597G
SH_134 11 78177001 78177001 Missense_Mutation SNV A T T NARS2 c.404T>A P.I135K
SH_134 12 108985455 108985455 Silent SNV C T T TMEM119 c.705G>A P.P235P
SH_134 12 25398284 25398284 Missense_Mutation SNV C G G KRAS c.35G>C P.G12A
SH_134 12 58014749 58014749 Silent SNV C T T SLC26A10 c.264C>T P.G88G
SH_134 12 72022795 72022795 Missense_Mutation SNV T G G ZFC3H1 c.3849A>C P.K1283N
SH_134 12 80770982 80770982 Splice_Site SNV T A A OTOGL c.6834T>A P.P2278P
SH_134 13 24871809 24871809 Frame_Shift_Ins INDEL - T T SPATA13 c.3519_3520insT P.K1174fs
SH_134 13 96438330 96438330 Splice_Site SNV A T T DNAJC3 c.1208+5A>T
SH_134 14 75330206 75330206 Missense_Mutation SNV G A A PROX2 c.332C>T P.P111L
SH_134 15 32460267 32460267 Missense_Mutation SNV G A A CHRNA7 c.1117G>A P.A373T
SH_134 15 33955053 33955053 Silent SNV G C C RYR3 c.5322G>C P.V1774V
SH_134 15 43512935 43512935 Missense_Mutation SNV C A A EPB42 c.89G>T P.S30I
SH_134 15 52506866 52506866 Missense_Mutation SNV T C C MYO5C c.3976A>G P.M1326V
SH_134 15 90125922 90125922 Nonsense_Mutation SNV G A A TICRR c.660G>A P.W220*
SH_134 15 90347207 90347207 Missense_Mutation SNV C A A ANPEP c.1206G>T P.E402D
SH_134 16 20944736 20944736 Frame_Shift_Del INDEL T - - DNAH3 c.12091delA P.T4031fs
SH_134 16 28499036 28499036 Silent SNV G C C CLN3 c.321C>G P.P107P
SH_134 16 4458241 4458241 Missense_Mutation SNV C T T CORO7 c.244G>A P.D82N
SH_134 16 731334 731334 Silent SNV C T T STUB1 c.126C>T P.I42I
SH_134 17 17928015 17928015 Nonsense_Mutation SNV G C C ATPAF2 c.426C>G P.Y142*
SH_134 17 2604454 2604454 Silent SNV G A A CLUH c.891C>T P.F297F
SH_134 17 40950129 40950129 Missense_Mutation SNV C T T COA3 c.271G>A P.E91K
SH_134 17 7574017 7574017 Missense_Mutation SNV C A A TP53 c.1010G>T P.R337L
SH_134 17 7577547 7577547 Missense_Mutation SNV C T T TP53 c.734G>A P.G245D
SH_134 19 17756595 17756595 Missense_Mutation SNV G C C UNC13A c.2244C>G P.D748E
SH_134 19 35758719 35758719 Splice_Site SNV C A A LSR c.1855-8C>A
SH_134 19 53619609 53619609 Nonsense_Mutation SNV G C C ZNF415 c.93C>G P.Y31*
SH_134 19 54802050 54802050 Missense_Mutation SNV C T T LILRA3 c.946G>A P.A316T
SH_134 19 56009241 56009241 Splice_Site SNV C T T SSC5D c.1388-6C>T
SH_134 19 984437 984437 Silent SNV C T T WDR18 c.84C>T P.G28G
SH_134 2 118771520 118771520 Splice_Site SNV G A A CCDC93 c.42+10C>T
SH_134 2 131130445 131130445 Splice_Site SNV G A A PTPN18 c.920-1G>A
SH_134 20 40877391 40877391 Missense_Mutation SNV C T T PTPRT c.2305G>A P.V769M
SH_134 5 140755446 140755446 Missense_Mutation SNV G T T PCDHGA6 c.1796G>T P.G599V
SH_134 5 33576822 33576822 Missense_Mutation SNV C G G ADAMTS12 c.3054G>C P.E1018D
SH_134 6 26205128 26205128 Missense_Mutation SNV G A A HIST1H4E c.256G>A P.D86N
SH_134 6 30708545 30708545 Missense_Mutation SNV C T T FLOT1 c.241G>A P.E81K
SH_134 6 46659271 46659271 Missense_Mutation SNV A G G TDRD6 c.3406A>G P.T1136A
SH_134 6 73332234 73332234 Missense_Mutation SNV T C C KCNQ5 c.317T>C P.V106A
SH_134 7 131913188 131913188 Missense_Mutation SNV G A A PLXNA4 c.1645C>T P.R549C
SH_134 7 142612744 142612744 Splice_Site SNV T A A TRPV5 c.1123-6A>T
SH_134 7 23293812 23293812 Missense_Mutation SNV C G G GPNMB c.248C>G P.T83S
SH_134 9 104171708 104171708 Missense_Mutation SNV C T T ZNF189 c.1616C>T P.S539L
SH_134 9 107599377 107599377 Missense_Mutation SNV C T T ABCA1 c.1195G>A P.V399M
SH_134 X 100747980 100747980 Silent SNV G A A ARMCX4 c.4404G>A P.Q1468Q
SH_134 X 114400852 114400852 Missense_Mutation SNV C A A LRCH2 c.1052G>T P.S351I
SH_134 X 129299554 129299554 Missense_Mutation SNV C T T AIFM1 c.77G>A P.R26Q
SH_134 X 51151318 51151318 Missense_Mutation SNV C T T CXorf67 c.1450C>T P.P484S
SH_134 X 69366580 69366580 Missense_Mutation SNV C T T IGBP1 c.580C>T P.L194F
SH_135 1 118491040 118491040 Nonsense_Mutation SNV C T T WDR3 c.1435C>T P.Q479*
SH_135 1 11883785 11883785 Missense_Mutation SNV A G G CLCN6 c.409A>G P.I137V
SH_135 1 155264362 155264362 Silent SNV G A A PKLR c.876C>T P.S292S
SH_135 1 156018394 156018394 Missense_Mutation SNV G T T UBQLN4 c.738C>A P.D246E
SH_135 1 159002369 159002369 Frame_Shift_Del INDEL A - - IFI16 c.1049delA P.Q350fs
SH_135 1 176671803 176671803 Silent SNV G T T PAPPA2 c.3297G>T P.L1099L
SH_135 1 186120313 186120313 Splice_Site INDEL T - - HMCN1 c.14609-11delT



SH_135 1 196303097 196303097 Missense_Mutation SNV C G G KCNT2 c.1877G>C P.R626T
SH_135 1 196759303 196759303 Missense_Mutation SNV T A A CFHR3 c.559T>A P.S187T
SH_135 1 206328960 206328960 Splice_Site SNV A C C CTSE c.561-2A>C
SH_135 1 21900187 21900187 Missense_Mutation SNV G A A ALPL c.892G>A P.E298K
SH_135 1 223976872 223976872 Missense_Mutation SNV G C C TP53BP2 c.3001C>G P.P1001A
SH_135 1 231830517 231830517 Missense_Mutation SNV G C C DISC1 c.1013G>C P.R338P
SH_135 1 237774219 237774219 Missense_Mutation SNV G A A RYR2 c.4841G>A P.R1614H
SH_135 1 247492768 247492768 Missense_Mutation SNV G T T ZNF496 c.113C>A P.P38H
SH_135 1 47610279 47610279 Missense_Mutation SNV A G G CYP4A22 c.955A>G P.M319V
SH_135 1 52264057 52264057 Missense_Mutation SNV T C C NRDC c.2468A>G P.Y823C
SH_135 1 54607096 54607096 Silent SNV G A A CDCP2 c.438C>T P.G146G
SH_135 1 76384798 76384798 Missense_Mutation SNV C G G ASB17 c.727G>C P.D243H
SH_135 1 7731083 7731083 Missense_Mutation SNV G A A CAMTA1 c.2765G>A P.R922H
SH_135 1 7731084 7731084 Silent SNV C A A CAMTA1 c.2766C>A P.R922R
SH_135 1 86622024 86622024 Missense_Mutation SNV G C C COL24A1 c.56C>G P.T19R
SH_135 10 6521061 6521061 Missense_Mutation SNV C G G PRKCQ c.1246G>C P.V416L
SH_135 11 102733870 102733870 Silent SNV G A A MMP12 c.1371C>T P.I457I
SH_135 11 113264223 113264223 Missense_Mutation SNV T A A ANKK1 c.206T>A P.I69N
SH_135 11 118955769 118955769 Missense_Mutation SNV C T T HMBS c.26C>T P.A9V
SH_135 11 17653705 17653705 Frame_Shift_Del INDEL T - - OTOG c.7040delT P.L2347fs
SH_135 11 20805362 20805362 Silent SNV A T T NELL1 c.405A>T P.R135R
SH_135 11 71698065 71698065 Missense_Mutation SNV G C C RNF121 c.318G>C P.W106C
SH_135 11 96092240 96092240 Missense_Mutation SNV T C C CCDC82 c.1483A>G P.T495A
SH_135 12 16035656 16035656 Silent SNV G A A STRAP c.15G>A P.Q5Q
SH_135 12 25173843 25173843 Splice_Site SNV T A A LOC645177 c.1305+2T>A
SH_135 12 2742879 2742882 Splice_Site INDEL GTGA - - CACNA1C 72+3_3972+6delGAGT
SH_135 12 6692459 6692459 Missense_Mutation SNV T C C CHD4 c.3965A>G P.Y1322C
SH_135 12 97151272 97151272 Splice_Site SNV G T T CFAP54 c.7947-1G>T
SH_135 12 99640648 99640648 Splice_Site SNV A G G ANKS1B c.1757-6T>C
SH_135 13 114088137 114088137 Missense_Mutation SNV C T T ADPRHL1 c.425G>A P.R142Q
SH_135 13 114782808 114782808 Nonsense_Mutation SNV G A A RASA3 c.1015C>T P.R339*
SH_135 13 28794407 28794407 Nonsense_Mutation SNV G T T PAN3 c.892G>T P.G298*
SH_135 13 38266351 38266351 Missense_Mutation SNV A T T TRPC4 c.1019T>A P.F340Y
SH_135 13 99948153 99948153 Missense_Mutation SNV C T T GPR183 c.247G>A P.A83T
SH_135 14 20924154 20924154 Frame_Shift_Ins INDEL - C C APEX1 c.146dupC P.D50fs
SH_135 14 21681156 21681156 Silent SNV A C C HNRNPC c.525T>G P.S175S
SH_135 14 37737996 37737996 Nonsense_Mutation SNV A T T MIPOL1 c.385A>T P.K129*
SH_135 14 74988750 74988750 Splice_Site SNV G A A LTBP2 c.2660-8C>T
SH_135 14 81950704 81950704 Missense_Mutation SNV A C C SEL1L c.1911T>G P.H637Q
SH_135 15 25220642 25220642 Missense_Mutation SNV G T T SNRPN c.141G>T P.E47D
SH_135 15 41071483 41071483 Missense_Mutation SNV G A A DNAJC17 c.233C>T P.A78V
SH_135 15 45427385 45427385 Missense_Mutation SNV G A A DUOX1 c.391G>A P.D131N
SH_135 16 11940401 11940401 Missense_Mutation SNV T C C RSL1D1 c.592A>G P.I198V
SH_135 16 29997924 29997924 Silent SNV A C C TAOK2 c.2331A>C P.S777S
SH_135 16 68011904 68011904 Silent SNV C T T DPEP3 c.768G>A P.E256E
SH_135 16 89764086 89764086 Frame_Shift_Ins INDEL - AG AG SPATA2L c.930_931insCT P.S311fs
SH_135 16 89764088 89764088 Missense_Mutation SNV A C C SPATA2L c.929T>G P.L310R
SH_135 17 12917796 12917796 Silent SNV T G G ELAC2 c.450A>C P.A150A
SH_135 17 19286158 19286158 Silent SNV C T T MAPK7 c.2196C>T P.G732G
SH_135 17 19611607 19611607 Splice_Site SNV G A A SLC47A2 c.629+8C>T
SH_135 17 34746986 34746986 Silent SNV C A A TBC1D3F c.1098G>T P.G366G
SH_135 17 38289323 38289323 Missense_Mutation SNV G A A MSL1 c.728G>A P.R243Q
SH_135 17 65732794 65732794 Missense_Mutation SNV T C C NOL11 c.521T>C P.V174A
SH_135 17 73664598 73664598 Missense_Mutation SNV G C C SAP30BP c.109G>C P.E37Q
SH_135 17 7577018 7577018 Splice_Site SNV C A A TP53 c.919+1G>T
SH_135 17 76411040 76411040 Missense_Mutation SNV C G G PGS1 c.1483C>G P.H495D
SH_135 17 7912916 7912916 Splice_Site SNV G A A GUCY2D c.1749+12G>A
SH_135 18 31709893 31709893 Missense_Mutation SNV G A A NOL4 c.356C>T P.T119M
SH_135 18 48591888 48591888 Missense_Mutation SNV G T T SMAD4 c.1051G>T P.D351Y
SH_135 18 61306469 61306469 Missense_Mutation SNV C A A SERPINB4 c.718G>T P.D240Y
SH_135 18 658196 658196 Missense_Mutation SNV G C C TYMSOS c.52C>G P.P18A
SH_135 18 9337317 9337317 Silent SNV C G G TWSG1 c.90C>G P.L30L
SH_135 19 10463703 10463703 Missense_Mutation SNV G C C TYK2 c.3099C>G P.N1033K
SH_135 19 11979192 11979192 Missense_Mutation SNV A T T ZNF439 c.1308A>T P.K436N
SH_135 19 14717866 14717866 Missense_Mutation SNV C A A CLEC17A c.956C>A P.A319D
SH_135 19 35613764 35613764 Missense_Mutation SNV G A A FXYD3 c.193G>A P.E65K
SH_135 19 44934469 44934469 Missense_Mutation SNV C G G ZNF229 c.469G>C P.D157H
SH_135 19 50399165 50399165 Silent SNV G A A IL4I1 c.225C>T P.L75L
SH_135 19 50399300 50399300 Silent SNV G A A IL4I1 c.90C>T P.L30L
SH_135 19 57641791 57641791 Missense_Mutation SNV T G G USP29 c.1748T>G P.L583R
SH_135 2 101624549 101624549 Missense_Mutation SNV G A A TBC1D8 c.3157C>T P.P1053S
SH_135 2 102984428 102984428 Missense_Mutation SNV C A A IL18R1 c.202C>A P.L68M
SH_135 2 107460197 107460197 Silent SNV C T T ST6GAL2 c.237G>A P.A79A
SH_135 2 179597289 179597289 Missense_Mutation SNV T G G TTN c.15548A>C P.K5183T
SH_135 2 187533560 187533560 Silent SNV T C C ITGAV c.2367T>C P.N789N
SH_135 2 198363515 198363515 Missense_Mutation SNV G A A HSPD1 c.58C>T P.P20S
SH_135 2 242373687 242373687 Missense_Mutation SNV C T T FARP2 c.982C>T P.P328S
SH_135 2 37455310 37455310 Silent SNV T C C CEBPZ c.1026A>G P.L342L
SH_135 2 63058148 63058148 Splice_Site SNV A C C EHBP1 c.495-6A>C
SH_135 2 63223821 63223821 Missense_Mutation SNV C A A EHBP1 c.3131C>A P.A1044E
SH_135 2 69771687 69771687 Splice_Site SNV G C C AAK1 c.283-11C>G
SH_135 20 35414983 35414983 Missense_Mutation SNV G A A SOGA1 c.4891C>T P.R1631C
SH_135 20 62366761 62366761 Silent SNV G A A ZGPAT c.1242G>A P.A414A
SH_135 21 27326987 27326987 Missense_Mutation SNV C A A APP c.1604G>T P.R535L
SH_135 21 31802902 31802902 Nonsense_Mutation SNV C G G KRTAP13-4 c.309C>G P.Y103*
SH_135 21 31971156 31971156 Missense_Mutation SNV T G G KRTAP6-2 c.38A>C P.H13P
SH_135 21 34954302 34954302 Missense_Mutation SNV C T T DONSON c.1106G>A P.G369D
SH_135 21 45821606 45821606 Silent SNV C G G TRPM2 c.2364C>G P.A788A
SH_135 21 46066966 46066966 Silent SNV C T T KRTAP10-11 c.591C>T P.V197V
SH_135 22 38897182 38897182 Frame_Shift_Ins INDEL - A A DDX17 c.390dupT P.E131fs
SH_135 22 40661931 40661931 Missense_Mutation SNV G T T TNRC6B c.1697G>T P.G566V
SH_135 22 46658521 46658521 Silent SNV C G G PKDREJ c.699G>C P.L233L
SH_135 3 101284835 101284835 Nonstop_Mutation SNV T G G TRMT10C c.1210T>G P.Ter404Eext*?
SH_135 3 122646768 122646768 Missense_Mutation SNV A G G SEMA5B c.719T>C P.V240A
SH_135 3 123456371 123456371 Missense_Mutation SNV G A A MYLK c.80C>T P.P27L
SH_135 3 157820626 157820626 Missense_Mutation SNV G C C SHOX2 c.396C>G P.D132E
SH_135 3 165548484 165548484 Missense_Mutation SNV T G G BCHE c.338A>C P.N113T
SH_135 3 173998882 173998882 Missense_Mutation SNV T C C NLGN1 c.2261T>C P.L754P



SH_135 3 184119478 184119478 Splice_Site SNV G C C LOC105374250 c.-199+5G>C
SH_135 3 46728593 46728593 Silent SNV T A A ALS2CL c.414A>T P.S138S
SH_135 3 47307213 47307213 Splice_Site SNV C G G KIF9 c.916+7G>C
SH_135 3 58092555 58092555 Silent SNV C T T FLNB c.1896C>T P.Y632Y
SH_135 3 63594966 63594966 Missense_Mutation SNV G C C SYNPR c.574G>C P.V192L
SH_135 3 63824177 63824177 Splice_Site SNV T A A THOC7 c.-19-2A>T
SH_135 3 7456852 7456852 Splice_Site SNV T A A GRM7 c.1174+2T>A
SH_135 3 77638054 77638054 Missense_Mutation SNV A C C ROBO2 c.2593A>C P.K865Q
SH_135 4 118005950 118005950 Silent SNV A T T TRAM1L1 c.600T>A P.I200I
SH_135 4 15539586 15539586 Missense_Mutation SNV C T T CC2D2A c.1829C>T P.P610L
SH_135 4 26483689 26483689 Silent SNV G A A CCKAR c.858C>T P.S286S
SH_135 4 68527936 68527936 Missense_Mutation SNV T C C UBA6 c.1075A>G P.T359A
SH_135 4 68703995 68703995 Missense_Mutation SNV T C C TMPRSS11D c.370A>G P.R124G
SH_135 4 86938433 86938433 Missense_Mutation SNV T A A MAPK10 c.1343A>T P.D448V
SH_135 4 94032012 94032012 Missense_Mutation SNV A T T GRID2 c.358A>T P.M120L
SH_135 5 121786780 121786780 Missense_Mutation SNV C A A SNCAIP c.2238C>A P.H746Q
SH_135 5 137626366 137626366 Missense_Mutation SNV C T T CDC25C c.826G>A P.D276N
SH_135 5 1394869 1394869 Missense_Mutation SNV C T T SLC6A3 c.1844G>A P.R615H
SH_135 5 140530319 140530319 Missense_Mutation SNV A G G PCDHB6 c.73A>G P.T25A
SH_135 5 159437658 159437658 Silent SNV C T T TTC1 c.123C>T P.S41S
SH_135 5 38962588 38962588 Missense_Mutation SNV T G G RICTOR c.1667A>C P.K556T
SH_135 5 5303745 5303751 Frame_Shift_Del INDEL CCCTCGG - - ADAMTS16 54_3060delCTCG P.S1019fs
SH_135 5 53751807 53751807 Missense_Mutation SNV C T T HSPB3 c.188C>T P.P63L
SH_135 5 80409724 80409724 Nonsense_Mutation SNV C T T RASGRF2 c.2455C>T P.R819*
SH_135 6 109767486 109767486 Missense_Mutation SNV C T T MICAL1 c.2176G>A P.E726K
SH_135 6 13327129 13327129 Frame_Shift_Del INDEL A - - TBC1D7 c.2delT P.M1fs
SH_135 6 158900821 158900821 Silent SNV G A A TULP4 c.1065G>A P.S355S
SH_135 6 161032713 161032713 Silent SNV G A A LPA c.2484C>T P.H828H
SH_135 6 26033440 26033440 Silent SNV C T T HIST1H2AB c.357G>A P.K119K
SH_135 6 29911975 29911975 Missense_Mutation SNV C G G HLA-A c.696C>G P.F232L
SH_135 6 32021156 32021156 Splice_Site SNV T C C TNXB c.8785+9A>G
SH_135 6 69348639 69348639 Silent SNV T G G ADGRB3 c.72T>G P.A24A
SH_135 6 69646425 69646425 Missense_Mutation SNV G C C ADGRB3 c.883G>C P.E295Q
SH_135 6 71186851 71186851 Splice_Site INDEL C - - FAM135A c.369-10delC
SH_135 6 75892822 75892822 Missense_Mutation SNV A C C COL12A1 c.1835T>G P.L612R
SH_135 6 7845531 7845531 Missense_Mutation SNV A C C BMP6 c.823A>C P.S275R
SH_135 6 83767734 83767734 Nonsense_Mutation SNV T A A UBE3D c.85A>T P.K29*
SH_135 6 99374622 99374622 Silent SNV T G G FBXL4 c.243A>C P.V81V
SH_135 7 116937823 116937823 Missense_Mutation SNV A C C WNT2 c.696T>G P.D232E
SH_135 7 150068604 150068604 Missense_Mutation SNV C G G REPIN1 c.445C>G P.R149G
SH_135 7 150878359 150878359 Silent SNV G A A ASB10 c.771C>T P.D257D
SH_135 7 27187159 27187159 Silent SNV C T T HOXA6 c.210G>A P.A70A
SH_135 7 36895324 36895324 Silent SNV T C C ELMO1 c.576A>G P.L192L
SH_135 7 4167123 4167123 Missense_Mutation SNV T G G SDK1 c.3934T>G P.Y1312D
SH_135 7 47342638 47342638 Missense_Mutation SNV T A A TNS3 c.3367A>T P.S1123C
SH_135 7 89790632 89790633 Splice_Site INDEL GT - - STEAP1 597+1_597+2delGT
SH_135 7 94039078 94039078 Missense_Mutation SNV G A A COL1A2 c.980G>A P.R327H
SH_135 8 110535458 110535458 Splice_Site SNV T A A PKHD1L1 c.12331-4T>A
SH_135 8 114111149 114111149 Silent SNV G T T CSMD3 c.753C>A P.I251I
SH_135 8 136619211 136619211 Missense_Mutation SNV G A A KHDRBS3 c.821G>A P.G274E
SH_135 8 136619212 136619212 Silent SNV A T T KHDRBS3 c.822A>T P.G274G
SH_135 8 139701164 139701164 Missense_Mutation SNV T G G COL22A1 c.2858A>C P.E953A
SH_135 8 143602256 143602256 Silent SNV C T T ADGRB1 c.2994C>T P.I998I
SH_135 8 88365898 88365898 Missense_Mutation SNV T G G CNBD1 c.1187T>G P.L396R
SH_135 8 92145440 92145440 Silent SNV C T T LRRC69 c.486C>T P.Y162Y
SH_135 9 101824260 101824260 Missense_Mutation SNV C A A COL15A1 c.3410C>A P.A1137E
SH_135 9 113169297 113169297 Silent SNV T C C SVEP1 c.8583A>G P.E2861E
SH_135 9 131255075 131255075 Missense_Mutation SNV G C C ODF2 c.1728G>C P.E576D
SH_135 9 132481528 132481528 Missense_Mutation SNV G A A PRRX2 c.278G>A P.G93E
SH_135 9 136277538 136277538 Missense_Mutation SNV C T T REXO4 c.791G>A P.R264H
SH_135 9 137591754 137591754 Splice_Site SNV G A A COL5A1 c.278-1G>A
SH_135 9 137990304 137990304 Missense_Mutation SNV G C C OLFM1 c.629G>C P.R210T
SH_135 9 140110380 140110380 Missense_Mutation SNV C T T NDOR1 c.1465C>T P.R489W
SH_135 9 140387525 140387525 Missense_Mutation SNV G C C PNPLA7 c.2137C>G P.R713G
SH_135 9 16437085 16437085 Silent SNV G A A BNC2 c.981C>T P.S327S
SH_135 9 17464512 17464512 Missense_Mutation SNV G T T CNTLN c.3422G>T P.R1141M
SH_135 9 40706066 40706066 Silent SNV C T T SPATA31A3 c.3723C>T P.A1241A
SH_135 9 43625463 43625463 Missense_Mutation SNV C T T SPATA31A6 c.3224G>A P.R1075K
SH_135 9 82333783 82333783 Missense_Mutation SNV G A A TLE4 c.1583G>A P.S528N
SH_135 9 84610048 84610048 Missense_Mutation SNV C G G SPATA31D1 c.4663C>G P.P1555A
SH_135 9 90745831 90745831 Silent SNV A G G SPATA31C2 c.2121T>C P.L707L
SH_135 9 91991854 91991854 Silent SNV C T T SEMA4D c.1776G>A P.A592A
SH_135 9 93375582 93375582 Silent SNV G A A DIRAS2 c.528C>T P.L176L
SH_135 X 125686088 125686088 Silent SNV G C C DCAF12L1 c.504C>G P.G168G
SH_135 X 140994553 140994553 Silent SNV T C C MAGEC1 c.1363T>C P.L455L
SH_135 X 47044992 47044992 Missense_Mutation SNV C T T RBM10 c.2318C>T P.A773V
SH_135 X 69502174 69502174 Missense_Mutation SNV T G G RAB41 c.107T>G P.F36C
SH_135 X 71495426 71495426 Missense_Mutation SNV C G G RPS4X c.230G>C P.R77P
SH_137 1 241901790 241901790 Splice_Site SNV G A A WDR64 c.1290G>A P.T430T
SH_137 11 108203492 108203492 Nonsense_Mutation SNV C T T ATM c.7792C>T P.R2598*
SH_137 11 68029844 68029844 Missense_Mutation SNV G C C C11orf24 c.619C>G P.L207V
SH_137 12 20769211 20769211 Silent SNV C T T PDE3A c.1317C>T P.S439S
SH_137 12 25398284 25398284 Missense_Mutation SNV C A A KRAS c.35G>T P.G12V
SH_137 12 5154061 5154061 Missense_Mutation SNV C T T KCNA5 c.748C>T P.R250W
SH_137 13 43500560 43500560 Missense_Mutation SNV G T T EPSTI1 c.569C>A P.T190N
SH_137 15 43571977 43571977 Silent SNV C A A TGM7 c.1524G>T P.L508L
SH_137 16 24166004 24166004 Splice_Site SNV G T T PRKCB c.1066-1G>T
SH_137 16 66839741 66839741 Splice_Site SNV C T T NAE1 c.1428-12G>A
SH_137 17 38152515 38152515 Missense_Mutation SNV A G G PSMD3 c.1400A>G P.Y467C
SH_137 19 36034295 36034295 Missense_Mutation SNV G T T GAPDHS c.795G>T P.R265S
SH_137 19 40363914 40363914 Missense_Mutation SNV G A A FCGBP c.14728C>T P.L4910F
SH_137 20 44048180 44048180 Missense_Mutation SNV T C C PIGT c.463T>C P.F155L
SH_137 3 170908566 170908575 Frame_Shift_Del INDEL TGACTCAGCC - - TNIK _428delGGCTGA P.G140fs
SH_137 5 33576343 33576343 Missense_Mutation SNV G A A ADAMTS12 c.3533C>T P.T1178M
SH_137 5 63991419 63991419 Silent SNV C T T FAM159B c.277C>T P.L93L
SH_137 6 76731925 76731925 Missense_Mutation SNV C T T IMPG1 c.340G>A P.V114I
SH_137 6 83847259 83847259 Silent SNV G A A DOPEY1 c.3471G>A P.V1157V
SH_137 7 557051 557051 Missense_Mutation SNV A T T PDGFA c.140T>A P.L47H



SH_137 7 74197350 74197350 Missense_Mutation SNV G A A NCF1 c.520G>A P.E174K
SH_137 8 131149206 131149206 Silent SNV G A A ASAP1 c.1138C>T P.L380L
SH_137 9 34658538 34658538 Missense_Mutation SNV G T T IL11RA c.668G>T P.G223V
SH_137 X 48558900 48558900 Missense_Mutation SNV G T T SUV39H1 c.617G>T P.C206F
SH_137 X 71424900 71424900 Frame_Shift_Ins INDEL - T T ERCC6L c.3716_3717insA P.T1240fs
SH_139 1 118461210 118461210 Splice_Site SNV T C C GDAP2 c.316+9A>G
SH_139 1 152282017 152282017 Missense_Mutation SNV G T T FLG c.5345C>A P.T1782K
SH_139 1 182354621 182354621 Nonsense_Mutation SNV A T T GLUL c.674T>A P.L225*
SH_139 1 19528290 19528290 Missense_Mutation SNV G A A UBR4 c.196C>T P.H66Y
SH_139 12 106708150 106708150 Silent SNV A C C TCP11L2 c.172A>C P.R58R
SH_139 12 52946471 52946471 Nonsense_Mutation SNV G A A KRT71 c.391C>T P.R131*
SH_139 13 95114363 95114363 Missense_Mutation SNV T C C DCT c.944A>G P.N315S
SH_139 15 59064273 59064273 Missense_Mutation SNV G T T FAM63B c.679G>T P.A227S
SH_139 15 99482579 99482579 Silent SNV C A A IGF1R c.3447C>A P.V1149V
SH_139 16 86601038 86601038 Missense_Mutation SNV G A A FOXC2 c.97G>A P.G33S
SH_139 19 30020720 30020720 Splice_Site SNV T C C VSTM2B c.298-6T>C
SH_139 19 42461207 42461207 Nonsense_Mutation SNV C T T RABAC1 c.432G>A P.W144*
SH_139 2 137814268 137814268 Missense_Mutation SNV C A A THSD7B c.418C>A P.H140N
SH_139 2 207804397 207804397 Splice_Site SNV T C C CPO c.68+6T>C
SH_139 3 100287677 100287677 Silent SNV C T T TMEM45A c.600C>T P.V200V
SH_139 5 149669160 149669160 Missense_Mutation SNV G A A CAMK2A c.29C>T P.T10M
SH_139 5 150506042 150506042 Splice_Site SNV C A A ANXA6 c.978-1G>T
SH_139 6 112015613 112015613 Missense_Mutation SNV C T T FYN c.1238G>A P.R413Q
SH_139 6 12136101 12136101 Missense_Mutation SNV G C C HIVEP1 c.6463G>C P.D2155H
SH_139 7 129929507 129929507 Missense_Mutation SNV C T T CPA2 c.1180C>T P.R394C
SH_139 7 81593617 81593617 Nonsense_Mutation SNV G T T CACNA2D1 c.2633C>A P.S878*
SH_139 8 114388963 114388963 Splice_Site SNV C A A CSMD3 c.58+4G>T
SH_139 8 17043889 17043889 Silent SNV A G G ZDHHC2 c.207A>G P.S69S
SH_139 9 34724008 34724008 Missense_Mutation SNV G A A FAM205A c.3229C>T P.R1077C
SH_139 X 47466554 47466554 Missense_Mutation SNV T C C SYN1 c.421A>G P.I141V
SH_139 X 69282394 69282394 Missense_Mutation SNV A G G OTUD6A c.20A>G P.E7G
SH_140 1 12321179 12321179 Missense_Mutation SNV G A A VPS13D c.1387G>A P.E463K
SH_140 1 152195670 152195670 Silent SNV G C C HRNR c.60C>G P.T20T
SH_140 1 172411244 172411244 Silent SNV T C C PIGC c.519A>G P.V173V
SH_140 1 184679567 184679567 Silent SNV G A A EDEM3 c.1806C>T P.L602L
SH_140 1 202992017 202992017 Missense_Mutation SNV A T T TMEM183A c.980A>T P.H327L
SH_140 1 203194885 203194885 Missense_Mutation SNV C T T CHIT1 c.169G>A P.A57T
SH_140 1 232002303 232002303 Missense_Mutation SNV G T T DISC1 c.2016G>T P.Q672H
SH_140 1 36212367 36212367 Missense_Mutation SNV C G G CLSPN c.2662G>C P.D888H
SH_140 1 74929218 74929218 Missense_Mutation SNV G T T FPGT-TNNI3K c.2447G>T P.W816L
SH_140 1 74929219 74929219 Nonsense_Mutation SNV G A A FPGT-TNNI3K c.2448G>A P.W816*
SH_140 10 105903325 105903325 Missense_Mutation SNV C A A CFAP43 c.4017G>T P.K1339N
SH_140 10 13702476 13702476 Missense_Mutation SNV T C C FRMD4A c.1786A>G P.N596D
SH_140 10 25885616 25885616 Missense_Mutation SNV A T T GPR158 c.2043A>T P.E681D
SH_140 10 32580127 32580142 Frame_Shift_Del INDEL GTGTTTAAAT - - EPC1 9delTCAATTTAA P.S308fs
SH_140 10 47086937 47086937 Missense_Mutation SNV A G G NPY4R c.154A>G P.T52A
SH_140 10 51866195 51866195 Silent SNV A G G FAM21A c.1839A>G P.A613A
SH_140 11 122929771 122929771 Missense_Mutation SNV A G G HSPA8 c.1319T>C P.I440T
SH_140 11 133814242 133814242 Missense_Mutation SNV A T T IGSF9B c.282T>A P.D94E
SH_140 11 4080616 4080616 Silent SNV G C C STIM1 c.603G>C P.G201G
SH_140 11 56345101 56345101 Missense_Mutation SNV C A A OR5M10 c.97G>T P.A33S
SH_140 11 56345102 56345102 Silent SNV C T T OR5M10 c.96G>A P.L32L
SH_140 11 57995536 57995536 Missense_Mutation SNV G T T OR10Q1 c.812C>A P.T271N
SH_140 11 62290722 62290722 Missense_Mutation SNV C G G AHNAK c.11167G>C P.G3723R
SH_140 12 132393680 132393680 Splice_Site SNV G T T ULK1 c.565-1G>T
SH_140 12 29502037 29502037 Silent SNV A G G ERGIC2 c.702T>C P.D234D
SH_140 12 30877346 30877346 Missense_Mutation SNV G C C CAPRIN2 c.1945C>G P.P649A
SH_140 12 52567428 52567428 Missense_Mutation SNV C T T KRT80 c.787G>A P.A263T
SH_140 12 58014112 58014112 Missense_Mutation SNV A G G SLC26A10 c.109A>G P.T37A
SH_140 12 6730336 6730336 Missense_Mutation SNV C G G LPAR5 c.79G>C P.V27L
SH_140 13 103390153 103390153 Silent SNV A T T CCDC168 c.12894T>A P.P4298P
SH_140 13 19751595 19751595 Missense_Mutation SNV C A A TUBA3C c.528G>T P.Q176H
SH_140 13 32954039 32954039 Nonsense_Mutation SNV C T T BRCA2 c.9106C>T P.Q3036*
SH_140 13 48942667 48942667 Nonsense_Mutation SNV G T T RB1 c.1054G>T P.E352*
SH_140 14 37641547 37641547 Silent SNV G T T SLC25A21 c.9C>A P.A3A
SH_140 15 88690602 88690602 Nonsense_Mutation SNV G T T NTRK3 c.428C>A P.S143*
SH_140 15 94841562 94841562 Nonsense_Mutation SNV T A A MCTP2 c.68T>A P.L23*
SH_140 16 10864187 10864187 Missense_Mutation SNV G T T TVP23A c.584C>A P.A195D
SH_140 16 4908007 4908007 Missense_Mutation SNV A G G UBN1 c.266A>G P.D89G
SH_140 16 82891983 82891983 Missense_Mutation SNV C T T CDH13 c.203C>T P.S68F
SH_140 16 85699957 85699957 Splice_Site SNV A G G GSE1 c.2818+4A>G
SH_140 16 88691630 88691630 Missense_Mutation SNV G A A ZC3H18 c.2135G>A P.G712D
SH_140 16 90025448 90025448 Silent SNV C A A DEF8 c.369C>A P.I123I
SH_140 17 30376157 30376157 Missense_Mutation SNV G T T LRRC37B c.2174G>T P.R725L
SH_140 17 41566881 41566881 Frame_Shift_Ins INDEL - A A DHX8 c.218dupA P.N73fs
SH_140 17 55062796 55062796 Missense_Mutation SNV G T T SCPEP1 c.283G>T P.D95Y
SH_140 17 56572598 56572598 Missense_Mutation SNV T G G MTMR4 c.2905A>C P.N969H
SH_140 17 7579311 7579311 Splice_Site SNV C A A TP53 c.375+1G>T
SH_140 19 10107105 10107105 Splice_Site SNV T A A COL5A3 c.1422+4A>T
SH_140 19 11553282 11553282 Missense_Mutation SNV G C C PRKCSH c.550G>C P.E184Q
SH_140 19 18896845 18896845 Silent SNV G A A COMP c.1419C>T P.D473D
SH_140 19 41105308 41105308 Missense_Mutation SNV T A A LTBP4 c.76T>A P.S26T
SH_140 19 43268270 43268270 Nonsense_Mutation SNV G T T PSG8 c.228C>A P.Y76*
SH_140 19 46886706 46886706 Missense_Mutation SNV C A A PPP5C c.672C>A P.S224R
SH_140 19 49657228 49657228 Missense_Mutation SNV G A A HRC c.1267C>T P.P423S
SH_140 19 51022639 51022639 Missense_Mutation SNV G T T LRRC4B c.331C>A P.H111N
SH_140 19 54632428 54632428 Splice_Site SNV C G G PRPF31 c.1147-4C>G
SH_140 19 54746415 54746415 Splice_Site SNV G C C LILRA6 c.33-7C>G
SH_140 19 57334150 57334150 Missense_Mutation SNV C T T PEG3 c.536G>A P.R179H
SH_140 19 806448 806448 Silent SNV G A A PTBP1 c.1011G>A P.L337L
SH_140 19 8435960 8435960 Missense_Mutation SNV C G G ANGPTL4 c.568C>G P.Q190E
SH_140 2 10008515 10008515 Missense_Mutation SNV C G G TAF1B c.510C>G P.I170M
SH_140 2 141762979 141762979 Silent SNV A G G LRP1B c.2428T>C P.L810L
SH_140 2 153533164 153533164 Silent SNV T C C PRPF40A c.786A>G P.A262A
SH_140 2 161052067 161052067 Missense_Mutation SNV A G G ITGB6 c.406T>C P.Y136H
SH_140 2 220480797 220480797 Missense_Mutation SNV G T T STK11IP c.3149G>T P.R1050L
SH_140 20 31954677 31954677 Silent SNV C T T CDK5RAP1 c.1527G>A P.V509V
SH_140 20 43251494 43251494 Silent SNV C T T ADA c.756G>A P.L252L



SH_140 20 60888859 60888859 Splice_Site SNV C A A LAMA5 c.8505-1G>T
SH_140 20 60888861 60888861 Splice_Site SNV G A A LAMA5 c.8505-3C>T
SH_140 21 15537680 15537680 Missense_Mutation SNV T A A LIPI c.765A>T P.R255S
SH_140 21 16337081 16337081 Nonsense_Mutation SNV C A A NRIP1 c.3433G>T P.G1145*
SH_140 22 30975186 30975186 Missense_Mutation SNV C A A PES1 c.1444G>T P.G482C
SH_140 22 50967557 50967557 Splice_Site SNV T C C TYMP c.417+8A>G
SH_140 3 148563264 148563264 Missense_Mutation SNV G A A CPB1 c.832G>A P.E278K
SH_140 3 32030675 32030675 Missense_Mutation SNV T G G ZNF860 c.104T>G P.L35W
SH_140 3 73433915 73433915 Missense_Mutation SNV G T T PDZRN3 c.896C>A P.A299E
SH_140 3 73433916 73433916 Missense_Mutation SNV C T T PDZRN3 c.895G>A P.A299T
SH_140 4 155241686 155241686 Frame_Shift_Del INDEL G - - DCHS2 c.3500delC P.S1167fs
SH_140 4 25146671 25146671 Missense_Mutation SNV C A A SEPSECS c.889G>T P.G297C
SH_140 5 150897269 150897269 Missense_Mutation SNV C T T FAT2 c.11375G>A P.R3792Q
SH_140 5 37169448 37169448 Silent SNV A C C C5orf42 c.6678T>G P.P2226P
SH_140 6 155749923 155749923 Splice_Site SNV C T T NOX3 c.1145+5G>A
SH_140 6 31608924 31608924 Missense_Mutation SNV C T T BAG6 c.2636G>A P.G879E
SH_140 6 41303637 41303637 Missense_Mutation SNV C A A NCR2 c.23C>A P.P8Q
SH_140 6 43415495 43415495 Missense_Mutation SNV C T T ABCC10 c.3779C>T P.P1260L
SH_140 6 619531 619531 Silent SNV C A A EXOC2 c.435G>T P.S145S
SH_140 7 112423847 112423847 Missense_Mutation SNV G T T TMEM168 c.1034C>A P.A345E
SH_140 7 131870125 131870125 Missense_Mutation SNV C G G PLXNA4 c.3091G>C P.D1031H
SH_140 7 134223038 134223038 Splice_Site SNV C A A AKR1B10 c.825+9C>A
SH_140 7 134223039 134223039 Splice_Site SNV C T T AKR1B10 c.825+10C>T
SH_140 7 35288451 35288451 Missense_Mutation SNV C A A TBX20 c.383G>T P.R128M
SH_140 7 4249721 4249721 Missense_Mutation SNV G T T SDK1 c.927G>T P.W309C
SH_140 7 48564012 48564012 Silent SNV T A A ABCA13 c.14220T>A P.I4740I
SH_140 8 8176074 8176074 Missense_Mutation SNV C A A SGK223 c.3811G>T P.A1271S
SH_140 8 97614760 97614760 Splice_Site SNV C T T SDC2 c.306+4C>T
SH_140 9 101156534 101156534 Missense_Mutation SNV C T T GABBR2 c.1301G>A P.S434N
SH_140 9 101784396 101784396 Silent SNV T A A COL15A1 c.1725T>A P.P575P
SH_140 9 104312898 104312898 Missense_Mutation SNV G T T RNF20 c.1103G>T P.R368L
SH_140 9 130495572 130495572 Missense_Mutation SNV C G G TOR2A c.685G>C P.V229L
SH_140 9 35077350 35077350 Missense_Mutation SNV G A A FANCG c.557C>T P.P186L
SH_140 X 109693883 109693883 Missense_Mutation SNV C A A RGAG1 c.38C>A P.T13K
SH_140 X 135593723 135593827 Missense_Mutation INDEL AGATTCAGATG - - HTATSF1 c.1824_1928delP.E608_S642del
SH_140 X 151900607 151900607 Missense_Mutation SNV G T T MAGEA12 c.194C>A P.P65H
SH_140 X 2945349 2945349 Splice_Site SNV T G G ARSH c.1037-5T>G
SH_140 X 31645909 31645909 Nonsense_Mutation SNV T A A DMD c.8074A>T P.K2692*
SH_140 X 43655116 43655116 Missense_Mutation SNV C A A MAOB c.638G>T P.G213V
SH_140 X 48341392 48341392 Missense_Mutation SNV A T T FTSJ1 c.565A>T P.S189C
SH_140 X 83129053 83129053 Missense_Mutation SNV C A A CYLC1 c.1337C>A P.A446D
SH_141 1 104120437 104120437 Missense_Mutation SNV G C C AMY2B c.1316G>C P.R439T
SH_141 1 10431286 10431286 Missense_Mutation SNV C G G KIF1B c.4774C>G P.L1592V
SH_141 1 114340440 114340440 Missense_Mutation SNV A C C RSBN1 c.922T>G P.S308A
SH_141 1 169828347 169828347 Silent SNV G A A SCYL3 c.1147C>T P.L383L
SH_141 1 169828348 169828348 Missense_Mutation SNV C A A SCYL3 c.1146G>T P.L382F
SH_141 1 17350557 17350557 Nonsense_Mutation SNV C A A SDHB c.553G>T P.E185*
SH_141 1 202278196 202278196 Missense_Mutation SNV A C C LGR6 c.1298A>C P.Q433P
SH_141 1 2130383 2130383 Silent SNV C T T FAAP20 c.45G>A P.A15A
SH_141 1 26212309 26212309 Nonsense_Mutation SNV C A A STMN1 c.430G>T P.E144*
SH_141 1 26629322 26629322 Missense_Mutation SNV G A A UBXN11 c.53C>T P.S18L
SH_141 1 38034653 38034653 Missense_Mutation SNV T G G GNL2 c.1871A>C P.E624A
SH_141 1 38341323 38341323 Missense_Mutation SNV C G G INPP5B c.1251G>C P.K417N
SH_141 1 95609561 95609561 Missense_Mutation SNV C T T TMEM56 c.104C>T P.S35F
SH_141 1 981124 981124 Missense_Mutation SNV G T T AGRN c.2548G>T P.D850Y
SH_141 10 135020810 135020810 Missense_Mutation SNV T A A KNDC1 c.3749T>A P.L1250Q
SH_141 10 16806507 16806507 Missense_Mutation SNV C T T RSU1 c.163G>A P.V55M
SH_141 10 38121463 38121463 Missense_Mutation SNV T C C ZNF248 c.820A>G P.I274V
SH_141 10 73434879 73434879 Missense_Mutation SNV A G G CDH23 c.1460A>G P.N487S
SH_141 10 75673516 75673516 Missense_Mutation SNV T A A PLAU c.629T>A P.I210N
SH_141 10 79785496 79785496 Missense_Mutation SNV G T T POLR3A c.202C>A P.P68T
SH_141 11 125542520 125542520 Missense_Mutation SNV A C C ACRV1 c.766T>G P.C256G
SH_141 11 128360402 128360402 Missense_Mutation SNV G A A ETS1 c.284C>T P.A95V
SH_141 11 17333656 17333656 Missense_Mutation SNV G A A NUCB2 c.901G>A P.V301I
SH_141 11 56409209 56409209 Missense_Mutation SNV G A A OR5AP2 c.707C>T P.S236L
SH_141 11 58190258 58190258 Silent SNV C G G OR5B2 c.477G>C P.G159G
SH_141 12 100453202 100453202 Missense_Mutation SNV C A A UHRF1BP1L c.1853G>T P.C618F
SH_141 12 100691850 100691850 Missense_Mutation SNV T C C SCYL2 c.377T>C P.L126S
SH_141 12 11463289 11463289 Nonsense_Mutation SNV G C C PRB4 c.44C>G P.S15*
SH_141 12 122657079 122657079 Silent SNV A C C IL31 c.375T>G P.S125S
SH_141 12 133635293 133635293 Silent SNV C T T ZNF84 c.1992C>T P.F664F
SH_141 12 51453144 51453144 Missense_Mutation SNV A T T LETMD1 c.1052A>T P.E351V
SH_141 12 56384564 56384564 Silent SNV C T T RAB5B c.414C>T P.A138A
SH_141 12 70352246 70352246 Missense_Mutation SNV G A A MYRFL c.2668G>A P.D890N
SH_141 13 23928670 23928670 Missense_Mutation SNV G A A SACS c.1640C>T P.A547V
SH_141 13 39265120 39265120 Silent SNV C G G FREM2 c.3639C>G P.L1213L
SH_141 14 90450886 90450886 Missense_Mutation SNV G T T TDP1 c.911G>T P.R304L
SH_141 14 95570125 95570125 Missense_Mutation SNV T C C DICER1 c.3608A>G P.N1203S
SH_141 15 65450936 65450936 Nonsense_Mutation SNV A T T CLPX c.869T>A P.L290*
SH_141 15 74032879 74032879 Silent SNV C A A C15orf59 c.261G>T P.A87A
SH_141 16 11076740 11076740 Silent SNV C T T CLEC16A c.957C>T P.F319F
SH_141 16 29828302 29828302 Silent SNV G C C PAGR1 c.456G>C P.P152P
SH_141 16 30748790 30748790 Missense_Mutation SNV C G G SRCAP c.7429C>G P.L2477V
SH_141 16 72110310 72110310 Missense_Mutation SNV A T T HPR c.377A>T P.N126I
SH_141 16 89293624 89293624 Missense_Mutation SNV G A A ZNF778 c.928G>A P.E310K
SH_141 16 89349639 89349639 Missense_Mutation SNV T C C ANKRD11 c.3311A>G P.D1104G
SH_141 17 37604108 37604108 Silent SNV T C C MED1 c.75A>G P.A25A
SH_141 17 39186251 39186251 Missense_Mutation SNV G T T KRTAP1-4 c.80C>A P.P27Q
SH_141 17 61958860 61958860 Silent SNV G A A GH2 c.30C>T P.L10L
SH_141 17 72939718 72939718 Missense_Mutation SNV C A A OTOP3 c.650C>A P.T217N
SH_141 17 7577534 7577534 Missense_Mutation SNV C A A TP53 c.747G>T P.R249S
SH_141 18 3534337 3534337 Missense_Mutation SNV T G G DLGAP1 c.1428A>C P.E476D
SH_141 18 5406824 5406824 Silent SNV G A A EPB41L3 c.1794C>T P.A598A
SH_141 19 1220391 1220391 Missense_Mutation SNV G T T STK11 c.484G>T P.D162Y
SH_141 19 38989882 38989882 Splice_Site SNV C T T RYR1 c.7026C>T P.N2342N
SH_141 19 4013176 4013176 Missense_Mutation SNV G T T PIAS4 c.283G>T P.A95S
SH_141 19 48945409 48945409 Missense_Mutation SNV G A A GRIN2D c.2443G>A P.E815K
SH_141 19 54314454 54314454 Silent SNV G A A NLRP12 c.459C>T P.L153L



SH_141 19 9049125 9049125 Missense_Mutation SNV G T T MUC16 c.32506C>A P.P10836T
SH_141 19 9325136 9325136 Silent SNV G A A OR7D4 c.378C>T P.I126I
SH_141 2 178482221 178482221 Silent SNV G A A TTC30A c.1209C>T P.N403N
SH_141 2 179396768 179396768 Missense_Mutation SNV G C C TTN c.99651C>G P.I33217M
SH_141 2 203914526 203914526 Splice_Site SNV T C C NBEAL1 c.144-11T>C
SH_141 2 230875533 230875533 Missense_Mutation SNV T A A FBXO36 c.500T>A P.L167H
SH_141 2 231264962 231264962 Splice_Site SNV G T T SP140L c.1238+5G>T
SH_141 2 28828736 28828736 Missense_Mutation SNV C T T PLB1 c.2945C>T P.T982M
SH_141 2 74184338 74184338 Missense_Mutation SNV C G G DGUOK c.369C>G P.H123Q
SH_141 20 1223449 1223449 Missense_Mutation SNV C T T RAD21L1 c.1043C>T P.S348L
SH_141 20 23731467 23731467 Missense_Mutation SNV C T T CST1 c.37G>A P.A13T
SH_141 20 25656194 25656194 Missense_Mutation SNV C T T ZNF337 c.1730G>A P.C577Y
SH_141 20 39794955 39794955 Missense_Mutation SNV C A A PLCG1 c.1921C>A P.Q641K
SH_141 20 44531175 44531175 Silent SNV G A A PLTP c.726C>T P.I242I
SH_141 21 17246830 17246830 Silent SNV A G G USP25 c.2994A>G P.R998R
SH_141 22 17601380 17601380 Missense_Mutation SNV C A A CECR6 c.638G>T P.G213V
SH_141 22 32545746 32545746 Missense_Mutation SNV A T T C22orf42 c.676T>A P.Y226N
SH_141 3 189612142 189612142 Missense_Mutation SNV G A A TP63 c.1894G>A P.E632K
SH_141 3 53707056 53707056 Missense_Mutation SNV G A A CACNA1D c.1123G>A P.D375N
SH_141 4 106638858 106638858 Missense_Mutation SNV C T T GSTCD c.88C>T P.H30Y
SH_141 4 20543217 20543217 Silent SNV C T T SLIT2 c.2118C>T P.A706A
SH_141 5 140730577 140730577 Silent SNV A G G PCDHGB1 c.750A>G P.E250E
SH_141 5 141243441 141243441 Missense_Mutation SNV G A A PCDH1 c.2503C>T P.R835C
SH_141 5 41018003 41018003 Missense_Mutation SNV T A A MROH2B c.2833A>T P.T945S
SH_141 6 100965917 100965917 Silent SNV A C C ASCC3 c.5877T>G P.S1959S
SH_141 6 165832122 165832122 Splice_Site SNV C T T PDE10A c.998+1G>A
SH_141 6 36076212 36076212 Missense_Mutation SNV G C C MAPK14 c.1071G>C P.E357D
SH_141 6 90397840 90397840 Missense_Mutation SNV G A A MDN1 c.11312C>T P.S3771L
SH_141 7 102604079 102604079 Missense_Mutation SNV C G G FBXL13 c.625G>C P.D209H
SH_141 7 140082295 140082295 Missense_Mutation SNV G A A SLC37A3 c.32C>T P.S11F
SH_141 7 146825878 146825878 Missense_Mutation SNV G T T CNTNAP2 c.1033G>T P.V345F
SH_141 7 30825394 30825394 Missense_Mutation SNV G A A FAM188B c.449G>A P.G150D
SH_141 7 32582833 32582833 Silent SNV C T T AVL9 c.174C>T P.P58P
SH_141 8 11189627 11189627 Nonsense_Mutation SNV G T T SLC35G5 c.1012G>T P.E338*
SH_141 8 113323333 113323333 Missense_Mutation SNV G T T CSMD3 c.7447C>A P.Q2483K
SH_141 8 24192998 24192998 Missense_Mutation SNV G A A ADAM28 c.1411G>A P.E471K
SH_141 8 48767815 48767815 Silent SNV C T T PRKDC c.6726G>A P.E2242E
SH_141 9 33548311 33548311 Nonsense_Mutation SNV G T T ANKRD18B c.1336G>T P.E446*
SH_141 9 86530464 86530464 Silent SNV G A A KIF27 c.43C>T P.L15L
SH_141 9 96019387 96019387 Missense_Mutation SNV C T T WNK2 c.2348C>T P.A783V
SH_141 X 154009536 154009536 Missense_Mutation SNV G A A MPP1 c.1151C>T P.A384V
SH_142 1 152328545 152328545 Missense_Mutation SNV C T T FLG2 c.1717G>A P.G573S
SH_142 1 160128882 160128882 Nonsense_Mutation SNV C T T ATP1A4 c.616C>T P.R206*
SH_142 1 169521867 169521867 Silent SNV T A A F5 c.1224A>T P.T408T
SH_142 11 1015833 1015833 Missense_Mutation SNV A T T MUC6 c.6968T>A P.L2323H
SH_142 11 60511334 60511334 Missense_Mutation SNV A T T MS4A18 c.950A>T P.N317I
SH_142 13 46549875 46549875 Missense_Mutation SNV T A A ZC3H13 c.2011A>T P.R671W
SH_142 16 88889111 88889111 Missense_Mutation SNV T A A GALNS c.1250A>T P.D417V
SH_142 17 40066498 40066498 Nonsense_Mutation SNV C A A ACLY c.322G>T P.E108*
SH_142 17 7577534 7577534 Missense_Mutation SNV C A A TP53 c.747G>T P.R249S
SH_142 18 12840737 12840737 Missense_Mutation SNV T C C PTPN2 c.49A>G P.M17V
SH_142 19 51381807 51381807 Missense_Mutation SNV A G G KLK2 c.778A>G P.N260D
SH_142 19 53855810 53855810 Missense_Mutation SNV A T T ZNF845 c.1882A>T P.T628S
SH_142 19 55495073 55495073 Silent SNV T A A NLRP2 c.2007T>A P.S669S
SH_142 2 152584345 152584345 Missense_Mutation SNV G C C NEB c.154C>G P.L52V
SH_142 2 95818945 95818945 Silent SNV C T T ZNF514 c.273G>A P.L91L
SH_142 21 47981673 47981673 Silent SNV A T T DIP2A c.4032A>T P.V1344V
SH_142 22 30064329 30064329 Missense_Mutation SNV A T T NF2 c.893A>T P.Q298L
SH_142 5 160042933 160042933 Missense_Mutation SNV G T T ATP10B c.2565C>A P.F855L
SH_142 6 30864789 30864789 Splice_Site SNV A T T DDR1 c.1759-2A>T
SH_142 7 98460938 98460938 Missense_Mutation SNV G T T TMEM130 c.171C>A P.D57E
SH_142 7 98581022 98581022 Missense_Mutation SNV G A A TRRAP c.8941G>A P.V2981M
SH_142 7 99757853 99757853 Missense_Mutation SNV C T T GAL3ST4 c.1159G>A P.G387S
SH_142 9 116050472 116050472 Missense_Mutation SNV A T T PRPF4 c.950A>T P.D317V
SH_143 1 158517848 158517848 Silent SNV A G G OR6Y1 c.48T>C P.R16R
SH_143 1 158906853 158906853 Missense_Mutation SNV G C C PYHIN1 c.153G>C P.L51F
SH_143 1 168054847 168054847 Silent SNV G A A GPR161 c.1572C>T P.G524G
SH_143 11 123676773 123676773 Silent SNV G A A OR6M1 c.285C>T P.C95C
SH_143 11 64390360 64390377 Missense_Mutation INDEL GACGGCCCCT - - NRXN2 delGGGGAGGGGG1341_V1346del
SH_143 11 65810698 65810698 Silent SNV G A A GAL3ST3 c.576C>T P.R192R
SH_143 11 66114676 66114676 Missense_Mutation SNV T A A B4GAT1 c.341A>T P.E114V
SH_143 12 103696114 103696114 Silent SNV G T T C12orf42 c.855C>A P.L285L
SH_143 12 12871186 12871186 Nonsense_Mutation SNV C A A CDKN1B c.413C>A P.S138*
SH_143 12 77236716 77236716 Silent SNV A G G ZDHHC17 c.1284A>G P.A428A
SH_143 13 26620769 26620769 Missense_Mutation SNV A G G SHISA2 c.770T>C P.V257A
SH_143 15 102358648 102358648 Missense_Mutation SNV A G G OR4F15 c.259A>G P.K87E
SH_143 15 22382718 22382718 Silent SNV G A A OR4N4 c.246G>A P.L82L
SH_143 15 23812278 23812278 Missense_Mutation SNV G T T MKRN3 c.1349G>T P.R450L
SH_143 15 41554970 41554970 Missense_Mutation SNV T G G CHP1 c.238T>G P.F80V
SH_143 15 43495413 43495413 Missense_Mutation SNV G A A EPB42 c.1769C>T P.T590I
SH_143 16 1258196 1258196 Missense_Mutation SNV C T T CACNA1H c.3338C>T P.P1113L
SH_143 16 3339800 3339817 Missense_Mutation INDEL CCCACAAGTG - - ZNF263 3delGGCCCACAAP.A433_E438del
SH_143 17 56247732 56247732 Missense_Mutation SNV C T T OR4D2 c.716C>T P.T239I
SH_143 17 72287244 72287244 Silent SNV C G G DNAI2 c.696C>G P.L232L
SH_143 17 72576200 72576200 Missense_Mutation SNV G C C CD300LD c.526C>G P.L176V
SH_143 17 7578530 7578530 Missense_Mutation SNV A G G TP53 c.400T>C P.F134L
SH_143 18 47500762 47500762 Missense_Mutation SNV G A A MYO5B c.1280C>T P.S427F
SH_143 2 131976469 131976469 Missense_Mutation SNV A G G POTEE c.494A>G P.D165G
SH_143 2 75280721 75280721 Splice_Site SNV C T T TACR1 c.735+11G>A
SH_143 2 86255777 86255777 Missense_Mutation SNV C T T POLR1A c.4837G>A P.G1613S
SH_143 20 20144789 20144789 Silent SNV C T T CFAP61 c.1122C>T P.P374P
SH_143 21 39817354 39817354 Missense_Mutation SNV C A A ERG c.230G>T P.C77F
SH_143 21 43959744 43959744 Missense_Mutation SNV A C C SLC37A1 c.473A>C P.Y158S
SH_143 22 18171920 18171920 Splice_Site SNV T A A BCL2L13 c.458+12T>A
SH_143 3 148727077 148727077 Missense_Mutation SNV A G G GYG1 c.496A>G P.I166V
SH_143 3 158520026 158520026 Missense_Mutation SNV G T T MFSD1 c.232G>T P.A78S
SH_143 3 38138125 38138125 Missense_Mutation SNV A C C DLEC1 c.2237A>C P.E746A
SH_143 3 42742268 42742268 Silent SNV C G G HHATL c.51G>C P.L17L



SH_143 3 89521634 89521634 Missense_Mutation SNV A G G EPHA3 c.2711A>G P.D904G
SH_143 4 5633724 5633724 Silent SNV G A A EVC2 c.1266C>T P.L422L
SH_143 5 140720334 140720334 Missense_Mutation SNV G T T PCDHGA2 c.1796G>T P.G599V
SH_143 5 71490897 71490897 Missense_Mutation SNV A G G MAP1B c.1337A>G P.N446S
SH_143 5 7707830 7707830 Frame_Shift_Del INDEL T - - ADCY2 c.1282delT P.S428fs
SH_143 6 46846033 46846033 Nonsense_Mutation SNV G T T ADGRF5 c.1146C>A P.C382*
SH_143 6 64694495 64694495 Missense_Mutation SNV G T T EYS c.6836C>A P.A2279E
SH_143 7 27868383 27868383 Missense_Mutation SNV G T T TAX1BP1 c.2179G>T P.D727Y
SH_143 7 43503278 43503278 Missense_Mutation SNV A G G HECW1 c.2569A>G P.T857A
SH_143 8 119122426 119122426 Missense_Mutation SNV T C C EXT1 c.860A>G P.H287R
SH_143 8 144895892 144895892 Missense_Mutation SNV G C C SCRIB c.361C>G P.P121A
SH_143 8 145657749 145657749 Silent SNV G A A TONSL c.3654C>T P.L1218L
SH_143 8 146076454 146076454 Missense_Mutation SNV G C C COMMD5 c.270C>G P.H90Q
SH_143 8 32616818 32616818 Splice_Site SNV A G G NRG1 c.922-6A>G
SH_143 8 87683256 87683256 Nonsense_Mutation SNV T A A CNGB3 c.409A>T P.K137*
SH_143 9 97321230 97321230 Missense_Mutation SNV G A A FBP2 c.1010C>T P.A337V
SH_143 X 128701285 128701285 Missense_Mutation SNV A G G OCRL c.1411A>G P.I471V
SH_143 X 151869767 151869767 Missense_Mutation SNV A G G MAGEA6 c.457A>G P.K153E
SH_143 X 69353826 69353826 Missense_Mutation SNV C T T IGBP1 c.29C>T P.P10L
SH_143 X 77224545 77224545 Silent SNV C T T PGAM4 c.591G>A P.V197V
SH_144 1 152883791 152883791 Missense_Mutation SNV G T T IVL c.1518G>T P.Q506H
SH_144 1 158670122 158670122 Silent SNV G A A OR6K2 c.321C>T P.G107G
SH_144 10 101165535 101165535 Missense_Mutation SNV T A A GOT1 c.620A>T P.K207M
SH_144 11 5632106 5632106 Missense_Mutation SNV C T T TRIM6 c.1085C>T P.S362F
SH_144 12 25398284 25398284 Missense_Mutation SNV C A A KRAS c.35G>T P.G12V
SH_144 12 2675598 2675598 Missense_Mutation SNV C T T CACNA1C c.1519C>T P.R507C
SH_144 12 95927629 95927629 Missense_Mutation SNV C T T USP44 c.404G>A P.G135D
SH_144 13 99036977 99036977 Splice_Site SNV T A A FARP1 c.497-7T>A
SH_144 15 29346119 29346119 Missense_Mutation SNV G A A APBA2 c.32G>A P.S11N
SH_144 15 68617541 68617541 Silent SNV G A A ITGA11 c.2250C>T P.V750V
SH_144 15 86076959 86076959 Missense_Mutation SNV A G G AKAP13 c.326A>G P.N109S
SH_144 16 56969335 56969335 Missense_Mutation SNV A G G HERPUD1 c.245A>G P.H82R
SH_144 16 9857975 9857975 Silent SNV G A A GRIN2A c.3426C>T P.P1142P
SH_144 17 3916801 3916801 Missense_Mutation SNV G A A ZZEF1 c.8521C>T P.H2841Y
SH_144 17 48605584 48605584 Missense_Mutation SNV G A A MYCBPAP c.2489G>A P.G830D
SH_144 19 40433036 40433036 Silent SNV G A A FCGBP c.1233C>T P.T411T
SH_144 19 9067768 9067768 Missense_Mutation SNV C G G MUC16 c.19678G>C P.A6560P
SH_144 20 1616925 1616925 Silent SNV G A A SIRPG c.657C>T P.D219D
SH_144 21 34950679 34950679 Silent SNV C T T DONSON c.1635G>A P.P545P
SH_144 3 164905979 164905979 Silent SNV A G G SLITRK3 c.2640T>C P.S880S
SH_144 3 5024843 5024843 Silent SNV C T T BHLHE40 c.705C>T P.S235S
SH_144 3 78663961 78663961 Splice_Site SNV A G G ROBO1 c.3983-11T>C
SH_144 4 177058738 177058738 Frame_Shift_Del INDEL C - - WDR17 c.1407delC P.I471fs
SH_144 4 177649010 177649010 Silent SNV G A A VEGFC c.474C>T P.S158S
SH_144 4 90170826 90170826 Missense_Mutation SNV T C C GPRIN3 c.436A>G P.I146V
SH_144 5 140182649 140182649 Missense_Mutation SNV C T T PCDHA3 c.1867C>T P.R623C
SH_144 6 101173474 101173474 Missense_Mutation SNV A C C ASCC3 c.1843T>G P.L615V
SH_144 6 46977694 46977694 Missense_Mutation SNV C T T ADGRF1 c.1477G>A P.V493I
SH_144 X 27998532 27998532 Missense_Mutation SNV T C C DCAF8L1 c.920A>G P.E307G
SH_144 X 79985517 79985517 Missense_Mutation SNV A G G BRWD3 c.1130T>C P.L377S
SH_146 3 47165534 47165534 Nonsense_Mutation SNV G A A SETD2 c.592C>T P.Q198*
SH_146 5 140774176 140774176 Missense_Mutation SNV G T T PCDHGA8 c.1796G>T P.G599V
SH_147 1 53723145 53723145 Splice_Site SNV G T T LRP8 c.2210-9C>A
SH_147 10 33200967 33200967 Nonsense_Mutation SNV C A A ITGB1 c.1555G>T P.E519*
SH_147 11 55433390 55433390 Missense_Mutation SNV G T T OR4C6 c.748G>T P.V250F
SH_147 11 60105210 60105210 Splice_Site SNV T G G MS4A6E c.148-4T>G
SH_147 12 100166768 100166768 Missense_Mutation SNV C G G ANKS1B c.1060G>C P.D354H
SH_147 12 31944829 31944829 Missense_Mutation SNV G T T H3F3C c.272C>A P.A91E
SH_147 12 94580225 94580225 Missense_Mutation SNV G A A PLXNC1 c.1415G>A P.C472Y
SH_147 16 49671974 49671974 Missense_Mutation SNV G T T ZNF423 c.909C>A P.S303R
SH_147 17 3438998 3438998 Missense_Mutation SNV G T T TRPV3 c.653C>A P.A218E
SH_147 17 7577046 7577046 Nonsense_Mutation SNV C A A TP53 c.892G>T P.E298*
SH_147 2 128387313 128387313 Missense_Mutation SNV A G G MYO7B c.4640A>G P.Q1547R
SH_147 3 52637689 52637689 Missense_Mutation SNV C A A PBRM1 c.2627G>T P.R876L
SH_147 5 140768936 140768936 Missense_Mutation SNV G T T PCDHGB4 c.1485G>T P.E495D
SH_147 6 52878499 52878499 Silent SNV C A A ICK c.1113G>T P.P371P
SH_147 6 7583200 7583200 Missense_Mutation SNV T G G DSP c.3908T>G P.L1303R
SH_147 8 81430634 81430634 Splice_Site SNV C G G ZBTB10 c.1961-4C>G
SH_147 8 92007983 92007983 Silent SNV G T T TMEM55A c.696C>A P.L232L
SH_147 8 92007984 92007984 Missense_Mutation SNV A T T TMEM55A c.695T>A P.L232H
SH_147 9 32634328 32634328 Missense_Mutation SNV G T T TAF1L c.1250C>A P.A417D
SH_147 X 147919231 147919231 Missense_Mutation SNV C A A AFF2 c.1147C>A P.Q383K
SH_147 X 27766382 27766382 Missense_Mutation SNV C T T DCAF8L2 c.1370C>T P.A457V
SH_16 1 148888233 148888233 Splice_Site SNV G T T LOC101927429 n.540+8G>T
SH_16 1 151681548 151681548 Missense_Mutation SNV C A A CELF3 c.271G>T P.A91S
SH_16 1 201180607 201180607 Missense_Mutation SNV T A A IGFN1 c.6586T>A P.F2196I
SH_16 1 24076378 24076378 Missense_Mutation SNV A G G TCEB3 c.257A>G P.H86R
SH_16 1 39768605 39768605 Missense_Mutation SNV T A A MACF1 c.2659T>A P.C887S
SH_16 10 107005371 107005371 Missense_Mutation SNV G T T SORCS3 c.2940G>T P.Q980H
SH_16 11 95712566 95712566 Missense_Mutation SNV C T T MAML2 c.3017G>A P.S1006N
SH_16 12 46125092 46125092 Frame_Shift_Del INDEL C - - ARID2 c.279delC P.L94fs
SH_16 12 7252302 7252302 Missense_Mutation SNV T C C C1RL c.545A>G P.E182G
SH_16 14 56104500 56104500 Missense_Mutation SNV A G G KTN1 c.1720A>G P.I574V
SH_16 15 28451412 28451412 Missense_Mutation SNV C A A HERC2 c.7186G>T P.A2396S
SH_16 16 71509288 71509288 Missense_Mutation SNV C T T ZNF19 c.1162G>A P.D388N
SH_16 16 74425621 74425621 Silent SNV C G G NPIPB15 c.975C>G P.V325V
SH_16 16 79245590 79245590 Missense_Mutation SNV G T T WWOX c.803G>T P.R268L
SH_16 17 10408714 10408714 Silent SNV A G G MYH1 c.2289T>C P.G763G
SH_16 17 7577534 7577534 Missense_Mutation SNV C A A TP53 c.747G>T P.R249S
SH_16 19 8997470 8997470 Missense_Mutation SNV T C C MUC16 c.40952A>G P.N13651S
SH_16 2 231065609 231065609 Missense_Mutation SNV A G G SP110 c.1139T>C P.V380A
SH_16 2 26437363 26437363 Missense_Mutation SNV T G G HADHA c.867A>C P.K289N
SH_16 20 9353722 9353722 Missense_Mutation SNV G T T PLCB4 c.715G>T P.V239L
SH_16 3 111870794 111870794 Missense_Mutation SNV G T T SLC9C1 c.3290C>A P.A1097D
SH_16 3 178937402 178937402 Missense_Mutation SNV A C C PIK3CA c.1790A>C P.Q597P
SH_16 6 112397659 112397659 Missense_Mutation SNV G T T TUBE1 c.502C>A P.P168T
SH_16 6 143605321 143605321 Silent SNV A T T AIG1 c.444A>T P.G148G
SH_16 6 28365896 28365896 Missense_Mutation SNV G A A ZSCAN12 c.287C>T P.T96I



SH_16 6 3137682 3137682 Missense_Mutation SNV G A A BPHL c.568G>A P.E190K
SH_16 6 5613523 5613523 Frame_Shift_Del INDEL T - - FARS2 c.1188delT P.D397fs
SH_16 7 11514106 11514106 Missense_Mutation SNV G A A THSD7A c.2107C>T P.P703S
SH_16 7 148904439 148904439 Splice_Site SNV C A A ZNF282 c.713-4C>A
SH_16 8 35624493 35624493 Missense_Mutation SNV C A A UNC5D c.2372C>A P.T791K
SH_16 9 18635934 18635934 Splice_Site SNV T A A ADAMTSL1 c.602-7T>A
SH_16 9 27172744 27172744 Missense_Mutation SNV G C C TEK c.759G>C P.K253N
SH_16 9 33467459 33467459 Frame_Shift_Del INDEL C - - NOL6 c.1658delG P.G553fs
SH_17 1 160105259 160105259 Silent SNV C T T ATP1A2 c.2151C>T P.N717N
SH_17 1 186084057 186084057 Nonsense_Mutation SNV C T T HMCN1 c.11383C>T P.R3795*
SH_17 11 6291978 6291978 Silent SNV C T T CCKBR c.504C>T P.D168D
SH_17 11 7110527 7110527 Missense_Mutation SNV C T T RBMXL2 c.176C>T P.P59L
SH_17 12 25398284 25398284 Missense_Mutation SNV C T T KRAS c.35G>A P.G12D
SH_17 17 7578404 7578404 Missense_Mutation SNV A T T TP53 c.526T>A P.C176S
SH_17 20 39800857 39800857 Missense_Mutation SNV C T T PLCG1 c.2833C>T P.R945W
SH_17 6 152673313 152673313 Missense_Mutation SNV G A A SYNE1 c.11384C>T P.T3795M
SH_17 6 25726439 25726439 Missense_Mutation SNV C T T HIST1H2AA c.317G>A P.G106D
SH_17 7 129350276 129350276 Silent SNV A G G NRF1 c.828A>G P.E276E
SH_17 X 53619395 53619395 Missense_Mutation SNV C T T HUWE1 c.3935G>A P.R1312H
SH_18 1 158054241 158054241 Missense_Mutation SNV G T T KIRREL c.82G>T P.G28C
SH_18 1 230468694 230468694 Missense_Mutation SNV C T T PGBD5 c.1169G>A P.R390Q
SH_18 11 12020291 12020291 Silent SNV T C C DKK3 c.387A>G P.S129S
SH_18 11 5254266 5254266 Silent SNV G T T HBD c.372C>A P.T124T
SH_18 12 26277461 26277461 Silent SNV G A A BHLHE41 c.117C>T P.D39D
SH_18 13 46726927 46726927 Missense_Mutation SNV T G G LCP1 c.727A>C P.S243R
SH_18 15 48533766 48533766 Missense_Mutation SNV G T T SLC12A1 c.1270G>T P.V424F
SH_18 17 48677006 48677006 Missense_Mutation SNV G T T CACNA1G c.3476G>T P.R1159L
SH_18 19 58153454 58153454 Missense_Mutation SNV A G G ZNF211 c.1795A>G P.K599E
SH_18 19 9076224 9076224 Missense_Mutation SNV C A A MUC16 c.11222G>T P.G3741V
SH_18 2 20405124 20405124 Missense_Mutation SNV T C C SDC1 c.128A>G P.N43S
SH_18 3 110912063 110912063 Missense_Mutation SNV G A A NECTIN3 c.1301G>A P.R434K
SH_18 4 26640392 26640392 Splice_Site SNV G T T TBC1D19 c.175-1G>T
SH_18 5 169533358 169533358 Missense_Mutation SNV G A A FOXI1 c.397G>A P.A133T
SH_19 1 160788066 160788066 Missense_Mutation SNV C G G LY9 c.1131C>G P.C377W
SH_19 1 85736473 85736473 Silent SNV T G G BCL10 c.174A>C P.R58R
SH_19 10 127524684 127524684 Frame_Shift_Ins INDEL - T T BCCIP c.786_787insT P.K263fs
SH_19 10 49447708 49447708 Missense_Mutation SNV C A A FRMPD2 c.728G>T P.S243I
SH_19 10 93601080 93601080 Missense_Mutation SNV T C C TNKS2 c.1714T>C P.Y572H
SH_19 11 8661866 8661866 Nonsense_Mutation SNV G A A TRIM66 c.1621C>T P.Q541*
SH_19 13 101997759 101997759 Nonsense_Mutation SNV C T T NALCN c.657G>A P.W219*
SH_19 16 1306632 1306632 Silent SNV C T T TPSD1 c.198C>T P.C66C
SH_19 4 110454797 110454797 Missense_Mutation SNV G A A SEC24B c.3439G>A P.D1147N
SH_19 6 30313242 30313242 Splice_Site SNV A T T RPP21 c.159-2A>T
SH_19 7 48413961 48413961 Silent SNV C T T ABCA13 c.11151C>T P.T3717T
SH_19 7 8198260 8198260 Missense_Mutation SNV G A A ICA1 c.602C>T P.A201V
SH_19 9 101900207 101900207 Missense_Mutation SNV G T T TGFBR1 c.641G>T P.G214V
SH_20 1 248343535 248343535 Missense_Mutation SNV T C C OR2M2 c.248T>C P.F83S
SH_20 1 53728185 53728185 Silent SNV C A A LRP8 c.1707G>T P.G569G
SH_20 1 75708631 75708631 Missense_Mutation SNV T A A SLC44A5 c.411A>T P.K137N
SH_20 10 33218859 33218859 Missense_Mutation SNV T C C ITGB1 c.267A>G P.I89M
SH_20 10 6527155 6527155 Missense_Mutation SNV T A A PRKCQ c.977A>T P.N326I
SH_20 11 61732277 61732277 Silent SNV C T T FTH1 c.474G>A P.K158K
SH_20 12 41337930 41337930 Frame_Shift_Ins INDEL - GA GA CNTN1 1642_1643dupG P.D548fs
SH_20 12 66622112 66622112 Silent SNV C T T IRAK3 c.666C>T P.N222N
SH_20 12 93245003 93245003 Missense_Mutation SNV T C C EEA1 c.682A>G P.K228E
SH_20 13 28964068 28964068 Missense_Mutation SNV T C C FLT1 c.1834A>G P.T612A
SH_20 17 7577534 7577534 Missense_Mutation SNV C A A TP53 c.747G>T P.R249S
SH_20 19 55363450 55363450 Splice_Site SNV C A A KIR3DL2 c.71-3C>A
SH_20 19 56423938 56423938 Missense_Mutation SNV G T T NLRP13 c.1245C>A P.N415K
SH_20 3 111923246 111923246 Missense_Mutation SNV G A A SLC9C1 c.1847C>T P.A616V
SH_20 3 146312817 146312817 Splice_Site SNV A T T PLSCR5 c.232+11T>A
SH_20 3 58084471 58084471 Missense_Mutation SNV A T T FLNB c.1181A>T P.E394V
SH_20 3 74350606 74350606 Nonsense_Mutation SNV T A A CNTN3 c.2038A>T P.K680*
SH_20 4 107845802 107845802 Missense_Mutation SNV A T T DKK2 c.429T>A P.D143E
SH_20 5 140236939 140236939 Missense_Mutation SNV G A A PCDHA10 c.1306G>A P.A436T
SH_20 6 26091275 26091275 Missense_Mutation SNV G A A HFE c.283G>A P.D95N
SH_20 7 131829986 131829986 Missense_Mutation SNV C A A PLXNA4 c.5117G>T P.G1706V
SH_20 7 54610501 54610501 Missense_Mutation SNV A T T VSTM2A c.78A>T P.Q26H
SH_20 8 87423940 87423940 Missense_Mutation SNV A T T WWP1 c.898A>T P.S300C
SH_20 X 147018025 147018025 Missense_Mutation SNV A G G FMR1 c.883A>G P.K295E
SH_24 18 48604743 48604780 Frame_Shift_Del INDEL ATTCACTTAC - - SMAD4 ATTGAAATTCACT P.C523fs
SH_24 6 27925499 27925499 Missense_Mutation SNV A C C OR2B6 c.481A>C P.T161P
SH_25 1 151789714 151789714 Missense_Mutation SNV G A A RORC c.50C>T P.S17L
SH_25 1 155207299 155207299 Missense_Mutation SNV C T T GBA c.832G>A P.G278R
SH_25 1 158614179 158614179 Missense_Mutation SNV T C C SPTA1 c.4202A>G P.Q1401R
SH_25 1 180155280 180155280 Missense_Mutation SNV T A A QSOX1 c.980T>A P.L327Q
SH_25 1 225510522 225510522 Missense_Mutation SNV T A A DNAH14 c.9213T>A P.D3071E
SH_25 1 24696306 24696306 Missense_Mutation SNV G T T STPG1 c.595C>A P.L199I
SH_25 10 17026108 17026108 Silent SNV A T T CUBN c.4521T>A P.T1507T
SH_25 10 27323935 27323935 Missense_Mutation SNV T A A ANKRD26 c.3441A>T P.Q1147H
SH_25 10 29822291 29822291 Silent SNV C A A SVIL c.1005G>T P.A335A
SH_25 11 1099786 1099786 Frame_Shift_Del INDEL G - - MUC2 c.7371delG P.R2459fs
SH_25 11 56258299 56258299 Missense_Mutation SNV A T T OR5M8 c.548T>A P.L183Q
SH_25 11 56756576 56756576 Missense_Mutation SNV T G G OR5AK2 c.188T>G P.L63R
SH_25 12 1702845 1702845 Missense_Mutation SNV T C C FBXL14 c.388A>G P.I130V
SH_25 12 31236909 31236909 Missense_Mutation SNV G A A DDX11 c.307G>A P.G103S
SH_25 12 63974547 63974547 Missense_Mutation SNV T A A DPY19L2 c.1795A>T P.I599L
SH_25 12 78582472 78582472 Silent SNV T A A NAV3 c.5970T>A P.I1990I
SH_25 13 103389927 103389927 Missense_Mutation SNV T C C CCDC168 c.13120A>G P.K4374E
SH_25 13 76374968 76374968 Missense_Mutation SNV G C C LMO7 c.611G>C P.R204T
SH_25 14 64892794 64892794 Missense_Mutation SNV A T T MTHFD1 c.1011A>T P.E337D
SH_25 15 31294159 31294159 Missense_Mutation SNV C A A TRPM1 c.4795G>T P.V1599L
SH_25 16 60392609 60392609 Missense_Mutation SNV A T T LOC729159 c.998T>A P.L333Q
SH_25 17 41852171 41852171 Silent SNV G A A DUSP3 c.261C>T P.G87G
SH_25 19 33953923 33953923 Missense_Mutation SNV T C C PEPD c.649A>G P.M217V
SH_25 19 58017748 58017748 Missense_Mutation SNV T A A ZNF773 c.278T>A P.L93Q
SH_25 2 108455427 108455427 Splice_Site SNV A G G RGPD4 c.405+7A>G
SH_25 2 109382945 109382945 Missense_Mutation SNV G A A RANBP2 c.5950G>A P.G1984S



SH_25 2 131220756 131220756 Missense_Mutation SNV C A A POTEI c.2861G>T P.W954L
SH_25 2 179480059 179480059 Missense_Mutation SNV A T T TTN c.43690T>A P.C14564S
SH_25 2 222428585 222428585 Missense_Mutation SNV C T T EPHA4 c.689G>A P.R230Q
SH_25 3 100489594 100489594 Silent SNV A T T ABI3BP c.2601T>A P.T867T
SH_25 3 56694964 56694964 Missense_Mutation SNV T A A FAM208A c.1242A>T P.E414D
SH_25 4 187455400 187455400 Missense_Mutation SNV C A A MTNR1A c.496G>T P.G166W
SH_25 4 38696488 38696488 Missense_Mutation SNV A G G KLF3 c.817A>G P.K273E
SH_25 4 52743962 52743962 Silent SNV G A A DCUN1D4 c.285G>A P.K95K
SH_25 6 102250231 102250231 Missense_Mutation SNV G C C GRIK2 c.1121G>C P.R374T
SH_25 6 150240933 150240933 Silent SNV A G G RAET1G c.105T>C P.Y35Y
SH_25 6 41711073 41711073 Missense_Mutation SNV T A A PGC c.383A>T P.Q128L
SH_25 6 43333120 43333120 Frame_Shift_Del INDEL C - - ZNF318 c.458delG P.G153fs
SH_25 6 49754093 49754093 Missense_Mutation SNV T A A PGK2 c.808A>T P.M270L
SH_25 7 100636133 100636133 Silent SNV T C C MUC12 c.2289T>C P.R763R
SH_25 7 80091863 80091863 Silent SNV A T T GNAT3 c.675T>A P.A225A
SH_25 8 142487587 142487587 Splice_Site SNV A G G MROH5 c.1366-5T>C
SH_25 8 61178570 61178570 Missense_Mutation SNV C T T CA8 c.331G>A P.E111K
SH_25 9 113168980 113168980 Missense_Mutation SNV T C C SVEP1 c.8900A>G P.H2967R
SH_25 X 122755252 122755252 Silent SNV A T T THOC2 c.3972T>A P.S1324S
SH_26 1 103491886 103491886 Nonsense_Mutation SNV A T T COL11A1 c.783T>A P.Y261*
SH_26 1 145456723 145456723 Frame_Shift_Del INDEL C - - POLR3GL c.571delG P.E191fs
SH_26 1 151001429 151001429 Splice_Site SNV G T T PRUNE1 c.387+9G>T
SH_26 1 151789184 151789184 Missense_Mutation SNV T C C RORC c.191A>G P.H64R
SH_26 1 152383072 152383072 Silent SNV C A A CRNN c.486G>T P.A162A
SH_26 1 155931448 155931448 Splice_Site SNV T A A ARHGEF2 c.1468+4A>T
SH_26 1 161559531 161559531 Missense_Mutation SNV A T T FCGR2C c.313A>T P.N105Y
SH_26 1 162335213 162335213 Missense_Mutation SNV A G G NOS1AP c.74A>G P.Q25R
SH_26 1 171753573 171753573 Missense_Mutation SNV A C C METTL13 c.589A>C P.T197P
SH_26 1 186045576 186045576 Missense_Mutation SNV G T T HMCN1 c.8307G>T P.Q2769H
SH_26 1 201194977 201194977 Missense_Mutation SNV C G G IGFN1 c.10512C>G P.I3504M
SH_26 1 222920395 222920395 Silent SNV A T T FAM177B c.213A>T P.A71A
SH_26 1 43784956 43784956 Silent SNV A T T TIE1 c.2973A>T P.L991L
SH_26 1 45253107 45253107 Missense_Mutation SNV A T T BEST4 c.184T>A P.Y62N
SH_26 1 47610033 47610033 Missense_Mutation SNV A T T CYP4A22 c.795A>T P.Q265H
SH_26 10 105200499 105200499 Silent SNV G T T PDCD11 c.4449G>T P.V1483V
SH_26 10 134691545 134691545 Missense_Mutation SNV A T T CFAP46 c.4052T>A P.L1351Q
SH_26 10 61443912 61443912 Missense_Mutation SNV T A A SLC16A9 c.138A>T P.E46D
SH_26 10 98303889 98303889 Missense_Mutation SNV T C C TM9SF3 c.1129A>G P.I377V
SH_26 11 1020229 1020229 Missense_Mutation SNV C T T MUC6 c.3669G>A P.M1223I
SH_26 11 125448157 125448157 Splice_Site SNV G T T EI24 c.399+4G>T
SH_26 11 16847727 16847727 Missense_Mutation SNV C G G PLEKHA7 c.1283G>C P.R428T
SH_26 11 59604645 59604645 Splice_Site SNV A T T GIF c.871+2T>A
SH_26 12 104715085 104715085 Silent SNV A T T TXNRD1 c.1206A>T P.V402V
SH_26 12 109964161 109964161 Splice_Site SNV A T T UBE3B c.2569-2A>T
SH_26 12 118848896 118848896 Silent SNV C G G SUDS3 c.822C>G P.A274A
SH_26 12 54447850 54447850 Silent SNV C T T HOXC4 c.144C>T P.H48H
SH_26 12 7064439 7064439 Splice_Site SNV T G G PTPN6 c.633+9T>G
SH_26 12 70980902 70980902 Silent SNV G A A PTPRB c.2196C>T P.S732S
SH_26 12 80660340 80660340 Silent SNV C T T OTOGL c.2307C>T P.G769G
SH_26 12 99065362 99065362 Missense_Mutation SNV A T T APAF1 c.1625A>T P.H542L
SH_26 13 103387815 103387815 Frame_Shift_Ins INDEL - A A CCDC168 15231_15232ins P.L5078fs
SH_26 13 103387816 103387816 Missense_Mutation SNV T A A CCDC168 c.15231A>T P.L5077F
SH_26 13 28136914 28136914 Missense_Mutation SNV T A A LNX2 c.860A>T P.N287I
SH_26 13 41706613 41706613 Missense_Mutation SNV C T T KBTBD6 c.35G>A P.R12H
SH_26 13 48934155 48934155 Nonsense_Mutation SNV G T T RB1 c.610G>T P.E204*
SH_26 14 21024751 21024751 Missense_Mutation SNV T A A RNASE9 c.478A>T P.R160W
SH_26 14 34400402 34400402 Missense_Mutation SNV G A A EGLN3 c.95C>T P.P32L
SH_26 15 41961511 41961511 Missense_Mutation SNV G A A MGA c.419G>A P.R140H
SH_26 15 43352244 43352244 Splice_Site SNV A C C UBR1 c.861+6T>G
SH_26 15 48559862 48559862 Silent SNV A T T SLC12A1 c.2259A>T P.A753A
SH_26 15 52540980 52540980 Missense_Mutation SNV C T T MYO5C c.1663G>A P.V555I
SH_26 17 27286237 27286237 Missense_Mutation SNV A T T SEZ6 c.1913T>A P.L638Q
SH_26 17 36485747 36485747 Silent SNV G A A GPR179 c.3705C>T P.S1235S
SH_26 17 42744211 42744211 Missense_Mutation SNV T A A MEIOC c.932T>A P.M311K
SH_26 17 55187384 55187384 Splice_Site SNV A T T AKAP1 c.1715-2A>T
SH_26 17 7578177 7578177 Missense_Mutation SNV C A A TP53 c.672G>T P.E224D
SH_26 18 56008937 56008937 Missense_Mutation SNV G T T NEDD4L c.922G>T P.A308S
SH_26 18 57103235 57103235 Missense_Mutation SNV T A A CCBE1 c.1126A>T P.S376C
SH_26 18 8114778 8114778 Splice_Site SNV A G G PTPRM c.2131-11A>G
SH_26 19 18324189 18324189 Missense_Mutation SNV C T T PDE4C c.1597G>A P.D533N
SH_26 19 22847939 22847939 Missense_Mutation SNV T A A ZNF492 c.1468T>A P.S490T
SH_26 19 34929592 34929592 Nonsense_Mutation SNV A T T UBA2 c.502A>T P.R168*
SH_26 19 41600269 41600269 Missense_Mutation SNV A T T CYP2A13 c.1093A>T P.M365L
SH_26 19 43420615 43420615 Missense_Mutation SNV A C C PSG6 c.89T>G P.L30R
SH_26 19 45397225 45397225 Missense_Mutation SNV A T T TOMM40 c.545A>T P.Q182L
SH_26 19 48305649 48305649 Missense_Mutation SNV T A A TPRX1 c.619A>T P.I207F
SH_26 19 9677401 9677401 Missense_Mutation SNV T C C ZNF121 c.388A>G P.S130G
SH_26 2 107075753 107075753 Nonsense_Mutation SNV A C C RGPD3 c.108T>G P.Y36*
SH_26 2 133075566 133075566 Missense_Mutation SNV T A A ZNF806 c.1027T>A P.Y343N
SH_26 2 197987363 197987363 Splice_Site SNV T A A ANKRD44 c.693+11A>T
SH_26 2 207615711 207615711 Frame_Shift_Del INDEL G - - MDH1B c.999delC P.I334fs
SH_26 20 44279191 44279191 Missense_Mutation SNV A T T WFDC11 c.49T>A P.C17S
SH_26 20 45004377 45004377 Missense_Mutation SNV T C C ELMO2 c.596A>G P.Y199C
SH_26 20 61391368 61391368 Splice_Site SNV A T T NTSR1 c.1008-2A>T
SH_26 22 26343745 26343745 Missense_Mutation SNV A T T MYO18B c.5702A>T P.Q1901L
SH_26 22 30518101 30518101 Silent SNV A T T HORMAD2 c.717A>T P.T239T
SH_26 22 44583718 44583718 Silent SNV G A A PARVG c.207G>A P.E69E
SH_26 3 105243336 105243336 Silent SNV A T T ALCAM c.378A>T P.T126T
SH_26 3 113378388 113378388 Missense_Mutation SNV A G G USF3 c.2141T>C P.L714P
SH_26 3 130311438 130311438 Silent SNV T C C COL6A6 c.4326T>C P.Y1442Y
SH_26 4 108614942 108614942 Missense_Mutation SNV T C C PAPSS1 c.396A>G P.I132M
SH_26 4 126412071 126412071 Silent SNV G A A FAT4 c.14094G>A P.L4698L
SH_26 4 15560785 15560785 Splice_Site SNV T A A CC2D2A c.2830-3T>A
SH_26 4 165118701 165118701 Missense_Mutation SNV T A A ANP32C c.163A>T P.T55S
SH_26 4 55976869 55976869 Missense_Mutation SNV A T T KDR c.1043T>A P.V348D
SH_26 4 80905082 80905082 Missense_Mutation SNV C A A ANTXR2 c.1129G>T P.D377Y
SH_26 4 96199465 96199465 Nonsense_Mutation SNV A T T UNC5C c.539T>A P.L180*
SH_26 5 132228797 132228797 Missense_Mutation SNV T G G AFF4 c.2321A>C P.N774T



SH_26 5 140788050 140788050 Missense_Mutation SNV A T T PCDHGB6 c.281A>T P.Q94L
SH_26 5 156514136 156514136 Missense_Mutation SNV C A A HAVCR2 c.883G>T P.G295C
SH_26 5 19483540 19483540 Nonsense_Mutation SNV G T T CDH18 c.1643C>A P.S548*
SH_26 5 19839092 19839092 Missense_Mutation SNV T C C CDH18 c.4A>G P.K2E
SH_26 5 89918411 89918411 Splice_Site SNV T C C ADGRV1 c.454-3T>C
SH_26 6 155761094 155761094 Missense_Mutation SNV T A A NOX3 c.664A>T P.T222S
SH_26 6 26107950 26107950 Silent SNV A T T HIST1H1T c.372T>A P.A124A
SH_26 6 29342352 29342352 Missense_Mutation SNV G T T OR12D3 c.713C>A P.S238Y
SH_26 6 29574706 29574706 Missense_Mutation SNV G T T GABBR1 c.1654C>A P.Q552K
SH_26 6 32797229 32797229 Missense_Mutation SNV A C C TAP2 c.1880T>G P.V627G
SH_26 6 33371764 33371764 Missense_Mutation SNV A T T KIFC1 c.614A>T P.E205V
SH_26 7 138258349 138258349 Missense_Mutation SNV A T T TRIM24 c.1874A>T P.Q625L
SH_26 7 141755491 141755491 Missense_Mutation SNV A T T MGAM c.3448A>T P.T1150S
SH_26 7 141763320 141763320 Missense_Mutation SNV T A A MGAM c.4279T>A P.F1427I
SH_26 7 144060399 144060399 Nonsense_Mutation SNV G T T ARHGEF5 c.637G>T P.E213*
SH_26 7 151945241 151945241 Missense_Mutation SNV T A A KMT2C c.2278A>T P.I760L
SH_26 7 56052539 56052539 Splice_Site SNV G T T GBAS c.469-1G>T
SH_26 7 99221754 99221754 Silent SNV A T T ZSCAN25 c.756A>T P.I252I
SH_26 8 100733119 100733119 Missense_Mutation SNV A T T VPS13B c.6969A>T P.E2323D
SH_26 8 105509634 105509634 Silent SNV A G G LRP12 c.1089T>C P.C363C
SH_26 8 113655811 113655811 Splice_Site SNV A C C MIR2053 n.90A>C
SH_26 8 133141758 133141758 Silent SNV C T T KCNQ3 c.2010G>A P.L670L
SH_26 8 16850679 16850679 Missense_Mutation SNV T A A FGF20 c.538A>T P.R180W
SH_26 8 56435975 56435975 Missense_Mutation SNV T C C XKR4 c.1142T>C P.F381S
SH_26 8 56708615 56708615 Silent SNV A T T TGS1 c.1167A>T P.L389L
SH_26 8 86250689 86250689 Splice_Site SNV A G G CA1 c.38-11T>C
SH_26 9 117692411 117692411 Missense_Mutation SNV A T T TNFSF8 c.173T>A P.M58K
SH_26 9 118666932 118666932 Splice_Site SNV A T T LINC00474 n.77-11T>A
SH_26 9 125486740 125486740 Missense_Mutation SNV C A A OR1L4 c.472C>A P.L158M
SH_26 9 39118130 39118130 Missense_Mutation SNV T G G CNTNAP3 c.2207A>C P.Y736S
SH_26 9 40705661 40705663 Missense_Mutation INDEL TAT - - SPATA31A3 3319_3321delAT P.I1107del
SH_26 X 104512082 104512082 Silent SNV A T T IL1RAPL2 c.555A>T P.P185P
SH_26 X 36317165 36317165 Missense_Mutation SNV G T T CFAP47 c.7760G>T P.S2587I
SH_26 X 47308003 47308003 Missense_Mutation SNV C A A ZNF41 c.908G>T P.G303V
SH_26 X 50134504 50134504 Nonsense_Mutation SNV C T T DGKK c.1775G>A P.W592*
SH_28 1 111957125 111957125 Frame_Shift_Del INDEL T - - OVGP1 c.1998delA P.E667fs
SH_28 1 186092174 186092174 Silent SNV G A A HMCN1 c.12321G>A P.P4107P
SH_28 1 207245668 207245668 Missense_Mutation SNV G T T PFKFB2 c.1470G>T P.K490N
SH_28 1 248343439 248343439 Missense_Mutation SNV T C C OR2M2 c.152T>C P.L51P
SH_28 1 52878217 52878217 Missense_Mutation SNV T A A PRPF38A c.530T>A P.L177Q
SH_28 1 53682484 53682484 Silent SNV C T T C1orf123 c.252G>A P.R84R
SH_28 1 63299696 63299696 Splice_Site INDEL T - - ATG4C c.934-6delT
SH_28 1 70504220 70504220 Missense_Mutation SNV A G G LRRC7 c.2599A>G P.T867A
SH_28 1 86426921 86426921 Splice_Site SNV A T T COL24A1 c.2562+11T>A
SH_28 10 17032333 17032333 Splice_Site SNV C T T CUBN c.4350G>A P.E1450E
SH_28 10 6259131 6259131 Missense_Mutation SNV A G G PFKFB3 c.415A>G P.T139A
SH_28 10 78761223 78761223 Missense_Mutation SNV C A A KCNMA1 c.2208G>T P.E736D
SH_28 10 89692847 89692847 Missense_Mutation SNV T C C PTEN c.331T>C P.W111R
SH_28 11 117303080 117303080 Missense_Mutation SNV G A A DSCAML1 c.5347C>T P.R1783W
SH_28 11 55653610 55653610 Frame_Shift_Del INDEL A - - TRIM51 c.430delA P.M144fs
SH_28 12 110815425 110815425 Splice_Site INDEL - A A ANAPC7 c.1235-4dupT
SH_28 12 123801862 123801862 Silent SNV T C C SBNO1 c.2841A>G P.S947S
SH_28 12 48465478 48465478 Missense_Mutation SNV C T T SENP1 c.967G>A P.V323M
SH_28 12 52758834 52758834 Missense_Mutation SNV G A A KRT85 c.541C>T P.R181W
SH_28 12 54063678 54063678 Nonsense_Mutation SNV G A A ATP5G2 c.142C>T P.R48*
SH_28 12 6125705 6125705 Missense_Mutation SNV C A A VWF c.5288G>T P.R1763L
SH_28 12 8085704 8085704 Missense_Mutation SNV C T T SLC2A3 c.148G>A P.G50R
SH_28 12 90028984 90028984 Frame_Shift_Del INDEL T - - ATP2B1 c.451delA P.T151fs
SH_28 13 114469224 114469224 Silent SNV G T T TMEM255B c.183G>T P.G61G
SH_28 14 102349849 102349849 Silent SNV C T T PPP2R5C c.672C>T P.F224F
SH_28 14 23893245 23893245 Silent SNV C T T MYH7 c.2793G>A P.E931E
SH_28 14 88940113 88940113 Frame_Shift_Del INDEL T - - PTPN21 c.2545delA P.I849fs
SH_28 15 30382058 30382058 Silent SNV C A A GOLGA8J c.1030C>A P.R344R
SH_28 15 55613506 55613506 Missense_Mutation SNV T C C PIGB c.335T>C P.L112P
SH_28 15 74640322 74640322 Missense_Mutation SNV C G G CYP11A1 c.344G>C P.G115A
SH_28 17 7577534 7577534 Missense_Mutation SNV C A A TP53 c.747G>T P.R249S
SH_28 17 8171937 8171937 Missense_Mutation SNV G A A PFAS c.3469G>A P.V1157M
SH_28 17 8659736 8659736 Missense_Mutation SNV T A A SPDYE4 c.359A>T P.K120I
SH_28 19 11123688 11123688 Missense_Mutation SNV G A A SMARCA4 c.2338G>A P.E780K
SH_28 19 41307092 41307092 Silent SNV C T T EGLN2 c.615C>T P.R205R
SH_28 19 42914611 42914611 Missense_Mutation SNV G A A LIPE c.1267C>T P.R423C
SH_28 19 51165297 51165297 Silent SNV G A A SHANK1 c.6411C>T P.Y2137Y
SH_28 19 53385106 53385106 Missense_Mutation SNV C G G ZNF320 c.273G>C P.E91D
SH_28 19 6719407 6719407 Missense_Mutation SNV T C C C3 c.82A>G P.I28V
SH_28 2 125405360 125405360 Silent SNV G A A CNTNAP5 c.1899G>A P.Q633Q
SH_28 2 128467270 128467270 Nonsense_Mutation SNV G A A WDR33 c.3469C>T P.R1157*
SH_28 2 196689003 196689003 Silent SNV A G G DNAH7 c.9267T>C P.H3089H
SH_28 2 210685243 210685243 Missense_Mutation SNV G T T UNC80 c.2171G>T P.S724I
SH_28 20 57009718 57009718 Missense_Mutation SNV A C C VAPB c.272A>C P.Q91P
SH_28 20 61597917 61597917 Missense_Mutation SNV G T T SLC17A9 c.1084G>T P.A362S
SH_28 21 35154395 35154395 Silent SNV A G G ITSN1 c.1782A>G P.R594R
SH_28 3 119336894 119336894 Missense_Mutation SNV G A A PLA1A c.735G>A P.M245I
SH_28 3 164785144 164785144 Frame_Shift_Del INDEL T - - SI c.619delA P.S207fs
SH_28 3 168833263 168833263 Silent SNV T C C MECOM c.2028A>G P.G676G
SH_28 4 111543439 111543439 Missense_Mutation SNV A T T PITX2 c.178T>A P.S60T
SH_28 5 129243945 129243945 Silent SNV G A A CHSY3 c.978G>A P.V326V
SH_28 5 139231295 139231295 Silent SNV G T T NRG2 c.1468C>A P.R490R
SH_28 5 140625308 140625308 Silent SNV G T T PCDHB15 c.162G>T P.L54L
SH_28 5 159840963 159840963 Silent SNV G A A SLU7 c.348C>T P.R116R
SH_28 6 117888071 117888071 Missense_Mutation SNV C T T GOPC c.1180G>A P.G394S
SH_28 6 165827144 165827144 Silent SNV G T T PDE10A c.1123C>A P.R375R
SH_28 6 46801209 46801209 Missense_Mutation SNV C A A MEP1A c.1543C>A P.P515T
SH_28 7 107542817 107542817 Missense_Mutation SNV T A A DLD c.246T>A P.N82K
SH_28 7 40899911 40899911 Splice_Site SNV G T T SUGCT c.1253-4G>T
SH_28 7 70881056 70881056 Splice_Site SNV C T T WBSCR17 c.764+7C>T
SH_28 X 53603909 53603909 Silent SNV C T T HUWE1 c.5835G>A P.V1945V
SH_29 10 71678036 71678036 Splice_Site SNV G T T COL13A1 c.997-5G>T
SH_29 12 12038893 12038893 Missense_Mutation SNV A G G ETV6 c.1186A>G P.R396G



SH_29 12 25398284 25398284 Missense_Mutation SNV C A A KRAS c.35G>T P.G12V
SH_29 15 66782901 66782901 Missense_Mutation SNV C T T MAP2K1 c.1130C>T P.S377F
SH_29 17 7578395 7578395 Missense_Mutation SNV G A A TP53 c.535C>T P.H179Y
SH_29 19 14094065 14094065 Silent SNV C T T RFX1 c.447G>A P.T149T
SH_29 22 32754310 32754310 Silent SNV C T T RFPL3 c.252C>T P.V84V
SH_29 3 32398937 32398937 Missense_Mutation SNV A G G CMTM8 c.220A>G P.M74V
SH_29 7 105255059 105255059 Silent SNV C T T ATXN7L1 c.1074G>A P.P358P
SH_29 8 145114792 145114792 Silent SNV G A A OPLAH c.144C>T P.T48T
SH_29 9 112153424 112153424 Silent SNV G A A PTPN3 c.1965C>T P.Y655Y
SH_33 1 153905343 153905343 Missense_Mutation SNV C T T DENND4B c.3617G>A P.R1206Q
SH_33 10 112838102 112838102 Missense_Mutation SNV C A A ADRA2A c.348C>A P.F116L
SH_33 10 68940163 68940163 Missense_Mutation SNV G A A CTNNA3 c.959C>T P.T320M
SH_33 11 121430301 121430301 Missense_Mutation SNV A C C SORL1 c.2984A>C P.E995A
SH_33 12 113726026 113726026 Missense_Mutation SNV C T T TPCN1 c.1909C>T P.P637S
SH_33 12 25398284 25398284 Missense_Mutation SNV C A A KRAS c.35G>T P.G12V
SH_33 15 23690558 23690558 Missense_Mutation SNV C T T GOLGA6L2 c.112G>A P.A38T
SH_33 16 449461 449461 Missense_Mutation SNV C G G NME4 c.308C>G P.S103C
SH_33 17 7578513 7578525 Frame_Shift_Del INDEL TGGCCAGTTG - - TP53 417delCCAACTGG P.C135fs
SH_33 2 125192246 125192246 Missense_Mutation SNV G T T CNTNAP5 c.715G>T P.A239S
SH_33 2 220505520 220505520 Missense_Mutation SNV T C C SLC4A3 c.3538T>C P.W1180R
SH_33 20 62227109 62227109 Missense_Mutation SNV T A A GMEB2 c.473A>T P.D158V
SH_33 3 137787000 137787000 Missense_Mutation SNV C T T DZIP1L c.1825G>A P.G609R
SH_33 4 187530361 187530361 Silent SNV C A A FAT1 c.10182G>T P.V3394V
SH_33 5 176522365 176522365 Silent SNV C A A FGFR4 c.1554C>A P.V518V
SH_33 6 166873029 166873029 Missense_Mutation SNV C T T RPS6KA2 c.1007G>A P.R336Q
SH_33 7 146805424 146805424 Missense_Mutation SNV G T T CNTNAP2 c.736G>T P.V246F
SH_33 7 27238939 27238939 Missense_Mutation SNV G A A HOXA13 c.758C>T P.P253L
SH_33 9 35802213 35802213 Missense_Mutation SNV T C C NPR2 c.1643T>C P.V548A
SH_33 9 38396888 38396888 Silent SNV C T T ALDH1B1 c.1143C>T P.G381G
SH_33 X 100745656 100745656 Frame_Shift_Del INDEL G - - ARMCX4 c.2080delG P.A694fs
SH_33 X 100745657 100745657 Missense_Mutation SNV C A A ARMCX4 c.2081C>A P.A694D
SH_33 X 132161384 132161384 Missense_Mutation SNV A G G USP26 c.865T>C P.F289L
SH_33 X 18602479 18602479 Splice_Site SNV T C C CDKL5 c.554+6T>C
SH_33 X 49114840 49114840 Frame_Shift_Del INDEL T - - FOXP3 c.123delA P.G43fs
SH_33 X 76856044 76856044 Splice_Site SNV G T T ATRX c.5567-11C>A
SH_34 1 11014114 11014114 Missense_Mutation SNV G A A C1orf127 c.1061C>T P.P354L
SH_34 1 1153964 1153964 Silent SNV G A A SDF4 c.786C>T P.P262P
SH_34 1 1248918 1248918 Missense_Mutation SNV G A A CPSF3L c.1030C>T P.R344W
SH_34 1 16378220 16378220 Missense_Mutation SNV G A A CLCNKB c.1313G>A P.R438H
SH_34 10 65357815 65357815 In_Frame_Ins INDEL - AAAGTTAAATGGAAAGTTAAATGG REEP3 AAGTTAAAGTTAAnsTerGFRKLKLNGYWCLNI
SH_34 11 32118715 32118715 Missense_Mutation SNV G A A RCN1 c.280G>A P.D94N
SH_34 11 5221093 5221093 Missense_Mutation SNV C T T OR51V1 c.838G>A P.V280M
SH_34 11 64004663 64004663 Frame_Shift_Del INDEL A - - VEGFB c.386delA P.K129fs
SH_34 12 9075393 9075393 Splice_Site SNV C T T PHC1 c.612+9C>T
SH_34 13 29001983 29001983 Silent SNV G A A FLT1 c.1182C>T P.D394D
SH_34 16 89777069 89777069 Missense_Mutation SNV G A A VPS9D1 c.1183C>T P.R395W
SH_34 17 7577509 7577509 Missense_Mutation SNV C G G TP53 c.772G>C P.E258Q
SH_34 19 57133360 57133360 Silent SNV C T T ZNF71 c.705C>T P.I235I
SH_34 2 100167958 100167958 Missense_Mutation SNV C T T AFF3 c.3659G>A P.R1220Q
SH_34 20 1552646 1552646 Silent SNV C A A SIRPB1 c.471G>T P.V157V
SH_34 20 61461004 61461004 Missense_Mutation SNV G T T COL9A3 c.1078G>T P.A360S
SH_34 20 62076690 62076690 Missense_Mutation SNV C T T KCNQ2 c.415G>A P.V139M
SH_34 21 27840860 27840860 Missense_Mutation SNV C T T CYYR1 c.752G>A P.R251H
SH_34 22 30000101 30000101 Splice_Site INDEL - AGGACCTCTTTGAAGGACCTCTTTGA NF2 AGGGAAGGACCTCTTTGATTTGGTGTGCCGGACTCT
SH_34 22 32588955 32588955 Missense_Mutation SNV T C C RFPL2 c.490A>G P.I164V
SH_34 3 134920360 134920360 Silent SNV C A A EPHB1 c.2175C>A P.L725L
SH_34 3 39108051 39108051 Frame_Shift_Ins INDEL - T T WDR48 c.37dupT P.S13fs
SH_34 6 6654824 6654824 Silent SNV C T T LY86 c.453C>T P.T151T
SH_34 7 140453154 140453154 Missense_Mutation SNV T C C BRAF c.1781A>G P.D594G
SH_34 9 26109943 26109943 Splice_Site SNV T A A LOC100506422 c.34-8T>A
SH_35 1 144882622 144882622 Nonsense_Mutation SNV T A A PDE4DIP c.3397A>T P.K1133*
SH_35 1 158435940 158435940 Silent SNV C T T OR10K1 c.589C>T P.L197L
SH_35 1 228468251 228468251 Missense_Mutation SNV A C C OBSCN c.7951A>C P.K2651Q
SH_35 10 134464009 134464009 Splice_Site SNV G A A INPP5A c.306G>A P.T102T
SH_35 12 104378698 104378698 Splice_Site INDEL - AGGATGCAAA AGGATGCAAA TDG 964+1insAGGATGCAAA
SH_35 12 129822359 129822359 Silent SNV C T T TMEM132D c.1119G>A P.A373A
SH_35 12 57567046 57567046 Missense_Mutation SNV G C C LRP1 c.3259G>C P.D1087H
SH_35 12 58240172 58240172 Missense_Mutation SNV A T T CTDSP2 c.47T>A P.L16Q
SH_35 12 72665953 72665953 Splice_Site SNV G C C TRHDE-AS1 n.746-11C>G
SH_35 14 61924300 61924300 Missense_Mutation SNV A T T PRKCH c.1181A>T P.D394V
SH_35 14 69795268 69795268 Missense_Mutation SNV A C C GALNT16 c.670A>C P.M224L
SH_35 15 49325204 49325204 Nonsense_Mutation SNV G A A SECISBP2L c.622C>T P.R208*
SH_35 16 17234999 17234999 Splice_Site SNV C T T XYLT1 c.1587+11G>A
SH_35 17 48773448 48773448 Missense_Mutation SNV T C C ANKRD40 c.1017A>G P.I339M
SH_35 2 102818104 102818104 Missense_Mutation SNV A G G IL1RL2 c.578A>G P.Y193C
SH_35 2 136873013 136873013 Missense_Mutation SNV A G G CXCR4 c.497T>C P.I166T
SH_35 2 204009852 204009852 Missense_Mutation SNV G A A NBEAL1 c.5186G>A P.R1729Q
SH_35 2 241685218 241685218 Missense_Mutation SNV C G G KIF1A c.3311G>C P.R1104P
SH_35 20 1961294 1961294 Missense_Mutation SNV C T T PDYN c.440G>A P.R147K
SH_35 22 30057328 30057328 Splice_Site INDEL - ACTGGATAAGAAAACTGGATAAGAAA NF2 AAACCACTGGATAAGAAAATTGATGTCTTCAA
SH_35 22 30064436 30064436 Splice_Site SNV G A A NF2 c.999+1G>A
SH_35 22 30064437 30064437 Splice_Site INDEL - TCGCTCGAGAGATCGCTCGAGAGA NF2 AGCGCCTCGCTCGAGAGAAGCAGATGAGGGAGG
SH_35 3 12616309 12616309 Missense_Mutation SNV G A A MKRN2 c.532G>A P.E178K
SH_35 3 129262117 129262117 Missense_Mutation SNV G T T H1FOO c.56G>T P.G19V
SH_35 3 183953050 183953050 Missense_Mutation SNV C T T VWA5B2 c.398C>T P.T133I
SH_35 3 38674672 38674672 Nonsense_Mutation SNV G A A SCN5A c.127C>T P.R43*
SH_35 3 44945459 44945459 Missense_Mutation SNV C T T TGM4 c.1055C>T P.T352M
SH_35 4 170983036 170983036 Splice_Site SNV C A A AADAT c.1248+7G>T
SH_35 4 87696336 87696336 Missense_Mutation SNV G A A PTPN13 c.5464G>A P.D1822N
SH_35 5 110712615 110712615 Missense_Mutation SNV G A A CAMK4 c.361G>A P.V121I
SH_35 5 140573833 140573833 Missense_Mutation SNV G A A PCDHB10 c.1708G>A P.A570T
SH_35 5 7784532 7784532 Missense_Mutation SNV C A A ADCY2 c.2439C>A P.F813L
SH_35 6 26205091 26205091 Silent SNV C T T HIST1H4E c.219C>T P.Y73Y
SH_35 6 74528152 74528152 Missense_Mutation SNV T C C CD109 c.3902T>C P.V1301A
SH_41 1 157660082 157660082 Silent SNV C T T FCRL3 c.1653G>A P.G551G
SH_41 1 208062174 208062174 Silent SNV G A A CD34 c.825C>T P.F275F
SH_41 1 247061569 247061569 Missense_Mutation SNV G T T AHCTF1 c.1564C>A P.L522I
SH_41 10 89717672 89717672 Nonsense_Mutation SNV C T T PTEN c.697C>T P.R233*



SH_41 11 31312387 31312387 Frame_Shift_Del INDEL A - - DCDC1 c.767delT P.L256fs
SH_41 11 55653674 55653674 Missense_Mutation SNV A C C TRIM51 c.487A>C P.T163P
SH_41 11 55735542 55735542 Missense_Mutation SNV A T T OR10AG1 c.398T>A P.I133N
SH_41 11 60541301 60541301 Splice_Site SNV G T T MS4A15 c.499-9G>T
SH_41 11 8720838 8720838 Silent SNV G A A ST5 c.2820C>T P.I940I
SH_41 12 51584328 51584328 Missense_Mutation SNV G A A POU6F1 c.608C>T P.P203L
SH_41 12 57596242 57596242 Frame_Shift_Del INDEL A - - LRP1 c.10634delA P.N3545fs
SH_41 12 58190116 58190116 Missense_Mutation SNV C A A TSFM c.728C>A P.S243Y
SH_41 12 6729407 6729407 Silent SNV G A A LPAR5 c.1008C>T P.A336A
SH_41 12 78574763 78574763 Missense_Mutation SNV C T T NAV3 c.5630C>T P.S1877F
SH_41 13 21563060 21563060 Missense_Mutation SNV C A A LATS2 c.859G>T P.A287S
SH_41 13 49050852 49050852 Nonsense_Mutation SNV C T T RB1 c.2536C>T P.Q846*
SH_41 14 105406645 105406645 Missense_Mutation SNV G A A AHNAK2 c.15143C>T P.S5048F
SH_41 14 53130556 53130556 Silent SNV T A A ERO1A c.639A>T P.T213T
SH_41 15 28483324 28483324 Missense_Mutation SNV G T T HERC2 c.3788C>A P.A1263D
SH_41 15 66727451 66727451 Missense_Mutation SNV A C C MAP2K1 c.167A>C P.Q56P
SH_41 17 48753285 48753285 Silent SNV G T T ABCC3 c.2901G>T P.G967G
SH_41 17 51901132 51901132 Silent SNV G T T KIF2B c.738G>T P.V246V
SH_41 17 7577534 7577534 Missense_Mutation SNV C A A TP53 c.747G>T P.R249S
SH_41 18 5395656 5395656 Silent SNV C T T EPB41L3 c.2517G>A P.T839T
SH_41 19 17547396 17547396 Missense_Mutation SNV G T T TMEM221 c.747C>A P.S249R
SH_41 2 143742720 143742720 Missense_Mutation SNV G T T KYNU c.797G>T P.G266V
SH_41 2 150327236 150327236 Missense_Mutation SNV C A A LYPD6 c.388C>A P.P130T
SH_41 2 179553444 179553444 Silent SNV G T T TTN c.31206C>A P.S10402S
SH_41 2 189867729 189867729 Missense_Mutation SNV G A A COL3A1 c.2494G>A P.E832K
SH_41 2 228881815 228881815 Missense_Mutation SNV T C C SPHKAP c.3755A>G P.N1252S
SH_41 20 47990211 47990211 Missense_Mutation SNV G A A KCNB1 c.1886C>T P.A629V
SH_41 3 142422812 142422812 Missense_Mutation SNV A T T PLS1 c.1474A>T P.T492S
SH_41 3 167254745 167254745 Missense_Mutation SNV T C C WDR49 c.811A>G P.I271V
SH_41 3 183975398 183975398 Missense_Mutation SNV A G G ECE2 c.334A>G P.M112V
SH_41 5 127610310 127610310 Missense_Mutation SNV A C C FBN2 c.7660T>G P.F2554V
SH_41 5 149927871 149927871 Missense_Mutation SNV C T T NDST1 c.2237C>T P.A746V
SH_41 5 45645361 45645361 Missense_Mutation SNV A T T HCN1 c.775T>A P.F259I
SH_41 6 58287587 58287587 Splice_Site SNV C T T LINC00680 n.126+12G>A
SH_41 7 5553282 5553282 Splice_Site SNV C A A FBXL18 c.18+6G>T
SH_41 7 5643166 5643166 Silent SNV G A A FSCN1 c.1029G>A P.R343R
SH_41 8 145140994 145140994 Missense_Mutation SNV G T T GPAA1 c.1832G>T P.W611L
SH_41 8 22009360 22009360 Silent SNV G A A LGI3 c.648C>T P.F216F
SH_41 8 41575200 41575200 Silent SNV G A A ANK1 c.1227C>T P.H409H
SH_41 9 70918720 70918720 Missense_Mutation SNV G T T FOXD4L3 c.853G>T P.A285S
SH_41 X 47429396 47429396 Silent SNV T G G ARAF c.1524T>G P.P508P
SH_41 X 54955222 54955222 Missense_Mutation SNV A C C TRO c.2065A>C P.T689P
SH_42 1 9778973 9778973 Splice_Site SNV G A A PIK3CD c.1242G>A P.A414A
SH_42 12 46246569 46246569 Missense_Mutation SNV G T T ARID2 c.4663G>T P.A1555S
SH_42 12 57397394 57397394 Silent SNV C A A ZBTB39 c.1308G>T P.L436L
SH_42 15 81631832 81631832 Missense_Mutation SNV A T T TMC3 c.1858T>A P.Y620N
SH_42 17 78914348 78914348 Missense_Mutation SNV G A A RPTOR c.2972G>A P.R991Q
SH_42 19 44470902 44470902 Missense_Mutation SNV C A A ZNF221 c.1248C>A P.H416Q
SH_42 2 209113113 209113113 Missense_Mutation SNV G A A IDH1 c.394C>T P.R132C
SH_42 2 21231975 21231975 Missense_Mutation SNV C T T APOB c.7765G>A P.E2589K
SH_42 3 127323538 127323538 Missense_Mutation SNV T A A MCM2 c.324T>A P.S108R
SH_42 4 165118559 165118559 Missense_Mutation SNV A T T ANP32C c.305T>A P.I102K
SH_42 5 176301435 176301435 Missense_Mutation SNV A C C UNC5A c.1246A>C P.T416P
SH_42 7 100187952 100187967 Frame_Shift_Del INDEL CTGGAAGAGA - - FBXO24 6delCTGGAAGAG P.W88fs
SH_42 X 129168470 129168470 Missense_Mutation SNV A G G BCORL1 c.4346A>G P.K1449R
SH_44 1 152785137 152785137 Missense_Mutation SNV G T T LCE1B c.215G>T P.G72V
SH_44 1 182523777 182523777 Missense_Mutation SNV T G G RGSL1 c.3146T>G P.L1049R
SH_44 1 201709159 201709159 Missense_Mutation SNV A G G NAV1 c.8A>G P.H3R
SH_44 1 201981144 201981144 Missense_Mutation SNV T C C ELF3 c.223T>C P.W75R
SH_44 1 231411243 231411243 Missense_Mutation SNV A G G GNPAT c.1753A>G P.I585V
SH_44 1 34083096 34083096 Splice_Site SNV T C C CSMD2 c.5946+3A>G
SH_44 1 3599664 3599664 Missense_Mutation SNV C T T TP73 c.106C>T P.R36W
SH_44 1 37282808 37282808 Silent SNV G A A GRIK3 c.1944C>T P.I648I
SH_44 1 45268672 45268672 Silent SNV G A A PLK3 c.795G>A P.L265L
SH_44 1 46509357 46509357 Silent SNV C T T PIK3R3 c.1374G>A P.S458S
SH_44 10 6520975 6520975 Missense_Mutation SNV C A A PRKCQ c.1332G>T P.M444I
SH_44 10 89690847 89690847 Splice_Site SNV G A A PTEN c.253+1G>A
SH_44 11 133816111 133816111 Missense_Mutation SNV C G G IGSF9B c.107G>C P.R36T
SH_44 11 69588259 69588259 Splice_Site SNV G T T FGF4 c.445-6C>A
SH_44 12 56482340 56482340 Silent SNV G T T ERBB3 c.888G>T P.V296V
SH_44 12 56482341 56482341 Missense_Mutation SNV G T T ERBB3 c.889G>T P.D297Y
SH_44 14 102816331 102816331 Missense_Mutation SNV C T T CINP c.361G>A P.E121K
SH_44 14 39648393 39648393 Silent SNV G A A PNN c.597G>A P.R199R
SH_44 15 22382597 22382597 Missense_Mutation SNV A G G OR4N4 c.125A>G P.N42S
SH_44 15 45007706 45007728 Frame_Shift_Del INDEL GACATTGAA - - B2M CCATCCGACATTG P.P52fs
SH_44 15 83331571 83331571 Missense_Mutation SNV C A A AP3B2 c.2555G>T P.G852V
SH_44 15 88423670 88423670 Splice_Site INDEL T - - NTRK3 c.2134-11delA
SH_44 16 30776762 30776762 Missense_Mutation SNV A G G RNF40 c.935A>G P.Y312C
SH_44 16 67911571 67911571 Splice_Site SNV G A A EDC4 c.789+12G>A
SH_44 16 70989370 70989370 Missense_Mutation SNV A T T HYDIN c.6224T>A P.V2075E
SH_44 17 40043958 40043958 Splice_Site SNV T C C ACLY c.1771-2A>G
SH_44 17 40937447 40937447 Missense_Mutation SNV G A A WNK4 c.415G>A P.E139K
SH_44 17 41180652 41180652 Missense_Mutation SNV G T T RND2 c.639G>T P.E213D
SH_44 17 4907333 4907333 Missense_Mutation SNV A C C KIF1C c.905A>C P.D302A
SH_44 17 7578177 7578177 Splice_Site SNV C T T TP53 c.672G>A P.E224E
SH_44 19 1220449 1220449 Missense_Mutation SNV A G G STK11 c.542A>G P.N181S
SH_44 19 48052644 48052644 Missense_Mutation SNV G C C ZNF541 c.406C>G P.Q136E
SH_44 19 50910345 50910345 Nonsense_Mutation SNV G T T POLD1 c.1600G>T P.E534*
SH_44 19 55317424 55317424 Missense_Mutation SNV C T T KIR2DL4 c.380C>T P.S127L
SH_44 19 56703300 56703300 Silent SNV C T T ZSCAN5B c.507G>A P.V169V
SH_44 19 7976372 7976372 Missense_Mutation SNV G A A MAP2K7 c.1036G>A P.E346K
SH_44 2 113007828 113007828 Silent SNV T C C ZC3H8 c.96A>G P.T32T
SH_44 2 179433009 179433009 Silent SNV G T T TTN c.72927C>A P.L24309L
SH_44 2 207634902 207634902 Missense_Mutation SNV C G G FASTKD2 c.865C>G P.L289V
SH_44 2 61413571 61413571 Splice_Site SNV C T T AHSA2 c.193-10C>T
SH_44 2 69759291 69759291 Missense_Mutation SNV C G G AAK1 c.538G>C P.E180Q
SH_44 20 40877335 40877335 Missense_Mutation SNV G C C PTPRT c.2361C>G P.I787M
SH_44 20 60419757 60419757 Missense_Mutation SNV C T T CDH4 c.499C>T P.R167W



SH_44 22 18064136 18064136 Silent SNV G A A SLC25A18 c.156G>A P.L52L
SH_44 22 36962434 36962434 Silent SNV G A A CACNG2 c.402C>T P.I134I
SH_44 22 41360075 41360075 Missense_Mutation SNV C T T RBX1 c.182C>T P.A61V
SH_44 3 130871234 130871234 Nonsense_Mutation SNV C A A NEK11 c.650C>A P.S217*
SH_44 3 13649565 13649565 Missense_Mutation SNV C T T FBLN2 c.1310C>T P.S437F
SH_44 3 4703915 4703915 Missense_Mutation SNV G C C ITPR1 c.1401G>C P.Q467H
SH_44 3 56597721 56597721 Missense_Mutation SNV A G G CCDC66 c.10A>G P.K4E
SH_44 4 123267913 123267913 Missense_Mutation SNV C T T KIAA1109 c.12869C>T P.P4290L
SH_44 4 169182051 169182051 Silent SNV T C C DDX60 c.3363A>G P.L1121L
SH_44 4 169325132 169325132 Frame_Shift_Ins INDEL - A A DDX60L c.3338dupT P.L1113fs
SH_44 4 66242784 66242784 Splice_Site SNV G A A EPHA5 c.1791-3C>T
SH_44 5 140567922 140567922 Missense_Mutation SNV C A A PCDHB9 c.1030C>A P.P344T
SH_44 5 156770275 156770275 Silent SNV G T T FNDC9 c.270C>A P.T90T
SH_44 5 31294219 31294219 Nonsense_Mutation SNV C T T CDH6 c.379C>T P.R127*
SH_44 5 31532521 31532521 Missense_Mutation SNV C T T C5orf22 c.22C>T P.R8C
SH_44 5 41917285 41917285 Missense_Mutation SNV G A A C5orf51 c.769G>A P.G257R
SH_44 6 13053760 13053760 Frame_Shift_Del INDEL A - - PHACTR1 c.414delA P.A139fs
SH_44 6 28359202 28359202 Missense_Mutation SNV G C C ZSCAN12 c.865C>G P.L289V
SH_44 6 35754907 35754907 Splice_Site SNV G A A CLPSL1 c.222+10G>A
SH_44 7 1489909 1489909 Silent SNV G C C MICALL2 c.159C>G P.L53L
SH_44 7 37355563 37355563 Missense_Mutation SNV T G G ELMO1 c.80A>C P.K27T
SH_44 7 3990590 3990590 Missense_Mutation SNV A G G SDK1 c.883A>G P.I295V
SH_44 7 74197947 74197947 Missense_Mutation SNV G T T NCF1 c.654G>T P.E218D
SH_44 8 11991418 11991418 Missense_Mutation SNV C T T USP17L7 c.101G>A P.R34Q
SH_44 8 144940597 144940597 Silent SNV G A A EPPK1 c.6825C>T P.P2275P
SH_44 8 28360629 28360629 Missense_Mutation SNV G C C FZD3 c.99G>C P.L33F
SH_44 8 41792315 41792315 Missense_Mutation SNV A C C KAT6A c.3423T>G P.D1141E
SH_44 9 112189399 112189399 Missense_Mutation SNV C T T PTPN3 c.832G>A P.E278K
SH_44 9 117092830 117092830 Silent SNV G T T ORM2 c.231G>T P.T77T
SH_44 9 119449033 119449033 Missense_Mutation SNV C T T ASTN2 c.52G>A P.D18N
SH_44 9 71555718 71555718 Splice_Site SNV T C C PIP5K1B c.1502+12T>C
SH_44 X 153042370 153042370 Missense_Mutation SNV T G G PLXNB3 c.4931T>G P.V1644G
SH_44 X 47429025 47429025 Missense_Mutation SNV T C C ARAF c.1388T>C P.L463S
SH_44 X 53106662 53106662 Missense_Mutation SNV A G G GPR173 c.859A>G P.M287V
SH_44 X 79698068 79698068 Silent SNV T G G FAM46D c.30T>G P.T10T
SH_44 X 82764359 82764359 Missense_Mutation SNV C A A POU3F4 c.1027C>A P.Q343K
SH_44 X 9673033 9673033 Missense_Mutation SNV C T T TBL1X c.1115C>T P.A372V
SH_46 12 11992223 11992223 Missense_Mutation SNV C G G ETV6 c.313C>G P.R105G
SH_46 12 25398284 25398284 Missense_Mutation SNV C T T KRAS c.35G>A P.G12D
SH_46 14 96807908 96807908 Frame_Shift_Del INDEL A - - ATG2B c.875delT P.L292fs
SH_46 2 209113113 209113113 Missense_Mutation SNV G A A IDH1 c.394C>T P.R132C
SH_46 22 30057328 30057328 Splice_Site INDEL - AACCACTGGATAAAACCACTGGATAA NF2 TATTAAACCACTGGATAAGAAAATTGAT
SH_46 3 52668666 52668666 Frame_Shift_Del INDEL G - - PBRM1 c.1253delC P.P418fs
SH_46 4 62849178 62849178 Silent SNV G T T ADGRL3 c.2889G>T P.V963V
SH_46 5 140564296 140564296 Missense_Mutation SNV C T T PCDHB16 c.2162C>T P.S721L
SH_46 6 30075934 30075934 Missense_Mutation SNV A C C TRIM31 c.779T>G P.F260C
SH_46 7 149484874 149484874 Silent SNV C T T SSPO c.3696C>T P.D1232D
SH_46 X 37431496 37431496 Missense_Mutation SNV G A A LANCL3 c.373G>A P.A125T
SH_48 1 150039960 150039960 Missense_Mutation SNV G A A VPS45 c.46G>A P.E16K
SH_48 1 155448157 155448157 Missense_Mutation SNV T C C ASH1L c.4504A>G P.M1502V
SH_48 1 156264146 156264146 Splice_Site SNV C G G GLMP c.579+10G>C
SH_48 1 169509601 169509601 Missense_Mutation SNV T C C F5 c.4727A>G P.N1576S
SH_48 1 224318274 224318274 Missense_Mutation SNV A C C FBXO28 c.368A>C P.Q123P
SH_48 1 225195220 225195220 Missense_Mutation SNV T G G DNAH14 c.1081T>G P.S361A
SH_48 1 228464928 228464928 Missense_Mutation SNV C A A OBSCN c.6668C>A P.T2223N
SH_48 1 228464929 228464929 Silent SNV C A A OBSCN c.6669C>A P.T2223T
SH_48 1 231471924 231471924 Missense_Mutation SNV T G G EXOC8 c.1568A>C P.K523T
SH_48 1 247875463 247875463 Missense_Mutation SNV C G G OR6F1 c.595G>C P.A199P
SH_48 1 248128836 248128836 Missense_Mutation SNV C T T OR2AK2 c.203C>T P.T68I
SH_48 10 20106112 20106112 Missense_Mutation SNV A G G PLXDC2 c.104A>G P.Q35R
SH_48 10 267258 267258 Nonsense_Mutation SNV A T T ZMYND11 c.400A>T P.R134*
SH_48 10 27702354 27702354 Missense_Mutation SNV T C C PTCHD3 c.826A>G P.K276E
SH_48 10 28970333 28970333 Missense_Mutation SNV A G G BAMBI c.223A>G P.S75G
SH_48 10 93619301 93619301 Missense_Mutation SNV T G G TNKS2 c.3177T>G P.I1059M
SH_48 11 1075781 1075781 Silent SNV C A A MUC2 c.207C>A P.G69G
SH_48 11 6636205 6636205 Silent SNV A G G TPP1 c.1443T>C P.F481F
SH_48 11 67401718 67401718 Missense_Mutation SNV T G G TBX10 c.491A>C P.Q164P
SH_48 11 72316235 72316235 Silent SNV G A A PDE2A c.249C>T P.S83S
SH_48 11 72316236 72316236 Missense_Mutation SNV G C C PDE2A c.248C>G P.S83C
SH_48 11 85692231 85692231 Missense_Mutation SNV C T T PICALM c.1570G>A P.G524R
SH_48 11 893426 893426 Splice_Site SNV C T T CHID1 c.701+1G>A
SH_48 12 110940153 110940153 Missense_Mutation SNV T G G RAD9B c.11T>G P.M4R
SH_48 12 26784800 26784800 Missense_Mutation SNV T C C ITPR2 c.2933A>G P.Q978R
SH_48 13 86369778 86369778 Missense_Mutation SNV G T T SLITRK6 c.866C>A P.S289Y
SH_48 13 99457388 99457388 Missense_Mutation SNV C T T DOCK9 c.5626G>A P.E1876K
SH_48 14 94741772 94741772 Silent SNV C T T PPP4R4 c.2511C>T P.P837P
SH_48 15 40468676 40468676 Splice_Site SNV A C C BUB1B c.385-2A>C
SH_48 15 45404807 45404807 Silent SNV C A A DUOX2 c.270G>T P.R90R
SH_48 16 30748863 30748863 Missense_Mutation SNV C G G SRCAP c.7502C>G P.P2501R
SH_48 16 8875190 8875190 Missense_Mutation SNV A G G ABAT c.1406A>G P.D469G
SH_48 17 2281170 2281170 Missense_Mutation SNV T G G SGSM2 c.2687T>G P.F896C
SH_48 17 73847671 73847671 Missense_Mutation SNV G A A WBP2 c.146C>T P.T49I
SH_48 17 8349126 8349126 Missense_Mutation SNV A C C NDEL1 c.184A>C P.N62H
SH_48 18 14851748 14851748 Missense_Mutation SNV G A A ANKRD30B c.3448G>A P.V1150I
SH_48 19 21607171 21607171 Missense_Mutation SNV C G G ZNF493 c.1710C>G P.H570Q
SH_48 19 32968420 32968420 Splice_Site SNV T C C DPY19L3 c.1698-8T>C
SH_48 19 33424486 33424486 Missense_Mutation SNV T C C CEP89 c.757A>G P.M253V
SH_48 19 39908540 39908540 Splice_Site SNV G A A PLEKHG2 c.883-5G>A
SH_48 19 42126042 42126042 Splice_Site SNV C T T CEACAM4 c.669+1G>A
SH_48 19 42911506 42911506 Missense_Mutation SNV C T T LIPE c.1957G>A P.G653S
SH_48 19 45867689 45867689 Missense_Mutation SNV G C C ERCC2 c.711C>G P.H237Q
SH_48 19 46144940 46144940 Silent SNV C A A EML2 c.582G>T P.R194R
SH_48 19 46144941 46144941 Missense_Mutation SNV C A A EML2 c.581G>T P.R194L
SH_48 19 52569023 52569023 Silent SNV A G G ZNF841 c.2112T>C P.T704T
SH_48 19 5265071 5265071 Missense_Mutation SNV G C C PTPRS c.516C>G P.F172L
SH_48 2 128941363 128941363 Splice_Site SNV A G G UGGT1 c.4359A>G P.Q1453Q
SH_48 2 1695711 1695711 Missense_Mutation SNV A C C PXDN c.333T>G P.N111K
SH_48 20 40162094 40162094 Missense_Mutation SNV T C C CHD6 c.149A>G P.D50G



SH_48 22 20100738 20100738 Silent SNV G A A TRMT2A c.1452C>T P.F484F
SH_48 3 15731711 15731711 Missense_Mutation SNV T C C ANKRD28 c.1226A>G P.H409R
SH_48 3 41942261 41942261 Missense_Mutation SNV T G G ULK4 c.1243A>C P.T415P
SH_48 5 10748320 10748320 Missense_Mutation SNV T G G DAP c.119A>C P.K40T
SH_48 5 65455039 65455039 Splice_Site SNV C G G SREK1 c.296-8C>G
SH_48 5 66391445 66391445 Missense_Mutation SNV C G G MAST4 c.854C>G P.S285W
SH_48 5 68840897 68840897 Missense_Mutation SNV T C C OCLN c.1204T>C P.Y402H
SH_48 6 18207631 18207631 Splice_Site SNV A C C KDM1B c.966A>C P.V322V
SH_48 7 129098559 129098559 Missense_Mutation SNV G T T STRIP2 c.1281G>T P.K427N
SH_48 7 51150927 51150927 Splice_Site SNV T C C COBL c.1097-2A>G
SH_48 7 75610920 75610920 Missense_Mutation SNV T C C POR c.727T>C P.S243P
SH_48 7 896012 896012 Silent SNV A G G SUN1 c.1368A>G P.L456L
SH_48 8 142185524 142185524 Missense_Mutation SNV G T T DENND3 c.2261G>T P.G754V
SH_48 8 145678610 145678610 Silent SNV C T T CYHR1 c.480G>A P.Q160Q
SH_48 8 2823298 2823298 Missense_Mutation SNV T A A CSMD1 c.9279A>T P.K3093N
SH_48 8 2823300 2823300 Missense_Mutation SNV T G G CSMD1 c.9277A>C P.K3093Q
SH_48 8 48879955 48879955 Missense_Mutation SNV C T T MCM4 c.1084C>T P.P362S
SH_48 9 4849475 4849475 Missense_Mutation SNV G A A RCL1 c.422G>A P.S141N
SH_48 X 70443741 70443741 Missense_Mutation SNV A T T GJB1 c.184A>T P.S62C
SH_48 X 7889816 7889816 Missense_Mutation SNV T A A PNPLA4 c.349A>T P.N117Y
SH_50 1 100345543 100345543 Missense_Mutation SNV G T T AGL c.1676G>T P.G559V
SH_50 1 164761941 164761941 Missense_Mutation SNV A G G PBX1 c.476A>G P.Q159R
SH_50 1 236433273 236433273 Missense_Mutation SNV A G G ERO1B c.124T>C P.C42R
SH_50 1 2408030 2408030 Nonsense_Mutation SNV G T T PLCH2 c.3G>T P.M1?
SH_50 10 71142485 71142485 Missense_Mutation SNV C T T HK1 c.1508C>T P.T503M
SH_50 12 58121327 58121327 Missense_Mutation SNV A G G AGAP2 c.2896T>C P.C966R
SH_50 13 107220055 107220055 Silent SNV G A A ARGLU1 c.213C>T P.D71D
SH_50 13 99555311 99555311 Missense_Mutation SNV C T T DOCK9 c.1091G>A P.G364E
SH_50 17 10442778 10442778 Missense_Mutation SNV C T T MYH2 c.1249G>A P.G417S
SH_50 17 41959644 41959644 Splice_Site SNV G A A MPP2 c.816+8C>T
SH_50 17 62525490 62525490 Missense_Mutation SNV A C C CEP95 c.899A>C P.E300A
SH_50 17 7577498 7577498 Splice_Site SNV C A A TP53 c.782+1G>T
SH_50 2 10059883 10059883 Missense_Mutation SNV A G G TAF1B c.734A>G P.E245G
SH_50 2 177036509 177036509 Missense_Mutation SNV G T T HOXD3 c.806G>T P.R269L
SH_50 20 61527574 61527574 Splice_Site SNV C T T DIDO1 c.2214+11G>A
SH_50 21 15599454 15599454 Frame_Shift_Del INDEL A - - RBM11 c.707delA P.Y236fs
SH_50 22 21133604 21133604 Nonsense_Mutation SNV A T T SERPIND1 c.4A>T P.K2*
SH_50 3 120123719 120123719 Missense_Mutation SNV C G G FSTL1 c.562G>C P.E188Q
SH_50 3 56026112 56026112 Missense_Mutation SNV T C C ERC2 c.2228A>G P.K743R
SH_50 5 1294023 1294023 Silent SNV G T T TERT c.978C>A P.A326A
SH_50 8 113323360 113323360 Nonsense_Mutation SNV C A A CSMD3 c.7420G>T P.G2474*
SH_50 8 120598546 120598546 Missense_Mutation SNV T A A ENPP2 c.1247A>T P.K416I
SH_50 8 141745351 141745351 Missense_Mutation SNV T A A PTK2 c.2029A>T P.S677C
SH_50 9 140777321 140777321 Silent SNV G T T CACNA1B c.516G>T P.V172V
SH_50 X 100748157 100748157 Silent SNV T C C ARMCX4 c.4581T>C P.S1527S
SH_50 X 17819198 17819198 Silent SNV T A A RAI2 c.783A>T P.G261G
SH_50 X 3228746 3228746 Missense_Mutation SNV T G G MXRA5 c.7498A>C P.N2500H
SH_50 X 70361781 70361781 Missense_Mutation SNV G A A MED12 c.6457G>A P.A2153T
SH_51 1 157509008 157509008 Missense_Mutation SNV T A A FCRL5 c.1270A>T P.R424W
SH_51 1 171688329 171688329 Missense_Mutation SNV C G G VAMP4 c.143G>C P.R48T
SH_51 1 186008081 186008081 Missense_Mutation SNV G T T HMCN1 c.5972G>T P.C1991F
SH_51 1 186141211 186141211 Silent SNV C T T HMCN1 c.15762C>T P.C5254C
SH_51 1 241667429 241667429 Missense_Mutation SNV C A A FH c.1021G>T P.D341Y
SH_51 1 3643789 3643789 Splice_Site SNV G T T TP73 c.695+1G>T
SH_51 1 47075713 47075713 Silent SNV G A A MOB3C c.738C>T P.R246R
SH_51 1 55509596 55509596 Silent SNV C T T PCSK9 c.288C>T P.R96R
SH_51 1 77510056 77510056 Silent SNV C A A ST6GALNAC5 c.429C>A P.V143V
SH_51 10 114057904 114057904 Missense_Mutation SNV G A A TECTB c.749G>A P.R250Q
SH_51 11 122944224 122944224 Silent SNV G T T CLMP c.1080C>A P.P360P
SH_51 11 5841654 5841654 Missense_Mutation SNV C A A OR52N2 c.89C>A P.S30Y
SH_51 11 61917614 61917614 Missense_Mutation SNV T G G INCENP c.2477T>G P.L826R
SH_51 11 67352618 67352618 Missense_Mutation SNV G A A GSTP1 c.242G>A P.G81E
SH_51 12 105557961 105557961 Missense_Mutation SNV G C C KIAA1033 c.3233G>C P.R1078T
SH_51 12 21997857 21997857 Splice_Site SNV G A A ABCC9 c.3097-8C>T
SH_51 13 36158140 36158140 Missense_Mutation SNV A G G NBEA c.520A>G P.T174A
SH_51 14 75590874 75590874 Missense_Mutation SNV T C C NEK9 c.272A>G P.K91R
SH_51 15 56736697 56736697 Missense_Mutation SNV T C C MNS1 c.631A>G P.K211E
SH_51 15 80452129 80452129 Missense_Mutation SNV A T T FAH c.224A>T P.Q75L
SH_51 15 85165000 85165000 Missense_Mutation SNV C A A ZSCAN2 c.1574C>A P.T525K
SH_51 16 2263877 2263877 Missense_Mutation SNV C A A PGP c.818G>T P.G273V
SH_51 16 309997 309997 Missense_Mutation SNV G T T FAM234A c.415G>T P.A139S
SH_51 17 67252332 67252332 Missense_Mutation SNV A T T ABCA5 c.3824T>A P.V1275D
SH_51 17 74474996 74474996 Silent SNV C T T RHBDF2 c.651G>A P.L217L
SH_51 17 7577534 7577534 Missense_Mutation SNV C A A TP53 c.747G>T P.R249S
SH_51 18 44121743 44121743 Silent SNV T C C LOXHD1 c.576A>G P.T192T
SH_51 18 5419865 5419865 Missense_Mutation SNV C A A EPB41L3 c.1405G>T P.G469C
SH_51 19 13445238 13445238 Missense_Mutation SNV C G G CACNA1A c.1152G>C P.Q384H
SH_51 19 24115260 24115260 Frame_Shift_Del INDEL A - - ZNF726 c.345delA P.G116fs
SH_51 2 230724031 230724031 Nonsense_Mutation SNV G A A TRIP12 c.484C>T P.Q162*
SH_51 20 39802378 39802378 Missense_Mutation SNV G T T PLCG1 c.3481G>T P.V1161L
SH_51 20 53208187 53208187 Missense_Mutation SNV A C C DOK5 c.118A>C P.N40H
SH_51 20 62323101 62323101 Missense_Mutation SNV A T T RTEL1 c.2563A>T P.S855C
SH_51 22 20780311 20780311 Missense_Mutation SNV C G G SCARF2 c.1967G>C P.R656P
SH_51 3 49845239 49845239 Missense_Mutation SNV C T T UBA7 c.2645G>A P.R882H
SH_51 4 10083071 10083082 Splice_Site INDEL TTAGAGAGAA - - WDR1 _777-3delTTTCTCTCTAAC
SH_51 4 155489625 155489625 Missense_Mutation SNV G A A FGB c.634G>A P.D212N
SH_51 4 190947588 190947588 Silent SNV G A A FRG2 c.282C>T P.N94N
SH_51 4 48073630 48073630 Missense_Mutation SNV C A A TXK c.1419G>T P.L473F
SH_51 6 158873184 158873184 Missense_Mutation SNV C G G TULP4 c.743C>G P.P248R
SH_51 6 33245650 33245655 Missense_Mutation INDEL CTAAAG - - B3GALT4 454_459delCTAAP.L152_K153del
SH_51 7 146825887 146825887 Missense_Mutation SNV A G G CNTNAP2 c.1042A>G P.T348A
SH_51 7 151904477 151904477 Missense_Mutation SNV G C C KMT2C c.3749C>G P.S1250C
SH_51 7 44797630 44797630 Missense_Mutation SNV C A A ZMIZ2 c.640C>A P.L214M
SH_51 7 69599520 69599520 Splice_Site SNV A G G AUTS2 c.625-2A>G
SH_51 8 101178075 101178075 Silent SNV A G G SPAG1 c.174A>G P.T58T
SH_51 8 121301897 121301897 Missense_Mutation SNV G C C COL14A1 c.4128G>C P.K1376N
SH_51 8 143624772 143624772 Silent SNV G A A ADGRB1 c.4422G>A P.K1474K
SH_51 8 1497807 1497807 Missense_Mutation SNV C A A DLGAP2 c.948C>A P.H316Q



SH_51 8 25220572 25220572 Missense_Mutation SNV A G G DOCK5 c.2959A>G P.M987V
SH_51 8 67488461 67488461 Silent SNV C T T MYBL1 c.1251G>A P.G417G
SH_51 9 138712974 138712974 Missense_Mutation SNV C A A CAMSAP1 c.3533G>T P.R1178L
SH_51 X 19398339 19398339 Missense_Mutation SNV C G G MAP3K15 c.2488G>C P.A830P
SH_52 1 150310780 150310780 Missense_Mutation SNV A G G PRPF3 c.1180A>G P.I394V
SH_52 1 226026499 226026499 Missense_Mutation SNV A G G EPHX1 c.509A>G P.H170R
SH_52 1 248813579 248813579 Missense_Mutation SNV A T T OR2T27 c.607T>A P.C203S
SH_52 10 27964267 27964267 Missense_Mutation SNV A T T MKX c.950T>A P.L317H
SH_52 11 64398026 64398026 Missense_Mutation SNV A T T NRXN2 c.3605T>A P.V1202E
SH_52 12 22354673 22354673 Missense_Mutation SNV A G G ST8SIA1 c.455T>C P.F152S
SH_52 12 96912713 96912713 Missense_Mutation SNV A T T CFAP54 c.806A>T P.E269V
SH_52 14 23896835 23896835 Missense_Mutation SNV A T T MYH7 c.1847T>A P.L616Q
SH_52 14 75329483 75329483 Missense_Mutation SNV T A A PROX2 c.1055A>T P.H352L
SH_52 15 73996270 73996270 Missense_Mutation SNV A T T CD276 c.1004A>T P.E335V
SH_52 15 99874205 99874205 Missense_Mutation SNV A T T LRRC28 c.463A>T P.M155L
SH_52 2 130930883 130930883 Missense_Mutation SNV T C C SMPD4 c.431A>G P.Y144C
SH_52 2 168726411 168726411 Missense_Mutation SNV T A A B3GALT1 c.862T>A P.W288R
SH_52 2 206884550 206884550 Missense_Mutation SNV T A A INO80D c.1318A>T P.R440W
SH_52 2 212248411 212248411 Missense_Mutation SNV A G G ERBB4 c.3856T>C P.S1286P
SH_52 2 86831392 86831392 Silent SNV T G G RNF103 c.1620A>C P.T540T
SH_52 3 155205805 155205805 Splice_Site SNV G A A PLCH1 c.2583+12C>T
SH_52 3 16635220 16635220 Missense_Mutation SNV A T T DAZL c.737T>A P.V246E
SH_52 3 167189420 167189420 Missense_Mutation SNV T A A SERPINI2 c.233A>T P.Q78L
SH_52 4 146807071 146807071 Missense_Mutation SNV C T T ZNF827 c.1506G>A P.M502I
SH_52 5 13721242 13721242 Missense_Mutation SNV A T T DNAH5 c.12146T>A P.L4049Q
SH_52 5 140215289 140215289 Missense_Mutation SNV G A A PCDHA7 c.1321G>A P.V441M
SH_52 5 140574441 140574441 Silent SNV T A A PCDHB10 c.2316T>A P.V772V
SH_52 5 140751778 140751778 Missense_Mutation SNV A T T PCDHGB3 c.1817A>T P.Y606F
SH_52 5 140774176 140774176 Missense_Mutation SNV G T T PCDHGA8 c.1796G>T P.G599V
SH_52 5 16676268 16676268 Splice_Site SNV A T T MYO10 c.4543-5T>A
SH_52 5 33984538 33984538 Missense_Mutation SNV C A A SLC45A2 c.151G>T P.V51L
SH_52 5 7893003 7893003 Missense_Mutation SNV A T T MTRR c.1534A>T P.S512C
SH_52 6 34825597 34825597 Missense_Mutation SNV A T T UHRF1BP1 c.1670A>T P.Y557F
SH_52 6 38548105 38548105 Missense_Mutation SNV C A A BTBD9 c.923G>T P.G308V
SH_52 6 38862563 38862563 Silent SNV A T T DNAH8 c.8670A>T P.I2890I
SH_52 6 45882026 45882026 Missense_Mutation SNV A T T CLIC5 c.1004T>A P.L335Q
SH_52 7 94139506 94139506 Missense_Mutation SNV A C C CASD1 c.110A>C P.H37P
SH_52 7 97873920 97873920 Missense_Mutation SNV C A A TECPR1 c.494G>T P.R165L
SH_52 8 104922697 104922697 Silent SNV C T T RIMS2 c.1197C>T P.D399D
SH_52 8 29195990 29195990 Missense_Mutation SNV A T T DUSP4 c.608T>A P.L203H
SH_52 8 82356823 82356823 Missense_Mutation SNV A T T PMP2 c.260T>A P.L87Q
SH_52 9 133230220 133230220 Silent SNV G T T HMCN2 c.3261G>T P.A1087A
SH_52 9 136405769 136405769 Silent SNV C T T ADAMTSL2 c.462C>T P.T154T
SH_53 1 156498302 156498302 Missense_Mutation SNV G A A IQGAP3 c.4672C>T P.H1558Y
SH_53 1 16464659 16464659 Frame_Shift_Ins INDEL - A A EPHA2 c.1000dupT P.Y334fs
SH_53 1 197111506 197111506 Missense_Mutation SNV T C C ASPM c.1876A>G P.K626E
SH_53 1 27105550 27105550 Nonsense_Mutation SNV C T T ARID1A c.5161C>T P.R1721*
SH_53 10 13656040 13656040 Missense_Mutation SNV C T T PRPF18 c.746C>T P.S249L
SH_53 12 112318261 112318261 Missense_Mutation SNV C T T MAPKAPK5 c.590C>T P.A197V
SH_53 12 113533132 113533132 Splice_Site SNV C T T DTX1 c.1551C>T P.G517G
SH_53 12 41967566 41967566 Missense_Mutation SNV G A A PDZRN4 c.2985G>A P.M995I
SH_53 12 71003122 71003122 Splice_Site SNV G A A PTPRB c.709-3C>T
SH_53 14 21897454 21897454 Missense_Mutation SNV T G G CHD8 c.884A>C P.Q295P
SH_53 16 16291888 16291888 Missense_Mutation SNV T C C ABCC6 c.1328A>G P.Y443C
SH_53 16 67696157 67696157 Silent SNV C A A PARD6A c.645C>A P.L215L
SH_53 16 71127847 71127847 Splice_Site SNV A G G HYDIN c.1409-9T>C
SH_53 17 17700957 17700957 Silent SNV G T T RAI1 c.4695G>T P.V1565V
SH_53 17 5436190 5436190 Missense_Mutation SNV G A A NLRP1 c.3260C>T P.T1087M
SH_53 17 54969228 54969228 Missense_Mutation SNV G A A TRIM25 c.1726C>T P.R576W
SH_53 17 57951937 57951937 Missense_Mutation SNV C G G TUBD1 c.249G>C P.L83F
SH_53 19 11258684 11258684 Splice_Site SNV C A A SPC24 c.410+5G>T
SH_53 19 14066781 14066781 Missense_Mutation SNV G T T DCAF15 c.424G>T P.V142L
SH_53 19 36360590 36360590 Missense_Mutation SNV G T T APLP1 c.169G>T P.A57S
SH_53 19 46886660 46886660 Splice_Site SNV C T T PPP5C c.634-8C>T
SH_53 19 57286803 57286803 Silent SNV C T T ZIM2 c.837G>A P.P279P
SH_53 2 226378249 226378249 Missense_Mutation SNV C A A NYAP2 c.384C>A P.D128E
SH_53 2 75118019 75118019 Missense_Mutation SNV C T T HK2 c.2705C>T P.A902V
SH_53 22 38895436 38895436 Silent SNV G A A DDX17 c.507C>T P.P169P
SH_53 3 75788489 75788489 Silent SNV C T T ZNF717 c.285G>A P.Q95Q
SH_53 4 1806099 1806099 Missense_Mutation SNV A G G FGFR3 c.1118A>G P.Y373C
SH_53 5 173426809 173426809 Splice_Site SNV T C C C5orf47 c.511+7T>C
SH_53 5 36679852 36679852 Silent SNV C T T SLC1A3 c.984C>T P.H328H
SH_53 6 10695230 10695230 Silent SNV C G G PAK1IP1 c.12C>G P.V4V
SH_53 6 78632903 78632903 Missense_Mutation SNV C T T MEI4 c.998C>T P.T333I
SH_53 7 149503850 149503850 Missense_Mutation SNV G A A SSPO c.8678G>A P.R2893H
SH_53 7 57522840 57522840 Silent SNV T C C ZNF716 c.228T>C P.N76N
SH_53 8 65527782 65527782 Silent SNV A G G CYP7B1 c.858T>C P.H286H
SH_53 9 18777780 18777780 Silent SNV C T T ADAMTSL1 c.3553C>T P.L1185L
SH_56 1 175323607 175323607 Missense_Mutation SNV T C C TNR c.2303A>G P.E768G
SH_56 1 27092812 27092812 Nonsense_Mutation SNV G T T ARID1A c.2833G>T P.G945*
SH_56 1 64515434 64515434 Missense_Mutation SNV T C C ROR1 c.235T>C P.C79R
SH_56 10 54031200 54031200 Missense_Mutation SNV C T T PRKG1 c.1219C>T P.R407C
SH_56 11 16362672 16362672 Silent SNV C T T SOX6 c.123G>A P.L41L
SH_56 11 26660711 26660711 Missense_Mutation SNV G C C ANO3 c.2247G>C P.L749F
SH_56 12 6972503 6972503 Missense_Mutation SNV A G G USP5 c.1916A>G P.E639G
SH_56 13 24874584 24874584 Missense_Mutation SNV C T T SPATA13 c.3629C>T P.A1210V
SH_56 13 75886884 75886884 Missense_Mutation SNV C A A TBC1D4 c.2349G>T P.M783I
SH_56 13 90883530 90883530 Splice_Site SNV C A A MIR622 n.95C>A
SH_56 16 57778317 57778317 Silent SNV C T T KATNB1 c.183C>T P.G61G
SH_56 17 30202297 30202297 Missense_Mutation SNV T C C UTP6 c.1261A>G P.I421V
SH_56 17 7579485 7579485 Nonsense_Mutation SNV C A A TP53 c.202G>T P.E68*
SH_56 2 162875305 162875305 Nonsense_Mutation SNV C A A DPP4 c.1354G>T P.E452*
SH_56 20 45865227 45865227 Missense_Mutation SNV G C C ZMYND8 c.2486C>G P.S829C
SH_56 22 18609267 18609267 Silent SNV C T T TUBA8 c.324C>T P.A108A
SH_56 22 29138118 29138118 Missense_Mutation SNV T G G HSCB c.35T>G P.V12G
SH_56 3 122869138 122869138 Missense_Mutation SNV G T T PDIA5 c.1200G>T P.L400F
SH_56 6 29275027 29275027 Silent SNV T C C OR14J1 c.561T>C P.C187C
SH_56 7 129037061 129037061 Splice_Site SNV A T T AHCYL2 c.718-2A>T



SH_56 8 3226842 3226842 Missense_Mutation SNV C A A CSMD1 c.2833G>T P.G945W
SH_56 8 77766065 77766065 Missense_Mutation SNV G A A ZFHX4 c.6908G>A P.R2303Q
SH_56 X 69385729 69385729 Silent SNV G A A IGBP1 c.918G>A P.K306K
SH_58 1 110587495 110587495 Missense_Mutation SNV C A A STRIP1 c.1035C>A P.S345R
SH_58 1 145562056 145562056 Missense_Mutation SNV G A A ANKRD35 c.1474G>A P.E492K
SH_58 1 167409971 167409971 Missense_Mutation SNV A T T CD247 c.92T>A P.L31H
SH_58 1 17698833 17698833 Silent SNV A T T PADI6 c.93A>T P.T31T
SH_58 1 1854415 1854415 Splice_Site SNV T A A CFAP74 c.4683+9A>T
SH_58 1 207072737 207072737 Silent SNV C A A IL24 c.120C>A P.T40T
SH_58 1 22033256 22033256 Missense_Mutation SNV T C C USP48 c.2069A>G P.E690G
SH_58 1 226175617 226175617 Nonsense_Mutation SNV C A A SDE2 c.1114G>T P.E372*
SH_58 1 230907846 230907846 Splice_Site SNV G T T CAPN9 c.686+1G>T
SH_58 1 248343929 248343929 Silent SNV C T T OR2M2 c.642C>T P.I214I
SH_58 1 248436229 248436229 Silent SNV C T T OR2T33 c.888G>A P.K296K
SH_58 1 37271916 37271916 Silent SNV G A A GRIK3 c.2103C>T P.I701I
SH_58 1 41094539 41094539 Silent SNV A G G RIMS3 c.657T>C P.D219D
SH_58 1 52947569 52947569 Missense_Mutation SNV A T T ZCCHC11 c.1542T>A P.D514E
SH_58 1 53544202 53544202 Silent SNV G A A PODN c.1107G>A P.L369L
SH_58 10 125528200 125528200 Missense_Mutation SNV T C C CPXM2 c.1141A>G P.N381D
SH_58 10 81319120 81319120 Silent SNV G C C SFTPA2 c.120C>G P.G40G
SH_58 11 119206919 119206919 Missense_Mutation SNV G A A RNF26 c.1087G>A P.G363S
SH_58 11 123988417 123988417 Silent SNV C T T VWA5A c.81C>T P.Y27Y
SH_58 11 28116225 28116225 Nonsense_Mutation SNV C A A KIF18A c.448G>T P.E150*
SH_58 11 36614684 36614684 Missense_Mutation SNV G C C RAG2 c.1035C>G P.F345L
SH_58 11 56237071 56237071 Silent SNV T C C OR5M3 c.903A>G P.K301K
SH_58 11 66838987 66838987 Missense_Mutation SNV T A A RHOD c.349T>A P.F117I
SH_58 12 11149831 11149831 Missense_Mutation SNV C T T TAS2R20 c.644G>A P.G215E
SH_58 12 124840118 124840118 Splice_Site SNV C A A NCOR2 c.3212-1G>T
SH_58 12 49745126 49745127 Frame_Shift_Del INDEL AA - - DNAJC22 c.868_869delAA P.N290fs
SH_58 12 52886456 52886456 Nonsense_Mutation SNV T A A KRT6A c.517A>T P.K173*
SH_58 12 57422907 57422907 Splice_Site SNV T A A MYO1A c.3005+9A>T
SH_58 12 58089821 58089821 Splice_Site SNV G A A OS9 c.480G>A P.K160K
SH_58 14 105416790 105416790 Frame_Shift_Del INDEL T - - AHNAK2 c.4998delA P.S1667fs
SH_58 14 44975880 44975880 Missense_Mutation SNV G A A FSCB c.311C>T P.A104V
SH_58 15 25953373 25953373 Missense_Mutation SNV C A A ATP10A c.2419G>T P.G807C
SH_58 15 31229467 31229467 Splice_Site SNV G A A FAN1 c.*3+5G>A
SH_58 15 43308034 43308034 Missense_Mutation SNV T C C UBR1 c.3061A>G P.R1021G
SH_58 15 48527135 48527135 Silent SNV C A A SLC12A1 c.1149C>A P.V383V
SH_58 15 91035806 91035806 Silent SNV G A A IQGAP1 c.4491G>A P.Q1497Q
SH_58 16 28113251 28113251 Missense_Mutation SNV A C C XPO6 c.2920T>G P.F974V
SH_58 16 50744570 50744570 Missense_Mutation SNV G T T NOD2 c.667G>T P.D223Y
SH_58 16 50744571 50744571 Missense_Mutation SNV A T T NOD2 c.668A>T P.D223V
SH_58 16 74425905 74425905 Missense_Mutation SNV G C C NPIPB15 c.1259G>C P.R420T
SH_58 17 10363305 10363305 Silent SNV G A A MYH4 c.1380C>T P.I460I
SH_58 17 26938585 26938585 Missense_Mutation SNV C A A SGK494 c.811G>T P.A271S
SH_58 17 27001380 27001380 Missense_Mutation SNV T A A SUPT6H c.189T>A P.D63E
SH_58 17 27936012 27936012 Missense_Mutation SNV G T T ANKRD13B c.565G>T P.D189Y
SH_58 17 36622418 36622418 Missense_Mutation SNV A T T ARHGAP23 c.494A>T P.Q165L
SH_58 17 40061912 40061912 Splice_Site SNV C T T ACLY c.867-1G>A
SH_58 17 61511848 61511848 Nonsense_Mutation SNV C T T CYB561 c.671G>A P.W224*
SH_58 17 7578224 7578224 Nonsense_Mutation SNV T A A TP53 c.625A>T P.R209*
SH_58 17 76456070 76456070 Missense_Mutation SNV T A A DNAH17 c.9449A>T P.E3150V
SH_58 18 55319709 55319709 Splice_Site SNV C A A ATP8B1 c.3261+7G>T
SH_58 18 9887580 9887580 Silent SNV G A A TXNDC2 c.1104G>A P.Q368Q
SH_58 19 19035081 19035081 Missense_Mutation SNV C G G DDX49 c.816C>G P.S272R
SH_58 19 36394686 36394686 Missense_Mutation SNV G T T HCST c.122G>T P.G41V
SH_58 19 4164504 4164504 Missense_Mutation SNV A T T CREB3L3 c.578A>T P.Q193L
SH_58 19 44981055 44981055 Missense_Mutation SNV G A A ZNF180 c.1568C>T P.P523L
SH_58 19 7620180 7620180 Frame_Shift_Del INDEL A - - PNPLA6 c.2893delA P.S965fs
SH_58 2 109383358 109383358 Silent SNV G A A RANBP2 c.6363G>A P.Q2121Q
SH_58 2 160139338 160139338 Frame_Shift_Del INDEL C - - WDSUB1 c.243delG P.W81fs
SH_58 2 179427165 179427165 Nonsense_Mutation SNV A T T TTN c.78771T>A P.Y26257*
SH_58 2 179498064 179498064 Splice_Site SNV A T T TTN c.38024-11T>A
SH_58 2 179542355 179542355 Silent SNV A T T TTN c.33333T>A P.P11111P
SH_58 2 179611206 179611206 Silent SNV A T T TTN c.15921T>A P.P5307P
SH_58 2 179997145 179997145 Missense_Mutation SNV G T T SESTD1 c.858C>A P.N286K
SH_58 2 220333672 220333672 Silent SNV G A A SPEG c.3393G>A P.E1131E
SH_58 2 228104959 228104959 Splice_Site SNV C T T COL4A3 c.234+11C>T
SH_58 2 95513760 95513760 Splice_Site SNV A G G ANKRD20A8P n.643+2T>C
SH_58 2 96781498 96781498 Missense_Mutation SNV A T T ADRA2B c.391T>A P.C131S
SH_58 2 98458319 98458319 Missense_Mutation SNV G T T TMEM131 c.682C>A P.P228T
SH_58 20 3760330 3760330 Missense_Mutation SNV T A A SPEF1 c.202A>T P.N68Y
SH_58 20 60991294 60991294 Splice_Site SNV T A A RBBP8NL c.314-2A>T
SH_58 20 9624935 9624935 Silent SNV C T T PAK5 c.42G>A P.P14P
SH_58 21 33065634 33065634 Missense_Mutation SNV G C C SCAF4 c.1441C>G P.P481A
SH_58 22 30189610 30189610 Frame_Shift_Del INDEL C - - ASCC2 c.1516delG P.A506fs
SH_58 22 35480473 35480473 Missense_Mutation SNV C A A ISX c.479C>A P.P160H
SH_58 3 130187749 130187749 Nonsense_Mutation SNV A T T COL6A5 c.6901A>T P.R2301*
SH_58 3 184586829 184586829 Splice_Site SNV G T T VPS8 c.1597+5G>T
SH_58 3 184910636 184910636 Missense_Mutation SNV C A A EHHADH c.1262G>T P.G421V
SH_58 3 185232321 185232321 Splice_Site SNV A T T LIPH c.983-12T>A
SH_58 3 48680384 48680389 Splice_Site INDEL CCCCAT - - CELSR3 11_8406+16delATGGGG
SH_58 3 50417151 50417151 Splice_Site SNV C T T CACNA2D2 c.993+5G>A
SH_58 3 77651371 77651371 Silent SNV A T T ROBO2 c.2805A>T P.P935P
SH_58 4 108574771 108574771 Silent SNV T C C PAPSS1 c.1113A>G P.E371E
SH_58 4 5630395 5630395 Missense_Mutation SNV C T T EVC2 c.1537G>A P.G513S
SH_58 5 127686642 127686642 Silent SNV A G G FBN2 c.2730T>C P.N910N
SH_58 5 149361085 149361085 Silent SNV C T T SLC26A2 c.1929C>T P.P643P
SH_58 5 180477298 180477298 Missense_Mutation SNV T A A BTNL9 c.665T>A P.L222H
SH_58 5 60067866 60067866 Missense_Mutation SNV A T T ELOVL7 c.119T>A P.L40H
SH_58 5 60067867 60067867 Missense_Mutation SNV G T T ELOVL7 c.118C>A P.L40I
SH_58 5 71479618 71479618 Missense_Mutation SNV T A A MAP1B c.335T>A P.L112Q
SH_58 6 159166544 159166544 Silent SNV A T T SYTL3 c.684A>T P.T228T
SH_58 7 115580744 115580744 Missense_Mutation SNV T A A TFEC c.818A>T P.Q273L
SH_58 7 20406662 20406662 Nonsense_Mutation SNV G T T ITGB8 c.241G>T P.E81*
SH_58 7 93519584 93519584 Silent SNV G T T TFPI2 c.103C>A P.R35R
SH_58 8 61654710 61654710 Missense_Mutation SNV A T T CHD7 c.719A>T P.Q240L
SH_58 9 19516234 19516234 Missense_Mutation SNV T A A SLC24A2 c.1852A>T P.I618F



SH_58 X 144905208 144905208 Missense_Mutation SNV T A A SLITRK2 c.1265T>A P.L422Q
SH_58 X 99849248 99849248 Splice_Site SNV T A A TNMD c.322-10T>A
SH_59 1 186303541 186303541 Missense_Mutation SNV T C C TPR c.5098A>G P.M1700V
SH_59 1 222802659 222802659 Silent SNV C A A MIA3 c.2097C>A P.G699G
SH_59 1 247586609 247586609 Missense_Mutation SNV C A A NLRP3 c.361C>A P.L121M
SH_59 12 25398284 25398284 Missense_Mutation SNV C T T KRAS c.35G>A P.G12D
SH_59 12 48919813 48919813 Silent SNV A T T OR8S1 c.399A>T P.G133G
SH_59 12 53207801 53207801 Silent SNV G A A KRT4 c.42C>T P.G14G
SH_59 12 6080796 6080796 Missense_Mutation SNV G A A VWF c.7517C>T P.P2506L
SH_59 13 78335108 78335108 Silent SNV G A A SLAIN1 c.1068G>A P.L356L
SH_59 14 105418360 105418360 Missense_Mutation SNV G A A AHNAK2 c.3428C>T P.A1143V
SH_59 15 33992040 33992040 Splice_Site SNV T G G RYR3 c.6379+6T>G
SH_59 15 68609602 68609602 Splice_Site SNV C T T ITGA11 c.2715+1G>A
SH_59 15 75684622 75684622 Missense_Mutation SNV T C C SIN3A c.2812A>G P.S938G
SH_59 16 24268113 24268113 Missense_Mutation SNV C A A CACNG3 c.38C>A P.T13N
SH_59 16 70926383 70926383 Missense_Mutation SNV T A A HYDIN c.9298A>T P.I3100F
SH_59 17 36508652 36508652 Silent SNV G A A SOCS7 c.525G>A P.L175L
SH_59 17 7578555 7578555 Splice_Site SNV C T T TP53 c.376-1G>A
SH_59 18 21044196 21044196 Missense_Mutation SNV A G G RIOK3 c.352A>G P.K118E
SH_59 19 36592216 36592216 Missense_Mutation SNV G C C WDR62 c.2968G>C P.E990Q
SH_59 19 45556377 45556377 Silent SNV C T T CLASRP c.135C>T P.D45D
SH_59 19 4682840 4682840 Missense_Mutation SNV G A A DPP9 c.2342C>T P.A781V
SH_59 2 172950481 172950481 Missense_Mutation SNV C G G DLX1 c.76C>G P.P26A
SH_59 2 220038876 220038876 Silent SNV C T T CNPPD1 c.564G>A P.L188L
SH_59 2 242189388 242189388 Missense_Mutation SNV T A A HDLBP c.1281A>T P.R427S
SH_59 3 193855521 193855521 Silent SNV C T T HES1 c.342C>T P.F114F
SH_59 3 47035468 47035468 Frame_Shift_Ins INDEL - AA AA NBEAL2 .1156_1157insA P.R386fs
SH_59 3 53684912 53684912 Nonsense_Mutation SNV G A A CACNA1D c.590G>A P.W197*
SH_59 4 39077684 39077684 Frame_Shift_Ins INDEL - A A KLHL5 c.490dupA P.M164fs
SH_59 7 100635176 100635176 Silent SNV A G G MUC12 c.1332A>G P.P444P
SH_59 7 124387076 124387076 Missense_Mutation SNV A T T GPR37 c.1345T>A P.C449S
SH_59 7 42085104 42085104 Silent SNV T A A GLI3 c.705A>T P.A235A
SH_59 8 141669637 141669637 Silent SNV C A A PTK2 c.3126G>T P.V1042V
SH_59 9 116779055 116779055 Missense_Mutation SNV G A A ZNF618 c.739G>A P.A247T
SH_59 9 134323164 134323164 Missense_Mutation SNV G T T PRRC2B c.1093G>T P.D365Y
SH_59 X 47045027 47045027 Nonsense_Mutation SNV A T T RBM10 c.2353A>T P.K785*
SH_59 X 70349261 70349261 Missense_Mutation SNV A C C MED12 c.3673A>C P.K1225Q
SH_61 11 46894714 46894714 Missense_Mutation SNV T G G LRP4 c.4520A>C P.K1507T
SH_61 8 144992723 144992723 Missense_Mutation SNV C T T PLEC c.11347G>A P.E3783K
SH_61 X 15262714 15262714 Missense_Mutation SNV G A A ASB9 c.799C>T P.R267W
SH_61 X 47424204 47424204 Missense_Mutation SNV C T T ARAF c.209C>T P.T70M
SH_63 1 152279994 152279994 Silent SNV T C C FLG c.7368A>G P.Q2456Q
SH_63 1 152280133 152280133 Missense_Mutation SNV C T T FLG c.7229G>A P.R2410H
SH_63 1 152280540 152280540 Missense_Mutation SNV C G G FLG c.6822G>C P.Q2274H
SH_63 1 154543934 154543934 Missense_Mutation SNV G A A CHRNB2 c.635G>A P.R212H
SH_63 1 67194943 67194943 Splice_Site SNV C T T SGIP1 c.1152-4C>T
SH_63 1 89521775 89521775 Missense_Mutation SNV C T T GBP1 c.1292G>A P.G431E
SH_63 10 104268946 104268946 Missense_Mutation SNV T C C SUFU c.203T>C P.L68S
SH_63 10 127349670 127349670 Missense_Mutation SNV G T T TEX36 c.184C>A P.Q62K
SH_63 10 73544798 73544798 Missense_Mutation SNV C T T CDH23 c.5653C>T P.R1885C
SH_63 11 118764729 118764729 Missense_Mutation SNV G A A CXCR5 c.476G>A P.R159H
SH_63 11 17653759 17653759 Missense_Mutation SNV G A A OTOG c.7094G>A P.R2365H
SH_63 11 56043599 56043599 Frame_Shift_Del INDEL T - - OR5T1 c.486delT P.A163fs
SH_63 11 62474578 62474578 Splice_Site SNV T C C BSCL2 c.87+3A>G
SH_63 12 3659248 3659248 Silent SNV G A A PRMT8 c.381G>A P.K127K
SH_63 12 48737167 48737167 Silent SNV C T T ZNF641 c.864G>A P.G288G
SH_63 12 7241272 7241272 Silent SNV C A A C1R c.972G>T P.L324L
SH_63 13 102568894 102568894 Missense_Mutation SNV G T T FGF14 c.102C>A P.S34R
SH_63 13 20797280 20797280 Missense_Mutation SNV C T T GJB6 c.340G>A P.D114N
SH_63 15 33833073 33833073 Nonsense_Mutation SNV G T T RYR3 c.628G>T P.G210*
SH_63 16 8997165 8997165 Missense_Mutation SNV G C C USP7 c.1751C>G P.S584C
SH_63 17 29314958 29314958 Splice_Site SNV A G G RNF135 c.517-4A>G
SH_63 17 29585521 29585521 Splice_Site SNV G C C NF1 c.4332+1G>C
SH_63 17 31618659 31618659 Missense_Mutation SNV C G G ASIC2 c.475G>C P.G159R
SH_63 17 45291195 45291195 Splice_Site SNV G A A MYL4 c.163+3G>A
SH_63 17 7577538 7577538 Missense_Mutation SNV C T T TP53 c.743G>A P.R248Q
SH_63 18 29340285 29340285 Missense_Mutation SNV G A A SLC25A52 c.370C>T P.R124C
SH_63 18 77227587 77227587 Splice_Site SNV C T T NFATC1 c.2092+5C>T
SH_63 19 38860665 38860665 Missense_Mutation SNV T C C CATSPERG c.3074T>C P.F1025S
SH_63 2 165986510 165986510 Silent SNV G A A SCN3A c.2715C>T P.V905V
SH_63 2 167060926 167060926 Missense_Mutation SNV T G G SCN9A c.4414A>C P.N1472H
SH_63 2 190530907 190530907 Missense_Mutation SNV C G G ASNSD1 c.49C>G P.Q17E
SH_63 2 85262234 85262234 Missense_Mutation SNV C G G KCMF1 c.280C>G P.Q94E
SH_63 20 18461131 18461131 Missense_Mutation SNV T C C POLR3F c.536T>C P.I179T
SH_63 22 37771192 37771192 Missense_Mutation SNV C T T ELFN2 c.383G>A P.R128H
SH_63 3 164907236 164907236 Silent SNV G A A SLITRK3 c.1383C>T P.L461L
SH_63 3 183957181 183957181 Splice_Site SNV G A A VWA5B2 c.1549-1G>A
SH_63 3 47898936 47898936 Missense_Mutation SNV T A A MAP4 c.3133A>T P.I1045F
SH_63 5 140209476 140209476 Missense_Mutation SNV C A A PCDHA6 c.1800C>A P.D600E
SH_63 5 140720660 140720660 Missense_Mutation SNV G A A PCDHGA2 c.2122G>A P.V708I
SH_63 5 65458332 65458332 Missense_Mutation SNV C T T SREK1 c.667C>T P.R223W
SH_63 5 6737691 6737691 Missense_Mutation SNV G A A PAPD7 c.35G>A P.R12K
SH_63 5 82940474 82940474 Missense_Mutation SNV G T T HAPLN1 c.483C>A P.F161L
SH_63 5 90001230 90001230 Silent SNV C T T ADGRV1 c.8400C>T P.A2800A
SH_63 5 92923847 92923847 Missense_Mutation SNV G A A NR2F1 c.688G>A P.A230T
SH_63 6 112041037 112041037 Missense_Mutation SNV G A A FYN c.218C>T P.T73M
SH_63 6 33143401 33143401 Missense_Mutation SNV G A A COL11A2 c.2068C>T P.R690C
SH_63 6 46135305 46135305 Missense_Mutation SNV T C C ENPP5 c.695A>G P.N232S
SH_63 6 47681774 47681774 Missense_Mutation SNV A T T ADGRF4 c.793A>T P.T265S
SH_63 6 64472524 64472524 Missense_Mutation SNV C T T EYS c.7901G>A P.C2634Y
SH_63 7 150901820 150901820 Silent SNV G A A IQCA1L c.114C>T P.S38S
SH_63 7 34125504 34125504 Missense_Mutation SNV C G G BMPER c.1545C>G P.F515L
SH_63 7 57187736 57187736 Missense_Mutation SNV C G G ZNF479 c.1386G>C P.E462D
SH_63 8 113599310 113599310 Silent SNV T C C CSMD3 c.3558A>G P.Q1186Q
SH_63 8 121344387 121344387 Missense_Mutation SNV C T T COL14A1 c.4667C>T P.P1556L
SH_63 8 126044542 126044542 Silent SNV G A A KIAA0196 c.3276C>T P.T1092T
SH_63 9 103035322 103035322 Missense_Mutation SNV T A A INVS c.1460T>A P.M487K
SH_63 9 136379827 136379827 Missense_Mutation SNV G C C TMEM8C c.597C>G P.N199K



SH_63 9 96021359 96021359 Silent SNV C T T WNK2 c.2529C>T P.L843L
SH_63 X 106888567 106888567 Missense_Mutation SNV C A A PRPS1 c.79C>A P.H27N
SH_63 X 11187706 11187706 Silent SNV C T T ARHGAP6 c.1728G>A P.Q576Q
SH_63 X 21875409 21875409 Silent SNV C T T YY2 c.807C>T P.A269A
SH_63 X 35820977 35820977 Nonsense_Mutation SNV G T T MAGEB16 c.664G>T P.E222*
SH_63 X 8763404 8763404 Silent SNV G A A FAM9A c.546C>T P.I182I
SH_64 1 151679994 151679994 Missense_Mutation SNV G A A CELF3 c.620C>T P.T207I
SH_64 1 152324169 152324169 Missense_Mutation SNV A T T FLG2 c.6093T>A P.S2031R
SH_64 1 156255485 156255485 Silent SNV C T T TMEM79 c.468C>T P.C156C
SH_64 1 156641644 156641644 Missense_Mutation SNV G T T NES c.2336C>A P.P779H
SH_64 1 204118896 204118896 Silent SNV C A A ETNK2 c.453G>T P.L151L
SH_64 1 209788657 209788657 Missense_Mutation SNV G A A LAMB3 c.3478C>T P.H1160Y
SH_64 1 39775993 39775993 Missense_Mutation SNV A G G MACF1 c.3008A>G P.D1003G
SH_64 1 48231758 48231758 Missense_Mutation SNV G A A TRABD2B c.1370C>T P.P457L
SH_64 10 134004294 134004294 Missense_Mutation SNV A G G DPYSL4 c.83A>G P.D28G
SH_64 11 104912392 104912392 Missense_Mutation SNV C G G CARD16 c.329G>C P.G110A
SH_64 11 55587681 55587681 Silent SNV T C C OR5D18 c.576T>C P.D192D
SH_64 11 62296777 62296777 Missense_Mutation SNV G C C AHNAK c.5112C>G P.H1704Q
SH_64 12 15073918 15073918 Missense_Mutation SNV C A A ERP27 c.95G>T P.S32I
SH_64 12 2702394 2702394 Missense_Mutation SNV A T T CACNA1C c.2546A>T P.E849V
SH_64 12 65232577 65232577 Missense_Mutation SNV A T T TBC1D30 c.878A>T P.E293V
SH_64 12 7647755 7647755 Missense_Mutation SNV A T T CD163 c.1342T>A P.S448T
SH_64 13 99853802 99853802 Missense_Mutation SNV G T T UBAC2 c.137G>T P.R46L
SH_64 15 41865614 41865614 Missense_Mutation SNV G T T TYRO3 c.2094G>T P.W698C
SH_64 15 45456966 45456966 Splice_Site SNV T A A DUOX1 c.4534-11T>A
SH_64 17 3101040 3101040 Silent SNV A T T OR1A2 c.228A>T P.V76V
SH_64 17 7577534 7577534 Missense_Mutation SNV C A A TP53 c.747G>T P.R249S
SH_64 2 128334281 128334281 Missense_Mutation SNV A T T MYO7B c.847A>T P.M283L
SH_64 2 200804867 200804867 Splice_Site SNV C A A TYW5 c.304-11G>T
SH_64 2 212576833 212576833 Missense_Mutation SNV A G G ERBB4 c.1066T>C P.F356L
SH_64 2 234627496 234627496 Silent SNV G T T UGT1A4 c.30G>T P.P10P
SH_64 2 88407989 88407989 Missense_Mutation SNV G T T SMYD1 c.1245G>T P.M415I
SH_64 22 46733701 46733701 Missense_Mutation SNV G T T TRMU c.108G>T P.M36I
SH_64 22 46785261 46785261 Missense_Mutation SNV C A A CELSR1 c.6481G>T P.G2161C
SH_64 4 119659414 119659414 Splice_Site SNV A T T SEC24D c.2499+2T>A
SH_64 4 121958488 121958488 Missense_Mutation SNV A G G NDNF c.638T>C P.V213A
SH_64 4 130023842 130023842 Missense_Mutation SNV G T T C4orf33 c.77G>T P.G26V
SH_64 4 183815639 183815639 Splice_Site SNV T C C DCTD c.394+3A>G
SH_64 5 140256509 140256509 Silent SNV G A A PCDHA12 c.1452G>A P.A484A
SH_64 5 161576191 161576191 Missense_Mutation SNV G A A GABRG2 c.1000G>A P.A334T
SH_64 5 60825973 60825973 Missense_Mutation SNV G T T ZSWIM6 c.1932G>T P.M644I
SH_64 6 26598557 26598557 Missense_Mutation SNV G T T ABT1 c.503G>T P.R168M
SH_64 6 31912624 31912624 Missense_Mutation SNV T A A C2 c.2023T>A P.C675S
SH_64 7 103180757 103180757 Missense_Mutation SNV C T T RELN c.6817G>A P.G2273S
SH_64 7 107738918 107738918 Missense_Mutation SNV T A A LAMB4 c.1290A>T P.E430D
SH_64 7 116423410 116423410 Missense_Mutation SNV A T T MET c.3685A>T P.M1229L
SH_64 7 141920332 141920332 Missense_Mutation SNV T A A MGAM2 c.6021T>A P.S2007R
SH_64 7 55750530 55750530 Splice_Site INDEL G - - FKBP9P1 n.686-12delC
SH_64 7 82581706 82581706 Missense_Mutation SNV A T T PCLO c.8563T>A P.L2855I
SH_64 8 113246675 113246675 Missense_Mutation SNV C T T CSMD3 c.10152G>A P.M3384I
SH_64 8 133041356 133041356 Missense_Mutation SNV A T T OC90 c.1102T>A P.W368R
SH_64 8 42045020 42045020 Silent SNV G T T PLAT c.435C>A P.G145G
SH_64 8 72981427 72981427 Missense_Mutation SNV T A A TRPA1 c.275A>T P.H92L
SH_64 9 125239745 125239745 Missense_Mutation SNV G T T OR1J1 c.461C>A P.A154E
SH_64 9 21217180 21217180 Missense_Mutation SNV G A A IFNA16 c.125C>T P.A42V
SH_66 1 2105415 2105415 Silent SNV C T T PRKCZ c.816C>T P.T272T
SH_66 12 25398284 25398284 Missense_Mutation SNV C G G KRAS c.35G>C P.G12A
SH_66 16 2283025 2283025 Silent SNV A C C E4F1 c.897A>C P.G299G
SH_66 16 24886938 24886938 Splice_Site SNV T C C SLC5A11 c.181-10T>C
SH_66 22 19124841 19124841 Missense_Mutation SNV A C C DGCR14 c.1030T>G P.F344V
SH_66 22 43986044 43986044 Missense_Mutation SNV G C C EFCAB6 c.2942C>G P.T981S
SH_66 5 153175078 153175078 Silent SNV C T T GRIA1 c.2313C>T P.G771G
SH_66 9 140043509 140043509 Silent SNV C T T GRIN1 c.619C>T P.L207L
SH_66 9 35061070 35061070 Missense_Mutation SNV T C C VCP c.1301A>G P.D434G
SH_67 1 148341939 148341939 Missense_Mutation SNV A C C NBPF9 c.634T>G P.S212A
SH_67 10 72633267 72633267 Missense_Mutation SNV G T T SGPL1 c.1219G>T P.A407S
SH_67 11 44286426 44286426 Missense_Mutation SNV G A A ALX4 c.1214C>T P.A405V
SH_67 14 21161742 21161742 Missense_Mutation SNV G A A ANG c.19G>A P.V7I
SH_69 1 145299871 145299871 Missense_Mutation SNV G T T NBPF10 c.920G>T P.R307I
SH_69 1 228459745 228459745 Missense_Mutation SNV C A A OBSCN c.5809C>A P.Q1937K
SH_69 1 228487233 228487233 Splice_Site SNV C T T OBSCN c.13474+10C>T
SH_69 1 65309803 65309803 Missense_Mutation SNV G A A JAK1 c.2347C>T P.L783F
SH_69 14 20216204 20216204 Silent SNV G C C OR4Q3 c.618G>C P.L206L
SH_69 16 11362921 11362921 Missense_Mutation SNV C T T TNP2 c.199G>A P.G67S
SH_69 16 50741788 50741788 Missense_Mutation SNV C A A NOD2 c.482C>A P.A161D
SH_69 19 43689246 43689246 Missense_Mutation SNV C T T PSG5 c.118G>A P.A40T
SH_69 2 108487603 108487603 Missense_Mutation SNV T C C RGPD4 c.3143T>C P.V1048A
SH_69 2 96546346 96546346 Missense_Mutation SNV C G G ANKRD36C c.4488G>C P.L1496F
SH_69 5 159854783 159854783 Silent SNV G T T PTTG1 c.432G>T P.V144V
SH_69 8 73848937 73848937 Silent SNV C A A KCNB2 c.1347C>A P.I449I
SH_70 1 197479681 197479681 Missense_Mutation SNV A G G DENND1B c.2237T>C P.L746P
SH_70 1 200008926 200008926 Splice_Site SNV A G G NR5A2 c.202+3A>G
SH_70 1 226574083 226574083 Missense_Mutation SNV C T T PARP1 c.778G>A P.D260N
SH_70 1 235345367 235345367 Missense_Mutation SNV G A A ARID4B c.2867C>T P.P956L
SH_70 11 7642253 7642253 Missense_Mutation SNV A G G PPFIBP2 c.370A>G P.T124A
SH_70 12 104048404 104048404 Silent SNV T A A STAB2 c.1479T>A P.A493A
SH_70 12 79689895 79689895 Missense_Mutation SNV T G G SYT1 c.521T>G P.M174R
SH_70 13 49684548 49684548 Splice_Site SNV A C C FNDC3A c.7+6A>C
SH_70 14 101349285 101349285 Missense_Mutation SNV G A A RTL1 c.1841C>T P.A614V
SH_70 15 48776091 48776091 Silent SNV G A A FBN1 c.3762C>T P.C1254C
SH_70 15 59500001 59500001 Missense_Mutation SNV T A A LDHAL6B c.862T>A P.Y288N
SH_70 16 48175175 48175175 Missense_Mutation SNV C T T ABCC12 c.365G>A P.R122H
SH_70 16 69170708 69170708 Missense_Mutation SNV C T T UTP4 c.20C>T P.A7V
SH_70 17 27861114 27861117 Splice_Site INDEL TCTC - - TAOK1 62-11_2362-8delCTCT
SH_70 2 24283674 24283674 Splice_Site SNV G A A FKBP1B c.-2-10G>A
SH_70 2 71576596 71576596 Missense_Mutation SNV C T T ZNF638 c.512C>T P.P171L
SH_70 20 47688902 47688903 Frame_Shift_Del INDEL AT - - CSE1L c.848_849delAT P.D283fs
SH_70 20 5933137 5933137 Silent SNV C T T MCM8 c.216C>T P.F72F



SH_70 20 62168506 62168506 Silent SNV A C C PTK6 c.162T>G P.G54G
SH_70 22 19344435 19344435 Missense_Mutation SNV C A A HIRA c.2374G>T P.A792S
SH_70 22 38204131 38204131 Missense_Mutation SNV C T T GCAT c.157C>T P.R53C
SH_70 3 45972616 45972616 Missense_Mutation SNV A T T FYCO1 c.4198T>A P.S1400T
SH_70 4 151849656 151849658 Splice_Site INDEL AAG - - LRBA 9+10_549+12delCTT
SH_70 5 140595018 140595018 Silent SNV C T T PCDHB13 c.1323C>T P.I441I
SH_70 5 140712198 140712198 Silent SNV C T T PCDHGA1 c.1947C>T P.H649H
SH_70 5 154396819 154396819 Missense_Mutation SNV C A A KIF4B c.3400C>A P.Q1134K
SH_70 5 169101307 169101307 Frame_Shift_Del INDEL A - - DOCK2 c.332delA P.K111fs
SH_70 5 176004723 176004723 Missense_Mutation SNV C T T CDHR2 c.1436C>T P.T479M
SH_70 6 25653642 25653642 Missense_Mutation SNV G A A SCGN c.115G>A P.A39T
SH_70 6 26199965 26199965 Missense_Mutation SNV T G G HIST1H2BF c.179T>G P.M60R
SH_70 6 27100374 27100374 Missense_Mutation SNV G T T HIST1H2BJ c.156C>A P.D52E
SH_70 6 31324628 31324628 Missense_Mutation SNV G T T HLA-B c.180C>A P.F60L
SH_70 7 127014776 127014776 Missense_Mutation SNV G C C ZNF800 c.614C>G P.P205R
SH_70 8 113529433 113529433 Missense_Mutation SNV C T T CSMD3 c.4274G>A P.R1425H
SH_70 X 105011452 105011452 Missense_Mutation SNV G C C IL1RAPL2 c.1859G>C P.G620A
SH_70 X 105970265 105970265 Missense_Mutation SNV C G G RNF128 c.122C>G P.A41G
SH_70 X 53112240 53112240 Missense_Mutation SNV G C C TSPYL2 c.560G>C P.R187T
SH_70 X 70523144 70523144 Missense_Mutation SNV A C C ITGB1BP2 c.350A>C P.N117T
SH_70 X 90690678 90690678 Silent SNV C A A PABPC5 c.102C>A P.L34L
SH_71 1 12726141 12726141 Missense_Mutation SNV G A A AADACL4 c.619G>A P.V207M
SH_71 1 145281968 145281968 Missense_Mutation SNV A T T NOTCH2NL c.648A>T P.R216S
SH_71 1 152086470 152086470 Silent SNV A T T TCHH c.87T>A P.T29T
SH_71 1 159828008 159828008 Missense_Mutation SNV G A A VSIG8 c.302C>T P.A101V
SH_71 1 160147404 160147404 Missense_Mutation SNV T A A ATP1A4 c.94T>A P.W32R
SH_71 1 161476312 161476312 Missense_Mutation SNV A T T FCGR2A c.295A>T P.S99C
SH_71 1 181479644 181479644 Missense_Mutation SNV A T T CACNA1E c.298A>T P.I100F
SH_71 1 19181133 19181133 Silent SNV G A A TAS1R2 c.831C>T P.P277P
SH_71 1 196309613 196309613 Silent SNV T A A KCNT2 c.1641A>T P.T547T
SH_71 1 201177789 201177789 Silent SNV A T T IGFN1 c.3768A>T P.S1256S
SH_71 1 201195010 201195010 Silent SNV G A A IGFN1 c.10545G>A P.T3515T
SH_71 1 20412610 20412610 Silent SNV A T T PLA2G5 c.75A>T P.L25L
SH_71 1 20656805 20656805 Missense_Mutation SNV A T T VWA5B1 c.1387A>T P.I463F
SH_71 1 209974729 209974729 Silent SNV T C C IRF6 c.30A>G P.L10L
SH_71 1 21795269 21795269 Silent SNV A T T NBPF3 c.222A>T P.L74L
SH_71 1 223116553 223116553 Missense_Mutation SNV A T T DISP1 c.388A>T P.N130Y
SH_71 1 231401865 231401865 Missense_Mutation SNV A G G GNPAT c.695A>G P.Y232C
SH_71 1 24022297 24022297 Missense_Mutation SNV A T T RPL11 c.406A>T P.R136W
SH_71 1 247031021 247031021 Missense_Mutation SNV T C C AHCTF1 c.3181A>G P.K1061E
SH_71 1 248031306 248031306 Missense_Mutation SNV T A A TRIM58 c.812T>A P.M271K
SH_71 1 28354311 28354311 Missense_Mutation SNV T A A EYA3 c.329A>T P.Y110F
SH_71 1 3102742 3102742 Missense_Mutation SNV A T T PRDM16 c.91A>T P.S31C
SH_71 1 90484250 90484250 Missense_Mutation SNV A T T ZNF326 c.814A>T P.M272L
SH_71 10 105889993 105889993 Silent SNV T C C CFAP43 c.4902A>G P.T1634T
SH_71 10 18169595 18169595 Missense_Mutation SNV A T T MRC1 c.2861A>T P.N954I
SH_71 10 55943333 55943333 Silent SNV T A A PCDH15 c.1476A>T P.V492V
SH_71 11 121481850 121481850 Missense_Mutation SNV A T T SORL1 c.5305A>T P.M1769L
SH_71 11 1260724 1260724 Missense_Mutation SNV T G G MUC5B c.3511T>G P.C1171G
SH_71 11 18108760 18108760 Silent SNV T A A SAAL1 c.783A>T P.P261P
SH_71 11 75115772 75115772 Missense_Mutation SNV G T T RPS3 c.595G>T P.G199C
SH_71 12 12870990 12870990 Nonsense_Mutation SNV A T T CDKN1B c.217A>T P.K73*
SH_71 12 132685736 132685736 Missense_Mutation SNV A T T GALNT9 c.1334T>A P.F445Y
SH_71 12 15654750 15654750 Missense_Mutation SNV T A A PTPRO c.858T>A P.F286L
SH_71 12 4705744 4705744 Splice_Site SNV A T T DYRK4 n.962-11A>T
SH_71 12 4870133 4870133 Missense_Mutation SNV T A A GALNT8 c.1183T>A P.C395S
SH_71 12 52992743 52992743 Missense_Mutation SNV C T T KRT72 c.580G>A P.G194R
SH_71 12 85255635 85255635 Missense_Mutation SNV A T T SLC6A15 c.1648T>A P.Y550N
SH_71 12 91502374 91502374 Missense_Mutation SNV A T T LUM c.383T>A P.L128Q
SH_71 12 97084952 97084952 Missense_Mutation SNV A T T CFAP54 c.6128A>T P.Y2043F
SH_71 13 45149121 45149121 Missense_Mutation SNV A T T TSC22D1 c.1090T>A P.L364M
SH_71 13 46065104 46065104 Splice_Site SNV A T T COG3 c.968+11A>T
SH_71 13 76301222 76301222 Silent SNV A T T LMO7 c.198A>T P.P66P
SH_71 14 20404317 20404317 Silent SNV G T T OR4K1 c.492G>T P.V164V
SH_71 15 30900711 30900711 Missense_Mutation SNV T A A GOLGA8H c.438T>A P.N146K
SH_71 15 33954893 33954893 Missense_Mutation SNV A T T RYR3 c.5162A>T P.Q1721L
SH_71 15 41120653 41120653 Silent SNV G T T PPP1R14D c.187C>A P.R63R
SH_71 15 42342792 42342792 Missense_Mutation SNV T A A PLA2G4E c.110A>T P.E37V
SH_71 15 49037129 49037129 Frame_Shift_Del INDEL A - - CEP152 c.3695delT P.L1232fs
SH_71 15 55783366 55783366 Silent SNV T A A DYX1C1 c.360A>T P.A120A
SH_71 15 55972250 55972250 Splice_Site SNV A T T PRTG c.973+2T>A
SH_71 15 56387737 56387737 Missense_Mutation SNV T A A RFX7 c.2189A>T P.Q730L
SH_71 15 64680075 64680075 Missense_Mutation SNV G T T TRIP4 c.13G>T P.G5W
SH_71 15 64680076 64680076 Missense_Mutation SNV G T T TRIP4 c.14G>T P.G5V
SH_71 15 92705976 92705976 Splice_Site SNV C G G SLCO3A1 c.1754-10C>G
SH_71 16 12093152 12093152 Splice_Site SNV A T T SNX29 c.8-2A>T
SH_71 16 3283657 3283657 Silent SNV T A A ZNF200 c.99A>T P.R33R
SH_71 16 48396197 48396197 Missense_Mutation SNV A T T SIAH1 c.236T>A P.V79E
SH_71 16 67911472 67911472 Missense_Mutation SNV G T T EDC4 c.702G>T P.R234S
SH_71 16 69727852 69727852 Missense_Mutation SNV A T T NFAT5 c.4121A>T P.Q1374L
SH_71 16 71007873 71007873 Silent SNV A T T HYDIN c.5088T>A P.I1696I
SH_71 17 10362659 10362659 Missense_Mutation SNV A T T MYH4 c.1496T>A P.L499Q
SH_71 17 16021198 16021198 Splice_Site SNV T A A NCOR1 c.2055+4A>T
SH_71 17 39120715 39120715 Silent SNV T G G KRT39 c.534A>C P.A178A
SH_71 17 48191581 48191581 Silent SNV G A A SAMD14 c.912C>T P.P304P
SH_71 17 7577568 7577568 Missense_Mutation SNV C A A TP53 c.713G>T P.C238F
SH_71 18 30913191 30913191 Missense_Mutation SNV T G G CCDC178 c.826A>C P.K276Q
SH_71 18 50866104 50866104 Missense_Mutation SNV C G G DCC c.2186C>G P.P729R
SH_71 19 31769226 31769226 Silent SNV A T T TSHZ3 c.1473T>A P.P491P
SH_71 19 35836550 35836550 Missense_Mutation SNV T A A CD22 c.2254T>A P.Y752N
SH_71 19 55107274 55107274 Missense_Mutation SNV T A A LILRA1 c.832T>A P.S278T
SH_71 19 57051027 57051027 Missense_Mutation SNV A G G ZFP28 c.242A>G P.E81G
SH_71 19 57327876 57327876 Missense_Mutation SNV T A A PEG3 c.1934A>T P.H645L
SH_71 19 9056879 9056879 Silent SNV A T T MUC16 c.30567T>A P.S10189S
SH_71 2 113081919 113081919 Missense_Mutation SNV C T T ZC3H6 c.1531C>T P.P511S
SH_71 2 113082677 113082677 Silent SNV A T T ZC3H6 c.1989A>T P.A663A
SH_71 2 113537149 113537149 Silent SNV G A A IL1A c.414C>T P.D138D
SH_71 2 125555776 125555776 Silent SNV A T T CNTNAP5 c.3093A>T P.T1031T



SH_71 2 149679720 149679720 Nonsense_Mutation SNV T A A KIF5C c.141T>A P.Y47*
SH_71 2 167297907 167297907 Missense_Mutation SNV A T T SCN7A c.2156T>A P.L719Q
SH_71 2 189850408 189850408 Silent SNV T A A COL3A1 c.351T>A P.P117P
SH_71 2 192194682 192194682 Silent SNV A T T MYO1B c.273A>T P.A91A
SH_71 2 209113365 209113365 Missense_Mutation SNV T A A IDH1 c.142A>T P.N48Y
SH_71 2 21232828 21232828 Silent SNV T A A APOB c.6912A>T P.T2304T
SH_71 2 239003074 239003074 Missense_Mutation SNV A T T SCLY c.1043A>T P.Q348L
SH_71 2 242076617 242076617 Missense_Mutation SNV T A A PASK c.939A>T P.L313F
SH_71 2 44528130 44528130 Splice_Site SNV T A A SLC3A1 c.1012-12T>A
SH_71 2 47630423 47630423 Silent SNV C A A MSH2 c.93C>A P.T31T
SH_71 2 74074873 74074873 Silent SNV A T T STAMBP c.735A>T P.S245S
SH_71 20 3102162 3102162 Missense_Mutation SNV T A A UBOX5 c.1123A>T P.S375C
SH_71 20 44669966 44669966 Splice_Site SNV A T T SLC12A5 c.924-2A>T
SH_71 20 45891038 45891038 Missense_Mutation SNV T A A ZMYND8 c.1615A>T P.N539Y
SH_71 20 55748285 55748285 Missense_Mutation SNV C T T BMP7 c.1117G>A P.A373T
SH_71 21 10916449 10916449 Missense_Mutation SNV T A A TPTE c.783A>T P.Q261H
SH_71 21 10951307 10951307 Missense_Mutation SNV T A A TPTE c.291A>T P.L97F
SH_71 3 10089723 10089723 Silent SNV G T T FANCD2 c.1401G>T P.T467T
SH_71 3 111317017 111317017 Silent SNV A T T CD96 c.858A>T P.T286T
SH_71 3 125179630 125179630 Missense_Mutation SNV T A A SNX4 c.929A>T P.Y310F
SH_71 3 132036312 132036312 Silent SNV A T T ACPP c.12A>T P.A4A
SH_71 3 160395290 160395290 Silent SNV C A A ARL14 c.156C>A P.I52I
SH_71 3 18083033 18083033 Missense_Mutation SNV G A A LOC339862 c.316G>A P.G106S
SH_71 3 47651717 47651717 Missense_Mutation SNV T A A SMARCC1 c.2882A>T P.Q961L
SH_71 4 106510453 106510453 Missense_Mutation SNV C T T ARHGEF38 c.245C>T P.P82L
SH_71 4 143181694 143181694 Silent SNV T A A INPP4B c.639A>T P.T213T
SH_71 4 148834219 148834219 Splice_Site SNV T A A ARHGAP10 c.1163-6T>A
SH_71 4 159756593 159756593 Missense_Mutation SNV A T T FNIP2 c.761A>T P.Q254L
SH_71 4 437355 437355 Nonsense_Mutation SNV C A A ZNF721 c.901G>T P.G301*
SH_71 5 140751633 140751633 Missense_Mutation SNV A T T PCDHGB3 c.1672A>T P.N558Y
SH_71 5 168201298 168201298 Missense_Mutation SNV T A A SLIT3 c.1237A>T P.N413Y
SH_71 5 176318173 176318173 Silent SNV C A A HK3 c.279G>T P.V93V
SH_71 5 52942144 52942144 Missense_Mutation SNV A T T NDUFS4 c.259A>T P.M87L
SH_71 5 90024644 90024644 Missense_Mutation SNV T A A ADGRV1 c.10320T>A P.S3440R
SH_71 6 114264511 114264511 Splice_Site SNV T A A HDAC2 c.1378+4A>T
SH_71 6 137815010 137815010 Missense_Mutation SNV T A A OLIG3 c.298A>T P.N100Y
SH_71 6 152722287 152722287 Missense_Mutation SNV A T T SYNE1 c.7036T>A P.L2346M
SH_71 6 155750005 155750005 Silent SNV T A A NOX3 c.1068A>T P.A356A
SH_71 6 24447101 24447101 Silent SNV C A A GPLD1 c.1785G>T P.L595L
SH_71 6 36104687 36104687 Silent SNV A T T MAPK13 c.642A>T P.A214A
SH_71 6 88769271 88769271 Missense_Mutation SNV T A A SPACA1 c.575T>A P.V192E
SH_71 6 89977435 89977435 Missense_Mutation SNV A T T GABRR2 c.699T>A P.F233L
SH_71 7 100683484 100683484 Silent SNV A T T MUC17 c.8787A>T P.P2929P
SH_71 7 146829371 146829371 Missense_Mutation SNV C T T CNTNAP2 c.1118C>T P.T373M
SH_71 7 36461510 36461510 Missense_Mutation SNV A T T ANLN c.2097A>T P.Q699H
SH_71 7 45124415 45124439 Frame_Shift_Del INDEL TGAGGTCTGA - - NACAD CTGCTCCTCAGAC P.A447fs
SH_71 7 82580537 82580537 Missense_Mutation SNV T A A PCLO c.9367A>T P.T3123S
SH_71 8 110587828 110587828 Missense_Mutation SNV A T T SYBU c.1296T>A P.D432E
SH_71 8 135612685 135612685 Silent SNV T A A ZFAT c.2433A>T P.T811T
SH_71 8 36766896 36766896 Missense_Mutation SNV A T T KCNU1 c.2174A>T P.H725L
SH_71 8 48827961 48827961 Missense_Mutation SNV T A A PRKDC c.2544A>T P.L848F
SH_71 8 69552677 69552677 Missense_Mutation SNV A T T C8orf34 c.1172A>T P.Q391L
SH_71 8 70967630 70967630 Missense_Mutation SNV T A A PRDM14 c.1393A>T P.T465S
SH_71 8 91937869 91937869 Missense_Mutation SNV A T T NECAB1 c.601A>T P.N201Y
SH_71 8 94772166 94772166 Silent SNV G A A TMEM67 c.108G>A P.P36P
SH_71 9 101810231 101810231 Silent SNV A T T COL15A1 c.2742A>T P.P914P
SH_71 9 116259668 116259668 Silent SNV A G G RGS3 c.825A>G P.R275R
SH_71 9 21333634 21333634 Missense_Mutation SNV C A A KLHL9 c.1225G>T P.A409S
SH_71 9 33338526 33338526 Missense_Mutation SNV A T T NFX1 c.2057A>T P.D686V
SH_71 9 6014278 6014278 Nonsense_Mutation SNV T A A RANBP6 c.274A>T P.K92*
SH_71 9 84605951 84605951 Missense_Mutation SNV G A A SPATA31D1 c.566G>A P.R189Q
SH_71 9 84609680 84609680 Missense_Mutation SNV T A A SPATA31D1 c.4295T>A P.L1432H
SH_71 X 117676887 117676887 Splice_Site SNV A T T DOCK11 c.220-2A>T
SH_71 X 124455317 124455317 Missense_Mutation SNV A T T TEX13C c.1349A>T P.Q450L
SH_71 X 131219616 131219616 Missense_Mutation SNV A T T FRMD7 c.593T>A P.V198E
SH_71 X 154319075 154319075 Missense_Mutation SNV A T T BRCC3 c.509A>T P.Y170F
SH_71 X 24380967 24380967 Silent SNV T A A SUPT20HL1 c.90T>A P.P30P
SH_71 X 34148324 34148324 Missense_Mutation SNV A T T FAM47A c.2072T>A P.V691E
SH_71 X 53430585 53430585 Missense_Mutation SNV T A A SMC1A c.2267A>T P.E756V
SH_74 10 115336953 115336953 Missense_Mutation SNV C T T HABP2 c.298C>T P.L100F
SH_74 10 135233650 135233650 Missense_Mutation SNV C T T MTG1 c.986C>T P.P329L
SH_74 11 113269863 113269863 Missense_Mutation SNV A T T ANKK1 c.1172A>T P.Q391L
SH_74 11 5411452 5411452 Missense_Mutation SNV G A A OR51M1 c.824G>A P.R275H
SH_74 11 55406246 55406246 Missense_Mutation SNV A G G OR4P4 c.413A>G P.K138R
SH_74 12 57556141 57556141 Silent SNV G T T LRP1 c.2244G>T P.L748L
SH_74 12 7459223 7459223 Missense_Mutation SNV G A A ACSM4 c.296G>A P.R99Q
SH_74 14 20611945 20611945 Silent SNV G A A OR4N5 c.51G>A P.L17L
SH_74 14 65252602 65252602 Missense_Mutation SNV A G G SPTB c.3629T>C P.F1210S
SH_74 17 35836890 35836890 Splice_Site SNV C A A TADA2A c.1147-12C>A
SH_74 19 13211506 13211506 Missense_Mutation SNV C T T LYL1 c.392G>A P.R131Q
SH_74 19 19576376 19576376 Silent SNV C T T GATAD2A c.222C>T P.G74G
SH_74 19 50298881 50298881 Splice_Site SNV C T T AP2A1 c.706-6C>T
SH_74 19 50549938 50549938 Silent SNV C T T ZNF473 c.2238C>T P.V746V
SH_74 2 138414474 138414474 Missense_Mutation SNV T A A THSD7B c.4214T>A P.I1405K
SH_74 2 177017521 177017521 Missense_Mutation SNV A G G HOXD4 c.619A>G P.M207V
SH_74 2 65541233 65541233 Missense_Mutation SNV C T T SPRED2 c.650G>A P.R217Q
SH_74 3 4687363 4687363 Missense_Mutation SNV G A A ITPR1 c.806G>A P.R269Q
SH_74 3 52443565 52443565 Splice_Site SNV C T T BAP1 c.122+5G>A
SH_74 3 97251308 97251308 Missense_Mutation SNV A T T EPHA6 c.483A>T P.R161S
SH_74 4 30724929 30724929 Missense_Mutation SNV G A A PCDH7 c.1885G>A P.V629M
SH_74 5 161520898 161520898 Missense_Mutation SNV A G G GABRG2 c.172A>G P.T58A
SH_74 5 37179516 37179516 Missense_Mutation SNV T C C C5orf42 c.5767A>G P.R1923G
SH_74 5 40955662 40955662 Splice_Site SNV C T T C7 c.1260+7C>T
SH_74 6 25770603 25770603 Splice_Site SNV T C C SLC17A4 c.370-9T>C
SH_74 6 31630061 31630061 Silent SNV G A A GPANK1 c.1053C>T P.Y351Y
SH_74 6 96971097 96971097 Silent SNV C G G UFL1 c.153C>G P.L51L
SH_74 7 151879655 151879655 Nonsense_Mutation SNV G A A KMT2C c.5290C>T P.Q1764*
SH_74 9 133730260 133730260 Missense_Mutation SNV G T T ABL1 c.326G>T P.G109V



SH_74 9 43627372 43627372 Missense_Mutation SNV T C C SPATA31A6 c.1315A>G P.T439A
SH_74 9 97555152 97555152 Missense_Mutation SNV A G G C9orf3 c.1070A>G P.N357S
SH_74 X 129058934 129058934 Missense_Mutation SNV A T T UTP14A c.1356A>T P.R452S
SH_79 1 152286108 152286108 Silent SNV G A A FLG c.1254C>T P.S418S
SH_79 1 230883258 230883258 Missense_Mutation SNV C T T CAPN9 c.16C>T P.R6W
SH_79 1 55181597 55181597 Nonsense_Mutation SNV C T T TTC4 c.16C>T P.Q6*
SH_79 1 86934709 86934709 Missense_Mutation SNV G A A CLCA1 c.55G>A P.A19T
SH_79 12 49361759 49361759 Missense_Mutation SNV C A A WNT10B c.681G>T P.M227I
SH_79 12 57872896 57872896 Silent SNV G A A ARHGAP9 c.294C>T P.P98P
SH_79 15 55932003 55932003 Missense_Mutation SNV G A A PRTG c.2161C>T P.P721S
SH_79 18 10789289 10789289 Nonsense_Mutation SNV G A A PIEZO2 c.1957C>T P.Q653*
SH_79 2 113514408 113514408 Silent SNV T C C CKAP2L c.45A>G P.L15L
SH_79 2 28739716 28739716 Nonsense_Mutation SNV G T T PLB1 c.97G>T P.E33*
SH_79 3 135789393 135789393 Missense_Mutation SNV C T T PPP2R3A c.2543C>T P.T848M
SH_79 5 176887561 176887561 Splice_Site SNV G A A DBN1 c.832-5C>T
SH_79 8 142151322 142151322 Silent SNV T C C DENND3 c.282T>C P.N94N
SH_79 8 36790435 36790435 Splice_Site SNV C T T KCNU1 c.2932-3C>T
SH_79 9 117849127 117849127 Missense_Mutation SNV C T T TNC c.883G>A P.V295M
SH_79 9 35609179 35609179 Missense_Mutation SNV T C C TESK1 c.841T>C P.S281P
SH_79 X 9866263 9866263 Missense_Mutation SNV G A A SHROOM2 c.2824G>A P.D942N
SH_80 1 110051093 110051093 Missense_Mutation SNV C T T AMIGO1 c.442G>A P.A148T
SH_80 1 113933701 113933701 Nonsense_Mutation SNV C T T MAGI3 c.46C>T P.Q16*
SH_80 1 115256529 115256529 Missense_Mutation SNV T C C NRAS c.182A>G P.Q61R
SH_80 1 115256530 115256530 Missense_Mutation SNV G T T NRAS c.181C>A P.Q61K
SH_80 1 158263012 158263012 Missense_Mutation SNV T A A CD1C c.900T>A P.F300L
SH_80 1 161495275 161495275 Missense_Mutation SNV T C C HSPA6 c.827T>C P.L276P
SH_80 1 174987615 174987615 Missense_Mutation SNV G C C MRPS14 c.143C>G P.A48G
SH_80 1 186106036 186106036 Missense_Mutation SNV T A A HMCN1 c.13549T>A P.S4517T
SH_80 1 186281392 186281392 Nonsense_Mutation SNV T A A PRG4 c.3756T>A P.Y1252*
SH_80 1 232940856 232940856 Silent SNV G A A MAP10 c.87G>A P.R29R
SH_80 1 234556514 234556514 Silent SNV A C C TARBP1 c.3489T>G P.S1163S
SH_80 10 105233320 105233320 Missense_Mutation SNV C T T CALHM3 c.685G>A P.E229K
SH_80 10 16893363 16893363 Missense_Mutation SNV C T T CUBN c.9534G>A P.M3178I
SH_80 10 49986752 49986752 Missense_Mutation SNV G A A WDFY4 c.3272G>A P.R1091H
SH_80 11 106680764 106680764 Silent SNV C A A GUCY1A2 c.1647G>T P.L549L
SH_80 11 1220154 1220154 Missense_Mutation SNV G T T MUC5AC c.4702G>T P.G1568C
SH_80 11 85397172 85397172 Nonsense_Mutation SNV A G G CCDC89 c.2T>C P.M1?
SH_80 12 57389405 57389405 Missense_Mutation SNV T C C GPR182 c.412T>C P.Y138H
SH_80 12 75804410 75804410 Missense_Mutation SNV A G G GLIPR1L2 c.431A>G P.Y144C
SH_80 12 80714376 80714376 Missense_Mutation SNV A T T OTOGL c.3950A>T P.Y1317F
SH_80 14 93723599 93723599 Missense_Mutation SNV A G G BTBD7 c.1550T>C P.L517S
SH_80 16 30616450 30616450 Missense_Mutation SNV C T T ZNF689 c.638G>A P.R213H
SH_80 16 84516259 84516259 Missense_Mutation SNV G A A TLDC1 c.1016C>T P.T339M
SH_80 19 10421576 10421576 Silent SNV C A A FDX1L c.357G>T P.V119V
SH_80 19 38673170 38673170 Missense_Mutation SNV C T T SIPA1L3 c.4220C>T P.S1407L
SH_80 19 44531609 44531609 Missense_Mutation SNV A T T ZNF222 c.229A>T P.M77L
SH_80 19 4902616 4902616 Silent SNV G A A ARRDC5 c.264C>T P.Y88Y
SH_80 19 55143558 55143558 Silent SNV G A A LILRB1 c.531G>A P.S177S
SH_80 2 166848129 166848129 Nonsense_Mutation SNV G A A SCN1A c.5656C>T P.R1886*
SH_80 2 219320415 219320415 Missense_Mutation SNV T C C USP37 c.2740A>G P.I914V
SH_80 2 226447616 226447616 Missense_Mutation SNV T A A NYAP2 c.1483T>A P.Y495N
SH_80 20 53205321 53205321 Missense_Mutation SNV A G G DOK5 c.61A>G P.T21A
SH_80 22 46773045 46773045 Missense_Mutation SNV G C C CELSR1 c.7497C>G P.N2499K
SH_80 3 134670397 134670397 Missense_Mutation SNV C T T EPHB1 c.308C>T P.P103L
SH_80 3 52443757 52443757 Frame_Shift_Del INDEL G - - BAP1 c.40delC P.L14fs
SH_80 3 97983712 97983712 Missense_Mutation SNV G A A OR5H6 c.584G>A P.C195Y
SH_80 4 79500256 79500256 Missense_Mutation SNV A G G ANXA3 c.179A>G P.Y60C
SH_80 5 155756543 155756543 Splice_Site SNV G T T SGCD c.-43-1G>T
SH_80 5 72383891 72383903 Frame_Shift_Del INDEL AGGACGATA - - FCHO2 _2321delCAGGAC P.Y773fs
SH_80 6 35773583 35773583 Nonsense_Mutation SNV C T T LHFPL5 c.136C>T P.Q46*
SH_80 6 40399853 40399853 Missense_Mutation SNV A G G LRFN2 c.1000T>C P.S334P
SH_80 7 135421920 135421920 Missense_Mutation SNV G T T FAM180A c.104C>A P.P35Q
SH_80 7 140159588 140159588 Missense_Mutation SNV T C C MKRN1 c.463A>G P.N155D
SH_80 7 150900168 150900168 Missense_Mutation SNV C A A IQCA1L c.474G>T P.M158I
SH_80 8 110510963 110510963 Missense_Mutation SNV G T T PKHD1L1 c.10791G>T P.M3597I
SH_80 9 124532835 124532835 Missense_Mutation SNV C A A DAB2IP c.1826C>A P.S609Y
SH_80 9 140136272 140136272 Nonsense_Mutation SNV G T T TUBB4B c.157G>T P.E53*
SH_80 X 100645492 100645492 Missense_Mutation SNV A T T BTK c.46T>A P.C16S
SH_80 X 124454177 124454177 Missense_Mutation SNV G A A TEX13C c.209G>A P.S70N
SH_80 X 13753378 13753378 Missense_Mutation SNV T G G OFD1 c.24T>G P.F8L
SH_80 X 15403215 15403215 Missense_Mutation SNV C T T PIR c.784G>A P.E262K
SH_80 X 23019839 23019839 Silent SNV A G G DDX53 c.1665A>G P.V555V
SH_81 1 149785218 149785218 Missense_Mutation SNV T C C HIST2H3D c.19A>G P.T7A
SH_81 1 233802459 233802459 Silent SNV G A A KCNK1 c.474G>A P.V158V
SH_81 1 241797231 241797231 Missense_Mutation SNV G T T CHML c.1838C>A P.P613Q
SH_81 11 47193243 47193243 Missense_Mutation SNV C T T ARFGAP2 c.697G>A P.D233N
SH_81 12 51754557 51754557 Missense_Mutation SNV T G G GALNT6 c.1115A>C P.Y372S
SH_81 12 76752543 76752543 Missense_Mutation SNV C A A OSBPL8 c.2251G>T P.V751L
SH_81 14 102805285 102805285 Missense_Mutation SNV C T T ZNF839 c.1444C>T P.R482C
SH_81 14 88983510 88983510 Silent SNV T C C PTPN21 c.276A>G P.A92A
SH_81 16 57508784 57508784 Missense_Mutation SNV C T T DOK4 c.520G>A P.V174M
SH_81 17 74053597 74053597 Nonsense_Mutation SNV G A A SRP68 c.751C>T P.Q251*
SH_81 2 125555700 125555700 Missense_Mutation SNV C T T CNTNAP5 c.3017C>T P.T1006M
SH_81 2 185803163 185803163 Missense_Mutation SNV G T T ZNF804A c.3040G>T P.G1014C
SH_81 2 198266713 198266713 Missense_Mutation SNV C T T SF3B1 c.2219G>A P.G740E
SH_81 2 80085156 80085156 Missense_Mutation SNV G A A CTNNA2 c.316G>A P.A106T
SH_81 3 52831902 52831902 Missense_Mutation SNV G A A ITIH3 c.619G>A P.D207N
SH_81 5 10397404 10397404 Splice_Site SNV G A A MARCH6 c.718-1G>A
SH_81 5 127493768 127493768 Missense_Mutation SNV G A A SLC12A2 c.2387G>A P.G796D
SH_81 5 156589869 156589869 Silent SNV G A A FAM71B c.1407C>T P.S469S
SH_81 6 137519730 137519730 Missense_Mutation SNV T G G IFNGR1 c.908A>C P.K303T
SH_81 6 74073373 74073373 Silent SNV G A A KHDC3L c.444G>A P.S148S
SH_81 7 140453149 140453149 Missense_Mutation SNV C G G BRAF c.1786G>C P.G596R
SH_81 9 101891223 101891226 Frame_Shift_Del INDEL ACAG - - TGFBR1 .187_190delGAC P.D63fs
SH_82 1 161276581 161276581 Missense_Mutation SNV T A A MPZ c.365A>T P.N122I
SH_82 1 208219299 208219299 Missense_Mutation SNV T C C PLXNA2 c.3419A>G P.Y1140C
SH_82 18 57136753 57136753 Nonsense_Mutation SNV G A A CCBE1 c.352C>T P.R118*
SH_82 7 100680600 100680600 Missense_Mutation SNV C A A MUC17 c.5903C>A P.T1968K



SH_82 8 114111096 114111096 Missense_Mutation SNV C G G CSMD3 c.806G>C P.W269S
SH_82 X 77224504 77224504 Missense_Mutation SNV G T T PGAM4 c.632C>A P.P211Q
SH_85 1 151027510 151027510 Silent SNV G A A CDC42SE1 c.147C>T P.A49A
SH_85 1 158299402 158299402 Missense_Mutation SNV G A A CD1B c.644C>T P.P215L
SH_85 1 158746718 158746718 Missense_Mutation SNV C A A OR6N2 c.708G>T P.K236N
SH_85 1 75097523 75097523 Missense_Mutation SNV C A A ERICH3 c.693G>T P.M231I
SH_85 10 50819847 50819847 Missense_Mutation SNV A G G SLC18A3 c.1061A>G P.H354R
SH_85 10 99656674 99656674 Missense_Mutation SNV C T T CRTAC1 c.1208G>A P.R403Q
SH_85 12 49165607 49165607 Silent SNV A G G ADCY6 c.2937T>C P.A979A
SH_85 14 24706305 24706305 Missense_Mutation SNV T C C GMPR2 c.494T>C P.V165A
SH_85 14 47324319 47324322 Frame_Shift_Del INDEL TTGT - - MDGA2 2581_2584delAC P.T861fs
SH_85 15 24921631 24921631 Missense_Mutation SNV G C C NPAP1 c.617G>C P.G206A
SH_85 15 41819471 41819471 Missense_Mutation SNV C T T RPAP1 c.1640G>A P.R547Q
SH_85 15 48722919 48722919 Missense_Mutation SNV A G G FBN1 c.6820T>C P.C2274R
SH_85 16 71022312 71022312 Missense_Mutation SNV G A A HYDIN c.3968C>T P.S1323F
SH_85 17 29667567 29667567 Silent SNV G A A NF1 c.6966G>A P.V2322V
SH_85 17 7577121 7577121 Missense_Mutation SNV G T T TP53 c.817C>A P.R273S
SH_85 18 29340201 29340201 Nonsense_Mutation SNV G A A SLC25A52 c.454C>T P.Q152*
SH_85 19 14071278 14071278 Missense_Mutation SNV G A A DCAF15 c.1633G>A P.G545S
SH_85 19 18700265 18700265 Silent SNV C T T C19orf60 c.225C>T P.G75G
SH_85 19 47572471 47572471 Missense_Mutation SNV G C C ZC3H4 c.2276C>G P.P759R
SH_85 2 181925392 181925392 Missense_Mutation SNV G A A UBE2E3 c.379G>A P.V127I
SH_85 2 239056572 239056572 Silent SNV G C C KLHL30 c.1248G>C P.S416S
SH_85 22 28397455 28397455 Silent SNV G A A TTC28 c.4305C>T P.A1435A
SH_85 3 188327596 188327596 Silent SNV T C C LPP c.1077T>C P.P359P
SH_85 4 126239141 126239141 Silent SNV C T T FAT4 c.1575C>T P.I525I
SH_85 5 1221295 1221295 Missense_Mutation SNV G A A SLC6A19 c.1568G>A P.G523D
SH_85 5 433010 433010 Missense_Mutation SNV C A A AHRR c.1072C>A P.L358M
SH_85 5 76249961 76249961 Missense_Mutation SNV A G G CRHBP c.283A>G P.I95V
SH_85 6 165752824 165752824 Silent SNV T C C PDE10A c.2121A>G P.G707G
SH_85 6 18171617 18171617 Silent SNV T C C KDM1B c.441T>C P.C147C
SH_85 6 24278368 24278368 Silent SNV T C C DCDC2 c.831A>G P.K277K
SH_85 6 41655744 41655744 Missense_Mutation SNV A G G TFEB c.572T>C P.L191P
SH_85 6 52617677 52617677 Missense_Mutation SNV T C C GSTA2 c.389A>G P.N130S
SH_85 7 73938437 73938437 Missense_Mutation SNV T C C GTF2IRD1 c.1139T>C P.I380T
SH_85 9 93375718 93375718 Missense_Mutation SNV A G G DIRAS2 c.392T>C P.V131A
SH_85 X 102586465 102586465 Frame_Shift_Del INDEL T - - TCEAL7 c.134delT P.L45fs
SH_86 1 159912834 159912834 Missense_Mutation SNV C T T IGSF9 c.166G>A P.E56K
SH_86 1 16475486 16475486 Missense_Mutation SNV G C C EPHA2 c.210C>G P.C70W
SH_86 1 175334260 175334260 Missense_Mutation SNV T A A TNR c.1474A>T P.T492S
SH_86 1 27276585 27276585 Frame_Shift_Ins INDEL - C C KDF1 c.1171dupG P.A391fs
SH_86 1 94370099 94370099 Missense_Mutation SNV T C C GCLM c.172A>G P.I58V
SH_86 10 96602680 96602680 Missense_Mutation SNV G A A CYP2C19 c.1048G>A P.A350T
SH_86 16 29923194 29923194 Splice_Site SNV G A A KCTD13 c.505-6C>T
SH_86 16 88501585 88501585 Silent SNV C T T ZNF469 c.7623C>T P.H2541H
SH_86 2 179421718 179421718 Missense_Mutation SNV G T T TTN c.83240C>A P.T27747N
SH_86 2 27522156 27522156 Missense_Mutation SNV C T T TRIM54 c.385C>T P.H129Y
SH_86 3 148559623 148559623 Missense_Mutation SNV G A A CPB1 c.488G>A P.G163E
SH_86 5 139244708 139244708 Missense_Mutation SNV T C C NRG2 c.1163A>G P.N388S
SH_86 5 161118994 161118994 Missense_Mutation SNV C A A GABRA6 c.874C>A P.H292N
SH_86 6 146480713 146480713 Silent SNV C T T GRM1 c.930C>T P.G310G
SH_86 6 30858846 30858861 Frame_Shift_Del INDEL GTCATGAGCG - - DDR1 9delCGGGTCATG P.R172fs
SH_86 6 7413144 7413144 Missense_Mutation SNV G A A RIOK1 c.1412G>A P.G471E
SH_86 7 146536869 146536869 Missense_Mutation SNV G A A CNTNAP2 c.275G>A P.R92Q
SH_87 1 26671702 26671702 Missense_Mutation SNV C G G AIM1L c.1447G>C P.G483R
SH_87 10 129868571 129868571 Missense_Mutation SNV T A A PTPRE c.1183T>A P.Y395N
SH_87 11 118392772 118392772 Missense_Mutation SNV G T T KMT2A c.11795G>T P.R3932L
SH_87 11 1252747 1252747 Missense_Mutation SNV G T T MUC5B c.1635G>T P.Q545H
SH_87 11 134237144 134237144 Splice_Site SNV T C C GLB1L2 c.805-7T>C
SH_87 11 407887 407887 Silent SNV C T T SIGIRR c.411G>A P.L137L
SH_87 12 46245900 46245916 Frame_Shift_Del INDEL AATGGAGCAT - - ARID2 2delGAATGGAGC P.N1333fs
SH_87 12 52822234 52822234 Silent SNV A T T KRT75 c.1188T>A P.A396A
SH_87 13 109704736 109704736 Missense_Mutation SNV C G G MYO16 c.2961C>G P.F987L
SH_87 15 64017691 64017691 Missense_Mutation SNV G T T HERC1 c.3368C>A P.P1123H
SH_87 15 76183325 76183325 Silent SNV C G G UBE2Q2 c.951C>G P.G317G
SH_87 16 30663177 30663177 Silent SNV G A A PRR14 c.84G>A P.R28R
SH_87 16 70883779 70883779 Silent SNV C T T HYDIN c.12723G>A P.Q4241Q
SH_87 17 72301531 72301531 Silent SNV A T T DNAI2 c.1161A>T P.T387T
SH_87 17 7578226 7578226 Missense_Mutation SNV T A A TP53 c.623A>T P.D208V
SH_87 2 179419416 179419416 Missense_Mutation SNV A T T TTN c.83735T>A P.L27912H
SH_87 2 217543719 217543719 Frame_Shift_Ins INDEL - T T IGFBP5 c.420dupA P.H141fs
SH_87 2 32602801 32602801 Missense_Mutation SNV G T T BIRC6 c.471G>T P.Q157H
SH_87 22 19839462 19839462 Missense_Mutation SNV T C C C22orf29 c.323A>G P.D108G
SH_87 3 9146461 9146461 Missense_Mutation SNV T C C SRGAP3 c.326A>G P.E109G
SH_87 4 3449285 3449285 Silent SNV G T T HGFAC c.1443G>T P.T481T
SH_87 4 4204226 4204226 Missense_Mutation SNV T A A OTOP1 c.679A>T P.N227Y
SH_87 5 163276 163276 Missense_Mutation SNV T A A PLEKHG4B c.2021T>A P.L674Q
SH_87 6 129835749 129835749 Splice_Site SNV T C C LAMA2 c.9211+9T>C
SH_87 7 138546006 138546006 Missense_Mutation SNV C T T KIAA1549 c.5126G>A P.G1709D
SH_87 7 37956008 37956008 Silent SNV G A A SFRP4 c.132C>T P.N44N
SH_87 8 145745694 145745694 Missense_Mutation SNV G A A LRRC14 c.402G>A P.M134I
SH_87 8 48880035 48880035 Silent SNV G A A MCM4 c.1164G>A P.V388V
SH_87 9 135798860 135798862 Missense_Mutation INDEL ACA - - TSC1 c.381_383delTGT P.V128del
SH_87 9 33794883 33794883 Splice_Site SNV C G G PRSS3 c.82+12C>G
SH_87 X 122336563 122336563 Missense_Mutation SNV A C C GRIA3 c.344A>C P.K115T
SH_87 X 152959638 152959638 Silent SNV C T T SLC6A8 c.1278C>T P.S426S
SH_88 1 43885836 43885836 Missense_Mutation SNV G A A SZT2 c.1103G>A P.R368H
SH_88 1 94930315 94930315 Splice_Site INDEL - T T ABCD3 c.148-8dupT
SH_88 11 64701305 64701305 Missense_Mutation SNV G A A PPP2R5B c.1483G>A P.G495S
SH_88 11 82877707 82877707 Missense_Mutation SNV A T T PCF11 c.1768A>T P.S590C
SH_88 13 113770009 113770009 Missense_Mutation SNV G A A F7 c.466G>A P.G156S
SH_88 14 23540747 23540747 Missense_Mutation SNV G A A ACIN1 c.5C>T P.S2F
SH_88 17 45421670 45421670 Splice_Site SNV C T T EFCAB13 c.434+12C>T
SH_88 17 76456275 76456275 Missense_Mutation SNV G T T DNAH17 c.9404C>A P.A3135E
SH_88 18 30913366 30913366 Splice_Site SNV T G G CCDC178 c.659-8A>C
SH_88 19 57327976 57327976 Missense_Mutation SNV G A A PEG3 c.1834C>T P.P612S
SH_88 2 40656342 40656342 Frame_Shift_Ins INDEL - T T SLC8A1 c.1078dupA P.S360fs
SH_88 20 4776504 4776504 Missense_Mutation SNV A G G RASSF2 c.244T>C P.S82P



SH_88 21 31869297 31869297 Silent SNV G A A KRTAP19-4 c.132C>T P.N44N
SH_88 3 14206941 14206941 Missense_Mutation SNV T C C XPC c.766A>G P.N256D
SH_88 4 74279300 74279300 Frame_Shift_Del INDEL G - - ALB c.1007delG P.S336fs
SH_88 5 137756620 137756620 Missense_Mutation SNV C T T KDM3B c.3941C>T P.P1314L
SH_88 6 116441262 116441262 Missense_Mutation SNV A C C COL10A1 c.2017T>G P.S673A
SH_88 6 44988339 44988339 Missense_Mutation SNV G A A SUPT3H c.217C>T P.R73W
SH_88 6 75865411 75865411 Missense_Mutation SNV G A A COL12A1 c.3410C>T P.P1137L
SH_88 7 141722246 141722246 Splice_Site INDEL T - - MGAM c.882+9delT
SH_88 8 27296873 27296873 Missense_Mutation SNV A C C PTK2B c.1792A>C P.N598H
SH_88 9 5713917 5713917 Silent SNV G A A RIC1 c.354G>A P.G118G
SH_88 X 111020157 111020157 Missense_Mutation SNV C T T TRPC5 c.2306G>A P.S769N
SH_88 X 151138721 151138721 Missense_Mutation SNV T G G GABRE c.210A>C P.E70D
SH_89 10 119805477 119805477 Missense_Mutation SNV G C C RAB11FIP2 c.198C>G P.F66L
SH_89 15 66729175 66729175 Missense_Mutation SNV G A A MAP2K1 c.383G>A P.G128D
SH_89 18 31323712 31323712 Silent SNV T A A ASXL3 c.3900T>A P.I1300I
SH_89 18 5145596 5145596 Missense_Mutation SNV C T T AKAIN1 c.175G>A P.V59I
SH_89 19 15754772 15754772 Missense_Mutation SNV C T T CYP4F3 c.254C>T P.P85L
SH_89 5 121759202 121759202 Missense_Mutation SNV A G G SNCAIP c.770A>G P.D257G
SH_89 5 140031727 140031727 Silent SNV G A A IK c.231G>A P.K77K
SH_90 1 109198321 109198321 Splice_Site SNV C A A HENMT1 c.151-1G>T
SH_90 1 109810543 109810543 Missense_Mutation SNV G T T CELSR2 c.6179G>T P.R2060L
SH_90 1 109953700 109953700 Missense_Mutation SNV C T T PSMA5 c.320G>A P.C107Y
SH_90 1 110085864 110085864 Nonsense_Mutation SNV C T T GPR61 c.220C>T P.R74*
SH_90 1 12907955 12907955 Missense_Mutation SNV G T T HNRNPCL1 c.188C>A P.A63D
SH_90 1 13839850 13839850 Missense_Mutation SNV C A A LRRC38 c.239G>T P.G80V
SH_90 1 144868013 144868013 Missense_Mutation SNV C T T PDE4DIP c.5108G>A P.G1703D
SH_90 1 155796708 155796708 Missense_Mutation SNV G C C GON4L c.617C>G P.S206C
SH_90 1 157068490 157068490 Splice_Site SNV G T T ETV3L c.486+8C>A
SH_90 1 161277173 161277173 Missense_Mutation SNV C G G MPZ c.109G>C P.E37Q
SH_90 1 163138132 163138132 Missense_Mutation SNV C A A RGS5 c.71G>T P.G24V
SH_90 1 175046848 175046848 Missense_Mutation SNV C A A TNN c.294C>A P.D98E
SH_90 1 179035966 179035966 Missense_Mutation SNV A T T FAM20B c.970A>T P.I324F
SH_90 1 179562594 179562594 Splice_Site SNV G T T TDRD5 c.233-1G>T
SH_90 1 181688996 181688996 Missense_Mutation SNV C T T CACNA1E c.1748C>T P.T583I
SH_90 1 182617404 182617404 Silent SNV C T T RGS8 c.228G>A P.T76T
SH_90 1 190067439 190067439 Silent SNV G A A BRINP3 c.1704C>T P.G568G
SH_90 1 201838826 201838826 Missense_Mutation SNV G T T IPO9 c.2113G>T P.D705Y
SH_90 1 22165342 22165342 Missense_Mutation SNV C A A HSPG2 c.10129G>T P.A3377S
SH_90 1 221912939 221912939 Missense_Mutation SNV C A A DUSP10 c.148G>T P.V50F
SH_90 1 228210370 228210370 Missense_Mutation SNV C T T WNT3A c.74C>T P.S25L
SH_90 1 228482105 228482105 Missense_Mutation SNV T A A OBSCN c.11384T>A P.L3795H
SH_90 1 231472123 231472123 Missense_Mutation SNV G C C EXOC8 c.1369C>G P.H457D
SH_90 1 232596667 232596667 Missense_Mutation SNV T C C SIPA1L2 c.3061A>G P.I1021V
SH_90 1 232650572 232650572 Nonsense_Mutation SNV C A A SIPA1L2 c.514G>T P.E172*
SH_90 1 237729945 237729945 Missense_Mutation SNV C A A RYR2 c.3293C>A P.A1098D
SH_90 1 240370867 240370867 Missense_Mutation SNV G T T FMN2 c.2767G>T P.G923C
SH_90 1 26316019 26316019 Missense_Mutation SNV C A A PAFAH2 c.164G>T P.R55L
SH_90 1 29639164 29639164 Missense_Mutation SNV G T T PTPRU c.3164G>T P.R1055L
SH_90 1 40228862 40228862 Missense_Mutation SNV C A A BMP8B c.961G>T P.A321S
SH_90 1 43022042 43022042 Missense_Mutation SNV G T T CCDC30 c.641G>T P.S214I
SH_90 1 45166656 45166656 Silent SNV G A A C1orf228 c.504G>A P.V168V
SH_90 1 897290 897290 Missense_Mutation SNV T G G KLHL17 c.574T>G P.S192A
SH_90 10 13152488 13152488 Splice_Site SNV G T T OPTN c.369+12G>T
SH_90 10 32311157 32311160 Frame_Shift_Del INDEL TCAG - - KIF5B 1940_1943delCT P.T647fs
SH_90 10 50339858 50339858 Missense_Mutation SNV C A A FAM170B c.652G>T P.A218S
SH_90 10 61828560 61828560 Missense_Mutation SNV C T T ANK3 c.12079G>A P.D4027N
SH_90 11 102206691 102206691 Splice_Site SNV A G G BIRC3 c.1325-6A>G
SH_90 11 10477956 10477956 Splice_Site SNV G T T AMPD3 c.16+7G>T
SH_90 11 118359339 118359339 Missense_Mutation SNV G T T KMT2A c.4343G>T P.C1448F
SH_90 11 123477491 123477491 Missense_Mutation SNV G T T GRAMD1B c.1090G>T P.D364Y
SH_90 11 130275690 130275690 Missense_Mutation SNV G T T ADAMTS8 c.2433C>A P.D811E
SH_90 11 16847695 16847695 Missense_Mutation SNV C A A PLEKHA7 c.1315G>T P.A439S
SH_90 11 17633783 17633783 Missense_Mutation SNV C A A OTOG c.6234C>A P.H2078Q
SH_90 11 20658776 20658776 Missense_Mutation SNV G A A SLC6A5 c.1094G>A P.R365H
SH_90 11 46910976 46910976 Missense_Mutation SNV T C C LRP4 c.2201A>G P.H734R
SH_90 11 4976182 4976182 Silent SNV C T T OR51A2 c.762G>A P.L254L
SH_90 11 551827 551827 Missense_Mutation SNV G T T LRRC56 c.973G>T P.G325C
SH_90 11 55587398 55587398 Missense_Mutation SNV G T T OR5D18 c.293G>T P.C98F
SH_90 11 61563713 61563713 Missense_Mutation SNV G A A FEN1 c.880G>A P.V294M
SH_90 11 63683082 63683082 Missense_Mutation SNV G C C RCOR2 c.129C>G P.D43E
SH_90 11 66278161 66278161 Missense_Mutation SNV G T T BBS1 c.31G>T P.A11S
SH_90 11 71939475 71939475 Silent SNV G C C INPPL1 c.330G>C P.V110V
SH_90 11 7817647 7817647 Missense_Mutation SNV C A A OR5P2 c.843G>T P.L281F
SH_90 11 78602346 78602346 Missense_Mutation SNV T G G TENM4 c.785A>C P.Q262P
SH_90 11 87908378 87908378 Missense_Mutation SNV C A A RAB38 c.175G>T P.V59L
SH_90 12 104054121 104054121 Missense_Mutation SNV C T T STAB2 c.1747C>T P.L583F
SH_90 12 117768772 117768772 Silent SNV G T T NOS1 c.103C>A P.R35R
SH_90 12 118821811 118821811 Splice_Site SNV T A A SUDS3 c.213-6T>A
SH_90 12 2558139 2558139 Splice_Site SNV T A A CACNA1C c.478-3T>A
SH_90 12 49167362 49167362 Silent SNV C A A ADCY6 c.2511G>T P.G837G
SH_90 12 52579220 52579220 Missense_Mutation SNV C T T KRT80 c.452G>A P.G151E
SH_90 12 52985302 52985302 Nonsense_Mutation SNV G T T KRT72 c.909C>A P.Y303*
SH_90 12 55688438 55688438 Silent SNV T A A OR6C6 c.579A>T P.L193L
SH_90 12 55820602 55820602 Missense_Mutation SNV A T T OR6C76 c.565A>T P.T189S
SH_90 12 66232350 66232350 Splice_Site SNV G A A HMGA2 c.249+1G>A
SH_90 12 6965218 6965218 Missense_Mutation SNV T A A USP5 c.342T>A P.F114L
SH_90 12 70929938 70929938 Missense_Mutation SNV C T T PTPRB c.5948G>A P.G1983D
SH_90 12 9994993 9994993 Missense_Mutation SNV C A A KLRF1 c.401C>A P.T134K
SH_90 13 103391271 103391271 Missense_Mutation SNV C A A CCDC168 c.11776G>T P.A3926S
SH_90 13 20233359 20233359 Missense_Mutation SNV T C C MPHOSPH8 c.1721T>C P.V574A
SH_90 13 36367616 36367616 Missense_Mutation SNV C A A DCLK1 c.1024G>T P.D342Y
SH_90 13 38320109 38320109 Missense_Mutation SNV T C C TRPC4 c.862A>G P.R288G
SH_90 13 52325468 52325468 Missense_Mutation SNV T G G WDFY2 c.748T>G P.Y250D
SH_90 13 88329796 88329796 Missense_Mutation SNV G A A SLITRK5 c.2153G>A P.G718D
SH_90 14 105405796 105405796 Missense_Mutation SNV G T T AHNAK2 c.15992C>A P.S5331Y
SH_90 14 22102091 22102091 Missense_Mutation SNV G T T OR10G2 c.908C>A P.A303D
SH_90 14 24632636 24632636 Silent SNV G T T IRF9 c.414G>T P.V138V
SH_90 14 24649736 24649736 Missense_Mutation SNV T G G IPO4 c.3158A>C P.K1053T



SH_90 14 80669199 80669199 Missense_Mutation SNV C T T DIO2 c.655G>A P.A219T
SH_90 15 33928648 33928648 Missense_Mutation SNV G T T RYR3 c.3453G>T P.M1151I
SH_90 15 48441237 48441237 Missense_Mutation SNV C G G MYEF2 c.1559G>C P.S520T
SH_90 15 48888545 48888545 Missense_Mutation SNV C A A FBN1 c.473G>T P.G158V
SH_90 15 60639885 60639885 Missense_Mutation SNV C A A ANXA2 c.964G>T P.D322Y
SH_90 15 78836555 78836555 Missense_Mutation SNV G T T PSMA4 c.233G>T P.G78V
SH_90 15 83332351 83332351 Missense_Mutation SNV G T T AP3B2 c.2305C>A P.P769T
SH_90 15 91021124 91021124 Splice_Site SNV A G G IQGAP1 c.3329+3A>G
SH_90 16 1505182 1505182 Missense_Mutation SNV C A A CLCN7 c.979G>T P.D327Y
SH_90 16 3490822 3490822 Missense_Mutation SNV C A A ZNF597 c.145G>T P.D49Y
SH_90 16 4650138 4650138 Silent SNV G T T C16orf96 c.3246G>T P.S1082S
SH_90 16 47533729 47533729 Missense_Mutation SNV G A A PHKB c.229G>A P.G77S
SH_90 16 70916555 70916555 Splice_Site SNV C A A HYDIN c.10215+8G>T
SH_90 16 86601020 86601020 Missense_Mutation SNV G T T FOXC2 c.79G>T P.A27S
SH_90 17 39458727 39458727 Missense_Mutation SNV C A A KRTAP29-1 c.377G>T P.C126F
SH_90 17 39553443 39553443 Splice_Site SNV C A A KRT31 c.348+1G>T
SH_90 17 39646022 39646022 Missense_Mutation SNV C A A KRT36 c.95G>T P.R32L
SH_90 17 40257105 40257105 Silent SNV C A A DHX58 c.1332G>T P.G444G
SH_90 17 43923828 43923828 Missense_Mutation SNV G T T SPPL2C c.1556G>T P.R519L
SH_90 17 46928502 46928502 Missense_Mutation SNV A G G CALCOCO2 c.667A>G P.K223E
SH_90 17 61498172 61498172 Missense_Mutation SNV C T T TANC2 c.4829C>T P.A1610V
SH_90 17 61557709 61557709 Missense_Mutation SNV A G G ACE c.667A>G P.T223A
SH_90 17 66914585 66914585 Missense_Mutation SNV T C C ABCA8 c.1891A>G P.I631V
SH_90 17 71238441 71238441 Silent SNV T A A C17orf80 c.1572T>A P.L524L
SH_90 17 72538991 72538991 Splice_Site SNV G T T CD300C c.527+9C>A
SH_90 17 7577534 7577534 Missense_Mutation SNV C A A TP53 c.747G>T P.R249S
SH_90 17 78268730 78268730 Missense_Mutation SNV T A A RNF213 c.1683T>A P.F561L
SH_90 18 24127375 24127375 Missense_Mutation SNV G C C KCTD1 c.1126C>G P.P376A
SH_90 18 7002376 7002376 Silent SNV G T T LAMA1 c.4269C>A P.G1423G
SH_90 18 72343937 72343937 Missense_Mutation SNV G A A ZNF407 c.962G>A P.R321Q
SH_90 19 12937655 12937655 Nonsense_Mutation SNV G T T RTBDN c.396C>A P.C132*
SH_90 19 36370299 36370299 Missense_Mutation SNV G T T APLP1 c.1912G>T P.G638C
SH_90 19 5131936 5131936 Missense_Mutation SNV G T T KDM4B c.1824G>T P.K608N
SH_90 19 57868600 57868600 Missense_Mutation SNV G T T ZNF304 c.1504G>T P.A502S
SH_90 19 9049310 9049310 Missense_Mutation SNV G T T MUC16 c.32321C>A P.A10774E
SH_90 2 120734565 120734565 Silent SNV A G G PTPN4 c.2700A>G P.Q900Q
SH_90 2 128322829 128322829 Missense_Mutation SNV G A A MYO7B c.154G>A P.D52N
SH_90 2 160843807 160843807 Missense_Mutation SNV G T T PLA2R1 c.1897C>A P.H633N
SH_90 2 166211091 166211091 Silent SNV G C C SCN2A c.3309G>C P.V1103V
SH_90 2 166848676 166848676 Missense_Mutation SNV G C C SCN1A c.5109C>G P.D1703E
SH_90 2 170662182 170662240 Frame_Shift_Del INDEL TTGTGGAAGC - - SSB TGTAATTGTGGA P.R60fs
SH_90 2 171092540 171092540 Missense_Mutation SNV G T T MYO3B c.643G>T P.A215S
SH_90 2 179436743 179436743 Missense_Mutation SNV G A A TTN c.69193C>T P.P23065S
SH_90 2 18112837 18112837 Missense_Mutation SNV G T T KCNS3 c.562G>T P.A188S
SH_90 2 209308253 209308253 Missense_Mutation SNV A C C PTH2R c.357A>C P.K119N
SH_90 2 220331955 220331955 Missense_Mutation SNV G T T SPEG c.2941G>T P.A981S
SH_90 2 220371069 220371069 Missense_Mutation SNV A T T GMPPA c.1087A>T P.N363Y
SH_90 2 220494354 220494354 Missense_Mutation SNV C T T SLC4A3 c.548C>T P.A183V
SH_90 2 222298873 222298874 Frame_Shift_Del INDEL AC - - EPHA4 .2484_2485delG P.M828fs
SH_90 2 223160365 223160365 Silent SNV C G G PAX3 c.333G>C P.T111T
SH_90 2 232389978 232389978 Missense_Mutation SNV G T T NMUR1 c.1057C>A P.P353T
SH_90 2 234967610 234967610 Splice_Site SNV G C C SPP2 c.333+8G>C
SH_90 2 240036802 240036802 Nonsense_Mutation SNV C A A HDAC4 c.1723G>T P.E575*
SH_90 2 24524114 24524114 Splice_Site SNV A C C ITSN2 c.996-6T>G
SH_90 2 26677581 26677581 Nonsense_Mutation SNV G A A DRC1 c.1986G>A P.W662*
SH_90 2 37516651 37516651 Missense_Mutation SNV C T T PRKD3 c.565G>A P.G189R
SH_90 2 43015711 43015711 Silent SNV G T T HAAO c.117C>A P.G39G
SH_90 2 55155791 55155791 Missense_Mutation SNV G T T EML6 c.3907G>T P.A1303S
SH_90 2 71304731 71304731 Missense_Mutation SNV G T T NAGK c.947G>T P.G316V
SH_90 2 71375187 71375187 Frame_Shift_Del INDEL C - - MPHOSPH10 c.1619delC P.P540fs
SH_90 2 74783894 74783894 Missense_Mutation SNV G T T DOK1 c.682G>T P.G228C
SH_90 2 86297387 86297387 Silent SNV C A A POLR1A c.1620G>T P.R540R
SH_90 2 96795692 96795692 Missense_Mutation SNV G T T ASTL c.745C>A P.P249T
SH_90 20 30584986 30584986 Missense_Mutation SNV C A A XKR7 c.1466C>A P.A489E
SH_90 20 33501306 33501306 Splice_Site SNV G T T ACSS2 c.570+7G>T
SH_90 20 33711738 33711738 Nonsense_Mutation SNV G A A EDEM2 c.958C>T P.Q320*
SH_90 20 33868547 33868547 Missense_Mutation SNV C A A EIF6 c.279G>T P.Q93H
SH_90 20 35443597 35443597 Missense_Mutation SNV G A A SOGA1 c.2248C>T P.P750S
SH_90 20 40727180 40727180 Missense_Mutation SNV G T T PTPRT c.3784C>A P.P1262T
SH_90 20 50140058 50140058 Missense_Mutation SNV G A A NFATC2 c.662C>T P.P221L
SH_90 20 57268916 57268916 Missense_Mutation SNV G T T NPEPL1 c.190G>T P.A64S
SH_90 20 57766452 57766452 Silent SNV G T T ZNF831 c.378G>T P.P126P
SH_90 20 61477089 61477089 Missense_Mutation SNV C T T DPH3P1 c.74C>T P.P25L
SH_90 20 62679615 62679615 Silent SNV G T T SOX18 c.1059C>A P.G353G
SH_90 21 31661769 31661769 Missense_Mutation SNV G T T KRTAP25-1 c.40C>A P.H14N
SH_90 21 31869280 31869280 Missense_Mutation SNV C A A KRTAP19-4 c.149G>T P.R50L
SH_90 21 33716979 33716979 Missense_Mutation SNV C T T URB1 c.4157G>A P.C1386Y
SH_90 21 47954002 47954002 Silent SNV A G G DIP2A c.1386A>G P.T462T
SH_90 22 18379039 18379039 Missense_Mutation SNV G C C MICAL3 c.1295C>G P.T432R
SH_90 22 25425493 25425493 Silent SNV G T T KIAA1671 c.1527G>T P.A509A
SH_90 22 32200902 32200902 Splice_Site SNV G A A DEPDC5 c.1217+1G>A
SH_90 22 44602285 44602285 Silent SNV G T T PARVG c.975G>T P.T325T
SH_90 3 113380252 113380252 Missense_Mutation SNV G A A USF3 c.277C>T P.R93W
SH_90 3 128853696 128853696 Missense_Mutation SNV C G G ISY1 c.586G>C P.E196Q
SH_90 3 13670711 13670711 Missense_Mutation SNV G A A FBLN2 c.2761G>A P.V921M
SH_90 3 138474692 138474692 Missense_Mutation SNV C A A PIK3CB c.301G>T P.D101Y
SH_90 3 182615091 182615091 Missense_Mutation SNV A G G ATP11B c.3049A>G P.M1017V
SH_90 3 184700404 184700404 Silent SNV C T T VPS8 c.3471C>T P.S1157S
SH_90 3 194081566 194081566 Missense_Mutation SNV A T T LRRC15 c.225T>A P.N75K
SH_90 3 35750466 35750466 Missense_Mutation SNV C G G ARPP21 c.801C>G P.N267K
SH_90 4 113435851 113435851 Missense_Mutation SNV A T T NEUROG2 c.781T>A P.Y261N
SH_90 4 138452122 138452122 Missense_Mutation SNV G A A PCDH18 c.1121C>T P.P374L
SH_90 4 38022260 38022260 Missense_Mutation SNV G A A TBC1D1 c.1021G>A P.G341R
SH_90 4 78815299 78815299 Missense_Mutation SNV G T T MRPL1 c.565G>T P.D189Y
SH_90 4 78987134 78987134 Splice_Site SNV C A A FRAS1 c.77-5C>A
SH_90 4 8293228 8293228 Silent SNV G A A HTRA3 c.840G>A P.E280E
SH_90 4 8584268 8584268 Missense_Mutation SNV C A A GPR78 c.679C>A P.R227S
SH_90 4 89649749 89649749 Missense_Mutation SNV T G G FAM13A c.2029A>C P.K677Q



SH_90 5 121758812 121758812 Missense_Mutation SNV G A A SNCAIP c.380G>A P.G127D
SH_90 5 138456824 138456824 Silent SNV G T T SIL1 c.144C>A P.T48T
SH_90 5 140264201 140264201 Missense_Mutation SNV C A A PCDHA13 c.2348C>A P.A783E
SH_90 5 140625227 140625227 Silent SNV C A A PCDHB15 c.81C>A P.G27G
SH_90 5 140720777 140720777 Missense_Mutation SNV C T T PCDHGA2 c.2239C>T P.R747W
SH_90 5 146798103 146798103 Missense_Mutation SNV T C C DPYSL3 c.562A>G P.T188A
SH_90 5 160071232 160071232 Missense_Mutation SNV T C C ATP10B c.781A>G P.R261G
SH_90 5 40853925 40853925 Nonsense_Mutation SNV G T T CARD6 c.2491G>T P.E831*
SH_90 5 55081594 55081594 Missense_Mutation SNV G T T DDX4 c.657G>T P.E219D
SH_90 5 64558701 64558701 Missense_Mutation SNV C A A ADAMTS6 c.1709G>T P.C570F
SH_90 6 106555106 106555106 Silent SNV G T T PRDM1 c.2223G>T P.R741R
SH_90 6 144508366 144508366 Missense_Mutation SNV G T T STX11 c.602G>T P.R201L
SH_90 6 149997839 149997839 Missense_Mutation SNV A T T LATS1 c.2628T>A P.S876R
SH_90 6 159618553 159618553 Missense_Mutation SNV G T T FNDC1 c.200G>T P.S67I
SH_90 6 168352294 168352294 Frame_Shift_Ins INDEL - G G AFDN c.4240dupG P.E1414fs
SH_90 6 26022174 26022174 Missense_Mutation SNV G T T HIST1H4A c.268G>T P.A90S
SH_90 6 26217347 26217347 Missense_Mutation SNV C G G HIST1H2AE c.145C>G P.P49A
SH_90 6 28327532 28327532 Missense_Mutation SNV G T T ZKSCAN3 c.169G>T P.A57S
SH_90 6 29454993 29454993 Silent SNV C A A MAS1L c.687G>T P.G229G
SH_90 6 33635036 33635036 Missense_Mutation SNV G C C ITPR3 c.1682G>C P.R561P
SH_90 6 50683324 50683324 Missense_Mutation SNV C G G TFAP2D c.535C>G P.Q179E
SH_90 6 71567899 71567899 Silent SNV G T T SMAP1 c.1236G>T P.P412P
SH_90 6 83767661 83767661 Missense_Mutation SNV G A A UBE3D c.62C>T P.T21I
SH_90 6 86282021 86282031 Frame_Shift_Del INDEL TCGTTTACATT - - SNX14 _333delAATGTAA P.K108fs
SH_90 6 90581050 90581050 Silent SNV G T T CASP8AP2 c.5835G>T P.G1945G
SH_90 7 111368600 111368600 Silent SNV C A A DOCK4 c.5631G>T P.P1877P
SH_90 7 128454716 128454716 Silent SNV C A A CCDC136 c.2788C>A P.R930R
SH_90 7 138711555 138711555 Missense_Mutation SNV T C C ZC3HAV1L c.785A>G P.H262R
SH_90 7 142658054 142658054 Missense_Mutation SNV G T T KEL c.361C>A P.L121I
SH_90 7 149430774 149430774 Missense_Mutation SNV G T T KRBA1 c.2830G>T P.A944S
SH_90 7 149511875 149511875 Nonsense_Mutation SNV G A A SSPO c.10425G>A P.W3475*
SH_90 7 150269312 150269312 Missense_Mutation SNV G T T GIMAP4 c.154G>T P.G52C
SH_90 7 150648887 150648887 Missense_Mutation SNV G T T KCNH2 c.1594C>A P.L532M
SH_90 7 21599350 21599350 Silent SNV T C C DNAH11 c.822T>C P.P274P
SH_90 7 21789410 21789410 Silent SNV C T T DNAH11 c.8788C>T P.L2930L
SH_90 7 32535362 32535362 Missense_Mutation SNV G T T AVL9 c.41G>T P.G14V
SH_90 7 47920360 47920360 Missense_Mutation SNV G T T PKD1L1 c.3486C>A P.S1162R
SH_90 7 47944053 47944053 Missense_Mutation SNV G T T PKD1L1 c.1853C>A P.T618K
SH_90 7 6731631 6731631 Silent SNV C G G ZNF12 c.828G>C P.V276V
SH_90 7 82595337 82595337 Missense_Mutation SNV G T T PCLO c.3767C>A P.A1256D
SH_90 8 10468264 10468264 Missense_Mutation SNV G A A RP1L1 c.3344C>T P.A1115V
SH_90 8 119936964 119936964 Silent SNV A G G TNFRSF11B c.855T>C P.I285I
SH_90 8 135600604 135600604 Silent SNV C A A ZFAT c.2562G>T P.G854G
SH_90 8 142488730 142488730 Missense_Mutation SNV A G G MROH5 c.1231T>C P.Y411H
SH_90 8 144942421 144942421 Missense_Mutation SNV C T T EPPK1 c.5001G>A P.M1667I
SH_90 8 56015729 56015729 Silent SNV C A A XKR4 c.681C>A P.A227A
SH_90 8 85441565 85441565 Silent SNV C T T RALYL c.48C>T P.G16G
SH_90 8 87683304 87683304 Missense_Mutation SNV C A A CNGB3 c.361G>T P.A121S
SH_90 8 93029523 93029523 Missense_Mutation SNV G A A RUNX1T1 c.157C>T P.P53S
SH_90 8 97157059 97157059 Missense_Mutation SNV C A A GDF6 c.1100G>T P.G367V
SH_90 9 109701346 109701346 Missense_Mutation SNV T G G ZNF462 c.6385T>G P.S2129A
SH_90 9 109701347 109701347 Missense_Mutation SNV C A A ZNF462 c.6386C>A P.S2129Y
SH_90 9 127765388 127765388 Splice_Site SNV C T T SCAI c.1065+5G>A
SH_90 9 130272502 130272502 Silent SNV G T T FAM129B c.1045C>A P.R349R
SH_90 9 138439749 138439749 Missense_Mutation SNV C T T OBP2A c.176C>T P.A59V
SH_90 9 138651570 138651577 Frame_Shift_Del INDEL CCTCCTGA - - KCNT1 71_778delGACCT P.T258fs
SH_90 9 140919585 140919585 Missense_Mutation SNV A G G CACNA1B c.3247A>G P.M1083V
SH_90 9 36882080 36882080 Silent SNV G T T PAX5 c.933C>A P.T311T
SH_90 9 71628567 71628567 Missense_Mutation SNV C A A PRKACG c.442G>T P.A148S
SH_90 9 88650301 88650301 Nonsense_Mutation SNV G A A GOLM1 c.997C>T P.Q333*
SH_90 9 92220635 92220635 Missense_Mutation SNV G T T GADD45G c.209G>T P.G70V
SH_90 X 106844339 106844339 Missense_Mutation SNV C A A FRMPD3 c.3169C>A P.H1057N
SH_90 X 110463640 110463640 Missense_Mutation SNV G A A PAK3 c.1600G>A P.A534T
SH_90 X 130220331 130220331 Missense_Mutation SNV C T T ARHGAP36 c.1274C>T P.A425V
SH_90 X 130408836 130408836 Missense_Mutation SNV G T T IGSF1 c.3503C>A P.P1168H
SH_90 X 24382330 24382330 Missense_Mutation SNV G T T SUPT20HL1 c.1453G>T P.A485S
SH_90 X 3241813 3241813 Missense_Mutation SNV A G G MXRA5 c.1913T>C P.I638T
SH_90 X 51150018 51150018 Silent SNV C T T CXorf67 c.150C>T P.S50S
SH_90 X 73961449 73961449 Silent SNV C T T KIAA2022 c.2943G>A P.G981G
SH_91 1 119466161 119466161 Silent SNV A G G TBX15 c.441T>C P.S147S
SH_91 1 204168364 204168364 Missense_Mutation SNV C T T GOLT1A c.319G>A P.G107S
SH_91 1 3753967 3753967 Silent SNV A G G CEP104 c.1008T>C P.F336F
SH_91 11 6453208 6453208 Nonsense_Mutation SNV C T T HPX c.875G>A P.W292*
SH_91 11 71259797 71259797 Missense_Mutation SNV G A A KRTAP5-9 c.94G>A P.G32S
SH_91 12 72388266 72388266 Missense_Mutation SNV C T T TPH2 c.989C>T P.P330L
SH_91 17 63193302 63193302 Missense_Mutation SNV A G G RGS9 c.910A>G P.I304V
SH_91 19 54135383 54135383 Missense_Mutation SNV G A A DPRX c.23G>A P.R8H
SH_91 19 58757694 58757694 Missense_Mutation SNV A G G ZNF544 c.61A>G P.M21V
SH_91 2 153435446 153435446 Missense_Mutation SNV G T T FMNL2 c.750G>T P.E250D
SH_91 2 209113113 209113113 Missense_Mutation SNV G A A IDH1 c.394C>T P.R132C
SH_91 X 106356707 106356707 Splice_Site SNV G A A RBM41 n.672-9C>T
SH_91 X 120182341 120182341 Missense_Mutation SNV G A A GLUD2 c.803G>A P.R268H
SH_94 1 152732155 152732155 Missense_Mutation SNV G A A KPRP c.91G>A P.A31T
SH_94 1 156909500 156909500 Silent SNV C A A ARHGEF11 c.3816G>T P.G1272G
SH_94 1 158533025 158533025 Silent SNV G A A OR6P1 c.370C>T P.L124L
SH_94 1 20097963 20097963 Silent SNV T A A TMCO4 c.192A>T P.T64T
SH_94 1 222825366 222825366 Silent SNV A C C MIA3 c.591A>C P.S197S
SH_94 1 32936476 32936476 Missense_Mutation SNV A T T ZBTB8B c.251A>T P.Y84F
SH_94 1 39768645 39768645 Missense_Mutation SNV G A A MACF1 c.2699G>A P.R900Q
SH_94 1 72241959 72241959 Missense_Mutation SNV A T T NEGR1 c.431T>A P.I144N
SH_94 1 94654872 94654872 Silent SNV T C C ARHGAP29 c.1476A>G P.S492S
SH_94 10 135345210 135345210 Frame_Shift_Del INDEL C - - CYP2E1 c.460delC P.L154fs
SH_94 10 23319572 23319572 Missense_Mutation SNV A T T ARMC3 c.2072A>T P.E691V
SH_94 10 75434614 75434614 Missense_Mutation SNV T A A AGAP5 c.1804A>T P.T602S
SH_94 10 89690843 89690843 Nonsense_Mutation SNV A T T PTEN c.250A>T P.R84*
SH_94 11 118959406 118959406 Missense_Mutation SNV A C C HMBS c.149A>C P.Q50P
SH_94 11 62367715 62367715 Missense_Mutation SNV A G G MTA2 c.113T>C P.V38A
SH_94 11 94353020 94353020 Missense_Mutation SNV G T T PIWIL4 c.2263G>T P.V755F



SH_94 12 72956755 72956755 Silent SNV T A A TRHDE c.1842T>A P.I614I
SH_94 12 99640197 99640197 Missense_Mutation SNV A T T ANKS1B c.2202T>A P.S734R
SH_94 13 103392851 103392851 Missense_Mutation SNV T G G CCDC168 c.10196A>C P.Y3399S
SH_94 13 49039389 49039389 Frame_Shift_Del INDEL T - - RB1 c.2376delT P.P793fs
SH_94 15 45814375 45814375 Missense_Mutation SNV T C C SLC30A4 c.178A>G P.R60G
SH_94 15 49254658 49254658 Silent SNV C A A SHC4 c.555G>T P.L185L
SH_94 15 56132699 56132699 Silent SNV T C C NEDD4 c.3234A>G P.P1078P
SH_94 15 70961218 70961218 Missense_Mutation SNV C T T UACA c.1766G>A P.R589Q
SH_94 16 1449434 1449434 Silent SNV C A A UNKL c.675G>T P.A225A
SH_94 16 2812720 2812720 Frame_Shift_Del INDEL A - - SRRM2 c.2195delA P.N732fs
SH_94 16 89967103 89967103 Silent SNV C T T TCF25 c.1282C>T P.L428L
SH_94 17 20135522 20135522 Missense_Mutation SNV G A A SPECC1 c.2155G>A P.E719K
SH_94 17 27903575 27903575 Missense_Mutation SNV T C C GIT1 c.1372A>G P.S458G
SH_94 17 33520403 33520403 Silent SNV A T T SLC35G3 c.924T>A P.S308S
SH_94 17 68171535 68171535 Missense_Mutation SNV G A A KCNJ2 c.355G>A P.G119S
SH_94 17 7578168 7578190 Frame_Shift_Del INDEL GACCTCAGGC - - TP53 lATGAGCCGCCTG P.Y220fs
SH_94 18 19088328 19088328 Splice_Site INDEL - T T GREB1L c.4531-13dupT
SH_94 19 19136593 19136593 Missense_Mutation SNV A C C SUGP2 c.564T>G P.S188R
SH_94 19 22498378 22498378 Missense_Mutation SNV C G G ZNF729 c.2159C>G P.A720G
SH_94 19 44237030 44237030 Silent SNV C A A SMG9 c.1464G>T P.T488T
SH_94 2 103335600 103335600 Missense_Mutation SNV C T T MFSD9 c.521G>A P.R174Q
SH_94 2 15307245 15307247 Missense_Mutation INDEL AGA - - NBAS 7041_7043delTC P.L2348del
SH_94 2 179638773 179638773 Missense_Mutation SNV C A A TTN c.7122G>T P.Q2374H
SH_94 2 18745093 18745093 Missense_Mutation SNV G T T NT5C1B c.1802C>A P.A601D
SH_94 2 80831222 80831222 Missense_Mutation SNV C A A CTNNA2 c.2213C>A P.T738K
SH_94 20 1532412 1532412 Missense_Mutation SNV A T T SIRPD c.346T>A P.Y116N
SH_94 20 30418646 30418646 Missense_Mutation SNV A C C MYLK2 c.1249A>C P.T417P
SH_94 20 49552780 49552780 Missense_Mutation SNV G T T DPM1 c.688C>A P.L230I
SH_94 21 30909664 30909664 Missense_Mutation SNV G T T GRIK1 c.2233C>A P.L745M
SH_94 22 17128681 17128681 Splice_Site SNV T A A TPTEP1 n.1126+6T>A
SH_94 22 18185059 18185059 Missense_Mutation SNV A T T BCL2L13 c.579A>T P.R193S
SH_94 22 30682080 30682080 Missense_Mutation SNV T A A GATSL3 c.751A>T P.S251C
SH_94 3 137483868 137483868 Missense_Mutation SNV G T T SOX14 c.242G>T P.R81L
SH_94 3 149459450 149459450 Missense_Mutation SNV T A A COMMD2 c.458A>T P.H153L
SH_94 3 179050845 179050845 Nonsense_Mutation SNV A T T ZNF639 c.238A>T P.R80*
SH_94 3 196730771 196730771 Splice_Site SNV C T T MELTF c.2137+1G>A
SH_94 3 2787274 2787274 Nonsense_Mutation SNV T A A CNTN4 c.251T>A P.L84*
SH_94 3 38781183 38781183 Splice_Site SNV G A A SCN10A c.2107-4C>T
SH_94 3 45869950 45869950 Missense_Mutation SNV T A A LZTFL1 c.707A>T P.Q236L
SH_94 3 48728864 48728864 Nonsense_Mutation SNV G C C IP6K2 c.480C>G P.Y160*
SH_94 3 54919573 54919573 Silent SNV G T T CACNA2D3 c.2016G>T P.A672A
SH_94 4 122825507 122825507 Silent SNV A T T TRPC3 c.2223T>A P.A741A
SH_94 4 40356119 40356119 Missense_Mutation SNV T A A CHRNA9 c.1022T>A P.I341N
SH_94 4 46930264 46930264 Missense_Mutation SNV T G G GABRA4 c.1643A>C P.E548A
SH_94 4 55964424 55964424 Missense_Mutation SNV G T T KDR c.2389C>A P.L797M
SH_94 4 74283828 74283828 Silent SNV A G G ALB c.1452A>G P.L484L
SH_94 4 81967509 81967509 Missense_Mutation SNV G T T BMP3 c.934G>T P.D312Y
SH_94 5 137496591 137496591 Nonsense_Mutation SNV C A A BRD8 c.2425G>T P.E809*
SH_94 5 140480240 140480240 Missense_Mutation SNV G T T PCDHB3 c.7G>T P.A3S
SH_94 5 169693807 169693807 Splice_Site SNV C A A LCP2 c.772+5G>T
SH_94 5 169697839 169697839 Missense_Mutation SNV T A A LCP2 c.407A>T P.E136V
SH_94 5 38949465 38949465 Frame_Shift_Del INDEL G - - RICTOR c.4201delC P.L1401fs
SH_94 5 70806005 70806005 Missense_Mutation SNV T G G BDP1 c.3086T>G P.I1029S
SH_94 5 74101066 74101066 Silent SNV G T T FAM169A c.714C>A P.L238L
SH_94 6 43488766 43488766 Missense_Mutation SNV G T T POLR1C c.902G>T P.R301L
SH_94 6 57498995 57498995 Missense_Mutation SNV A T T PRIM2 c.1259A>T P.Y420F
SH_94 7 126173556 126173556 Missense_Mutation SNV G T T GRM8 c.1880C>A P.T627K
SH_94 7 143097027 143097027 Silent SNV A G G EPHA1 c.552T>C P.A184A
SH_94 7 36336642 36336642 Silent SNV G T T EEPD1 c.1356G>T P.G452G
SH_94 7 63796736 63796736 Missense_Mutation SNV G A A ZNF736 c.103G>A P.E35K
SH_94 7 82451998 82451998 Silent SNV C T T PCLO c.14604G>A P.Q4868Q
SH_94 7 99017783 99017783 Splice_Site SNV A G G ATP5J2-PTCD1 c.2068-11T>C
SH_94 8 113516187 113516187 Missense_Mutation SNV A T T CSMD3 c.4603T>A P.Y1535N
SH_94 8 128752857 128752857 Missense_Mutation SNV G C C MYC c.1018G>C P.V340L
SH_94 8 73993274 73993274 Missense_Mutation SNV T A A SBSPON c.389A>T P.Q130L
SH_94 9 107595019 107595019 Frame_Shift_Del INDEL A - - ABCA1 c.1345delT P.W449fs
SH_94 9 135777083 135777083 Nonsense_Mutation SNV T A A TSC1 c.2395A>T P.K799*
SH_94 9 14759790 14759790 Missense_Mutation SNV A T T FREM1 c.922T>A P.S308T
SH_94 9 16436624 16436624 Missense_Mutation SNV G T T BNC2 c.1442C>A P.A481E
SH_94 9 17786417 17786417 Nonsense_Mutation SNV A T T SH3GL2 c.226A>T P.K76*
SH_94 9 96054925 96054925 Missense_Mutation SNV G T T WNK2 c.5289G>T P.L1763F
SH_94 X 77284795 77284795 Missense_Mutation SNV T A A ATP7A c.2965T>A P.F989I
SH_94 X 77284796 77284796 Missense_Mutation SNV T G G ATP7A c.2966T>G P.F989C
SH_94 X 78618526 78618526 Silent SNV A T T ITM2A c.222T>A P.R74R
SH_95 1 149783852 149783852 Silent SNV A G G HIST2H2BF c.27T>C P.P9P
SH_95 1 159410218 159410218 Missense_Mutation SNV G T T OR10J1 c.670G>T P.V224F
SH_95 1 214814366 214814366 Silent SNV C T T CENPF c.2685C>T P.H895H
SH_95 1 55224012 55224012 Missense_Mutation SNV G A A PARS2 c.823C>T P.R275C
SH_95 11 67789219 67789219 Splice_Site SNV C T T ALDH3B1 c.478-4C>T
SH_95 12 85264405 85264405 Silent SNV C T T SLC6A15 c.1026G>A P.A342A
SH_95 13 21557710 21557710 Missense_Mutation SNV T A A LATS2 c.2135A>T P.H712L
SH_95 15 58465397 58465397 Missense_Mutation SNV T G G AQP9 c.369T>G P.I123M
SH_95 15 83481947 83481947 Silent SNV G A A WHAMM c.702G>A P.V234V
SH_95 17 11659887 11659887 Splice_Site SNV G T T DNAH9 c.6741G>T P.V2247V
SH_95 17 18233896 18233896 Missense_Mutation SNV T C C SHMT1 c.730A>G P.I244V
SH_95 17 5072078 5072078 Missense_Mutation SNV G A A USP6 c.3245G>A P.R1082Q
SH_95 17 61902624 61902633 Frame_Shift_Del INDEL TGCAGATTCA - - FTSJ3 _573delTGAATC P.H188fs
SH_95 17 7576927 7576927 Splice_Site SNV C A A TP53 c.920-1G>T
SH_95 17 7578419 7578419 Nonsense_Mutation SNV C A A TP53 c.511G>T P.E171*
SH_95 19 42854300 42854300 Missense_Mutation SNV G A A MEGF8 c.2500G>A P.E834K
SH_95 19 43373002 43373002 Silent SNV G T T PSG1 c.894C>A P.P298P
SH_95 19 436191 436191 Silent SNV C A A SHC2 c.927G>T P.P309P
SH_95 19 43773563 43773563 Silent SNV A G G PSG9 c.21T>C P.P7P
SH_95 2 20990038 20990038 Missense_Mutation SNV T A A LDAH c.275A>T P.K92M
SH_95 2 99232702 99232702 Missense_Mutation SNV A G G UNC50 c.434A>G P.Q145R
SH_95 20 20071526 20071526 Missense_Mutation SNV G T T CFAP61 c.605G>T P.R202L
SH_95 20 23016479 23016479 Missense_Mutation SNV G T T SSTR4 c.359G>T P.R120L
SH_95 20 23584331 23584331 Missense_Mutation SNV C T T CST9 c.296G>A P.R99H



SH_95 3 112648154 112648154 Missense_Mutation SNV C A A CD200R1 c.403G>T P.D135Y
SH_95 3 142119349 142119349 Missense_Mutation SNV A T T XRN1 c.2144T>A P.V715D
SH_95 3 158317966 158317966 Splice_Site SNV A T T MLF1 c.493+4A>T
SH_95 3 36931370 36931370 Missense_Mutation SNV C T T TRANK1 c.857G>A P.C286Y
SH_95 3 39436033 39436033 Missense_Mutation SNV A T T SLC25A38 c.758A>T P.Q253L
SH_95 3 71101704 71101704 Missense_Mutation SNV C A A FOXP1 c.494G>T P.G165V
SH_95 5 140209436 140209436 Missense_Mutation SNV C T T PCDHA6 c.1760C>T P.A587V
SH_95 5 90079728 90079728 Missense_Mutation SNV A G G ADGRV1 c.13507A>G P.S4503G
SH_95 6 159653744 159653744 Missense_Mutation SNV C T T FNDC1 c.2200C>T P.P734S
SH_95 6 53761699 53761699 Splice_Site SNV G T T LRRC1 c.567+9G>T
SH_95 6 78172786 78172786 Missense_Mutation SNV G A A HTR1B c.335C>T P.T112I
SH_95 7 151945330 151945330 Missense_Mutation SNV G T T KMT2C c.2189C>A P.S730Y
SH_95 7 91503086 91503086 Missense_Mutation SNV C T T MTERF1 c.962G>A P.S321N
SH_95 8 11189000 11189000 Frame_Shift_Del INDEL A - - SLC35G5 c.386delA P.N129fs
SH_95 8 120431397 120431397 Missense_Mutation SNV G A A NOV c.589G>A P.V197I
SH_95 8 144896218 144896218 Missense_Mutation SNV T A A SCRIB c.230A>T P.E77V
SH_95 8 73117533 73117533 Splice_Site SNV C G G LOC392232 n.2513+1G>C
SH_95 9 19276317 19276317 Missense_Mutation SNV A G G DENND4C c.145A>G P.I49V
SH_95 X 49033526 49033526 Silent SNV G A A PRICKLE3 c.777C>T P.Y259Y
SH_98 1 145650534 145650534 Silent SNV T C C RNF115 c.213T>C P.F71F
SH_98 1 171752872 171752872 Splice_Site SNV T G G METTL13 c.154-8T>G
SH_98 10 105889958 105889958 Missense_Mutation SNV A G G CFAP43 c.4937T>C P.I1646T
SH_98 10 128147638 128147638 Missense_Mutation SNV T C C C10orf90 c.1868A>G P.K623R
SH_98 12 11174371 11174371 Missense_Mutation SNV A G G TAS2R19 c.800T>C P.V267A
SH_98 12 126068387 126068387 Splice_Site SNV T C C TMEM132B c.1279-10T>C
SH_98 13 20637113 20637113 Splice_Site SNV T C C ZMYM2 c.3037+2T>C
SH_98 15 81221384 81221384 Silent SNV C T T CEMIP c.2481C>T P.D827D
SH_98 16 19083402 19083402 Silent SNV C A A COQ7 c.112C>A P.R38R
SH_98 16 30745237 30745237 Nonsense_Mutation SNV G T T SRCAP c.6517G>T P.E2173*
SH_98 17 26686410 26686410 Missense_Mutation SNV C T T TMEM199 c.358C>T P.R120C
SH_98 17 26902473 26902473 Silent SNV C T T ALDOC c.78G>A P.P26P
SH_98 17 33690347 33690347 Silent SNV G A A SLFN11 c.480C>T P.I160I
SH_98 17 35549227 35549227 Missense_Mutation SNV T C C ACACA c.4220A>G P.Y1407C
SH_98 17 36625495 36625495 Missense_Mutation SNV C A A ARHGAP23 c.1759C>A P.P587T
SH_98 17 39274122 39274122 Missense_Mutation SNV C G G KRTAP4-11 c.446G>C P.C149S
SH_98 17 66246484 66246484 Silent SNV C T T AMZ2 c.156C>T P.T52T
SH_98 17 79478964 79478964 Frame_Shift_Del INDEL G - - ACTG1 c.328delC P.L110fs
SH_98 3 112648004 112648004 Missense_Mutation SNV A T T CD200R1 c.553T>A P.S185T
SH_98 5 130517915 130517915 Splice_Site SNV T A A LYRM7 c.92-7T>A
SH_98 5 140762685 140762685 Missense_Mutation SNV G T T PCDHGA7 c.219G>T P.Q73H
SH_98 6 32411602 32411602 Missense_Mutation SNV G C C HLA-DRA c.680G>C P.G227A
SH_98 7 158705673 158705673 Splice_Site SNV A G G WDR60 c.1591-3A>G
SH_98 7 47344561 47344561 Silent SNV C A A TNS3 c.2691G>T P.G897G
SH_98 7 90225967 90225967 Missense_Mutation SNV C A A CDK14 c.26C>A P.P9Q
SH_98 8 101721692 101721692 Missense_Mutation SNV G A A PABPC1 c.1240C>T P.P414S
SH_98 8 17089978 17089978 Silent SNV A C C CNOT7 c.687T>G P.S229S
SH_98 8 95508590 95508590 Missense_Mutation SNV T C C KIAA1429 c.4349A>G P.E1450G
SH_98 9 107367427 107367427 Missense_Mutation SNV A C C OR13C2 c.482T>G P.V161G
SH_98 X 117677486 117677486 Missense_Mutation SNV T C C DOCK11 c.322T>C P.Y108H
SH_98 X 5810898 5810898 Missense_Mutation SNV C G G NLGN4X c.2411G>C P.S804T
SH_99 1 117509574 117509574 Missense_Mutation SNV T C C PTGFRN c.1681T>C P.F561L
SH_99 1 149291202 149291202 Splice_Site SNV A T T FAM231D n.1447-2A>T
SH_99 1 151263518 151263518 Missense_Mutation SNV A T T ZNF687 c.3547A>T P.R1183W
SH_99 1 159828021 159828021 Missense_Mutation SNV C T T VSIG8 c.289G>A P.V97I
SH_99 1 166927098 166927098 Missense_Mutation SNV C T T ILDR2 c.287G>A P.S96N
SH_99 1 183109595 183109595 Silent SNV T A A LAMC1 c.4530T>A P.V1510V
SH_99 1 203466135 203466135 Missense_Mutation SNV A T T OPTC c.262A>T P.S88C
SH_99 1 206648264 206648264 Silent SNV G T T IKBKE c.285G>T P.L95L
SH_99 1 22150826 22150826 Missense_Mutation SNV C T T HSPG2 c.12791G>A P.G4264E
SH_99 1 22927164 22927164 Missense_Mutation SNV T A A EPHA8 c.2399T>A P.I800N
SH_99 1 229568405 229568405 Missense_Mutation SNV G T T ACTA1 c.352C>A P.R118S
SH_99 1 245862253 245862253 Missense_Mutation SNV T A A KIF26B c.6092T>A P.V2031D
SH_99 1 245927411 245927411 Missense_Mutation SNV C T T SMYD3 c.1117G>A P.V373M
SH_99 1 247319994 247319994 Missense_Mutation SNV C G G ZNF124 c.744G>C P.R248S
SH_99 1 248004936 248004936 Missense_Mutation SNV C A A OR11L1 c.263G>T P.W88L
SH_99 1 248309355 248309355 Missense_Mutation SNV G T T OR2M5 c.906G>T P.R302S
SH_99 1 40097227 40097227 Missense_Mutation SNV G A A HEYL c.172C>T P.R58C
SH_99 1 43649426 43649426 Silent SNV T A A CFAP57 c.639T>A P.V213V
SH_99 1 52924039 52924039 Missense_Mutation SNV C G G ZCCHC11 c.3404G>C P.R1135T
SH_99 1 72241850 72241850 Splice_Site SNV T A A NEGR1 c.535+5A>T
SH_99 10 115973299 115973299 Missense_Mutation SNV G A A TDRD1 c.2026G>A P.E676K
SH_99 10 115987852 115987852 Missense_Mutation SNV A T T TDRD1 c.3506A>T P.N1169I
SH_99 10 119100618 119100618 Splice_Site SNV C A A PDZD8 c.873-5G>T
SH_99 10 12123583 12123583 Silent SNV C T T DHTKD1 c.267C>T P.I89I
SH_99 10 134162503 134162503 Silent SNV A T T LRRC27 c.963A>T P.L321L
SH_99 10 22676827 22676827 Missense_Mutation SNV A C C SPAG6 c.679A>C P.I227L
SH_99 10 29762890 29762890 Silent SNV C G G SVIL c.4476G>C P.S1492S
SH_99 10 63976895 63976895 Missense_Mutation SNV C A A RTKN2 c.1002G>T P.L334F
SH_99 10 70723092 70723092 Missense_Mutation SNV A G G DDX21 c.449A>G P.H150R
SH_99 11 105929699 105929699 Silent SNV T C C KBTBD3 c.126A>G P.L42L
SH_99 11 14856619 14856619 Silent SNV T C C PDE3B c.2298T>C P.G766G
SH_99 11 18723250 18723250 Silent SNV C T T TMEM86A c.417C>T P.L139L
SH_99 11 20122660 20122660 Missense_Mutation SNV G A A NAV2 c.6167G>A P.G2056E
SH_99 11 27114793 27114793 Missense_Mutation SNV A T T BBOX1 c.413A>T P.Y138F
SH_99 11 27406880 27406880 Silent SNV T A A LGR4 c.537A>T P.L179L
SH_99 11 48327792 48327792 Silent SNV T C C OR4S1 c.18T>C P.N6N
SH_99 11 57102046 57102046 Missense_Mutation SNV T C C SSRP1 c.131A>G P.Q44R
SH_99 11 5799397 5799397 Silent SNV G A A OR52N5 c.468C>T P.A156A
SH_99 11 61630785 61630785 Missense_Mutation SNV A T T FADS2 c.946A>T P.T316S
SH_99 11 62298592 62298592 Silent SNV T G G AHNAK c.3297A>C P.P1099P
SH_99 11 63665721 63665721 Silent SNV A G G MARK2 c.306A>G P.R102R
SH_99 11 6964436 6964436 Silent SNV A T T ZNF215 c.606A>T P.S202S
SH_99 11 73074427 73074427 Missense_Mutation SNV A T T ARHGEF17 c.5173A>T P.S1725C
SH_99 11 8646530 8646530 Silent SNV C A A TRIM66 c.2121G>T P.V707V
SH_99 11 93435990 93435990 Missense_Mutation SNV T C C CEP295 c.5501T>C P.V1834A
SH_99 12 100441357 100441357 Frame_Shift_Del INDEL A - - UHRF1BP1L c.4032delT P.I1344fs
SH_99 12 109998867 109998867 Missense_Mutation SNV C A A MMAB c.562G>T P.V188L
SH_99 12 112888278 112888278 Silent SNV T G G PTPN11 c.294T>G P.L98L



SH_99 12 124298384 124298384 Missense_Mutation SNV T A A DNAH10 c.3351T>A P.S1117R
SH_99 12 124352133 124352133 Silent SNV G A A DNAH10 c.6933G>A P.Q2311Q
SH_99 12 132426326 132426326 Missense_Mutation SNV A T T PUS1 c.950A>T P.Q317L
SH_99 12 15800073 15800073 Missense_Mutation SNV C T T EPS8 c.1556G>A P.R519H
SH_99 12 43821205 43821205 Missense_Mutation SNV C T T ADAMTS20 c.4013G>A P.S1338N
SH_99 12 53073903 53073903 Missense_Mutation SNV G T T KRT1 c.230C>A P.S77Y
SH_99 12 56619414 56619414 Silent SNV T C C NABP2 c.225T>C P.A75A
SH_99 12 64472797 64472797 Silent SNV A T T SRGAP1 c.1224A>T P.T408T
SH_99 12 6710638 6710638 Missense_Mutation SNV C A A CHD4 c.616G>T P.G206C
SH_99 12 72343413 72343413 Missense_Mutation SNV G T T TPH2 c.586G>T P.D196Y
SH_99 12 85449971 85449971 Missense_Mutation SNV A G G LRRIQ1 c.1400A>G P.E467G
SH_99 13 66879141 66879141 Silent SNV T A A PCDH9 c.3234A>T P.R1078R
SH_99 15 29428579 29428579 Missense_Mutation SNV G C C FAM189A1 c.917C>G P.P306R
SH_99 15 45983167 45983167 Splice_Site SNV A T T SQRDL c.1296-4A>T
SH_99 15 50494759 50494759 Missense_Mutation SNV A T T SLC27A2 c.764A>T P.K255M
SH_99 15 70960775 70960775 Frame_Shift_Del INDEL T - - UACA c.2209delA P.S737fs
SH_99 15 74240248 74240248 Splice_Site SNV G A A LOXL1 c.1602+5G>A
SH_99 15 92988061 92988061 Silent SNV C A A ST8SIA2 c.744C>A P.G248G
SH_99 16 11862261 11862261 Missense_Mutation SNV T A A ZC3H7A c.1270A>T P.T424S
SH_99 16 23116833 23116833 Frame_Shift_Del INDEL C - - USP31 c.1018delG P.V340fs
SH_99 16 23390074 23390074 Silent SNV T C C SCNN1B c.1452T>C P.N484N
SH_99 16 23392021 23392021 Nonsense_Mutation SNV C T T SCNN1B c.1822C>T P.Q608*
SH_99 16 29874177 29874177 Nonsense_Mutation SNV A T T CDIPT c.2T>A P.M1?
SH_99 16 60392721 60392721 Missense_Mutation SNV C T T LOC729159 c.886G>A P.E296K
SH_99 16 65032724 65032724 Silent SNV A G G CDH11 c.264T>C P.I88I
SH_99 17 35641738 35641738 Splice_Site INDEL C - - ACACA c.471+1delG
SH_99 17 37234265 37234265 Missense_Mutation SNV C G G PLXDC1 c.1087G>C P.D363H
SH_99 17 42745523 42745523 Missense_Mutation SNV T A A MEIOC c.2244T>A P.S748R
SH_99 17 43906946 43906946 Missense_Mutation SNV G C C CRHR1 c.454G>C P.G152R
SH_99 17 44109017 44109017 Missense_Mutation SNV G T T KANSL1 c.3140C>A P.A1047E
SH_99 17 56277584 56277584 Splice_Site SNV A G G EPX c.1538-2A>G
SH_99 17 58136784 58136784 Splice_Site SNV T C C HEATR6 c.1722A>G P.K574K
SH_99 17 7577120 7577120 Missense_Mutation SNV C T T TP53 c.818G>A P.R273H
SH_99 17 7684027 7684027 Missense_Mutation SNV T A A DNAH2 c.5930T>A P.L1977Q
SH_99 17 79916821 79916821 Missense_Mutation SNV C T T NOTUM c.523G>A P.A175T
SH_99 18 14791470 14791470 Missense_Mutation SNV C G G ANKRD30B c.1805C>G P.T602S
SH_99 18 18690847 18690847 Missense_Mutation SNV T C C ROCK1 c.25A>G P.T9A
SH_99 18 22806182 22806182 Missense_Mutation SNV T C C ZNF521 c.1040A>G P.N347S
SH_99 18 23658119 23658119 Missense_Mutation SNV T A A SS18 c.152A>T P.Q51L
SH_99 18 2705796 2705796 Silent SNV A G G SMCHD1 c.1947A>G P.Q649Q
SH_99 18 5291250 5291250 Missense_Mutation SNV G C C ZBTB14 c.957C>G P.H319Q
SH_99 18 54362409 54362409 Missense_Mutation SNV G C C WDR7 c.1337G>C P.G446A
SH_99 19 10428248 10428248 Missense_Mutation SNV A T T RAVER1 c.2153T>A P.F718Y
SH_99 19 12163615 12163615 Nonsense_Mutation SNV A T T ZNF878 c.2T>A P.M1?
SH_99 19 15569464 15569464 Missense_Mutation SNV G A A RASAL3 c.665C>T P.P222L
SH_99 19 18901419 18901419 Missense_Mutation SNV T A A COMP c.169A>T P.R57W
SH_99 19 21991512 21991512 Nonsense_Mutation SNV T A A ZNF43 c.1309A>T P.K437*
SH_99 19 22498424 22498424 Silent SNV T A A ZNF729 c.2205T>A P.T735T
SH_99 19 33321530 33321530 Missense_Mutation SNV T A A SLC7A9 c.1460A>T P.E487V
SH_99 19 37734526 37734526 Missense_Mutation SNV C T T ZNF383 c.1388C>T P.S463L
SH_99 19 38385310 38385310 Missense_Mutation SNV T A A WDR87 c.1033A>T P.S345C
SH_99 19 39056410 39056410 Missense_Mutation SNV G A A RYR1 c.13436G>A P.G4479E
SH_99 19 39409078 39409078 Silent SNV C T T SARS2 c.906G>A P.A302A
SH_99 19 49551638 49551638 Splice_Site SNV A T T CGB8 c.16-9T>A
SH_99 19 49573943 49573943 Missense_Mutation SNV T A A KCNA7 c.748A>T P.I250F
SH_99 19 50949187 50949187 Missense_Mutation SNV A T T MYBPC2 c.1184A>T P.Y395F
SH_99 19 55872239 55872239 Missense_Mutation SNV T A A FAM71E2 c.793A>T P.T265S
SH_99 19 58453032 58453032 Missense_Mutation SNV T A A ZNF256 c.1144A>T P.S382C
SH_99 19 5915128 5915128 Missense_Mutation SNV A C C CAPS c.697A>C P.N233H
SH_99 19 6586369 6586369 Missense_Mutation SNV C T T CD70 c.244G>A P.G82S
SH_99 19 7755298 7755298 Silent SNV C T T FCER2 c.612G>A P.E204E
SH_99 2 137928508 137928508 Missense_Mutation SNV G A A THSD7B c.1723G>A P.G575R
SH_99 2 162696317 162696317 Missense_Mutation SNV T C C SLC4A10 c.296T>C P.V99A
SH_99 2 175337958 175337958 Missense_Mutation SNV C A A GPR155 c.595G>T P.A199S
SH_99 2 198367935 198367935 Missense_Mutation SNV T G G HSPE1 c.261T>G P.D87E
SH_99 2 210843267 210843267 Missense_Mutation SNV A G G UNC80 c.8755A>G P.T2919A
SH_99 2 242195596 242195596 Splice_Site INDEL - AG AG HDLBP 981+2_981+3insCT
SH_99 20 23016847 23016847 Missense_Mutation SNV C A A SSTR4 c.727C>A P.L243M
SH_99 20 30436225 30436225 Silent SNV G A A DUSP15 c.870C>T P.S290S
SH_99 20 34241735 34241735 Missense_Mutation SNV G A A RBM12 c.1510C>T P.P504S
SH_99 20 43600795 43600795 Nonsense_Mutation SNV G T T STK4 c.112G>T P.E38*
SH_99 21 28211978 28211978 Silent SNV G T T ADAMTS1 c.1956C>A P.V652V
SH_99 22 19808743 19808743 Splice_Site SNV C A A GNB1L c.128+8G>T
SH_99 22 29966476 29966476 Frame_Shift_Del INDEL A - - NIPSNAP1 c.84delT P.F28fs
SH_99 22 38039793 38039793 Missense_Mutation SNV A G G SH3BP1 c.616A>G P.R206G
SH_99 22 42180353 42180353 Missense_Mutation SNV C T T MEI1 c.3098C>T P.T1033I
SH_99 22 51048663 51048663 Missense_Mutation SNV A C C MAPK8IP2 c.2324A>C P.H775P
SH_99 3 113179525 113179525 Missense_Mutation SNV G C C SPICE1 c.1374C>G P.N458K
SH_99 3 132180013 132180013 Silent SNV A G G DNAJC13 c.1677A>G P.V559V
SH_99 3 184003327 184003327 Missense_Mutation SNV C T T ECE2 c.1123C>T P.R375C
SH_99 3 190158052 190158052 Silent SNV T A A TMEM207 c.285A>T P.G95G
SH_99 3 3139934 3139934 Silent SNV T G G IL5RA c.408A>C P.T136T
SH_99 3 48510523 48510523 Missense_Mutation SNV G A A SHISA5 c.685C>T P.P229S
SH_99 3 64607992 64607992 Silent SNV C A A ADAMTS9 c.2484G>T P.V828V
SH_99 4 10567698 10567698 Missense_Mutation SNV A T T CLNK c.227T>A P.M76K
SH_99 4 1379675 1379675 Missense_Mutation SNV G A A UVSSA c.2056G>A P.V686M
SH_99 4 140441478 140441478 Missense_Mutation SNV T A A SETD7 c.715A>T P.N239Y
SH_99 4 74275104 74275116 Frame_Shift_Del INDEL CTTTTATGCCC - - ALB 527delACTTTTAT P.Y172fs
SH_99 4 7726879 7726879 Splice_Site SNV A T T SORCS2 c.2612-2A>T
SH_99 5 111540117 111540117 Missense_Mutation SNV G A A EPB41L4A c.1331C>T P.P444L
SH_99 5 134782493 134782493 Silent SNV T C C DCANP1 c.306A>G P.A102A
SH_99 5 140073865 140073883 Frame_Shift_Del INDEL TCCTTTTGAGT - - HARS2 8delTGTATCCTTT P.V109fs
SH_99 5 145969766 145969766 Missense_Mutation SNV T C C PPP2R2B c.1094A>G P.N365S
SH_99 5 160761852 160761852 Silent SNV G A A GABRB2 c.739C>T P.L247L
SH_99 5 161580363 161580363 Missense_Mutation SNV C T T GABRG2 c.1393C>T P.L465F
SH_99 5 167929115 167929115 Splice_Site SNV G A A RARS c.1057+5G>A
SH_99 5 26915890 26915890 Missense_Mutation SNV T A A CDH9 c.371A>T P.Y124F
SH_99 5 32010481 32010481 Missense_Mutation SNV C A A PDZD2 c.1300C>A P.P434T



SH_99 5 38338834 38338834 Missense_Mutation SNV T A A EGFLAM c.242T>A P.L81Q
SH_99 5 38412726 38412726 Silent SNV C A A EGFLAM c.1470C>A P.G490G
SH_99 5 38506152 38506152 Silent SNV A G G LIFR c.1146T>C P.L382L
SH_99 5 488440 488440 Silent SNV T A A SLC9A3 c.666A>T P.A222A
SH_99 5 54404055 54404055 Missense_Mutation SNV G A A GZMA c.460G>A P.G154S
SH_99 6 109802547 109802547 Missense_Mutation SNV T A A ZBTB24 c.683A>T P.E228V
SH_99 6 111587678 111587678 Missense_Mutation SNV A T T MFSD4B c.913A>T P.S305C
SH_99 6 112462042 112462042 Missense_Mutation SNV A C C LAMA4 c.2896T>G P.F966V
SH_99 6 151672199 151672199 Missense_Mutation SNV G C C AKAP12 c.2673G>C P.M891I
SH_99 6 31712030 31712030 Missense_Mutation SNV G C C MSH5 c.601G>C P.D201H
SH_99 6 33168241 33168241 Missense_Mutation SNV C A A RXRB c.13G>T P.A5S
SH_99 6 43323428 43323428 Silent SNV T C C ZNF318 c.1644A>G P.A548A
SH_99 7 122261550 122261550 Silent SNV C T T CADPS2 c.1089G>A P.L363L
SH_99 7 134800350 134800350 Nonsense_Mutation SNV C T T AGBL3 c.2329C>T P.Q777*
SH_99 7 142574150 142574150 Splice_Site SNV C A A TRPV6 c.882+11G>T
SH_99 7 143748025 143748025 Missense_Mutation SNV C G G OR2A5 c.531C>G P.F177L
SH_99 7 27195946 27195946 Silent SNV G T T HOXA7 c.219C>A P.G73G
SH_99 7 44747549 44747549 Missense_Mutation SNV G A A OGDH c.3011G>A P.R1004H
SH_99 7 48311617 48311617 Missense_Mutation SNV C G G ABCA13 c.2354C>G P.P785R
SH_99 7 56945249 56945249 Splice_Site SNV A T T LOC100130849 n.195-6T>A
SH_99 8 133961016 133961016 Splice_Site SNV C A A TG c.5234-5C>A
SH_99 8 142458115 142458115 Missense_Mutation SNV A G G MROH5 c.2711T>C P.L904P
SH_99 8 143958306 143958306 Splice_Site INDEL G - - CYP11B1 c.596-5delC
SH_99 8 21560317 21560317 Splice_Site SNV C T T GFRA2 c.903G>A P.Q301Q
SH_99 9 111741564 111741564 Missense_Mutation SNV T A A CTNNAL1 c.1098A>T P.Q366H
SH_99 9 130482367 130482367 Missense_Mutation SNV T C C TTC16 c.398T>C P.L133P
SH_99 9 79318286 79318286 Missense_Mutation SNV A G G PRUNE2 c.8243T>C P.L2748P
SH_99 X 100808778 100808778 Missense_Mutation SNV A T T ARMCX1 c.865A>T P.S289C
SH_99 X 129349898 129349898 Missense_Mutation SNV T A A ZNF280C c.1705A>T P.T569S
SH_99 X 12939574 12939574 Silent SNV T C C TLR8 c.2469T>C P.S823S
SH_99 X 13337934 13337934 Silent SNV T A A ATXN3L c.120A>T P.L40L
SH_99 X 37664381 37664381 Missense_Mutation SNV A G G CYBB c.1274A>G P.Y425C

XH_P01 1 149859194 149859194 Missense_Mutation SNV G C C HIST2H2AB c.273C>G P.D91E
XH_P01 1 222838724 222838724 Silent SNV T C C MIA3 c.2121T>C P.P707P
XH_P01 1 228475953 228475953 Missense_Mutation SNV G T T OBSCN c.10003G>T P.A3335S
XH_P01 1 229738394 229738394 Missense_Mutation SNV A G G TAF5L c.520T>C P.Y174H
XH_P01 1 237664085 237664085 Missense_Mutation SNV G A A RYR2 c.2278G>A P.D760N
XH_P01 1 67672667 67672667 Missense_Mutation SNV G A A IL23R c.727G>A P.D243N
XH_P01 11 118235819 118235819 Missense_Mutation SNV C G G UBE4A c.24C>G P.N8K
XH_P01 11 26587304 26587304 Silent SNV G A A MUC15 c.183C>T P.N61N
XH_P01 11 71714951 71714951 Silent SNV G C C NUMA1 c.6276C>G P.T2092T
XH_P01 11 93862514 93862514 Silent SNV C T T PANX1 c.36C>T P.F12F
XH_P01 12 10213820 10213820 Silent SNV T C C CLEC9A c.267T>C P.C89C
XH_P01 12 107371696 107371696 Missense_Mutation SNV C A A MTERF2 c.797G>T P.S266I
XH_P01 12 26648182 26648182 Silent SNV T C C ITPR2 c.5085A>G P.L1695L
XH_P01 12 57573673 57573673 Missense_Mutation SNV C G G LRP1 c.5075C>G P.S1692C
XH_P01 12 8667850 8667850 Missense_Mutation SNV C T T CLEC4D c.47C>T P.P16L
XH_P01 12 88500811 88500811 Missense_Mutation SNV G C C CEP290 c.2548C>G P.Q850E
XH_P01 13 110959359 110959359 Missense_Mutation SNV T G G COL4A1 c.16A>C P.S6R
XH_P01 13 111955360 111955360 Missense_Mutation SNV C T T ARHGEF7 c.2066C>T P.S689F
XH_P01 13 43566239 43566239 Silent SNV G C C EPSTI1 c.63C>G P.T21T
XH_P01 15 73660199 73660199 Missense_Mutation SNV G T T HCN4 c.413C>A P.S138Y
XH_P01 16 24583242 24583242 Missense_Mutation SNV A C C RBBP6 c.4855A>C P.S1619R
XH_P01 16 88599909 88599909 Missense_Mutation SNV C T T ZFPM1 c.1543C>T P.P515S
XH_P01 17 18539782 18539782 Missense_Mutation SNV G A A TBC1D28 c.626C>T P.T209I
XH_P01 17 5991412 5991412 Missense_Mutation SNV C T T WSCD1 c.530C>T P.A177V
XH_P01 17 79518111 79518111 Missense_Mutation SNV C A A FAAP100 c.409G>T P.D137Y
XH_P01 18 66506122 66506122 Silent SNV G T T CCDC102B c.786G>T P.V262V
XH_P01 19 10602341 10602341 Missense_Mutation SNV G A A KEAP1 c.1237C>T P.R413C
XH_P01 19 43093599 43093599 Splice_Site SNV A G G CEACAM8 c.703+10T>C
XH_P01 19 52091424 52091424 Missense_Mutation SNV C T T ZNF175 c.1840C>T P.P614S
XH_P01 19 53014288 53014288 Silent SNV C T T ZNF578 c.654C>T P.L218L
XH_P01 19 54632474 54632474 Missense_Mutation SNV G A A PRPF31 c.1189G>A P.G397S
XH_P01 2 202134249 202134249 Missense_Mutation SNV A G G CASP8 c.322A>G P.M108V
XH_P01 2 210558106 210558106 Missense_Mutation SNV G A A MAP2 c.1212G>A P.M404I
XH_P01 2 215910727 215910727 Missense_Mutation SNV G T T ABCA12 c.706C>A P.P236T
XH_P01 20 36769757 36769757 Missense_Mutation SNV C T T TGM2 c.1026G>A P.M342I
XH_P01 22 38234520 38234520 Silent SNV G T T ANKRD54 c.462C>A P.G154G
XH_P01 22 45750972 45750972 Silent SNV G A A SMC1B c.2985C>T P.I995I
XH_P01 3 121134796 121134804 Missense_Mutation INDEL ATTTGACAG - - STXBP5L 8_3216delTTTGA.F1070_R1072del
XH_P01 3 46775282 46775282 Missense_Mutation SNV T G G PRSS46 c.364A>C P.S122R
XH_P01 4 3449695 3449695 Silent SNV C T T HGFAC c.1590C>T P.P530P
XH_P01 4 99407920 99407920 Missense_Mutation SNV G A A TSPAN5 c.248C>T P.A83V
XH_P01 5 11346513 11346513 Silent SNV C T T CTNND2 c.1326G>A P.P442P
XH_P01 5 125939460 125939460 Missense_Mutation SNV T G G PHAX c.295T>G P.F99V
XH_P01 5 140214119 140214119 Missense_Mutation SNV G A A PCDHA7 c.151G>A P.D51N
XH_P01 5 176721441 176721441 Missense_Mutation SNV G A A NSD1 c.7072G>A P.D2358N
XH_P01 5 94764383 94764383 Missense_Mutation SNV A T T FAM81B c.733A>T P.I245F
XH_P01 7 100684905 100684905 Missense_Mutation SNV G A A MUC17 c.10208G>A P.S3403N
XH_P01 7 105255226 105255226 Missense_Mutation SNV G T T ATXN7L1 c.907C>A P.P303T
XH_P01 7 150696136 150696136 Missense_Mutation SNV C A A NOS3 c.919C>A P.P307T
XH_P01 8 142486189 142486189 Missense_Mutation SNV G A A MROH5 c.1504C>T P.R502C
XH_P01 8 146068297 146068297 Missense_Mutation SNV T C C ZNF7 c.1838T>C P.I613T
XH_P01 8 68423880 68423880 Missense_Mutation SNV C G G CPA6 c.328G>C P.E110Q
XH_P01 8 94738721 94738721 Missense_Mutation SNV T C C FAM92A1 c.757T>C P.C253R
XH_P01 9 113096539 113096539 Missense_Mutation SNV G A A TXNDC8 c.86C>T P.S29L
XH_P01 9 140057773 140057773 Missense_Mutation SNV C A A GRIN1 c.2324C>A P.S775Y
XH_P01 9 86616477 86616477 Silent SNV T A A RMI1 c.576T>A P.G192G
XH_P01 X 8553320 8553320 Missense_Mutation SNV G A A ANOS1 c.844C>T P.R282C
XH_P01 Y 16942259 16942259 Silent SNV G A A NLGN4Y c.1461G>A P.S487S
XH_P02 1 150915032 150915032 Splice_Site SNV T G G SETDB1 c.548-7T>G
XH_P02 1 173493988 173493988 Missense_Mutation SNV G T T SLC9C2 c.2444C>A P.A815D
XH_P02 1 26691694 26691694 Missense_Mutation SNV C A A ZNF683 c.343G>T P.A115S
XH_P02 1 26691695 26691695 Missense_Mutation SNV C A A ZNF683 c.342G>T P.Q114H
XH_P02 1 85656188 85656188 Silent SNV G A A SYDE2 c.993C>T P.L331L
XH_P02 10 105176422 105176422 Missense_Mutation SNV G T T PDCD11 c.1693G>T P.V565L
XH_P02 10 128147615 128147615 Silent SNV G A A C10orf90 c.1891C>T P.L631L
XH_P02 10 49935617 49935617 Missense_Mutation SNV T C C WDFY4 c.884T>C P.V295A



XH_P02 10 97373840 97373840 Missense_Mutation SNV G T T ALDH18A1 c.1678C>A P.Q560K
XH_P02 11 111715447 111715447 Splice_Site SNV C T T ALG9 c.896-1G>A
XH_P02 11 117306527 117306527 Splice_Site SNV C A A DSCAML1 c.4901-12G>T
XH_P02 11 122852165 122852165 Missense_Mutation SNV G T T BSX c.215C>A P.P72H
XH_P02 11 17575067 17575067 Splice_Site SNV G C C OTOG c.576+1G>C
XH_P02 11 32954189 32954189 Missense_Mutation SNV C G G QSER1 c.998C>G P.P333R
XH_P02 11 46406842 46406877 Missense_Mutation INDEL ACGTTGTAGG - - CHRM4 TGGACGCCCTACP.L411_V422del
XH_P02 11 55419162 55419162 Silent SNV G A A OR4S2 c.783G>A P.T261T
XH_P02 11 58190486 58190486 Silent SNV G A A OR5B2 c.249C>T P.F83F
XH_P02 11 63993277 63993277 Missense_Mutation SNV G A A TRPT1 c.56C>T P.A19V
XH_P02 12 114804154 114804154 Missense_Mutation SNV T A A TBX5 c.798A>T P.K266N
XH_P02 12 124319945 124319945 Splice_Site SNV A C C DNAH10 c.4426-8A>C
XH_P02 12 54903516 54903516 Silent SNV G C C NCKAP1L c.420G>C P.L140L
XH_P02 13 27246022 27246029 Frame_Shift_Del INDEL GATGGGCT - - WASF3 8_445delTGGGC P.D146fs
XH_P02 13 42263587 42263624 Frame_Shift_Del INDEL TAGTTGATCA - - VWA8 ATTTCCAGTGATC P.H1333fs
XH_P02 13 99036996 99036996 Missense_Mutation SNV A G G FARP1 c.509A>G P.D170G
XH_P02 14 52481797 52481797 Silent SNV G T T NID2 c.3225C>A P.R1075R
XH_P02 14 58714498 58714498 Missense_Mutation SNV G A A PSMA3 c.52G>A P.D18N
XH_P02 14 64407358 64407358 Missense_Mutation SNV G T T SYNE2 c.106G>T P.A36S
XH_P02 14 78709655 78709655 Silent SNV C T T NRXN3 c.219C>T P.C73C
XH_P02 15 35202495 35202495 Missense_Mutation SNV C T T AQR c.1504G>A P.V502I
XH_P02 15 89060216 89060216 Splice_Site SNV G C C DET1 c.1272-12C>G
XH_P02 15 99434840 99434840 Silent SNV G A A IGF1R c.927G>A P.S309S
XH_P02 16 1259233 1259233 Missense_Mutation SNV C A A CACNA1H c.3565C>A P.R1189S
XH_P02 16 24573001 24573001 Missense_Mutation SNV C G G RBBP6 c.916C>G P.P306A
XH_P02 16 74415476 74415476 Silent SNV C T T NPIPB15 c.129C>T P.D43D
XH_P02 16 75665348 75665348 Missense_Mutation SNV C A A KARS c.1302G>T P.M434I
XH_P02 17 1401300 1401300 Missense_Mutation SNV C T T INPP5K c.665G>A P.R222K
XH_P02 17 29548945 29548945 Frame_Shift_Ins INDEL - AG AG NF1 1720_1721dupA P.Y575fs
XH_P02 17 32957157 32957157 Missense_Mutation SNV A T T TMEM132E c.1469A>T P.E490V
XH_P02 17 46669797 46669797 Missense_Mutation SNV T C C HOXB5 c.584A>G P.K195R
XH_P02 17 54939559 54939559 Missense_Mutation SNV A G G DGKE c.1471A>G P.I491V
XH_P02 17 58136863 58136863 Nonsense_Mutation SNV G C C HEATR6 c.1643C>G P.S548*
XH_P02 17 60642376 60642376 Missense_Mutation SNV G C C TLK2 c.846G>C P.K282N
XH_P02 17 71427811 71427811 Splice_Site SNV G T T SDK2 c.1313-3C>A
XH_P02 17 78073445 78073445 Silent SNV G C C CCDC40 c.3300G>C P.L1100L
XH_P02 19 19369352 19369352 Missense_Mutation SNV C T T HAPLN4 c.797G>A P.C266Y
XH_P02 19 3600621 3600621 Silent SNV G A A TBXA2R c.12C>T P.N4N
XH_P02 19 41239209 41239209 Missense_Mutation SNV G A A ITPKC c.1614G>A P.M538I
XH_P02 19 44082863 44082863 Splice_Site SNV G C C PINLYP c.259+5G>C
XH_P02 19 44681311 44681311 Silent SNV C T T ZNF226 c.1896C>T P.A632A
XH_P02 19 5221145 5221145 Silent SNV G A A PTPRS c.3321C>T P.G1107G
XH_P02 19 52876405 52876405 Missense_Mutation SNV G C C ZNF880 c.54G>C P.Q18H
XH_P02 19 53304356 53304356 Missense_Mutation SNV A G G ZNF28 c.742T>C P.Y248H
XH_P02 19 56090932 56090932 Missense_Mutation SNV C T T ZNF579 c.74G>A P.G25D
XH_P02 19 581560 581560 Silent SNV G A A BSG c.690G>A P.E230E
XH_P02 19 8373094 8373094 Silent SNV G T T CD320 c.81C>A P.L27L
XH_P02 2 100203615 100203615 Splice_Site SNV C A A AFF3 c.2591+1G>T
XH_P02 2 171243770 171243770 Missense_Mutation SNV G A A MYO3B c.1529G>A P.R510K
XH_P02 2 186670236 186670236 Missense_Mutation SNV C A A FSIP2 c.16203C>A P.D5401E
XH_P02 2 201862262 201862262 Missense_Mutation SNV A G G FAM126B c.532T>C P.F178L
XH_P02 2 20251182 20251182 Missense_Mutation SNV T A A LAPTM4A c.100A>T P.T34S
XH_P02 2 55106756 55106756 Missense_Mutation SNV G C C EML6 c.2417G>C P.G806A
XH_P02 21 43846809 43846809 Missense_Mutation SNV G A A UBASH3A c.936G>A P.M312I
XH_P02 3 27363704 27363704 Missense_Mutation SNV G C C NEK10 c.411C>G P.I137M
XH_P02 3 47618948 47618948 Missense_Mutation SNV C G G CSPG5 c.154G>C P.E52Q
XH_P02 4 13603624 13603624 Frame_Shift_Ins INDEL - CA CA BOD1L1 4898_4899dupT P.H1634fs
XH_P02 4 157782554 157782569 Splice_Site INDEL AATAAAAATA - - PDGFC 70+27delGTATATTTTTATTTAC
XH_P02 4 52861722 52861722 Missense_Mutation SNV C A A LRRC66 c.1466G>T P.G489V
XH_P02 4 95202724 95202724 Missense_Mutation SNV G C C SMARCAD1 c.2715G>C P.K905N
XH_P02 5 140044539 140044539 Missense_Mutation SNV C A A WDR55 c.42C>A P.S14R
XH_P02 5 140784744 140784744 Missense_Mutation SNV G T T PCDHGA9 c.2225G>T P.G742V
XH_P02 6 100055062 100055062 Splice_Site SNV C T T PRDM13 c.144+8C>T
XH_P02 6 136787905 136787905 Missense_Mutation SNV G C C MAP7 c.16C>G P.L6V
XH_P02 6 168927051 168927051 Missense_Mutation SNV G C C SMOC2 c.282G>C P.R94S
XH_P02 6 17601146 17601146 Missense_Mutation SNV T G G FAM8A1 c.506T>G P.L169R
XH_P02 6 99283623 99283623 Missense_Mutation SNV G C C POU3F2 c.874G>C P.G292R
XH_P02 7 120496816 120496816 Nonsense_Mutation SNV A T T TSPAN12 c.2T>A P.M1?
XH_P02 7 121944378 121944378 Silent SNV C T T FEZF1 c.114G>A P.A38A
XH_P02 7 127326763 127326763 Missense_Mutation SNV C T T SND1 c.175C>T P.L59F
XH_P02 7 13946129 13946129 Missense_Mutation SNV C A A ETV1 c.1036G>T P.D346Y
XH_P02 7 42088288 42088288 Missense_Mutation SNV C T T GLI3 c.481G>A P.A161T
XH_P02 7 5270481 5270481 Missense_Mutation SNV T G G WIPI2 c.1235T>G P.L412R
XH_P02 7 65547932 65547932 Splice_Site SNV G T T ASL c.348+9G>T
XH_P02 7 99914732 99914732 Missense_Mutation SNV G A A SPDYE3 c.1300G>A P.G434S
XH_P02 8 113267550 113267550 Silent SNV T C C CSMD3 c.9462A>G P.L3154L
XH_P02 8 144990529 144990529 Missense_Mutation SNV G C C PLEC c.13541C>G P.A4514G
XH_P02 8 25136112 25136112 Missense_Mutation SNV G T T DOCK5 c.252G>T P.E84D
XH_P02 9 124544696 124544704 Missense_Mutation INDEL CCGTAACGG - - DAB2IP 8_3126delCGTAAR1040_G1042del
XH_P02 9 131233655 131233655 Silent SNV G A A ODF2 c.474G>A P.E158E
XH_P02 9 137326016 137326016 Missense_Mutation SNV G A A RXRA c.1204G>A P.A402T
XH_P02 9 140218174 140218174 Splice_Site SNV C G G EXD3 c.2184+3G>C
XH_P02 9 35650527 35650527 Missense_Mutation SNV G A A SIT1 c.208C>T P.R70W
XH_P02 9 73168099 73168099 Silent SNV G A A TRPM3 c.2862C>T P.V954V
XH_P02 9 95481094 95481094 Silent SNV G T T BICD2 c.1833C>A P.S611S
XH_P02 X 44703479 44703479 Missense_Mutation SNV G C C DUSP21 c.101G>C P.G34A
XH_P02 X 76872153 76872153 Missense_Mutation SNV C T T ATRX c.5494G>A P.E1832K
XH_P02 X 9622356 9622356 Missense_Mutation SNV G C C TBL1X c.205G>C P.E69Q
XH_P03 1 15495211 15495211 Missense_Mutation SNV A C C C1orf195 c.161T>G P.L54R
XH_P03 1 155291136 155291136 Silent SNV G A A RUSC1-AS1 c.144C>T P.S48S
XH_P03 1 159907625 159907625 Missense_Mutation SNV C A A IGSF9 c.251G>T P.R84L
XH_P03 1 161967977 161967977 Missense_Mutation SNV C A A OLFML2B c.1115G>T P.W372L
XH_P03 1 215408203 215408203 Nonsense_Mutation SNV G A A KCNK2 c.984G>A P.W328*
XH_P03 1 53732201 53732201 Silent SNV C T T LRP8 c.1371G>A P.V457V
XH_P03 10 27499836 27499836 Missense_Mutation SNV C T T ACBD5 c.1006G>A P.G336R
XH_P03 11 118362629 118362629 Silent SNV C T T KMT2A c.4981C>T P.L1661L
XH_P03 11 20065830 20065830 Splice_Site SNV G C C NAV2 c.3007+12G>C
XH_P03 11 77412557 77412557 Missense_Mutation SNV T A A RSF1 c.1717A>T P.T573S



XH_P03 12 10961913 10961913 Silent SNV G A A TAS2R9 c.762C>T P.S254S
XH_P03 12 112471137 112471141 Frame_Shift_Del INDEL GTCTG - - NAA25 692_2696delCAG P.Q898fs
XH_P03 12 130926460 130926460 Silent SNV C T T RIMBP2 c.1386G>A P.P462P
XH_P03 12 32137217 32137217 Missense_Mutation SNV A C C KIAA1551 c.3328A>C P.S1110R
XH_P03 12 40882992 40882992 Missense_Mutation SNV G T T MUC19 c.16238G>T P.W5413L
XH_P03 13 73345038 73345038 Splice_Site SNV G A A DIS3 c.1755+4C>T
XH_P03 14 45599894 45599894 Splice_Site SNV A G G FKBP3 c.210+8T>C
XH_P03 15 65622694 65622694 Nonsense_Mutation SNV G A A IGDCC3 c.1795C>T P.Q599*
XH_P03 15 83499668 83499668 Missense_Mutation INDEL - CCCCCA CCCCCA WHAMM 65_1970dupACCP.P656_P657dup
XH_P03 16 30018509 30018509 Silent SNV G A A DOC2A c.639C>T P.L213L
XH_P03 17 11686963 11686963 Nonsense_Mutation SNV G A A DNAH9 c.7719G>A P.W2573*
XH_P03 17 29684099 29684101 Missense_Mutation INDEL TAC - - NF1 7861_7863delAC P.T2621del
XH_P03 17 36483753 36483753 Missense_Mutation SNV C T T GPR179 c.5699G>A P.S1900N
XH_P03 17 48941207 48941207 Missense_Mutation SNV T G G TOB1 c.172A>C P.I58L
XH_P03 17 77080716 77080716 Silent SNV G T T ENGASE c.1539G>T P.L513L
XH_P03 17 79671676 79671676 Missense_Mutation SNV T A A MRPL12 c.275T>A P.I92N
XH_P03 19 44377599 44377599 Missense_Mutation SNV C T T ZNF404 c.758G>A P.R253Q
XH_P03 19 4546298 4546298 Splice_Site SNV A T T SEMA6B c.1680-12T>A
XH_P03 19 4817728 4817728 Missense_Mutation SNV T G G TICAM1 c.662A>C P.H221P
XH_P03 2 163059643 163059643 Missense_Mutation SNV T C C FAP c.985A>G P.T329A
XH_P03 2 181848774 181848774 Missense_Mutation SNV C G G UBE2E3 c.199C>G P.Q67E
XH_P03 2 185803076 185803076 Missense_Mutation SNV A T T ZNF804A c.2953A>T P.N985Y
XH_P03 2 96521150 96521150 Missense_Mutation SNV G A A ANKRD36C c.5957C>T P.A1986V
XH_P03 20 42789050 42789050 Splice_Site SNV G T T JPH2 c.380-3C>A
XH_P03 20 42789051 42789051 Splice_Site SNV C T T JPH2 c.380-4G>A
XH_P03 3 14964543 14964543 Splice_Site SNV G A A FGD5 c.3808-10G>A
XH_P03 3 178936091 178936091 Missense_Mutation SNV G A A PIK3CA c.1633G>A P.E545K
XH_P03 3 45134810 45134810 Missense_Mutation SNV G A A CDCP1 c.1586C>T P.S529F
XH_P03 3 50143140 50143140 Missense_Mutation SNV A G G RBM5 c.853A>G P.M285V
XH_P03 4 100824906 100824906 Missense_Mutation SNV T C C DNAJB14 c.992A>G P.N331S
XH_P03 4 17887763 17887763 Missense_Mutation SNV G A A LCORL c.704C>T P.S235F
XH_P03 5 113740517 113740517 Missense_Mutation SNV G T T KCNN2 c.965G>T P.W322L
XH_P03 5 113740518 113740518 Missense_Mutation SNV G T T KCNN2 c.966G>T P.W322C
XH_P03 5 140202741 140202741 Missense_Mutation SNV G A A PCDHA5 c.1381G>A P.V461M
XH_P03 5 92929283 92929283 Missense_Mutation SNV C T T NR2F1 c.1007C>T P.S336L
XH_P03 5 95234171 95234171 Missense_Mutation SNV G T T ELL2 c.1298C>A P.T433N
XH_P03 6 161006150 161006150 Missense_Mutation SNV C G G LPA c.4217G>C P.G1406A
XH_P03 6 42225920 42225920 Silent SNV G A A TRERF1 c.2349C>T P.N783N
XH_P03 7 135433253 135433253 Missense_Mutation SNV C A A FAM180A c.76G>T P.A26S
XH_P03 7 143043691 143043691 Silent SNV C T T CLCN1 c.2304C>T P.F768F
XH_P03 7 148506444 148506444 Missense_Mutation SNV G A A EZH2 c.2068C>T P.R690C
XH_P03 8 146032778 146032778 Silent SNV C G G ZNF517 c.456C>G P.S152S
XH_P03 9 125589002 125589002 Missense_Mutation SNV T C C PDCL c.65A>G P.D22G
XH_P03 X 147003491 147003491 Missense_Mutation SNV C T T FMR1 c.92C>T P.A31V
XH_P03 X 41088615 41088615 Missense_Mutation SNV A G G USP9X c.7171A>G P.M2391V
XH_P03 X 53563452 53563452 Missense_Mutation SNV C A A HUWE1 c.12314G>T P.S4105I
XH_P03 X 53615355 53615355 Missense_Mutation SNV G T T HUWE1 c.4601C>A P.T1534K
XH_P04 1 1653154 1653155 Splice_Site INDEL AG - - CDK11A 112-5_112-4delCT
XH_P04 1 66075632 66075632 Missense_Mutation SNV G A A LEPR c.1755G>A P.M585I
XH_P04 1 68905317 68905320 Frame_Shift_Del INDEL CTTC - - RPE65 649_652delGAA P.E217fs
XH_P04 1 91980363 91980364 Splice_Site INDEL TT - - CDC7 19-11_919-10delTT
XH_P04 11 380337 380337 Missense_Mutation SNV C G G B4GALNT4 c.2761C>G P.P921A
XH_P04 11 46717223 46717223 Missense_Mutation SNV G C C ARHGAP1 c.216C>G P.I72M
XH_P04 11 5462320 5462320 Missense_Mutation SNV C T T OR51I1 c.425G>A P.R142H
XH_P04 11 6220784 6220784 Missense_Mutation SNV G A A OR52W1 c.331G>A P.A111T
XH_P04 11 797770 797772 Missense_Mutation INDEL AAG - - PANO1 c.145_147delAAG P.K49del
XH_P04 12 111779848 111779850 Missense_Mutation INDEL ACA - - CUX2 3652_3654delAA P.N1218del
XH_P04 12 57485551 57485551 Missense_Mutation SNV C T T NAB2 c.727C>T P.R243C
XH_P04 12 78400963 78400964 Frame_Shift_Del INDEL AA - - NAV3 .1646_1647delA P.K549fs
XH_P04 14 39555003 39555003 Frame_Shift_Del INDEL G - - SEC23A c.791delC P.S264fs
XH_P04 14 51088550 51088550 Splice_Site INDEL T - - ATL1 c.991-3delT
XH_P04 15 53992072 53992073 Frame_Shift_Del INDEL TT - - WDR72 .1639_1640delA P.K547fs
XH_P04 15 62266480 62266483 Splice_Site INDEL TATT - - VPS13C 38+4_2538+7delAATA
XH_P04 16 4723530 4723530 Missense_Mutation SNV A G G MGRN1 c.827A>G P.N276S
XH_P04 16 58540824 58540824 Frame_Shift_Del INDEL G - - NDRG4 c.682delG P.V228fs
XH_P04 16 66762968 66762970 Missense_Mutation INDEL TCA - - DYNC1LI2 c.843_845delTGA P.D281del
XH_P04 17 33771703 33771703 Missense_Mutation SNV C T T SLFN13 c.997G>A P.V333M
XH_P04 17 38711735 38711735 Silent SNV G A A CCR7 c.207C>T P.I69I
XH_P04 18 21112253 21112256 Splice_Site INDEL GAGA - - NPC1 55-8_3755-5delTCTC
XH_P04 18 2739508 2739510 Missense_Mutation INDEL AGG - - SMCHD1 3506_3508delGA P.G1169del
XH_P04 18 61602442 61602442 Missense_Mutation SNV C G G SERPINB10 c.1160C>G P.T387S
XH_P04 19 22157509 22157509 Missense_Mutation SNV C A A ZNF208 c.327G>T P.E109D
XH_P04 19 52569420 52569420 Missense_Mutation SNV T C C ZNF841 c.1715A>G P.N572S
XH_P04 2 155711682 155711682 Missense_Mutation SNV A G G KCNJ3 c.1363A>G P.T455A
XH_P04 2 1796166 1796166 Missense_Mutation SNV G T T MYT1L c.3347C>A P.S1116Y
XH_P04 2 55402952 55402955 Frame_Shift_Del INDEL TGAC - - CLHC1 1366_1369delGT P.V456fs
XH_P04 2 74688843 74688844 Frame_Shift_Del INDEL AT - - MOGS .1754_1755delA P.Y585fs
XH_P04 20 35532493 35532567 Frame_Shift_Del INDEL TATTCACTCA - - SAMHD1 GTAATAAACTGA P.I499fs
XH_P04 20 60989462 60989462 Silent SNV G A A RBBP8NL c.945C>T P.S315S
XH_P04 3 52437595 52437596 Frame_Shift_Del INDEL AG - - BAP1 .1565_1566delC P.P522fs
XH_P04 4 106180824 106180826 Missense_Mutation INDEL CTT - - TET2 3854_3856delTC P.F1285del
XH_P04 4 13604703 13604703 Missense_Mutation SNV T A A BOD1L1 c.3821A>T P.H1274L
XH_P04 4 153259068 153259068 Silent SNV T C C FBXW7 c.747A>G P.K249K
XH_P04 4 187524609 187524609 Missense_Mutation SNV G A A FAT1 c.11071C>T P.H3691Y
XH_P04 5 176518670 176518673 Splice_Site INDEL CTCT - - FGFR4 04-12_604-9delCTCT
XH_P04 6 144869774 144869774 Splice_Site SNV A T T UTRN c.6596-2A>T
XH_P04 6 152668244 152668244 Missense_Mutation SNV G T T SYNE1 c.11815C>A P.L3939M
XH_P04 6 25435814 25435814 Missense_Mutation SNV T A A CARMIL1 c.353T>A P.F118Y
XH_P04 6 35392280 35392280 Missense_Mutation SNV C T T PPARD c.802C>T P.P268S
XH_P04 6 46656550 46656550 Nonsense_Mutation SNV C T T TDRD6 c.685C>T P.R229*
XH_P04 7 122338518 122338520 Missense_Mutation INDEL ACA - - RNF133 c.453_455delTGT P.V152del
XH_P04 7 134891878 134891878 Silent SNV A C C WDR91 c.588T>G P.R196R
XH_P04 7 40535940 40535940 Silent SNV G A A SUGCT c.1065G>A P.P355P
XH_P04 7 47832299 47832299 Missense_Mutation SNV T C C PKD1L1 c.8452A>G P.T2818A
XH_P04 7 99489911 99489913 Missense_Mutation INDEL AGA - - TRIM4 1376_1378delTC P.F459del
XH_P04 8 145170488 145170488 Missense_Mutation SNV C T T WDR97 c.4322C>T P.T1441M
XH_P04 8 37555654 37555654 Missense_Mutation SNV G A A ZNF703 c.1235G>A P.G412E
XH_P04 8 53062362 53062362 Missense_Mutation SNV C T T ST18 c.1982G>A P.C661Y



XH_P04 9 127262988 127262988 Missense_Mutation SNV C T T NR5A1 c.251G>A P.R84H
XH_P04 9 35684796 35684798 Missense_Mutation INDEL CCA - - TPM2 c.570_572delTGGC190_G191delinsW
XH_P04 X 105875919 105875919 Silent SNV A G G CXorf57 c.1044A>G P.K348K
XH_P04 X 37655319 37655322 Frame_Shift_Del INDEL CTTA - - CYBB .602_605delACT P.Y201fs
XH_P05 1 101196794 101196794 Silent SNV C T T VCAM1 c.1245C>T P.L415L
XH_P05 1 158435621 158435621 Silent SNV G A A OR10K1 c.270G>A P.K90K
XH_P05 1 197147562 197147562 Missense_Mutation SNV T C C ZBTB41 c.1757A>G P.H586R
XH_P05 1 204889759 204889759 Splice_Site SNV G A A NFASC c.-199-1G>A
XH_P05 1 248112802 248112802 Missense_Mutation SNV T C C OR2L8 c.643T>C P.C215R
XH_P05 1 248185319 248185319 Missense_Mutation SNV C A A OR2L5 c.70C>A P.L24I
XH_P05 10 112764539 112764539 Missense_Mutation SNV A G G SHOC2 c.1148A>G P.K383R
XH_P05 10 61834319 61834319 Missense_Mutation SNV G T T ANK3 c.6320C>A P.T2107N
XH_P05 11 108043227 108043227 Missense_Mutation SNV C G G NPAT c.2484G>C P.Q828H
XH_P05 11 14380346 14380346 Missense_Mutation SNV C T T RRAS2 c.71G>A P.G24D
XH_P05 11 65824404 65824404 Silent SNV G A A SF3B2 c.645G>A P.V215V
XH_P05 11 68846406 68846406 Missense_Mutation SNV T C C TPCN2 c.1457T>C P.L486P
XH_P05 11 95825221 95825221 Silent SNV C T T MAML2 c.1974G>A P.Q658Q
XH_P05 12 111348909 111348909 Missense_Mutation SNV A T T MYL2 c.473T>A P.I158N
XH_P05 12 133208980 133208980 Nonsense_Mutation SNV G T T POLE c.6251C>A P.S2084*
XH_P05 13 103390725 103390725 Missense_Mutation SNV A G G CCDC168 c.12322T>C P.Y4108H
XH_P05 13 103391555 103391555 Missense_Mutation SNV C T T CCDC168 c.11492G>A P.R3831Q
XH_P05 14 20404251 20404251 Silent SNV A T T OR4K1 c.426A>T P.V142V
XH_P05 15 41099840 41099840 Missense_Mutation SNV G T T ZFYVE19 c.53G>T P.C18F
XH_P05 15 41857274 41857274 Missense_Mutation SNV A T T TYRO3 c.718A>T P.N240Y
XH_P05 15 42930926 42930926 Missense_Mutation SNV C T T STARD9 c.475C>T P.R159W
XH_P05 15 51397322 51397322 Missense_Mutation SNV C A A TNFAIP8L3 c.52G>T P.A18S
XH_P05 15 72432064 72432064 Missense_Mutation SNV T C C SENP8 c.100T>C P.F34L
XH_P05 16 81295871 81295871 Missense_Mutation SNV C A A BCO1 c.454C>A P.L152M
XH_P05 17 39464717 39464717 Silent SNV G A A KRTAP16-1 c.789C>T P.I263I
XH_P05 17 43195485 43195485 Missense_Mutation SNV C A A PLCD3 c.1136G>T P.R379L
XH_P05 17 7577541 7577541 Missense_Mutation SNV T A A TP53 c.740A>T P.N247I
XH_P05 18 29972863 29972863 Missense_Mutation SNV T C C GAREM1 c.257A>G P.Y86C
XH_P05 18 76757121 76757121 Silent SNV G A A SALL3 c.3702G>A P.Q1234Q
XH_P05 19 10610202 10610202 Missense_Mutation SNV C G G KEAP1 c.508G>C P.A170P
XH_P05 19 41858919 41858921 Missense_Mutation INDEL GCG - - TGFB1 c.29_31delCGC P.P10del
XH_P05 19 42703686 42703686 Silent SNV C T T DEDD2 c.885G>A P.L295L
XH_P05 19 47258831 47258831 Missense_Mutation SNV G A A FKRP c.124G>A P.A42T
XH_P05 19 49514534 49514534 Missense_Mutation SNV T C C RUVBL2 c.866T>C P.V289A
XH_P05 19 53015366 53015366 Missense_Mutation SNV C A A ZNF578 c.1732C>A P.H578N
XH_P05 2 133075404 133075404 Frame_Shift_Del INDEL T - - ZNF806 c.866delT P.F289fs
XH_P05 2 191235749 191235749 Missense_Mutation SNV C T T INPP1 c.821C>T P.A274V
XH_P05 2 232457934 232457934 Missense_Mutation SNV G A A C2orf57 c.272G>A P.S91N
XH_P05 20 55093211 55093211 Missense_Mutation SNV G T T RTFDC1 c.901G>T P.D301Y
XH_P05 20 58440877 58440877 Missense_Mutation SNV T C C SYCP2 c.4364A>G P.K1455R
XH_P05 21 18981391 18981391 Silent SNV T C C BTG3 c.72A>G P.K24K
XH_P05 22 16287712 16287712 Missense_Mutation SNV C A A POTEH c.174G>T P.R58S
XH_P05 22 16287713 16287713 Missense_Mutation SNV C A A POTEH c.173G>T P.R58M
XH_P05 3 99513635 99513635 Missense_Mutation SNV C A A COL8A1 c.890C>A P.P297Q
XH_P05 4 6302503 6302503 Silent SNV C T T WFS1 c.981C>T P.L327L
XH_P05 4 72316208 72316208 Missense_Mutation SNV G T T SLC4A4 c.1156G>T P.D386Y
XH_P05 5 1210580 1210580 Missense_Mutation SNV C A A SLC6A19 c.365C>A P.S122Y
XH_P05 5 149375561 149375561 Frame_Shift_Del INDEL A - - TIGD6 c.351delT P.Q118fs
XH_P05 5 31302318 31302318 Missense_Mutation SNV G T T CDH6 c.912G>T P.E304D
XH_P05 5 73165977 73165977 Missense_Mutation SNV C T T ARHGEF28 c.2509C>T P.P837S
XH_P05 5 82834438 82834438 Silent SNV G A A VCAN c.5616G>A P.P1872P
XH_P05 6 117046997 117046997 Missense_Mutation SNV G T T KPNA5 c.1083G>T P.W361C
XH_P05 6 117923259 117923259 Missense_Mutation SNV C T T GOPC c.193G>A P.E65K
XH_P05 6 152651958 152651958 Missense_Mutation SNV G T T SYNE1 c.13649C>A P.T4550K
XH_P05 6 32609940 32609940 Missense_Mutation SNV A T T HLA-DQA1 c.523A>T P.S175C
XH_P05 7 149467533 149467533 Nonsense_Mutation SNV G T T ZNF467 c.147C>A P.C49*
XH_P05 7 87080969 87080969 Silent SNV A G G ABCB4 c.678T>C P.I226I
XH_P05 8 116616447 116616447 Silent SNV T A A TRPS1 c.1722A>T P.G574G
XH_P05 8 19679938 19679938 Splice_Site SNV G A A INTS10 c.442-12G>A
XH_P05 8 9437709 9437709 Missense_Mutation SNV G A A TNKS c.714G>A P.M238I
XH_P05 9 135073987 135073987 Missense_Mutation SNV T C C NTNG2 c.848T>C P.V283A
XH_P05 9 37126350 37126350 Missense_Mutation SNV G T T ZCCHC7 c.21G>T P.E7D
XH_P05 X 150869486 150869486 Missense_Mutation SNV A G G PRRG3 c.677A>G P.N226S
XH_P05 X 18220019 18220019 Nonsense_Mutation SNV C A A BEND2 c.949G>T P.E317*
XH_P05 X 46917987 46917987 Missense_Mutation SNV C A A JADE3 c.1980C>A P.N660K
XH_P05 X 9673133 9673133 Silent SNV C G G TBL1X c.1215C>G P.V405V
XH_P06 1 203154322 203154322 Missense_Mutation SNV G A A CHI3L1 c.247C>T P.L83F
XH_P06 1 237774081 237774081 Missense_Mutation SNV C T T RYR2 c.4703C>T P.A1568V
XH_P06 10 123279556 123279591 Missense_Mutation INDEL ATGTGGGGCT - - FGFR2 ATGCCCAGCCCCP.Y281_K292del
XH_P06 11 103866971 103866971 Missense_Mutation SNV T A A PDGFD c.332A>T P.Y111F
XH_P06 11 60668333 60668333 Silent SNV G A A PRPF19 c.711C>T P.I237I
XH_P06 11 62489400 62489400 Silent SNV C G G HNRNPUL2 c.1374G>C P.V458V
XH_P06 11 970204 970204 Missense_Mutation SNV T A A AP2A2 c.172T>A P.Y58N
XH_P06 13 37393812 37393812 Silent SNV T C C RFXAP c.318T>C P.A106A
XH_P06 13 50587139 50587139 Missense_Mutation SNV A G G TRIM13 c.1072A>G P.S358G
XH_P06 13 52598520 52598520 Silent SNV T C C ALG11 c.654T>C P.N218N
XH_P06 14 24040526 24040526 Nonsense_Mutation SNV G A A JPH4 c.1414C>T P.R472*
XH_P06 17 7605866 7605866 Missense_Mutation SNV G A A WRAP53 c.1160G>A P.R387H
XH_P06 19 39898700 39898700 Missense_Mutation SNV G T T ZFP36 c.360G>T P.E120D
XH_P06 19 56320517 56320517 Missense_Mutation SNV C A A NLRP11 c.1162G>T P.D388Y
XH_P06 20 34828358 34828358 Missense_Mutation SNV G A A AAR2 c.568G>A P.E190K
XH_P06 3 52441246 52441246 Missense_Mutation SNV G A A BAP1 c.524C>T P.P175L
XH_P06 4 70462079 70462079 Missense_Mutation SNV C G G UGT2A1 c.912G>C P.Q304H
XH_P06 5 140744110 140744110 Missense_Mutation SNV G T T PCDHGA5 c.213G>T P.R71S
XH_P06 5 140779426 140779426 Missense_Mutation SNV G A A PCDHGB5 c.1732G>A P.A578T
XH_P06 6 20124649 20124649 Silent SNV T C C MBOAT1 c.897A>G P.A299A
XH_P06 6 55684654 55684654 Splice_Site SNV A G G BMP5 c.491-9T>C
XH_P06 6 65622479 65622479 Missense_Mutation SNV G C C EYS c.2539C>G P.H847D
XH_P06 9 135779187 135779187 Nonsense_Mutation SNV C A A TSC1 c.2059G>T P.E687*
XH_P06 9 139744560 139744560 Frame_Shift_Ins INDEL - AG AG PHPT1 c.258_259dupGA P.K87fs
XH_P06 X 109697368 109697368 Missense_Mutation SNV C A A RGAG1 c.3523C>A P.Q1175K
XH_P06 X 125685479 125685479 Silent SNV G A A DCAF12L1 c.1113C>T P.S371S
XH_P06 X 83389787 83389787 Splice_Site SNV T C C RPS6KA6 c.646+3A>G
XH_P07 1 16474948 16474948 Frame_Shift_Ins INDEL - AGTG AGTG EPHA2 .747_748insCAC P.D250fs



XH_P07 1 24447730 24447730 Silent SNV C T T IL22RA1 c.1290G>A P.Q430Q
XH_P07 1 35580033 35580033 Missense_Mutation SNV G T T ZMYM1 c.2602G>T P.V868L
XH_P07 1 8074115 8074115 Frame_Shift_Del INDEL G - - ERRFI1 c.544delC P.L182fs
XH_P07 10 118306822 118306822 Nonsense_Mutation SNV C A A PNLIP c.63C>A P.Y21*
XH_P07 11 32635525 32635525 Missense_Mutation SNV T C C CCDC73 c.2339A>G P.N780S
XH_P07 11 61498848 61498848 Silent SNV C T T DAGLA c.909C>T P.Y303Y
XH_P07 13 28124466 28124474 Frame_Shift_Del INDEL TCACTTTAA - - LNX2 _1937+4delTTAA P.L645fs
XH_P07 16 88706365 88706365 Missense_Mutation SNV G T T IL17C c.479G>T P.R160L
XH_P07 17 76704300 76704300 Frame_Shift_Del INDEL T - - CYTH1 c.149delA P.N50fs
XH_P07 17 76993313 76993313 Missense_Mutation SNV T C C CANT1 c.392A>G P.K131R
XH_P07 17 78617539 78617539 Missense_Mutation SNV A T T RPTOR c.277A>T P.M93L
XH_P07 19 54672371 54672371 Silent SNV G A A TMC4 c.496C>T P.L166L
XH_P07 19 8167683 8167683 Missense_Mutation SNV T C C FBN3 c.5014A>G P.K1672E
XH_P07 2 166535267 166535267 Silent SNV A G G CSRNP3 c.762A>G P.A254A
XH_P07 2 1926644 1926644 Silent SNV G A A MYT1L c.897C>T P.Y299Y
XH_P07 2 209113113 209113113 Missense_Mutation SNV G A A IDH1 c.394C>T P.R132C
XH_P07 3 13417789 13417789 Splice_Site SNV G C C NUP210 c.1293+2C>G
XH_P07 3 183962425 183962425 Silent SNV C A A ALG3 c.546G>T P.G182G
XH_P07 3 52588739 52588739 Splice_Site INDEL C - - PBRM1 c.4288+1delG
XH_P07 6 36070442 36070442 Missense_Mutation SNV A C C MAPK14 c.857A>C P.Y286S
XH_P07 6 53387336 53387336 Splice_Site INDEL - A A GCLC c.151-12dupT
XH_P07 7 45701692 45701692 Missense_Mutation SNV C T T ADCY1 c.809C>T P.P270L
XH_P07 7 73449745 73449745 Splice_Site SNV G T T ELN c.133+1G>T
XH_P07 7 74105444 74105444 Splice_Site INDEL G - - GTF2I c.238+1delG
XH_P07 9 32974548 32974548 Missense_Mutation SNV A T T APTX c.824T>A P.L275H
XH_P07 X 107400378 107400378 Missense_Mutation SNV C A A COL4A6 c.4976G>T P.C1659F
XH_P08 1 10238810 10238810 Nonsense_Mutation SNV G T T UBE4B c.3634G>T P.E1212*
XH_P08 1 115256529 115256529 Missense_Mutation SNV T C C NRAS c.182A>G P.Q61R
XH_P08 1 150199097 150199097 Missense_Mutation SNV T A A ANP32E c.401A>T P.E134V
XH_P08 1 247013661 247013661 Missense_Mutation SNV C T T AHCTF1 c.5647G>A P.E1883K
XH_P08 1 27100927 27100927 Missense_Mutation SNV G T T ARID1A c.4209G>T P.Q1403H
XH_P08 10 14885378 14885378 Missense_Mutation SNV C T T HSPA14 c.230C>T P.S77L
XH_P08 11 10792125 10792125 Missense_Mutation SNV A G G CTR9 c.2318A>G P.K773R
XH_P08 11 726294 726294 Splice_Site INDEL - C C EPS8L2 c.1754-5dupC
XH_P08 12 416963 416963 Missense_Mutation SNV G A A KDM5A c.3587C>T P.S1196F
XH_P08 14 24601533 24601533 Missense_Mutation SNV G A A FITM1 c.380G>A P.R127Q
XH_P08 16 2162340 2162340 Splice_Site SNV C A A PKD1 c.3295+1G>T
XH_P08 16 30724886 30724886 Missense_Mutation SNV A T T SRCAP c.2347A>T P.M783L
XH_P08 18 52928759 52928759 Missense_Mutation SNV T C C TCF4 c.928A>G P.R310G
XH_P08 19 15852665 15852665 Missense_Mutation SNV G A A OR10H3 c.463G>A P.V155I
XH_P08 2 158115066 158115066 Missense_Mutation SNV G T T GALNT5 c.472G>T P.G158W
XH_P08 2 1652604 1652604 Missense_Mutation SNV C T T PXDN c.2948G>A P.G983D
XH_P08 2 29234310 29234310 Splice_Site SNV G A A FAM179A c.831-11G>A
XH_P08 20 45242138 45242138 Missense_Mutation SNV G A A SLC13A3 c.197C>T P.A66V
XH_P08 3 121207626 121207626 Silent SNV C T T POLQ c.4152G>A P.A1384A
XH_P08 3 140678331 140678331 Missense_Mutation SNV G T T SLC25A36 c.233G>T P.R78L
XH_P08 4 25418083 25418083 Missense_Mutation SNV T G G ANAPC4 c.1941T>G P.D647E
XH_P08 5 67576346 67576346 Splice_Site SNV A T T PIK3R1 c.635-10A>T
XH_P08 6 143081215 143081215 Silent SNV T C C HIVEP2 c.6210A>G P.L2070L
XH_P08 7 116380114 116380114 Nonsense_Mutation SNV C A A MET c.1503C>A P.Y501*
XH_P08 8 145739921 145739921 Splice_Site SNV G A A RECQL4 c.1621-12C>T
XH_P08 8 55538282 55538282 Missense_Mutation SNV C A A RP1 c.1840C>A P.H614N
XH_P08 9 2039777 2039782 Missense_Mutation INDEL CAGCAG - - SMARCA2 02_707delGCAGP.Q235_Q236del
XH_P08 X 75649221 75649221 Missense_Mutation SNV G A A MAGEE1 c.898G>A P.A300T
XH_P08 X 79932611 79932611 Missense_Mutation SNV C T T BRWD3 c.4906G>A P.V1636I
XH_P09 1 115218197 115218197 Missense_Mutation SNV C T T AMPD1 c.1732G>A P.A578T
XH_P09 1 16458604 16458637 Frame_Shift_Del INDEL AGACACCTTG - - EPHA2 TGGTCTGCAAGG P.N750fs
XH_P09 10 95518532 95518532 Silent SNV T C C LGI1 c.231T>C P.S77S
XH_P09 11 34680381 34680381 Missense_Mutation SNV A G G EHF c.737A>G P.Y246C
XH_P09 13 103301837 103301837 Splice_Site INDEL G - - TPP2 c.2952+1delG
XH_P09 13 61985922 61985922 Silent SNV G A A PCDH20 c.2310C>T P.V770V
XH_P09 14 21359882 21359882 Missense_Mutation SNV C T T RNASE3 c.37C>T P.L13F
XH_P09 14 36988440 36988440 Nonsense_Mutation SNV G T T NKX2-1 c.123C>A P.Y41*
XH_P09 14 74407706 74407706 Silent SNV G A A FAM161B c.1512C>T P.S504S
XH_P09 17 26732433 26732433 Silent SNV G A A SLC46A1 c.282C>T P.F94F
XH_P09 17 42949912 42949912 Missense_Mutation SNV A G G EFTUD2 c.791T>C P.I264T
XH_P09 17 7906389 7906389 Silent SNV G A A GUCY2D c.24G>A P.A8A
XH_P09 17 80210924 80210924 Missense_Mutation SNV C T T CSNK1D c.533G>A P.R178Q
XH_P09 18 67614640 67614640 Nonsense_Mutation SNV C A A CD226 c.3G>T P.M1?
XH_P09 19 6678196 6678196 Missense_Mutation SNV C A A C3 c.4817G>T P.G1606V
XH_P09 19 7976189 7976189 Missense_Mutation SNV G A A MAP2K7 c.958G>A P.D320N
XH_P09 2 138413101 138413101 Missense_Mutation SNV C T T THSD7B c.3976C>T P.R1326C
XH_P09 2 15618381 15618381 Missense_Mutation SNV C G G NBAS c.1116G>C P.R372S
XH_P09 21 19713841 19713841 Missense_Mutation SNV T C C TMPRSS15 c.1453A>G P.K485E
XH_P09 22 21340177 21340177 Missense_Mutation SNV C A A LZTR1 c.311C>A P.S104Y
XH_P09 3 10357042 10357042 Missense_Mutation SNV G A A SEC13 c.265C>T P.R89C
XH_P09 3 156396253 156396253 Frame_Shift_Del INDEL A - - TIPARP c.767delA P.D256fs
XH_P09 3 49739838 49739838 Splice_Site SNV G C C RNF123 c.1629G>C P.G543G
XH_P09 3 66436487 66436487 Silent SNV G A A LRIG1 c.1707C>T P.F569F
XH_P09 5 37057308 37057308 Silent SNV C A A NIPBL c.7284C>A P.L2428L
XH_P09 6 105609626 105609626 Silent SNV G T T POPDC3 c.159C>A P.V53V
XH_P09 6 129465137 129465137 Missense_Mutation SNV G A A LAMA2 c.731G>A P.R244K
XH_P09 6 131211522 131211522 Silent SNV C T T EPB41L2 c.1572G>A P.Q524Q
XH_P09 6 151130273 151130273 Frame_Shift_Ins INDEL - CCAGA CCAGA PLEKHG1 948_952dupAGA P.L318fs
XH_P09 6 34857302 34857302 Frame_Shift_Ins INDEL - GGCGGC GGCGGC ANKS1A 33_138dupGGCGP.G45_G46dup
XH_P09 6 3751754 3751754 Silent SNV C A A PXDC1 c.12G>T P.A4A
XH_P09 6 47846407 47846407 Missense_Mutation SNV C T T PTCHD4 c.2173G>A P.A725T
XH_P09 6 6152165 6152165 Silent SNV T C C F13A1 c.1926A>G P.V642V
XH_P09 7 117365321 117365321 Splice_Site SNV G A A CTTNBP2 c.4056-10C>T
XH_P09 8 113392682 113392682 Missense_Mutation SNV G T T CSMD3 c.5723C>A P.T1908K
XH_P09 8 133899201 133899201 Silent SNV A G G TG c.1584A>G P.S528S
XH_P09 8 145154262 145154262 Missense_Mutation SNV C G G SHARPIN c.840G>C P.E280D
XH_P09 X 38262901 38262901 Missense_Mutation SNV C T T OTC c.571C>T P.L191F
XH_P10 1 110085668 110085668 Missense_Mutation SNV G C C GPR61 c.24G>C P.Q8H
XH_P10 1 115456674 115456674 Splice_Site SNV T A A SYCP1 c.1718+8T>A
XH_P10 1 120384101 120384101 Missense_Mutation SNV T C C NBPF7 c.461A>G P.D154G
XH_P10 1 152276716 152276716 Nonsense_Mutation SNV G T T FLG c.10646C>A P.S3549*
XH_P10 1 153614832 153614832 Missense_Mutation SNV A T T CHTOP c.333A>T P.R111S



XH_P10 1 161693401 161693401 Silent SNV T A A FCRLB c.297T>A P.S99S
XH_P10 1 182636106 182636106 Missense_Mutation SNV T A A RGS8 c.29A>T P.N10I
XH_P10 1 184701982 184701982 Missense_Mutation SNV G C C EDEM3 c.601C>G P.P201A
XH_P10 1 201983028 201983028 Missense_Mutation SNV A T T ELF3 c.877A>T P.M293L
XH_P10 1 205132039 205132039 Splice_Site SNV A G G DSTYK c.1641+12T>C
XH_P10 1 215802332 215802332 Missense_Mutation SNV T C C USH2A c.15343A>G P.I5115V
XH_P10 1 223284802 223284802 Missense_Mutation SNV A T T TLR5 c.1572T>A P.H524Q
XH_P10 1 227170471 227170471 Splice_Site SNV A G G COQ8A c.939+7A>G
XH_P10 1 236371346 236371346 Splice_Site SNV T C C GPR137B c.1092-4T>C
XH_P10 1 236966910 236966910 Missense_Mutation SNV A T T MTR c.217A>T P.T73S
XH_P10 1 248112618 248112618 Silent SNV C A A OR2L8 c.459C>A P.I153I
XH_P10 1 2529644 2529644 Splice_Site SNV A G G MMEL1 c.1272+2T>C
XH_P10 1 4832433 4832433 Silent SNV G A A AJAP1 c.1011G>A P.S337S
XH_P10 1 89426907 89426907 Missense_Mutation SNV T C C KYAT3 c.730A>G P.I244V
XH_P10 1 9323763 9323763 Missense_Mutation SNV A G G H6PD c.1244A>G P.H415R
XH_P10 10 103899315 103899315 Silent SNV G T T PPRC1 c.1050G>T P.G350G
XH_P10 10 120445656 120445656 Missense_Mutation SNV G A A CACUL1 c.1094C>T P.S365F
XH_P10 10 15614215 15614215 Missense_Mutation SNV T A A ITGA8 c.2587A>T P.I863L
XH_P10 10 16960680 16960680 Missense_Mutation SNV A G G CUBN c.6941T>C P.L2314S
XH_P10 10 17087135 17087135 Silent SNV G A A CUBN c.3543C>T P.Y1181Y
XH_P10 11 113092057 113092057 Splice_Site SNV A G G NCAM1 c.1089+10A>G
XH_P10 11 14515222 14515222 Silent SNV T G G COPB1 c.457A>C P.R153R
XH_P10 11 57995931 57995931 Silent SNV G A A OR10Q1 c.417C>T P.I139I
XH_P10 11 68696655 68696655 Silent SNV G T T IGHMBP2 c.1065G>T P.A355A
XH_P10 11 8476297 8476297 Missense_Mutation SNV G C C STK33 c.657C>G P.N219K
XH_P10 11 94704658 94704658 Splice_Site SNV T C C CWC15 c.132-7A>G
XH_P10 12 119594505 119594505 Missense_Mutation SNV C T T SRRM4 c.1738C>T P.R580C
XH_P10 12 120574327 120574327 Silent SNV T C C GCN1 c.6987A>G P.T2329T
XH_P10 12 124887114 124887114 Splice_Site SNV G C C NCOR2 c.1480-7C>G
XH_P10 12 133254232 133254232 Missense_Mutation SNV T A A POLE c.652A>T P.I218F
XH_P10 12 14591213 14591213 Splice_Site SNV G A A ATF7IP c.1926+12G>A
XH_P10 12 20893226 20893226 Missense_Mutation SNV T C C SLCO1C1 c.1303T>C P.Y435H
XH_P10 12 250375 250375 Silent SNV C A A IQSEC3 c.2077C>A P.R693R
XH_P10 12 48737351 48737351 Frame_Shift_Del INDEL G - - ZNF641 c.680delC P.P227fs
XH_P10 12 54932678 54932678 Missense_Mutation SNV T A A NCKAP1L c.3044T>A P.V1015D
XH_P10 12 5674825 5674825 Nonsense_Mutation SNV T A A ANO2 c.2641A>T P.K881*
XH_P10 12 62932235 62932235 Missense_Mutation SNV C T T MON2 c.2314C>T P.L772F
XH_P10 12 6946165 6946165 Missense_Mutation SNV G A A P3H3 c.1472G>A P.G491E
XH_P10 12 69759596 69759596 Missense_Mutation SNV A G G YEATS4 c.265A>G P.T89A
XH_P10 13 33333804 33333804 Missense_Mutation SNV G C C PDS5B c.3348G>C P.M1116I
XH_P10 13 38213401 38213401 Missense_Mutation SNV T A A TRPC4 c.2115A>T P.Q705H
XH_P10 14 105174894 105174894 Silent SNV G T T INF2 c.1857G>T P.V619V
XH_P10 14 105615377 105615377 Silent SNV T A A JAG2 c.1803A>T P.A601A
XH_P10 14 31819042 31819042 Silent SNV T A A HEATR5A c.2661A>T P.V887V
XH_P10 14 55462343 55462343 Silent SNV T A A WDHD1 c.762A>T P.L254L
XH_P10 14 64194406 64194406 Missense_Mutation SNV G A A SGPP1 c.257C>T P.P86L
XH_P10 14 78365505 78365505 Missense_Mutation SNV A C C ADCK1 c.441A>C P.E147D
XH_P10 14 94756345 94756345 Missense_Mutation SNV G A A SERPINA10 c.586C>T P.R196C
XH_P10 15 31362097 31362097 Missense_Mutation SNV T C C TRPM1 c.350A>G P.Q117R
XH_P10 15 43269043 43269043 Missense_Mutation SNV G A A UBR1 c.4241C>T P.P1414L
XH_P10 15 51687131 51687131 Missense_Mutation SNV G C C GLDN c.641G>C P.G214A
XH_P10 15 64015465 64015465 Missense_Mutation SNV C G G HERC1 c.3658G>C P.V1220L
XH_P10 15 68599767 68599767 Frame_Shift_Del INDEL G - - ITGA11 c.3300delC P.M1101fs
XH_P10 15 73075906 73075906 Missense_Mutation SNV G A A ADPGK c.127C>T P.P43S
XH_P10 15 74327873 74327873 Missense_Mutation SNV G A A PML c.2071G>A P.V691I
XH_P10 15 92459396 92459396 Frame_Shift_Del INDEL G - - SLCO3A1 c.356delG P.G119fs
XH_P10 16 25251928 25251928 Nonsense_Mutation SNV T A A ZKSCAN2 c.2113A>T P.K705*
XH_P10 16 31447482 31447482 Missense_Mutation SNV T A A ZNF843 c.689A>T P.Q230L
XH_P10 16 47497784 47497784 Splice_Site SNV A G G PHKB c.-57-9A>G
XH_P10 16 57690174 57690174 Missense_Mutation SNV G T T ADGRG1 c.1054G>T P.D352Y
XH_P10 16 62055223 62055223 Missense_Mutation SNV T A A CDH8 c.85A>T P.M29L
XH_P10 16 84188387 84188387 Silent SNV G A A DNAAF1 c.558G>A P.K186K
XH_P10 17 10210383 10210383 Splice_Site SNV T A A MYH13 c.5170-2A>T
XH_P10 17 11845672 11845672 Missense_Mutation SNV T A A DNAH9 c.12713T>A P.I4238N
XH_P10 17 29622292 29622292 Missense_Mutation SNV A G G OMG c.1058T>C P.L353P
XH_P10 17 35736272 35736272 Silent SNV C T T C17orf78 c.343C>T P.L115L
XH_P10 17 42432372 42432372 Missense_Mutation SNV T A A FAM171A2 c.1210A>T P.S404C
XH_P10 17 45043999 45043999 Missense_Mutation SNV G T T GOSR2 c.683G>T P.S228I
XH_P10 17 56296840 56296840 Silent SNV G A A MKS1 c.33C>T P.R11R
XH_P10 17 62499104 62499104 Missense_Mutation SNV C T T DDX5 c.923G>A P.S308N
XH_P10 17 66347754 66347754 Missense_Mutation SNV A T T ARSG c.493A>T P.M165L
XH_P10 17 7578176 7578176 Splice_Site SNV C T T TP53 c.672+1G>A
XH_P10 17 76498683 76498683 Missense_Mutation SNV T C C DNAH17 c.5180A>G P.N1727S
XH_P10 17 79254487 79254487 Missense_Mutation SNV A C C SLC38A10 c.548T>G P.L183R
XH_P10 17 79254488 79254488 Missense_Mutation SNV G C C SLC38A10 c.547C>G P.L183V
XH_P10 18 10770301 10770301 Missense_Mutation SNV T A A PIEZO2 c.2716A>T P.R906W
XH_P10 18 30257200 30257200 Missense_Mutation SNV C A A KLHL14 c.1682G>T P.S561I
XH_P10 18 47390570 47390570 Missense_Mutation SNV G C C MYO5B c.3784C>G P.L1262V
XH_P10 18 48255980 48255980 Missense_Mutation SNV C G G MAPK4 c.887C>G P.A296G
XH_P10 18 67741193 67741193 Silent SNV A T T RTTN c.1866T>A P.S622S
XH_P10 18 77728085 77728085 Splice_Site SNV G T T HSBP1L1 c.119-4G>T
XH_P10 19 10397892 10397892 Silent SNV T C C ICAM4 c.204T>C P.N68N
XH_P10 19 12978664 12978664 Silent SNV C T T MAST1 c.2439C>T P.D813D
XH_P10 19 16003156 16003156 Missense_Mutation SNV T A A CYP4F2 c.488A>T P.Y163F
XH_P10 19 35434352 35434352 Missense_Mutation SNV A G G ZNF30 c.485A>G P.H162R
XH_P10 19 36505084 36505084 Missense_Mutation SNV C A A ALKBH6 c.52G>T P.G18C
XH_P10 19 36507099 36507099 Nonsense_Mutation SNV G T T CLIP3 c.1605C>A P.C535*
XH_P10 19 3831759 3831759 Missense_Mutation SNV T A A ZFR2 c.497A>T P.Y166F
XH_P10 19 4409468 4409468 Silent SNV T C C CHAF1A c.672T>C P.S224S
XH_P10 19 45667416 45667416 Splice_Site SNV C A A TRAPPC6A c.354+6G>T
XH_P10 19 50209346 50209346 Missense_Mutation SNV T G G CPT1C c.1112T>G P.L371R
XH_P10 19 55340876 55340876 Missense_Mutation SNV T A A KIR3DL1 c.1061T>A P.L354H
XH_P10 19 56203380 56203380 Silent SNV A T T EPN1 c.1281A>T P.A427A
XH_P10 19 58500056 58500056 Missense_Mutation SNV A T T ZNF606 c.211T>A P.F71I
XH_P10 2 122106163 122106163 Silent SNV C T T CLASP1 c.4161G>A P.Q1387Q
XH_P10 2 128522477 128522477 Missense_Mutation SNV T A A WDR33 c.551A>T P.Y184F
XH_P10 2 157186393 157186393 Silent SNV T C C NR4A2 c.306A>G P.Q102Q
XH_P10 2 175292572 175292572 Missense_Mutation SNV A C C SCRN3 c.1203A>C P.K401N



XH_P10 2 196825613 196825613 Silent SNV A T T DNAH7 c.2262T>A P.P754P
XH_P10 2 20840859 20840859 Missense_Mutation SNV G C C HS1BP3 c.280C>G P.P94A
XH_P10 2 238267714 238267714 Silent SNV A T T COL6A3 c.6372T>A P.P2124P
XH_P10 2 39931321 39931321 Missense_Mutation SNV G C C TMEM178A c.501G>C P.E167D
XH_P10 2 46739679 46739679 Missense_Mutation SNV C G G ATP6V1E2 c.172G>C P.E58Q
XH_P10 2 61605547 61605547 Missense_Mutation SNV T C C USP34 c.1027A>G P.T343A
XH_P10 2 98906978 98906978 Missense_Mutation SNV A T T VWA3B c.3050A>T P.Q1017L
XH_P10 20 20505548 20505548 Splice_Site SNV T A A RALGAPA2 c.3694-6A>T
XH_P10 20 36784376 36784376 Silent SNV C A A TGM2 c.306G>T P.L102L
XH_P10 20 57599042 57599042 Missense_Mutation SNV T A A TUBB1 c.560T>A P.L187Q
XH_P10 21 11049611 11049611 Missense_Mutation SNV A G G BAGE2 c.290T>C P.M97T
XH_P10 22 18095623 18095623 Silent SNV A G G ATP6V1E1 c.165T>C P.N55N
XH_P10 22 18387485 18387485 Missense_Mutation SNV G C C MICAL3 c.385C>G P.L129V
XH_P10 22 19484972 19484972 Splice_Site SNV T C C CDC45 c.749+2T>C
XH_P10 22 19484974 19484974 Splice_Site SNV C T T CDC45 c.749+4C>T
XH_P10 22 33245528 33245528 Splice_Site INDEL A - - TIMP3 c.204+8delA
XH_P10 22 36902196 36902196 Missense_Mutation SNV C T T FOXRED2 c.274G>A P.E92K
XH_P10 22 45972975 45972975 Missense_Mutation SNV C G G FBLN1 c.1959C>G P.D653E
XH_P10 3 145791075 145791075 Missense_Mutation SNV T A A PLOD2 c.1679A>T P.Q560L
XH_P10 3 14964552 14964552 Splice_Site SNV G A A FGD5 c.3808-1G>A
XH_P10 3 164786622 164786622 Splice_Site SNV T A A SI c.374-3A>T
XH_P10 3 180324162 180324162 Splice_Site SNV T C C TTC14 c.1049+2T>C
XH_P10 3 189691695 189691695 Splice_Site SNV T A A P3H2 c.1548+3A>T
XH_P10 3 195497151 195497151 Missense_Mutation SNV G A A MUC4 c.11117C>T P.A3706V
XH_P10 3 38833611 38833611 Missense_Mutation SNV T A A SCN10A c.319A>T P.T107S
XH_P10 3 42261087 42261087 Missense_Mutation SNV A C C TRAK1 c.2065A>C P.S689R
XH_P10 3 44402962 44402962 Missense_Mutation SNV G A A TCAIM c.271G>A P.E91K
XH_P10 3 44879864 44879864 Missense_Mutation SNV A T T KIF15 c.3269A>T P.Q1090L
XH_P10 3 58398686 58398686 Silent SNV A G G PXK c.1470A>G P.T490T
XH_P10 3 71823611 71823611 Silent SNV G A A PROK2 c.270C>T P.S90S
XH_P10 4 38830955 38830955 Frame_Shift_Del INDEL G - - TLR6 c.140delC P.P47fs
XH_P10 4 668024 668024 Missense_Mutation SNV C T T ATP5I c.13G>A P.V5M
XH_P10 4 72994513 72994513 Missense_Mutation SNV A G G NPFFR2 c.214A>G P.I72V
XH_P10 4 80328611 80328611 Silent SNV C A A GK2 c.744G>T P.L248L
XH_P10 5 11199654 11199654 Missense_Mutation SNV A T T CTNND2 c.1608T>A P.D536E
XH_P10 5 113740320 113740320 Silent SNV T C C KCNN2 c.768T>C P.I256I
XH_P10 5 140175455 140175455 Silent SNV C T T PCDHA2 c.906C>T P.I302I
XH_P10 5 140777949 140777949 Silent SNV T A A PCDHGB5 c.255T>A P.L85L
XH_P10 5 156907988 156907988 Missense_Mutation SNV C G G ADAM19 c.2726G>C P.R909T
XH_P10 5 156929868 156929868 Silent SNV C G G ADAM19 c.1251G>C P.R417R
XH_P10 5 23523476 23523476 Splice_Site SNV A G G PRDM9 c.950+9A>G
XH_P10 5 95084136 95084136 Missense_Mutation SNV A T T RHOBTB3 c.515A>T P.Y172F
XH_P10 6 108882753 108882753 Silent SNV C G G FOXO3 c.342C>G P.T114T
XH_P10 6 117700231 117700231 Missense_Mutation SNV C A A ROS1 c.2588G>T P.R863L
XH_P10 6 12125566 12125566 Missense_Mutation SNV T G G HIVEP1 c.5538T>G P.F1846L
XH_P10 6 130497044 130497044 Missense_Mutation SNV T C C SAMD3 c.764A>G P.Q255R
XH_P10 6 132910082 132910082 Missense_Mutation SNV T A A TAAR5 c.744A>T P.R248S
XH_P10 6 161653213 161653213 Silent SNV G A A AGPAT4 c.33C>T P.F11F
XH_P10 6 166720756 166720756 Missense_Mutation SNV A C C PRR18 c.875T>G P.L292R
XH_P10 6 25862217 25862217 Missense_Mutation SNV A G G SLC17A3 c.344T>C P.I115T
XH_P10 6 43030851 43030851 Missense_Mutation SNV A T T KLC4 c.455A>T P.Q152L
XH_P10 6 4999080 4999080 Splice_Site SNV A G G RPP40 c.365-5T>C
XH_P10 6 97001277 97001277 Silent SNV A G G UFL1 c.2283A>G P.Q761Q
XH_P10 6 99365567 99365567 Missense_Mutation SNV T C C FBXL4 c.541A>G P.T181A
XH_P10 7 102016347 102016347 Silent SNV A C C LOC100289561 c.93A>C P.I31I
XH_P10 7 104749493 104749493 Missense_Mutation SNV C G G KMT2E c.3573C>G P.S1191R
XH_P10 7 107735780 107735780 Missense_Mutation SNV A T T LAMB4 c.1363T>A P.C455S
XH_P10 7 114655782 114655782 Missense_Mutation SNV A T T MDFIC c.534A>T P.E178D
XH_P10 7 129474788 129474788 Missense_Mutation SNV T C C UBE2H c.331A>G P.M111V
XH_P10 7 143792541 143792541 Nonsense_Mutation SNV T A A OR2A12 c.341T>A P.L114*
XH_P10 7 149506250 149506250 Missense_Mutation SNV G T T SSPO c.9240G>T P.Q3080H
XH_P10 7 1785003 1785003 Silent SNV T A A ELFN1 c.771T>A P.A257A
XH_P10 7 5372637 5372637 Silent SNV C A A TNRC18 c.5763G>T P.V1921V
XH_P10 7 5983029 5983029 Missense_Mutation SNV C T T RSPH10B c.1684G>A P.A562T
XH_P10 7 82586052 82586052 Missense_Mutation SNV G C C PCLO c.4217C>G P.P1406R
XH_P10 7 99688069 99688069 Frame_Shift_Del INDEL G - - COPS6 c.387delG P.P130fs
XH_P10 7 99696202 99696202 Missense_Mutation SNV T C C MCM7 c.191A>G P.H64R
XH_P10 8 103324475 103324475 Splice_Site SNV T C C UBR5 c.2152-2A>G
XH_P10 8 10465144 10465144 Missense_Mutation SNV C G G RP1L1 c.6464G>C P.G2155A
XH_P10 8 110452977 110452977 Missense_Mutation SNV T A A PKHD1L1 c.3995T>A P.V1332E
XH_P10 8 110587217 110587217 Missense_Mutation SNV T C C SYBU c.1907A>G P.Y636C
XH_P10 8 57219372 57219372 Nonsense_Mutation SNV A T T SDR16C5 c.573T>A P.C191*
XH_P10 8 70650421 70650421 Missense_Mutation SNV A G G SLCO5A1 c.1277T>C P.V426A
XH_P10 8 9473163 9473163 Missense_Mutation SNV C T T TNKS c.970C>T P.P324S
XH_P10 9 104432937 104432937 Missense_Mutation SNV T A A GRIN3A c.1757A>T P.K586M
XH_P10 9 111745457 111745457 Missense_Mutation SNV T C C CTNNAL1 c.868A>G P.I290V
XH_P10 9 111909481 111909481 Splice_Site SNV A T T FRRS1L c.477-12T>A
XH_P10 9 114820713 114820713 Missense_Mutation SNV T C C SUSD1 c.2104A>G P.N702D
XH_P10 9 131825873 131825873 Missense_Mutation SNV G A A MIGA2 c.1133G>A P.R378Q
XH_P10 9 133235846 133235846 Silent SNV C G G HMCN2 c.4131C>G P.V1377V
XH_P10 9 136131555 136131567 Frame_Shift_Del INDEL GCGCATGGA - - ABO 560delTGTCCATG P.V183fs
XH_P10 9 137694778 137694778 Silent SNV T A A COL5A1 c.3051T>A P.P1017P
XH_P10 9 21971209 21971209 Splice_Site SNV T A A CDKN2A c.151-2A>T
XH_P10 9 72000810 72000810 Missense_Mutation SNV C A A FAM189A2 c.803C>A P.P268H
XH_P10 9 847135 847135 Missense_Mutation SNV C T T DMRT1 c.530C>T P.A177V
XH_P10 X 117707935 117707935 Missense_Mutation SNV C A A DOCK11 c.1343C>A P.S448Y
XH_P10 X 118679419 118679419 Splice_Site SNV T A A CXorf56 c.137+7A>T
XH_P10 X 118759344 118759344 Splice_Site SNV T C C SEPT6 c.1281-2A>G
XH_P10 X 14868754 14868754 Missense_Mutation SNV C A A FANCB c.1369G>T P.V457F
XH_P10 X 152686563 152686563 Missense_Mutation SNV A C C ZFP92 c.728A>C P.K243T
XH_P10 X 153209551 153209551 Missense_Mutation SNV A G G RENBP c.194T>C P.V65A
XH_P10 X 49075334 49075334 Splice_Site SNV T C C CACNA1F c.2733+7A>G
XH_P10 X 6452079 6452079 Missense_Mutation SNV G C C VCX3A c.268C>G P.P90A
XH_P11 1 10327436 10327436 Splice_Site SNV A T T KIF1B c.430-2A>T
XH_P11 1 103404615 103404615 Silent SNV G C C COL11A1 c.3297C>G P.G1099G
XH_P11 1 108145666 108145666 Splice_Site SNV T A A VAV3 c.452+3A>T
XH_P11 1 11008434 11008434 Silent SNV C T T C1orf127 c.1758G>A P.E586E
XH_P11 1 110466115 110466115 Missense_Mutation SNV T A A CSF1 c.872T>A P.M291K



XH_P11 1 110580561 110580561 Nonsense_Mutation SNV A T T STRIP1 c.229A>T P.K77*
XH_P11 1 110655275 110655275 Missense_Mutation SNV A T T UBL4B c.119A>T P.Q40L
XH_P11 1 110925532 110925532 Missense_Mutation SNV A T T SLC16A4 c.144T>A P.F48L
XH_P11 1 114184577 114184577 Missense_Mutation SNV A T T MAGI3 c.1405A>T P.T469S
XH_P11 1 118533485 118533485 Missense_Mutation SNV T A A SPAG17 c.5520A>T P.E1840D
XH_P11 1 118596689 118596689 Missense_Mutation SNV A T T SPAG17 c.2750T>A P.I917K
XH_P11 1 120168570 120168570 Missense_Mutation SNV G A A ZNF697 c.154C>T P.H52Y
XH_P11 1 12032972 12032972 Missense_Mutation SNV A T T PLOD1 c.1946A>T P.E649V
XH_P11 1 12089129 12089129 Missense_Mutation SNV A T T MIIP c.587A>T P.E196V
XH_P11 1 145304601 145304601 Missense_Mutation SNV A T T NBPF10 c.1534A>T P.I512F
XH_P11 1 147381324 147381324 Missense_Mutation SNV A T T GJA8 c.1242A>T P.R414S
XH_P11 1 152283052 152283052 Missense_Mutation SNV C T T FLG c.4310G>A P.R1437H
XH_P11 1 153662818 153662818 Missense_Mutation SNV T A A NPR1 c.2991T>A P.D997E
XH_P11 1 158906786 158906786 Missense_Mutation SNV T A A PYHIN1 c.86T>A P.L29Q
XH_P11 1 159023358 159023358 Silent SNV A T T IFI16 c.1953A>T P.I651I
XH_P11 1 161277194 161277194 Missense_Mutation SNV T A A MPZ c.88A>T P.I30F
XH_P11 1 162731053 162731053 Missense_Mutation SNV A T T DDR2 c.908A>T P.Q303L
XH_P11 1 166987164 166987164 Nonsense_Mutation SNV A T T MAEL c.916A>T P.K306*
XH_P11 1 167992297 167992297 Splice_Site SNV A T T DCAF6 c.1516+12A>T
XH_P11 1 171763626 171763626 Missense_Mutation SNV A T T METTL13 c.1316A>T P.Q439L
XH_P11 1 176934382 176934382 Splice_Site SNV A C C ASTN1 c.1524-9T>G
XH_P11 1 179815653 179815653 Silent SNV G A A TOR1AIP2 c.966C>T P.S322S
XH_P11 1 179966255 179966255 Silent SNV A C C CEP350 c.963A>C P.S321S
XH_P11 1 186876132 186876132 Splice_Site SNV T A A PLA2G4A c.414T>A P.V138V
XH_P11 1 192321220 192321220 Missense_Mutation SNV T A A RGS21 c.132T>A P.S44R
XH_P11 1 198713229 198713229 Missense_Mutation SNV T A A PTPRC c.2261T>A P.F754Y
XH_P11 1 20097951 20097951 Silent SNV T A A TMCO4 c.204A>T P.A68A
XH_P11 1 201054691 201054691 Silent SNV C A A CACNA1S c.1023G>T P.R341R
XH_P11 1 203144581 203144581 Missense_Mutation SNV T A A MYBPH c.214A>T P.S72C
XH_P11 1 204985459 204985459 Missense_Mutation SNV A T T NFASC c.3515A>T P.Q1172L
XH_P11 1 206649519 206649519 Splice_Site SNV C T T IKBKE c.359-5C>T
XH_P11 1 206772913 206772913 Missense_Mutation SNV T A A EIF2D c.734A>T P.E245V
XH_P11 1 207134144 207134144 Silent SNV T A A FCAMR c.1077A>T P.I359I
XH_P11 1 207697162 207697162 Missense_Mutation SNV T G G CR1 c.694T>G P.C232G
XH_P11 1 21903087 21903087 Missense_Mutation SNV A C C ALPL c.1262A>C P.Y421S
XH_P11 1 223567317 223567317 Missense_Mutation SNV A T T CCDC185 c.500A>T P.Q167L
XH_P11 1 223984215 223984215 Nonsense_Mutation SNV T A A TP53BP2 c.2026A>T P.K676*
XH_P11 1 223986038 223986038 Silent SNV G A A TP53BP2 c.1827C>T P.T609T
XH_P11 1 223991121 223991121 Missense_Mutation SNV T A A TP53BP2 c.683A>T P.Q228L
XH_P11 1 225305581 225305581 Splice_Site SNV A T T DNAH14 c.3973-2A>T
XH_P11 1 225533711 225533711 Nonsense_Mutation SNV A T T DNAH14 c.10447A>T P.K3483*
XH_P11 1 228412198 228412198 Silent SNV A C C OBSCN c.2692A>C P.R898R
XH_P11 1 228431079 228431079 Missense_Mutation SNV A T T OBSCN c.3125A>T P.Q1042L
XH_P11 1 228494079 228494079 Missense_Mutation SNV A T T OBSCN c.11666A>T P.Q3889L
XH_P11 1 22852727 22852727 Silent SNV A T T ZBTB40 c.3558A>T P.T1186T
XH_P11 1 228563859 228563859 Missense_Mutation SNV T A A OBSCN c.22937T>A P.L7646Q
XH_P11 1 228646135 228646135 Missense_Mutation SNV T A A HIST3H2BB c.305T>A P.L102Q
XH_P11 1 237550652 237550652 Silent SNV A T T RYR2 c.648A>T P.P216P
XH_P11 1 237789049 237789049 Silent SNV A G G RYR2 c.6111A>G P.T2037T
XH_P11 1 243229377 243229377 Splice_Site SNV T A A LINC01347 n.2507A>T
XH_P11 1 243329015 243329015 Missense_Mutation SNV T A A CEP170 c.1953A>T P.Q651H
XH_P11 1 24448020 24448020 Missense_Mutation SNV T A A IL22RA1 c.1000A>T P.I334F
XH_P11 1 245851517 245851517 Missense_Mutation SNV A T T KIF26B c.5232A>T P.R1744S
XH_P11 1 246797883 246797883 Missense_Mutation SNV A T T CNST c.812A>T P.H271L
XH_P11 1 248309085 248309085 Silent SNV A T T OR2M5 c.636A>T P.A212A
XH_P11 1 248343805 248343805 Missense_Mutation SNV A T T OR2M2 c.518A>T P.E173V
XH_P11 1 248636880 248636880 Missense_Mutation SNV A T T OR2T3 c.229A>T P.M77L
XH_P11 1 26526403 26526403 Missense_Mutation SNV A T T CATSPER4 c.841A>T P.I281F
XH_P11 1 26672425 26672425 Missense_Mutation SNV C A A AIM1L c.724G>T P.V242L
XH_P11 1 26688660 26688660 Missense_Mutation SNV A T T ZNF683 c.1150T>A P.W384R
XH_P11 1 33060697 33060697 Missense_Mutation SNV A T T ZBTB8A c.866A>T P.H289L
XH_P11 1 3334551 3334551 Missense_Mutation SNV T A A PRDM16 c.2851T>A P.Y951N
XH_P11 1 3425710 3425710 Missense_Mutation SNV T A A MEGF6 c.1457A>T P.Q486L
XH_P11 1 37325569 37325569 Missense_Mutation SNV A T T GRIK3 c.836T>A P.L279Q
XH_P11 1 40236825 40236825 Missense_Mutation SNV T A A OXCT2 c.103A>T P.S35C
XH_P11 1 40756575 40756575 Missense_Mutation SNV A T T ZMPSTE24 c.1109A>T P.K370M
XH_P11 1 44595497 44595497 Missense_Mutation SNV T A A KLF17 c.554T>A P.V185E
XH_P11 1 45469920 45469920 Missense_Mutation SNV T A A HECTD3 c.2272A>T P.T758S
XH_P11 1 4772061 4772061 Missense_Mutation SNV T A A AJAP1 c.131T>A P.L44Q
XH_P11 1 54262715 54262715 Missense_Mutation SNV T A A NDC1 c.1205A>T P.D402V
XH_P11 1 59125755 59125755 Missense_Mutation SNV T C C MYSM1 c.2401A>G P.I801V
XH_P11 1 65858280 65858280 Silent SNV A T T DNAJC6 c.1635A>T P.P545P
XH_P11 1 67313226 67313226 Missense_Mutation SNV A T T WDR78 c.1232T>A P.L411Q
XH_P11 1 67560969 67560969 Silent SNV T A A C1orf141 c.552A>T P.P184P
XH_P11 1 74832999 74832999 Missense_Mutation SNV T A A FPGT-TNNI3K c.1579T>A P.C527S
XH_P11 1 75108743 75108743 Missense_Mutation SNV A C C ERICH3 c.283T>G P.L95V
XH_P11 1 85583420 85583420 Missense_Mutation SNV T A A WDR63 c.1678T>A P.L560I
XH_P11 1 87045812 87045812 Silent SNV A T T CLCA4 c.2544A>T P.I848I
XH_P11 1 91733321 91733321 Silent SNV A T T HFM1 c.3864T>A P.T1288T
XH_P11 1 92646194 92646194 Missense_Mutation SNV A T T KIAA1107 c.1415A>T P.Q472L
XH_P11 10 100150374 100150374 Missense_Mutation SNV C T T PYROXD2 c.1273G>A P.D425N
XH_P11 10 102056727 102056727 Splice_Site SNV T A A PKD2L1 c.1044+10A>T
XH_P11 10 112581358 112581358 Missense_Mutation SNV A T T RBM20 c.2981A>T P.D994V
XH_P11 10 118364969 118364969 Missense_Mutation SNV A T T PNLIPRP1 c.1244A>T P.K415I
XH_P11 10 121335228 121335228 Silent SNV T A A TIAL1 c.1128A>T P.I376I
XH_P11 10 121411297 121411297 Missense_Mutation SNV C A A BAG3 c.110C>A P.P37H
XH_P11 10 123847226 123847226 Silent SNV A T T TACC2 c.5211A>T P.A1737A
XH_P11 10 129904062 129904062 Silent SNV T A A MKI67 c.4962A>T P.P1654P
XH_P11 10 135015264 135015264 Silent SNV A T T KNDC1 c.3249A>T P.P1083P
XH_P11 10 24873923 24873923 Silent SNV T A A ARHGAP21 c.5295A>T P.I1765I
XH_P11 10 25284682 25284682 Missense_Mutation SNV T A A ENKUR c.154A>T P.I52F
XH_P11 10 31810285 31810285 Silent SNV A T T ZEB1 c.1974A>T P.T658T
XH_P11 10 32580144 32580144 Missense_Mutation SNV T A A EPC1 c.922A>T P.S308C
XH_P11 10 34630694 34630694 Missense_Mutation SNV T G G PARD3 c.2269A>C P.I757L
XH_P11 10 43292911 43292911 Missense_Mutation SNV G C C BMS1 c.2029G>C P.E677Q
XH_P11 10 45956744 45956744 Missense_Mutation SNV T A A MARCH8 c.358A>T P.T120S
XH_P11 10 50151412 50151412 Missense_Mutation SNV T A A WDFY4 c.7667T>A P.L2556H
XH_P11 10 51769402 51769402 Missense_Mutation SNV A T T AGAP6 c.1517A>T P.H506L



XH_P11 10 63983070 63983070 Silent SNV T A A RTKN2 c.708A>T P.L236L
XH_P11 10 69750720 69750720 Missense_Mutation SNV C T T HERC4 c.1384G>A P.A462T
XH_P11 10 69991121 69991121 Missense_Mutation SNV T A A ATOH7 c.314A>T P.E105V
XH_P11 10 70141012 70141012 Missense_Mutation SNV T A A RUFY2 c.982A>T P.I328L
XH_P11 10 70863725 70863725 Missense_Mutation SNV G T T SRGN c.326G>T P.G109V
XH_P11 10 78669774 78669774 Missense_Mutation SNV C T T KCNMA1 c.2935G>A P.A979T
XH_P11 10 78761335 78761335 Missense_Mutation SNV T A A KCNMA1 c.2096A>T P.K699M
XH_P11 10 85992497 85992497 Missense_Mutation SNV T A A LRIT1 c.1058A>T P.E353V
XH_P11 10 88418450 88418450 Splice_Site SNV T A A OPN4 c.661+6T>A
XH_P11 10 90486632 90486632 Silent SNV T C C LIPK c.186T>C P.Y62Y
XH_P11 10 94230081 94230081 Missense_Mutation SNV T G G IDE c.473A>C P.K158T
XH_P11 11 102100651 102100651 Missense_Mutation SNV A T T YAP1 c.1333A>T P.S445C
XH_P11 11 1078540 1078540 Missense_Mutation SNV T A A MUC2 c.748T>A P.C250S
XH_P11 11 118038791 118038791 Splice_Site SNV A T T SCN2B c.448+9T>A
XH_P11 11 118509703 118509703 Nonsense_Mutation SNV T A A PHLDB1 c.2630T>A P.L877*
XH_P11 11 123479435 123479435 Missense_Mutation SNV G T T GRAMD1B c.1174G>T P.V392L
XH_P11 11 123894400 123894400 Missense_Mutation SNV C G G OR10G9 c.681C>G P.I227M
XH_P11 11 124551301 124551301 Silent SNV A G G SPA17 c.171A>G P.P57P
XH_P11 11 17653625 17653625 Splice_Site SNV A T T OTOG c.6970-10A>T
XH_P11 11 30358143 30358143 Missense_Mutation SNV A C C ARL14EP c.584A>C P.Y195S
XH_P11 11 376697 376697 Missense_Mutation SNV T A A B4GALNT4 c.1574T>A P.V525E
XH_P11 11 49974217 49974217 Silent SNV A T T OR4C13 c.243A>T P.T81T
XH_P11 11 55541348 55541348 Silent SNV T A A OR5D13 c.435T>A P.L145L
XH_P11 11 5626603 5626603 Missense_Mutation SNV G C C TRIM6 c.640G>C P.E214Q
XH_P11 11 56467921 56467921 Missense_Mutation SNV C T T OR9G9 c.58C>T P.P20S
XH_P11 11 57099227 57099227 Missense_Mutation SNV C T T SSRP1 c.1138G>A P.A380T
XH_P11 11 5878235 5878235 Missense_Mutation SNV A T T OR52E8 c.698T>A P.L233Q
XH_P11 11 63283171 63283171 Nonsense_Mutation SNV C T T LGALS12 c.853C>T P.Q285*
XH_P11 11 65325201 65325201 Missense_Mutation SNV T A A LTBP3 c.230A>T P.K77M
XH_P11 11 65350003 65350003 Silent SNV A T T EHBP1L1 c.1860A>T P.S620S
XH_P11 11 74952918 74952918 Missense_Mutation SNV T A A TPBGL c.824T>A P.L275Q
XH_P11 11 75378511 75378511 Missense_Mutation SNV T A A MAP6 c.904A>T P.R302W
XH_P11 11 76371120 76371120 Missense_Mutation SNV A T T LRRC32 c.1517T>A P.L506Q
XH_P11 11 82880256 82880256 Missense_Mutation SNV A T T PCF11 c.2879A>T P.H960L
XH_P11 11 93913103 93913103 Missense_Mutation SNV C T T PANX1 c.881C>T P.T294M
XH_P11 12 101689317 101689317 Silent SNV A T T UTP20 c.1311A>T P.V437V
XH_P11 12 102122917 102122917 Silent SNV A C C SYCP3 c.627T>G P.A209A
XH_P11 12 105519895 105519895 Missense_Mutation SNV A T T KIAA1033 c.900A>T P.E300D
XH_P11 12 108642066 108642066 Silent SNV A T T WSCD2 c.1644A>T P.A548A
XH_P11 12 109858782 109858782 Splice_Site SNV A T T MYO1H c.1550-4A>T
XH_P11 12 113645809 113645809 Missense_Mutation SNV T A A IQCD c.163A>T P.I55F
XH_P11 12 117191863 117191863 Nonsense_Mutation SNV A T T RNFT2 c.625A>T P.K209*
XH_P11 12 118610442 118610442 Silent SNV T A A TAOK3 c.1719A>T P.T573T
XH_P11 12 122396931 122396931 Silent SNV T A A WDR66 c.2064T>A P.P688P
XH_P11 12 122409475 122409475 Missense_Mutation SNV G T T WDR66 c.2783G>T P.S928I
XH_P11 12 124332644 124332644 Splice_Site SNV T A A DNAH10 c.5595+2T>A
XH_P11 12 132562031 132562031 Missense_Mutation SNV A T T EP400 c.9185A>T P.Q3062L
XH_P11 12 21196456 21196456 Missense_Mutation SNV A T T SLCO1B7 c.775A>T P.N259Y
XH_P11 12 26348644 26348644 Missense_Mutation SNV G T T SSPN c.39G>T P.Q13H
XH_P11 12 2760891 2760891 Missense_Mutation SNV A T T CACNA1C c.4031A>T P.E1344V
XH_P11 12 32136405 32136405 Missense_Mutation SNV A T T KIAA1551 c.2516A>T P.K839M
XH_P11 12 40441985 40441985 Missense_Mutation SNV T A A SLC2A13 c.584A>T P.Y195F
XH_P11 12 46322603 46322603 Missense_Mutation SNV T A A SCAF11 c.881A>T P.E294V
XH_P11 12 48962871 48962871 Missense_Mutation SNV A T T LALBA c.286T>A P.C96S
XH_P11 12 51054047 51054047 Silent SNV A T T DIP2B c.372A>T P.P124P
XH_P11 12 53201609 53201609 Nonsense_Mutation SNV G A A KRT4 c.1165C>T P.R389*
XH_P11 12 53415595 53415595 Silent SNV A T T EIF4B c.483A>T P.L161L
XH_P11 12 57593803 57593803 Missense_Mutation SNV A T T LRP1 c.10009A>T P.S3337C
XH_P11 12 57602502 57602502 Missense_Mutation SNV A T T LRP1 c.12047A>T P.Y4016F
XH_P11 12 57858966 57858966 Nonsense_Mutation SNV T A A GLI1 c.462T>A P.C154*
XH_P11 12 57873068 57873068 Missense_Mutation SNV T A A ARHGAP9 c.122A>T P.Q41L
XH_P11 12 6554316 6554316 Missense_Mutation SNV T A A CD27 c.55T>A P.S19T
XH_P11 12 69783940 69783940 Missense_Mutation SNV A T T YEATS4 c.366A>T P.E122D
XH_P11 12 70989989 70989989 Missense_Mutation SNV A T T PTPRB c.1098T>A P.D366E
XH_P11 12 72017923 72017923 Missense_Mutation SNV T C C ZFC3H1 c.4467A>G P.I1489M
XH_P11 12 78570945 78570945 Missense_Mutation SNV T A A NAV3 c.5149T>A P.F1717I
XH_P11 12 80747121 80747121 Frame_Shift_Del INDEL G - - OTOGL c.5400delG P.K1801fs
XH_P11 12 81063191 81063191 Missense_Mutation SNV T A A PTPRQ c.5885T>A P.L1962Q
XH_P11 12 81101647 81101647 Missense_Mutation SNV C T T MYF6 c.149C>T P.P50L
XH_P11 12 86229969 86229969 Missense_Mutation SNV A T T RASSF9 c.11T>A P.F4Y
XH_P11 12 8667914 8667914 Silent SNV A T T CLEC4D c.111A>T P.A37A
XH_P11 13 111090347 111090347 Splice_Site SNV A T T COL4A2 c.826-2A>T
XH_P11 13 25008845 25008845 Silent SNV T A A PARP4 c.4434A>T P.P1478P
XH_P11 13 58207642 58207642 Missense_Mutation SNV T A A PCDH17 c.962T>A P.V321E
XH_P11 13 77756024 77756024 Missense_Mutation SNV T A A MYCBP2 c.4753A>T P.S1585C
XH_P11 13 99083293 99083293 Splice_Site SNV C T T FARP1 c.1906-4C>T
XH_P11 14 100792568 100792568 Splice_Site SNV A T T SLC25A47 c.144+3A>T
XH_P11 14 102500476 102500476 Missense_Mutation SNV A T T DYNC1H1 c.10577A>T P.Q3526L
XH_P11 14 102718293 102718293 Missense_Mutation SNV T C C MOK c.233A>G P.Y78C
XH_P11 14 104492006 104492006 Missense_Mutation SNV C T T TDRD9 c.2824C>T P.P942S
XH_P11 14 20182033 20182033 Missense_Mutation SNV A T T OR11H2 c.43T>A P.S15T
XH_P11 14 20345285 20345285 Missense_Mutation SNV T A A OR4K2 c.859T>A P.Y287N
XH_P11 14 21991690 21991690 Silent SNV T A A SALL2 c.1767A>T P.A589A
XH_P11 14 23871992 23871992 Missense_Mutation SNV T A A MYH6 c.916A>T P.N306Y
XH_P11 14 24613173 24613173 Splice_Site SNV T A A PSME2 c.552+11A>T
XH_P11 14 38222435 38222435 Missense_Mutation SNV A T T TTC6 c.3309A>T P.Q1103H
XH_P11 14 54946533 54946533 Nonsense_Mutation SNV T A A GMFB c.328A>T P.K110*
XH_P11 14 58605536 58605536 Missense_Mutation SNV T C C C14orf37 c.541A>G P.K181E
XH_P11 14 65041181 65041181 Missense_Mutation SNV T A A PPP1R36 c.542T>A P.V181E
XH_P11 14 68219062 68219062 Missense_Mutation SNV T A A ZFYVE26 c.7370A>T P.Q2457L
XH_P11 14 73720624 73720624 Nonsense_Mutation SNV T A A PAPLN c.1176T>A P.C392*
XH_P11 14 74823599 74823599 Missense_Mutation SNV T A A VRTN c.113T>A P.L38Q
XH_P11 14 92136196 92136196 Missense_Mutation SNV G A A CATSPERB c.1249C>T P.H417Y
XH_P11 14 92441585 92441585 Missense_Mutation SNV T A A TRIP11 c.5385A>T P.K1795N
XH_P11 14 92470389 92470389 Missense_Mutation SNV T C C TRIP11 c.3928A>G P.I1310V
XH_P11 14 94041486 94041486 Missense_Mutation SNV T A A UNC79 c.1622T>A P.L541Q
XH_P11 14 94420755 94420755 Missense_Mutation SNV T A A ASB2 c.386A>T P.K129M
XH_P11 14 99640913 99640913 Missense_Mutation SNV T A A BCL11B c.2257A>T P.T753S



XH_P11 14 99697763 99697763 Missense_Mutation SNV T A A BCL11B c.556A>T P.S186C
XH_P11 15 101562114 101562114 Missense_Mutation SNV A T T LRRK1 c.1804A>T P.T602S
XH_P11 15 22369062 22369062 Missense_Mutation SNV A C C OR4M2 c.487A>C P.I163L
XH_P11 15 23811694 23811694 Silent SNV G A A MKRN3 c.765G>A P.G255G
XH_P11 15 33091112 33091112 Silent SNV A T T FMN1 c.3354T>A P.S1118S
XH_P11 15 42054382 42054382 Missense_Mutation SNV A T T MGA c.7566A>T P.Q2522H
XH_P11 15 51792010 51792010 Silent SNV T A A DMXL2 c.3411A>T P.S1137S
XH_P11 15 52263903 52263903 Missense_Mutation SNV T A A LEO1 c.40A>T P.S14C
XH_P11 15 52338748 52338748 Missense_Mutation SNV A T T MAPK6 c.91A>T P.N31Y
XH_P11 15 57213245 57213245 Missense_Mutation SNV A G G TCF12 c.97A>G P.S33G
XH_P11 15 59179748 59179748 Splice_Site SNV T A A SLTM c.2322-9A>T
XH_P11 15 66828351 66828351 Missense_Mutation SNV A T T ZWILCH c.1080A>T P.L360F
XH_P11 15 74427083 74427083 Missense_Mutation SNV A T T ISLR2 c.1988A>T P.E663V
XH_P11 15 75015158 75015158 Missense_Mutation SNV T A A CYP1A1 c.281A>T P.Q94L
XH_P11 15 81199019 81199019 Missense_Mutation SNV T A A CEMIP c.1427T>A P.L476Q
XH_P11 15 90992870 90992870 Missense_Mutation SNV A T T IQGAP1 c.1157A>T P.Q386L
XH_P11 16 11852279 11852279 Splice_Site SNV T A A ZC3H7A c.2428+8A>T
XH_P11 16 12142268 12142268 Missense_Mutation SNV A T T SNX29 c.539A>T P.K180M
XH_P11 16 1486441 1486441 Splice_Site SNV T A A CCDC154 c.1487+5A>T
XH_P11 16 1552645 1552645 Splice_Site SNV G T T TELO2 c.1654-1G>T
XH_P11 16 17294396 17294396 Missense_Mutation SNV C A A XYLT1 c.1029G>T P.Q343H
XH_P11 16 1735447 1735447 Nonsense_Mutation SNV A T T HN1L c.52A>T P.K18*
XH_P11 16 19451366 19451366 Silent SNV T A A TMC5 c.6T>A P.S2S
XH_P11 16 23486290 23486290 Missense_Mutation SNV G C C GGA2 c.1385C>G P.P462R
XH_P11 16 2980644 2980644 Missense_Mutation SNV A T T FLYWCH1 c.559A>T P.R187W
XH_P11 16 31046327 31046327 Missense_Mutation SNV A G G STX4 c.110A>G P.Y37C
XH_P11 16 31288067 31288067 Splice_Site SNV T A A ITGAM c.1083+2T>A
XH_P11 16 31374649 31374649 Missense_Mutation SNV T A A ITGAX c.1664T>A P.L555Q
XH_P11 16 31393213 31393213 Silent SNV G A A ITGAX c.3477G>A P.P1159P
XH_P11 16 3254365 3254365 Missense_Mutation SNV T A A OR1F1 c.119T>A P.L40Q
XH_P11 16 32890861 32890861 Splice_Site SNV A T T SLC6A10P n.3029-9T>A
XH_P11 16 4438057 4438064 Frame_Shift_Del INDEL CGCGCTCA - - CORO7 4_661delTGAGC P.E219fs
XH_P11 16 47117433 47117433 Missense_Mutation SNV C T T NETO2 c.1256G>A P.R419Q
XH_P11 16 49670335 49670335 Missense_Mutation SNV T A A ZNF423 c.2548A>T P.N850Y
XH_P11 16 50188158 50188158 Missense_Mutation SNV A T T PAPD5 c.581A>T P.Q194L
XH_P11 16 50340952 50340952 Splice_Site SNV T A A ADCY7 c.1753-9T>A
XH_P11 16 57110738 57110738 Missense_Mutation SNV A G G NLRC5 c.4759A>G P.R1587G
XH_P11 16 57597029 57597029 Missense_Mutation SNV T A A ADGRG5 c.167T>A P.L56Q
XH_P11 16 57689897 57689897 Missense_Mutation SNV T A A ADGRG1 c.1010T>A P.L337Q
XH_P11 16 57805253 57805253 Nonsense_Mutation SNV T A A KIFC3 c.205A>T P.K69*
XH_P11 16 57994796 57994796 Nonsense_Mutation SNV C T T CNGB1 c.482G>A P.W161*
XH_P11 16 65025681 65025681 Missense_Mutation SNV C G G CDH11 c.801G>C P.K267N
XH_P11 16 67354676 67354676 Missense_Mutation SNV A T T KCTD19 c.116T>A P.L39Q
XH_P11 16 68405275 68405275 Silent SNV T A A SMPD3 c.810A>T P.G270G
XH_P11 16 70843761 70843761 Silent SNV A T T HYDIN c.14808T>A P.T4936T
XH_P11 16 81157318 81157318 Missense_Mutation SNV A G G PKD1L2 c.4364T>C P.V1455A
XH_P11 16 81946207 81946207 Missense_Mutation SNV A T T PLCG2 c.1940A>T P.Y647F
XH_P11 16 87417139 87417139 Missense_Mutation SNV G A A FBXO31 c.212C>T P.P71L
XH_P11 16 87795598 87795598 Missense_Mutation SNV T A A KLHDC4 c.148A>T P.R50W
XH_P11 16 88501076 88501076 Missense_Mutation SNV T A A ZNF469 c.7114T>A P.S2372T
XH_P11 17 10309651 10309651 Silent SNV A T T MYH8 c.2235T>A P.S745S
XH_P11 17 10419328 10419328 Silent SNV C T T MYH1 c.420G>A P.V140V
XH_P11 17 1173936 1173936 Missense_Mutation SNV T A A BHLHA9 c.79T>A P.C27S
XH_P11 17 12656355 12656355 Missense_Mutation SNV C A A MYOCD c.1750C>A P.Q584K
XH_P11 17 15406345 15406345 Missense_Mutation SNV T A A TVP23C c.664A>T P.S222C
XH_P11 17 16456008 16456008 Nonsense_Mutation SNV A T T ZNF287 c.1448T>A P.L483*
XH_P11 17 18671881 18671881 Missense_Mutation SNV T A A FBXW10 c.1739T>A P.L580Q
XH_P11 17 28405286 28405286 Missense_Mutation SNV T C C EFCAB5 c.2791T>C P.S931P
XH_P11 17 36622886 36622886 Missense_Mutation SNV A T T ARHGAP23 c.962A>T P.E321V
XH_P11 17 37374196 37374196 Silent SNV T A A STAC2 c.321A>T P.P107P
XH_P11 17 39724760 39724760 Missense_Mutation SNV C A A KRT9 c.1170G>T P.K390N
XH_P11 17 39741272 39741272 Missense_Mutation SNV A T T KRT14 c.563T>A P.L188Q
XH_P11 17 40332941 40332941 Missense_Mutation SNV A T T KCNH4 c.23T>A P.L8Q
XH_P11 17 48680533 48680533 Missense_Mutation SNV G A A CACNA1G c.4142G>A P.R1381Q
XH_P11 17 4995277 4995277 Missense_Mutation SNV A T T ZFP3 c.478A>T P.M160L
XH_P11 17 5037241 5037241 Silent SNV G A A USP6 c.444G>A P.V148V
XH_P11 17 59667963 59667963 Silent SNV T A A NACA2 c.579A>T P.A193A
XH_P11 17 61561900 61561900 Missense_Mutation SNV T G G ACE c.1919T>G P.I640R
XH_P11 17 62265728 62265728 Missense_Mutation SNV T A A TEX2 c.2224A>T P.T742S
XH_P11 17 66268769 66268769 Splice_Site SNV A T T SLC16A6 c.505+11T>A
XH_P11 17 70120481 70120481 Missense_Mutation SNV C A A SOX9 c.1483C>A P.P495T
XH_P11 17 72246161 72246161 Silent SNV T A A TTYH2 c.1017T>A P.T339T
XH_P11 17 72522045 72522045 Missense_Mutation SNV T A A CD300LB c.212A>T P.E71V
XH_P11 17 72932032 72932032 Missense_Mutation SNV T A A OTOP3 c.16T>A P.S6T
XH_P11 17 72949646 72949646 Silent SNV A T T HID1 c.1965T>A P.A655A
XH_P11 17 7320990 7320990 Missense_Mutation SNV G T T NLGN2 c.2380G>T P.G794C
XH_P11 17 7507153 7507153 Missense_Mutation SNV G A A FXR2 c.371C>T P.P124L
XH_P11 17 7558003 7558004 Splice_Site INDEL GT - - ATP1B2 363+2_363+3delTG
XH_P11 17 7577587 7577587 Missense_Mutation SNV T A A TP53 c.694A>T P.I232F
XH_P11 17 7578226 7578226 Missense_Mutation SNV T A A TP53 c.623A>T P.D208V
XH_P11 17 76540027 76540027 Missense_Mutation SNV A T T DNAH17 c.2444T>A P.L815Q
XH_P11 17 80543794 80543794 Missense_Mutation SNV A T T FOXK2 c.1294A>T P.S432C
XH_P11 17 9676188 9676188 Missense_Mutation SNV T A A DHRS7C c.623A>T P.E208V
XH_P11 18 11689607 11689607 Silent SNV A T T GNAL c.45A>T P.P15P
XH_P11 18 13038575 13038575 Missense_Mutation SNV A T T CEP192 c.1806A>T P.K602N
XH_P11 18 21474994 21474994 Missense_Mutation SNV A T T LAMA3 c.758A>T P.H253L
XH_P11 18 2722522 2722522 Missense_Mutation SNV A C C SMCHD1 c.2464A>C P.K822Q
XH_P11 18 5423365 5423365 Splice_Site SNV A T T EPB41L3 c.1339+12T>A
XH_P11 18 64211317 64211317 Missense_Mutation SNV G C C CDH19 c.1105C>G P.L369V
XH_P11 18 72343308 72343308 Silent SNV A T T ZNF407 c.333A>T P.T111T
XH_P11 18 74672633 74672633 Splice_Site SNV A T T ZNF236 c.5243-2A>T
XH_P11 19 1042135 1042135 Silent SNV A C C ABCA7 c.375A>C P.L125L
XH_P11 19 11728111 11728111 Missense_Mutation SNV T C C ZNF627 c.697T>C P.Y233H
XH_P11 19 13054581 13054581 Nonsense_Mutation SNV G T T CALR c.1108G>T P.E370*
XH_P11 19 1399572 1399572 Missense_Mutation SNV T A A GAMT c.342A>T P.K114N
XH_P11 19 14091471 14091471 Missense_Mutation SNV T A A RFX1 c.652A>T P.S218C
XH_P11 19 1418659 1418659 Splice_Site SNV C T T DAZAP1 c.238-6C>T
XH_P11 19 14938527 14938527 Missense_Mutation SNV T A A OR7A5 c.527A>T P.H176L



XH_P11 19 15730539 15730539 Nonstop_Mutation SNV A T T CYP4F8 c.491A>T P.Ter164Lext*?
XH_P11 19 17010292 17010292 Missense_Mutation SNV A T T CPAMD8 c.4983T>A P.F1661L
XH_P11 19 17296790 17296790 Missense_Mutation SNV A T T MYO9B c.2557A>T P.I853F
XH_P11 19 17471364 17471364 Frame_Shift_Del INDEL G - - PLVAP c.1295delC P.P432fs
XH_P11 19 17918872 17918872 Missense_Mutation SNV T A A B3GNT3 c.256T>A P.Y86N
XH_P11 19 1800363 1800363 Missense_Mutation SNV T A A ATP8B3 c.1097A>T P.Y366F
XH_P11 19 1827407 1827407 Missense_Mutation SNV T A A REXO1 c.1381A>T P.T461S
XH_P11 19 19136612 19136612 Missense_Mutation SNV T A A SUGP2 c.545A>T P.E182V
XH_P11 19 19349151 19349151 Nonsense_Mutation SNV A T T NCAN c.3340A>T P.K1114*
XH_P11 19 20727849 20727849 Missense_Mutation SNV T C C ZNF737 c.1160A>G P.H387R
XH_P11 19 22001965 22001965 Missense_Mutation SNV A T T ZNF43 c.44T>A P.L15Q
XH_P11 19 31040399 31040399 Missense_Mutation SNV T G G ZNF536 c.3873T>G P.C1291W
XH_P11 19 31040400 31040400 Missense_Mutation SNV A T T ZNF536 c.3874A>T P.I1292F
XH_P11 19 33095278 33095278 Missense_Mutation SNV T A A ANKRD27 c.2546A>T P.E849V
XH_P11 19 33698025 33698025 Silent SNV A T T LRP3 c.1857A>T P.R619R
XH_P11 19 36049497 36049497 Missense_Mutation SNV A T T ATP4A c.1347T>A P.D449E
XH_P11 19 36340136 36340136 Splice_Site SNV A T T NPHS1 c.840+2T>A
XH_P11 19 36342421 36342421 Missense_Mutation SNV A T T NPHS1 c.212T>A P.L71Q
XH_P11 19 37853035 37853035 Missense_Mutation SNV G C C HKR1 c.284G>C P.S95T
XH_P11 19 38877661 38877661 Missense_Mutation SNV A T T GGN c.241T>A P.S81T
XH_P11 19 39026650 39026650 Missense_Mutation SNV A T T RYR1 c.11530A>T P.N3844Y
XH_P11 19 39061251 39061251 Missense_Mutation SNV A T T RYR1 c.13664A>T P.Y4555F
XH_P11 19 39088026 39088026 Splice_Site SNV T A A MAP4K1 c.1779-2A>T
XH_P11 19 39329231 39329231 Missense_Mutation SNV T C C HNRNPL c.964A>G P.K322E
XH_P11 19 39370142 39370142 Splice_Site SNV T A A SIRT2 c.685-2A>T
XH_P11 19 41008183 41008183 Missense_Mutation SNV A T T SPTBN4 c.1046A>T P.Q349L
XH_P11 19 41263279 41263279 Missense_Mutation SNV A T T SNRPA c.116A>T P.Q39L
XH_P11 19 4216921 4216921 Silent SNV A T T ANKRD24 c.1764A>T P.G588G
XH_P11 19 44352308 44352391 Missense_Mutation INDEL TTCAACATGA - - ZNF283 GAATCCATACAGGP.N386_F413del
XH_P11 19 45368854 45368854 Missense_Mutation SNV A T T NECTIN2 c.415A>T P.T139S
XH_P11 19 4544319 4544319 Missense_Mutation SNV A T T SEMA6B c.1961T>A P.L654Q
XH_P11 19 46262753 46262753 Splice_Site SNV A T T BHMG1 c.1245+5A>T
XH_P11 19 47259495 47259495 Missense_Mutation SNV C T T FKRP c.788C>T P.A263V
XH_P11 19 47424658 47424658 Missense_Mutation SNV A C C ARHGAP35 c.2726A>C P.E909A
XH_P11 19 4816360 4816360 Missense_Mutation SNV T A A TICAM1 c.2030A>T P.Q677L
XH_P11 19 49001914 49001914 Silent SNV C T T LMTK3 c.2499G>A P.E833E
XH_P11 19 49388703 49388703 Splice_Site SNV A T T TULP2 c.1061+2T>A
XH_P11 19 49510613 49510613 Silent SNV A T T RUVBL2 c.348A>T P.P116P
XH_P11 19 50128360 50128360 Splice_Site SNV A T T PRR12 c.5869-2A>T
XH_P11 19 51410215 51410215 Missense_Mutation SNV A T T KLK4 c.455T>A P.I152K
XH_P11 19 51650074 51650074 Missense_Mutation SNV T A A SIGLEC7 c.1091T>A P.L364Q
XH_P11 19 51957571 51957571 Splice_Site SNV T A A SIGLEC8 c.1149-2A>T
XH_P11 19 5212443 5212443 Missense_Mutation SNV A T T PTPRS c.4674T>A P.H1558Q
XH_P11 19 52619682 52619682 Silent SNV T A A ZNF616 c.735A>T P.V245V
XH_P11 19 53644475 53644475 Missense_Mutation SNV T A A ZNF347 c.1609A>T P.T537S
XH_P11 19 54502990 54502990 Missense_Mutation SNV T A A CACNG6 c.509T>A P.L170Q
XH_P11 19 55423540 55423540 Missense_Mutation SNV C G G NCR1 c.684C>G P.D228E
XH_P11 19 56156320 56156320 Missense_Mutation SNV G A A ZNF581 c.383G>A P.S128N
XH_P11 19 58189659 58189659 Missense_Mutation SNV C A A ZSCAN4 c.688C>A P.P230T
XH_P11 19 7762190 7762190 Splice_Site SNV T A A FCER2 c.251-6A>T
XH_P11 19 7830719 7830719 Missense_Mutation SNV A T T CLEC4M c.410A>T P.Q137L
XH_P11 19 7927358 7927358 Missense_Mutation SNV A T T EVI5L c.1885A>T P.N629Y
XH_P11 19 902047 902047 Missense_Mutation SNV T A A R3HDM4 c.155A>T P.N52I
XH_P11 19 9028402 9028402 Splice_Site SNV T A A MUC16 c.36396-6A>T
XH_P11 19 9057035 9057035 Silent SNV A T T MUC16 c.30411T>A P.S10137S
XH_P11 19 9065786 9065786 Frame_Shift_Ins INDEL - G G MUC16 21659_21660ins P.T7221fs
XH_P11 19 9204736 9204736 Missense_Mutation SNV A T T OR1M1 c.816A>T P.K272N
XH_P11 2 100623239 100623239 Missense_Mutation SNV T A A AFF3 c.728A>T P.Q243L
XH_P11 2 10192447 10192447 Missense_Mutation SNV A T T KLF11 c.1301A>T P.E434V
XH_P11 2 102440494 102440494 Silent SNV A T T MAP4K4 c.285A>T P.P95P
XH_P11 2 105859191 105859191 Missense_Mutation SNV T A A GPR45 c.876T>A P.F292L
XH_P11 2 107459548 107459548 Missense_Mutation SNV A T T ST6GAL2 c.886T>A P.C296S
XH_P11 2 109383541 109383541 Silent SNV A T T RANBP2 c.6546A>T P.T2182T
XH_P11 2 120438813 120438813 Silent SNV A T T TMEM177 c.384A>T P.T128T
XH_P11 2 121742321 121742321 Splice_Site SNV T A A GLI2 c.1956+2T>A
XH_P11 2 128377990 128377990 Silent SNV C T T MYO7B c.3396C>T P.I1132I
XH_P11 2 131674965 131674965 Splice_Site SNV T A A ARHGEF4 c.-108-5T>A
XH_P11 2 133076099 133076099 Silent SNV A T T ZNF806 c.1560A>T P.S520S
XH_P11 2 141806736 141806736 Missense_Mutation SNV T A A LRP1B c.1608A>T P.R536S
XH_P11 2 144765091 144765091 Missense_Mutation SNV T A A GTDC1 c.533A>T P.K178M
XH_P11 2 1481312 1481312 Missense_Mutation SNV A T T TPO c.1274A>T P.N425I
XH_P11 2 159035463 159035463 Silent SNV T C C CCDC148 c.978A>G P.K326K
XH_P11 2 162760524 162760524 Nonsense_Mutation SNV G T T SLC4A10 c.1453G>T P.G485*
XH_P11 2 165997248 165997248 Missense_Mutation SNV C A A SCN3A c.1932G>T P.M644I
XH_P11 2 166613679 166613679 Missense_Mutation SNV T G G GALNT3 c.1270A>C P.S424R
XH_P11 2 168101702 168101702 Missense_Mutation SNV T A A XIRP2 c.3134T>A P.I1045K
XH_P11 2 168105365 168105365 Missense_Mutation SNV A T T XIRP2 c.7463A>T P.E2488V
XH_P11 2 168821245 168821245 Splice_Site SNV T C C STK39 c.1499-9A>G
XH_P11 2 169707374 169707374 Missense_Mutation SNV T A A NOSTRIN c.659T>A P.F220Y
XH_P11 2 170063022 170063022 Nonsense_Mutation SNV A T T LRP2 c.7208T>A P.L2403*
XH_P11 2 175087791 175087791 Missense_Mutation SNV T A A OLA1 c.343A>T P.S115C
XH_P11 2 179412323 179412323 Missense_Mutation SNV A T T TTN c.89107T>A P.Y29703N
XH_P11 2 179477760 179477760 Missense_Mutation SNV A T T TTN c.44765T>A P.V14922E
XH_P11 2 179590334 179590334 Missense_Mutation SNV A T T TTN c.19646T>A P.V6549E
XH_P11 2 179733959 179733959 Missense_Mutation SNV T A A CCDC141 c.2279A>T P.E760V
XH_P11 2 18112546 18112546 Missense_Mutation SNV A T T KCNS3 c.271A>T P.M91L
XH_P11 2 185801729 185801729 Missense_Mutation SNV T A A ZNF804A c.1606T>A P.C536S
XH_P11 2 198495806 198495806 Missense_Mutation SNV T A A RFTN2 c.857A>T P.E286V
XH_P11 2 201469525 201469525 Missense_Mutation SNV A T T AOX1 c.776A>T P.Y259F
XH_P11 2 202068479 202068479 Silent SNV A T T CASP10 c.711A>T P.A237A
XH_P11 2 204036749 204036749 Splice_Site SNV A T T NBEAL1 c.6111+3A>T
XH_P11 2 207007452 207007452 Missense_Mutation SNV T A A NDUFS1 c.983A>T P.D328V
XH_P11 2 211163253 211163253 Silent SNV T A A MYL1 c.195A>T P.T65T
XH_P11 2 211465293 211465293 Nonsense_Mutation SNV A T T CPS1 c.1582A>T P.K528*
XH_P11 2 217559329 217559329 Missense_Mutation SNV A T T IGFBP5 c.170T>A P.M57K
XH_P11 2 219090676 219090676 Splice_Site SNV A T T ARPC2 c.108A>T P.A36A
XH_P11 2 233244233 233244233 Missense_Mutation SNV T A A ALPP c.320T>A P.V107E
XH_P11 2 242794453 242794453 Silent SNV G T T PDCD1 c.489C>A P.A163A



XH_P11 2 31178842 31178842 Splice_Site SNV A T T GALNT14 c.483T>A P.P161P
XH_P11 2 3750010 3750010 Missense_Mutation SNV A T T ALLC c.1033A>T P.I345F
XH_P11 2 48602480 48602480 Silent SNV A G G FOXN2 c.1194A>G P.K398K
XH_P11 2 50282144 50282144 Nonsense_Mutation SNV G A A NRXN1 c.3877C>T P.R1293*
XH_P11 2 69046378 69046378 Missense_Mutation SNV T A A ARHGAP25 c.1127T>A P.V376E
XH_P11 2 69372485 69372485 Missense_Mutation SNV A T T ANTXR1 c.979A>T P.T327S
XH_P11 2 73800483 73800483 Missense_Mutation SNV A T T ALMS1 c.11476A>T P.S3826C
XH_P11 2 74752852 74752852 Missense_Mutation SNV G A A DQX1 c.5C>T P.T2I
XH_P11 2 79384810 79384810 Missense_Mutation SNV A T T REG3A c.348T>A P.N116K
XH_P11 2 85785593 85785593 Missense_Mutation SNV T A A GGCX c.509A>T P.Q170L
XH_P11 2 88396102 88396102 Splice_Site SNV A T T SMYD1 c.699-12A>T
XH_P11 2 95942340 95942340 Splice_Site SNV A G G PROM2 c.619-2A>G
XH_P11 2 97327961 97327961 Missense_Mutation SNV A T T FER1L5 c.1028A>T P.Q343L
XH_P11 2 97845512 97845512 Splice_Site SNV A T T ANKRD36 c.1662+9A>T
XH_P11 20 13029591 13029591 Splice_Site SNV A T T SPTLC3 c.118-2A>T
XH_P11 20 18122902 18122902 Missense_Mutation SNV A T T PET117 c.147A>T P.K49N
XH_P11 20 23017157 23017157 Missense_Mutation SNV A T T SSTR4 c.1037A>T P.Y346F
XH_P11 20 2636125 2636125 Frame_Shift_Del INDEL A - - NOP56 c.725delA P.K242fs
XH_P11 20 33364210 33364210 Missense_Mutation SNV T A A NCOA6 c.277A>T P.S93C
XH_P11 20 34090273 34090273 Missense_Mutation SNV A T T CEP250 c.2180A>T P.H727L
XH_P11 20 35547789 35547789 Missense_Mutation SNV T A A SAMHD1 c.830A>T P.E277V
XH_P11 20 35579920 35579920 Nonsense_Mutation SNV T A A SAMHD1 c.127A>T P.K43*
XH_P11 20 35882691 35882691 Missense_Mutation SNV C T T GHRH c.230G>A P.R77H
XH_P11 20 3686576 3686576 Missense_Mutation SNV T A A SIGLEC1 c.521A>T P.Q174L
XH_P11 20 43615891 43615891 Missense_Mutation SNV A T T STK4 c.479A>T P.E160V
XH_P11 20 44674996 44674996 Missense_Mutation SNV A G G SLC12A5 c.1777A>G P.M593V
XH_P11 20 47569272 47569272 Missense_Mutation SNV A T T ARFGEF2 c.454A>T P.I152F
XH_P11 20 47689178 47689178 Missense_Mutation SNV A T T CSE1L c.842A>T P.Q281L
XH_P11 20 58581847 58581847 Splice_Site SNV G A A CDH26 c.294+5G>A
XH_P11 20 61880250 61880250 Splice_Site SNV A T T NKAIN4 c.193-3T>A
XH_P11 20 62195325 62195325 Missense_Mutation SNV T A A HELZ2 c.4850A>T P.Q1617L
XH_P11 21 33717819 33717819 Missense_Mutation SNV T A A URB1 c.3934A>T P.S1312C
XH_P11 21 37418294 37418294 Silent SNV T A A SETD4 c.312A>T P.P104P
XH_P11 21 38511013 38511013 Missense_Mutation SNV A T T TTC3 c.1658A>T P.E553V
XH_P11 21 45825020 45825020 Splice_Site SNV A T T TRPM2 c.2539-5A>T
XH_P11 21 46020705 46020705 Missense_Mutation SNV T A A KRTAP10-7 c.169T>A P.C57S
XH_P11 21 48022264 48022264 Missense_Mutation SNV T A A S100B c.65A>T P.E22V
XH_P11 22 17621989 17621989 Missense_Mutation SNV T A A CECR5 c.616A>T P.N206Y
XH_P11 22 26291143 26291143 Missense_Mutation SNV T A A MYO18B c.4567T>A P.F1523I
XH_P11 22 35719787 35719787 Silent SNV A T T TOM1 c.429A>T P.S143S
XH_P11 22 37584212 37584212 Silent SNV T A A C1QTNF6 c.42A>T P.T14T
XH_P11 22 37769948 37769948 Missense_Mutation SNV T G G ELFN2 c.1627A>C P.K543Q
XH_P11 22 39267556 39267556 Splice_Site SNV G A A CBX6 c.180-5C>T
XH_P11 22 40037046 40037046 Silent SNV G A A CACNA1I c.915G>A P.A305A
XH_P11 22 40140175 40140175 Missense_Mutation SNV A T T ENTHD1 c.1333T>A P.S445T
XH_P11 22 43218426 43218426 Splice_Site SNV T A A ARFGAP3 c.541-11A>T
XH_P11 22 45182343 45182343 Missense_Mutation SNV A T T PRR5-ARHGAP8 c.329A>T P.Q110L
XH_P11 22 46653706 46653706 Silent SNV A T T PKDREJ c.5514T>A P.S1838S
XH_P11 3 121441230 121441230 Splice_Site SNV T A A GOLGB1 c.532-5A>T
XH_P11 3 124732556 124732556 Missense_Mutation SNV T A A HEG1 c.1867A>T P.T623S
XH_P11 3 128348790 128348790 Splice_Site SNV T A A RPN1 c.1036+4A>T
XH_P11 3 128749534 128749534 Splice_Site SNV C A A EFCC1 c.981-12C>A
XH_P11 3 130107796 130107796 Missense_Mutation SNV A T T COL6A5 c.2235A>T P.R745S
XH_P11 3 133347527 133347527 Missense_Mutation SNV C A A TOPBP1 c.2571G>T P.R857S
XH_P11 3 13381535 13381535 Splice_Site SNV T A A NUP210 c.3292-2A>T
XH_P11 3 142274729 142274729 Silent SNV T A A ATR c.2331A>T P.P777P
XH_P11 3 154146959 154146959 Missense_Mutation SNV T A A GPR149 c.446A>T P.Q149L
XH_P11 3 156183448 156183448 Missense_Mutation SNV G T T KCNAB1 c.544G>T P.G182W
XH_P11 3 159605645 159605645 Missense_Mutation SNV A T T SCHIP1 c.1106A>T P.Q369L
XH_P11 3 164725748 164725748 Silent SNV A T T SI c.4218T>A P.T1406T
XH_P11 3 170732381 170732381 Missense_Mutation SNV T A A SLC2A2 c.248A>T P.E83V
XH_P11 3 184009005 184009005 Missense_Mutation SNV A T T ECE2 c.1925A>T P.K642M
XH_P11 3 184099591 184099591 Missense_Mutation SNV T G G CHRD c.599T>G P.I200S
XH_P11 3 185867920 185867920 Missense_Mutation SNV T A A DGKG c.2260A>T P.S754C
XH_P11 3 192517238 192517238 Missense_Mutation SNV A T T MB21D2 c.413T>A P.M138K
XH_P11 3 193220392 193220392 Missense_Mutation SNV A T T ATP13A4 c.271T>A P.W91R
XH_P11 3 196626808 196626808 Missense_Mutation SNV A T T SENP5 c.1633A>T P.N545Y
XH_P11 3 36779838 36779838 Missense_Mutation SNV T A A DCLK3 c.313A>T P.S105C
XH_P11 3 46755854 46755854 Missense_Mutation SNV T A A PRSS50 c.608A>T P.Q203L
XH_P11 3 48501901 48501901 Missense_Mutation SNV A T T ATRIP c.1067A>T P.Q356L
XH_P11 3 49011252 49011252 Splice_Site SNV A T T ARIH2 c.888+3A>T
XH_P11 3 52536089 52536089 Silent SNV T C C STAB1 c.399T>C P.N133N
XH_P11 3 52840986 52840986 Missense_Mutation SNV A T T ITIH3 c.2126A>T P.Y709F
XH_P11 3 68934324 68934324 Splice_Site SNV A T T FAM19A4 c.14+2T>A
XH_P11 3 72428408 72428408 Missense_Mutation SNV T A A RYBP c.299A>T P.K100I
XH_P11 3 73432931 73432931 Missense_Mutation SNV C T T PDZRN3 c.1880G>A P.G627E
XH_P11 4 100208008 100208008 Splice_Site SNV T A A ADH1A c.258A>T P.P86P
XH_P11 4 128554246 128554246 Missense_Mutation SNV C A A INTU c.57C>A P.D19E
XH_P11 4 151142863 151142863 Silent SNV T A A DCLK2 c.1167T>A P.T389T
XH_P11 4 155411997 155411997 Missense_Mutation SNV A T T DCHS2 c.511T>A P.S171T
XH_P11 4 185694238 185694238 Silent SNV T A A ACSL1 c.912A>T P.T304T
XH_P11 4 26483699 26483699 Missense_Mutation SNV C T T CCKAR c.848G>A P.R283Q
XH_P11 4 42403143 42403143 Missense_Mutation SNV A T T SHISA3 c.392A>T P.Q131L
XH_P11 4 42454003 42454003 Missense_Mutation SNV T A A ATP8A1 c.2846A>T P.Q949L
XH_P11 4 47655624 47655624 Nonsense_Mutation SNV T A A CORIN c.1477A>T P.R493*
XH_P11 4 5586546 5586546 Missense_Mutation SNV T A A EVC2 c.2621A>T P.Q874L
XH_P11 4 57180394 57180394 Silent SNV A T T KIAA1211 c.726A>T P.A242A
XH_P11 4 66217260 66217260 Silent SNV A T T EPHA5 c.2355T>A P.S785S
XH_P11 4 70823137 70823137 Missense_Mutation SNV A T T CSN2 c.527T>A P.L176Q
XH_P11 4 71844923 71844923 Missense_Mutation SNV A T T MOB1B c.503A>T P.Y168F
XH_P11 4 77677974 77677974 Silent SNV A T T SHROOM3 c.5082A>T P.T1694T
XH_P11 4 88536818 88536818 Missense_Mutation SNV A T T DSPP c.3004A>T P.N1002Y
XH_P11 4 89020494 89020494 Missense_Mutation SNV T C C ABCG2 c.1474A>G P.I492V
XH_P11 5 115346583 115346583 Missense_Mutation SNV T G G LVRN c.2239T>G P.L747V
XH_P11 5 118503451 118503451 Missense_Mutation SNV A T T DMXL1 c.5290A>T P.I1764L
XH_P11 5 121759360 121759360 Missense_Mutation SNV G C C SNCAIP c.928G>C P.E310Q
XH_P11 5 127681252 127681252 Nonsense_Mutation SNV A T T FBN2 c.3014T>A P.L1005*
XH_P11 5 131994015 131994015 Missense_Mutation SNV T A A IL13 c.137T>A P.L46H



XH_P11 5 136320846 136320846 Missense_Mutation SNV T A A SPOCK1 c.974A>T P.K325M
XH_P11 5 137243545 137243545 Missense_Mutation SNV T A A PKD2L2 c.1024T>A P.W342R
XH_P11 5 13862801 13862801 Missense_Mutation SNV A T T DNAH5 c.4652T>A P.V1551E
XH_P11 5 138661321 138661321 Missense_Mutation SNV A G G MATR3 c.2341A>G P.I781V
XH_P11 5 139227555 139227555 Nonsense_Mutation SNV T A A NRG2 c.2302A>T P.R768*
XH_P11 5 139231183 139231183 Splice_Site SNV A T T NRG2 c.1574+6T>A
XH_P11 5 140255653 140255653 Nonsense_Mutation SNV T A A PCDHA12 c.596T>A P.L199*
XH_P11 5 140263733 140263733 Missense_Mutation SNV A T T PCDHA13 c.1880A>T P.Y627F
XH_P11 5 140347116 140347116 Silent SNV T A A PCDHAC2 c.765T>A P.P255P
XH_P11 5 140865147 140865147 Missense_Mutation SNV A T T PCDHGC4 c.407A>T P.Q136L
XH_P11 5 141036345 141036345 Missense_Mutation SNV A T T ARAP3 c.3595T>A P.C1199S
XH_P11 5 141051138 141051138 Missense_Mutation SNV T A A ARAP3 c.1853A>T P.Q618L
XH_P11 5 145883002 145883002 Missense_Mutation SNV A T T TCERG1 c.2384A>T P.K795I
XH_P11 5 145887511 145887511 Missense_Mutation SNV A T T TCERG1 c.2923A>T P.S975C
XH_P11 5 149677801 149677801 Missense_Mutation SNV A T T ARSI c.686T>A P.L229H
XH_P11 5 150923958 150923958 Nonsense_Mutation SNV T A A FAT2 c.6730A>T P.R2244*
XH_P11 5 151178857 151178857 Missense_Mutation SNV A G G G3BP1 c.826A>G P.K276E
XH_P11 5 151784182 151784182 Missense_Mutation SNV T A A NMUR2 c.493A>T P.R165W
XH_P11 5 156887267 156887267 Missense_Mutation SNV C G G NIPAL4 c.125C>G P.A42G
XH_P11 5 156899467 156899467 Silent SNV T A A NIPAL4 c.900T>A P.S300S
XH_P11 5 157053510 157053510 Missense_Mutation SNV A T T SOX30 c.1185T>A P.H395Q
XH_P11 5 157053564 157053564 Missense_Mutation SNV A T T SOX30 c.1131T>A P.S377R
XH_P11 5 169472877 169472877 Missense_Mutation SNV A T T DOCK2 c.3934A>T P.I1312F
XH_P11 5 169679439 169679439 Missense_Mutation SNV T A A LCP2 c.1322A>T P.Q441L
XH_P11 5 170323057 170323057 Missense_Mutation SNV A G G RANBP17 c.427A>G P.T143A
XH_P11 5 170669805 170669805 Silent SNV A T T RANBP17 c.2757A>T P.S919S
XH_P11 5 171789808 171789808 Nonsense_Mutation SNV T A A SH3PXD2B c.493A>T P.K165*
XH_P11 5 180056746 180056746 Missense_Mutation SNV C A A FLT4 c.766G>T P.A256S
XH_P11 5 180056747 180056747 Missense_Mutation SNV C A A FLT4 c.765G>T P.W255C
XH_P11 5 3600293 3600293 Missense_Mutation SNV C A A IRX1 c.1231C>A P.P411T
XH_P11 5 3600294 3600294 Missense_Mutation SNV C A A IRX1 c.1232C>A P.P411Q
XH_P11 5 38489334 38489334 Silent SNV T A A LIFR c.2181A>T P.A727A
XH_P11 5 38885449 38885449 Splice_Site SNV A T T OSMR c.704-2A>T
XH_P11 5 39311276 39311276 Silent SNV T A A C9 c.1074A>T P.L358L
XH_P11 5 59284496 59284496 Missense_Mutation SNV G A A PDE4D c.91C>T P.R31C
XH_P11 5 64521985 64521985 Silent SNV A T T ADAMTS6 c.1995T>A P.R665R
XH_P11 5 68661453 68661453 Nonsense_Mutation SNV G A A TAF9 c.112C>T P.Q38*
XH_P11 5 82808022 82808022 Silent SNV C G G VCAN c.849C>G P.L283L
XH_P11 5 90670801 90670801 Missense_Mutation SNV T C C ARRDC3 c.148A>G P.I50V
XH_P11 5 95751755 95751755 Missense_Mutation SNV A T T PCSK1 c.691T>A P.Y231N
XH_P11 5 98224856 98224856 Missense_Mutation SNV T C C CHD1 c.2267A>G P.K756R
XH_P11 6 109286307 109286307 Missense_Mutation SNV A T T ARMC2 c.1915A>T P.T639S
XH_P11 6 10930657 10930657 Missense_Mutation SNV A T T SYCP2L c.1543A>T P.S515C
XH_P11 6 109311861 109311861 Missense_Mutation SNV T A A SESN1 c.1234A>T P.M412L
XH_P11 6 12122866 12122866 Silent SNV A T T HIVEP1 c.2838A>T P.I946I
XH_P11 6 131903778 131903778 Silent SNV A G G ARG1 c.483A>G P.G161G
XH_P11 6 136667043 136667043 Silent SNV T A A MAP7 c.2256A>T P.T752T
XH_P11 6 160328317 160328317 Silent SNV G T T MAS1 c.330G>T P.V110V
XH_P11 6 160494893 160494893 Silent SNV C A A IGF2R c.5052C>A P.S1684S
XH_P11 6 160668208 160668208 Splice_Site SNV T A A SLC22A2 c.957+8A>T
XH_P11 6 170034587 170034587 Missense_Mutation SNV T A A WDR27 c.1657A>T P.R553W
XH_P11 6 170604533 170604533 Missense_Mutation SNV A T T FAM120B c.40A>T P.R14W
XH_P11 6 24528345 24528345 Missense_Mutation SNV A T T ALDH5A1 c.1294A>T P.M432L
XH_P11 6 26384085 26384085 Silent SNV A T T BTN2A2 c.36A>T P.P12P
XH_P11 6 26501919 26501919 Missense_Mutation SNV T A A BTN1A1 c.181T>A P.L61M
XH_P11 6 34789692 34789692 Splice_Site SNV A T T UHRF1BP1 c.208-2A>T
XH_P11 6 35810331 35810331 Missense_Mutation SNV T A A SRPK1 c.1671A>T P.E557D
XH_P11 6 37140784 37140784 Missense_Mutation SNV A G G PIM1 c.620A>G P.Y207C
XH_P11 6 42072464 42072464 Silent SNV T A A C6orf132 c.3186A>T P.I1062I
XH_P11 6 42930845 42930845 Missense_Mutation SNV A C C CNPY3-GNMT c.289A>C P.I97L
XH_P11 6 44241086 44241086 Missense_Mutation SNV T A A TMEM151B c.419T>A P.L140Q
XH_P11 6 55922643 55922643 Splice_Site SNV C A A COL21A1 c.2687-1G>T
XH_P11 6 56918377 56918377 Frame_Shift_Del INDEL G - - KIAA1586 c.999delG P.E333fs
XH_P11 6 57244790 57244790 Missense_Mutation SNV A G G PRIM2 c.551A>G P.Y184C
XH_P11 6 65531582 65531582 Missense_Mutation SNV A T T EYS c.3199T>A P.C1067S
XH_P11 6 66115217 66115217 Silent SNV A G G EYS c.906T>C P.L302L
XH_P11 6 69349336 69349336 Splice_Site SNV A T T ADGRB3 c.757+12A>T
XH_P11 6 71003995 71003995 Missense_Mutation SNV T A A COL9A1 c.571A>T P.S191C
XH_P11 6 7365738 7365738 Missense_Mutation SNV T A A CAGE1 c.2156A>T P.D719V
XH_P11 6 83845497 83845497 Silent SNV A T T DOPEY1 c.3003A>T P.S1001S
XH_P11 6 8413810 8413810 Missense_Mutation SNV T A A SLC35B3 c.1178A>T P.K393M
XH_P11 6 90457105 90457105 Nonsense_Mutation SNV T A A MDN1 c.3847A>T P.R1283*
XH_P11 7 102856898 102856898 Splice_Site SNV A T T DPY19L2P2 n.2980+12T>A
XH_P11 7 103162486 103162486 Missense_Mutation SNV C T T RELN c.7651G>A P.A2551T
XH_P11 7 106508991 106508991 Missense_Mutation SNV T A A PIK3CG c.985T>A P.C329S
XH_P11 7 106520073 106520073 Missense_Mutation SNV A T T PIK3CG c.2501A>T P.H834L
XH_P11 7 117232155 117232155 Missense_Mutation SNV T A A CFTR c.1934T>A P.M645K
XH_P11 7 120965532 120965532 Splice_Site SNV A T T WNT16 c.63A>T P.L21L
XH_P11 7 121652098 121652098 Missense_Mutation SNV T A A PTPRZ1 c.2998T>A P.S1000T
XH_P11 7 12383835 12383835 Missense_Mutation SNV G T T VWDE c.4064C>A P.A1355E
XH_P11 7 127013894 127013894 Missense_Mutation SNV T A A ZNF800 c.1496A>T P.Q499L
XH_P11 7 134650060 134650064 Frame_Shift_Del INDEL TTGAG - - CALD1 534_1538delTTG P.L512fs
XH_P11 7 141464013 141464013 Missense_Mutation SNV C G G TAS2R3 c.55C>G P.L19V
XH_P11 7 142574237 142574237 Missense_Mutation SNV A T T TRPV6 c.806T>A P.L269Q
XH_P11 7 143792609 143792609 Missense_Mutation SNV T A A OR2A12 c.409T>A P.W137R
XH_P11 7 146825887 146825887 Missense_Mutation SNV A T T CNTNAP2 c.1042A>T P.T348S
XH_P11 7 1484749 1484749 Silent SNV T A A MICALL2 c.957A>T P.P319P
XH_P11 7 150932468 150932468 Missense_Mutation SNV A T T CHPF2 c.574A>T P.S192C
XH_P11 7 150935660 150935660 Missense_Mutation SNV A T T CHPF2 c.2188A>T P.S730C
XH_P11 7 17869650 17869650 Missense_Mutation SNV T A A SNX13 c.1618A>T P.T540S
XH_P11 7 20441375 20441375 Missense_Mutation SNV A T T ITGB8 c.1313A>T P.K438I
XH_P11 7 23385576 23385576 Silent SNV A T T IGF2BP3 c.924T>A P.T308T
XH_P11 7 24708197 24708197 Silent SNV A T T MPP6 c.1032A>T P.I344I
XH_P11 7 2692550 2692550 Splice_Site SNV A T T TTYH3 c.928-2A>T
XH_P11 7 48559691 48559691 Missense_Mutation SNV T G G ABCA13 c.13852T>G P.F4618V
XH_P11 7 55492962 55492962 Nonsense_Mutation SNV A T T LANCL2 c.1024A>T P.K342*
XH_P11 7 6075189 6075189 Silent SNV T C C ANKRD61 c.429T>C P.N143N
XH_P11 7 6692663 6692663 Missense_Mutation SNV A T T ZNF316 c.1436A>T P.H479L



XH_P11 7 72732888 72732888 Missense_Mutation SNV T A A TRIM50 c.659A>T P.E220V
XH_P11 7 76984861 76984861 Splice_Site SNV T A A GSAP c.1120+11A>T
XH_P11 7 82583921 82583921 Silent SNV A T T PCLO c.6348T>A P.L2116L
XH_P11 7 83640552 83640552 Missense_Mutation SNV A T T SEMA3A c.872T>A P.L291Q
XH_P11 7 87536623 87536623 Silent SNV A T T DBF4 c.471A>T P.T157T
XH_P11 7 91631099 91631099 Missense_Mutation SNV A T T AKAP9 c.1868A>T P.E623V
XH_P11 8 105361105 105361105 Missense_Mutation SNV G A A DCSTAMP c.325G>A P.G109R
XH_P11 8 124975603 124975603 Silent SNV T A A FER1L6 c.162T>A P.S54S
XH_P11 8 133900474 133900474 Missense_Mutation SNV A T T TG c.2422A>T P.S808C
XH_P11 8 143866665 143866665 Missense_Mutation SNV A T T LY6D c.359T>A P.L120Q
XH_P11 8 1626739 1626739 Missense_Mutation SNV A T T DLGAP2 c.2366A>T P.E789V
XH_P11 8 20112463 20112463 Missense_Mutation SNV G C C LZTS1 c.230C>G P.S77C
XH_P11 8 24775411 24775411 Silent SNV T A A NEFM c.915T>A P.P305P
XH_P11 8 29207762 29207762 Missense_Mutation SNV A T T DUSP4 c.34T>A P.C12S
XH_P11 8 3063060 3063060 Silent SNV T A A CSMD1 c.4950A>T P.I1650I
XH_P11 8 42179909 42179909 Missense_Mutation SNV A T T IKBKB c.1877A>T P.K626M
XH_P11 8 49644026 49644026 Missense_Mutation SNV A C C EFCAB1 c.95T>G P.F32C
XH_P11 8 52287162 52287162 Silent SNV T A A PXDNL c.3687A>T P.G1229G
XH_P11 8 72211921 72211921 Silent SNV T A A EYA1 c.591A>T P.T197T
XH_P11 8 77754968 77754968 Nonsense_Mutation SNV A T T ZFHX4 c.3472A>T P.R1158*
XH_P11 8 80677605 80677605 Missense_Mutation SNV T A A HEY1 c.745A>T P.T249S
XH_P11 9 113168934 113168934 Missense_Mutation SNV A T T SVEP1 c.8946T>A P.H2982Q
XH_P11 9 12698449 12698449 Splice_Site SNV A T T TYRP1 c.709-2A>T
XH_P11 9 13206036 13206036 Silent SNV T A A MPDZ c.1353A>T P.T451T
XH_P11 9 133948110 133948110 Missense_Mutation SNV G A A LAMC3 c.3305G>A P.R1102H
XH_P11 9 133951254 133951254 Silent SNV T A A LAMC3 c.3531T>A P.A1177A
XH_P11 9 139976496 139976496 Missense_Mutation SNV T A A UAP1L1 c.1411T>A P.L471M
XH_P11 9 140082221 140082221 Missense_Mutation SNV T A A ANAPC2 c.452A>T P.E151V
XH_P11 9 140108411 140108411 Splice_Site SNV C T T NDOR1 c.411-8C>T
XH_P11 9 17330679 17330679 Missense_Mutation SNV A T T CNTLN c.1391A>T P.Q464L
XH_P11 9 21141223 21141223 Missense_Mutation SNV A T T IFNW1 c.347T>A P.L116Q
XH_P11 9 21481239 21481239 Missense_Mutation SNV T A A IFNE c.455A>T P.H152L
XH_P11 9 33533514 33533514 Silent SNV A T T ANKRD18B c.573A>T P.A191A
XH_P11 9 38411463 38411463 Silent SNV T A A IGFBPL1 c.771A>T P.T257T
XH_P11 9 79634898 79634898 Nonsense_Mutation SNV A T T FOXB2 c.328A>T P.K110*
XH_P11 9 91159284 91159284 Splice_Site SNV T A A NXNL2 c.303-10T>A
XH_P11 9 93606602 93606602 Splice_Site SNV G A A SYK c.417+5G>A
XH_P11 9 95778017 95778017 Splice_Site SNV A T T FGD3 c.1183-2A>T
XH_P11 9 990823 990823 Missense_Mutation SNV A T T DMRT3 c.1237A>T P.S413C
XH_P11 X 100613596 100613596 Splice_Site SNV A T T BTK c.974+9T>A
XH_P11 X 100747535 100747535 Missense_Mutation SNV A T T ARMCX4 c.3959A>T P.E1320V
XH_P11 X 101909212 101909303 Frame_Shift_Del INDEL GATAGAGAAC - - GPRASP1 TGAGGATAGAG P.D125fs
XH_P11 X 102632577 102632577 Missense_Mutation SNV A T T BEX3 c.398A>T P.N133I
XH_P11 X 110391038 110391038 Missense_Mutation SNV A T T PAK3 c.458A>T P.Q153L
XH_P11 X 110973782 110973782 Missense_Mutation SNV A T T ALG13 c.1945A>T P.S649C
XH_P11 X 114425982 114425982 Missense_Mutation SNV A T T RBMXL3 c.1978A>T P.S660C
XH_P11 X 117770326 117770326 Missense_Mutation SNV T A A DOCK11 c.3904T>A P.W1302R
XH_P11 X 118223089 118223089 Missense_Mutation SNV A T T KIAA1210 c.2104T>A P.L702I
XH_P11 X 125954989 125954989 Missense_Mutation SNV A T T PRR32 c.368A>T P.Q123L
XH_P11 X 134156367 134156367 Silent SNV C T T FAM127C c.123G>A P.P41P
XH_P11 X 135106540 135106540 Missense_Mutation SNV A T T SLC9A6 c.1514A>T P.Y505F
XH_P11 X 135572524 135572524 Missense_Mutation SNV T A A BRS3 c.667T>A P.L223I
XH_P11 X 141291237 141291237 Silent SNV A T T MAGEC2 c.537T>A P.P179P
XH_P11 X 148037128 148037128 Splice_Site SNV T A A AFF2 c.1459-5T>A
XH_P11 X 151815491 151815491 Missense_Mutation SNV T A A GABRQ c.389T>A P.L130Q
XH_P11 X 152686475 152686475 Missense_Mutation SNV A T T ZFP92 c.640A>T P.S214C
XH_P11 X 152807125 152807125 Splice_Site SNV A T T ATP2B3 c.407-2A>T
XH_P11 X 153416401 153416401 Missense_Mutation SNV A T T OPN1LW c.386A>T P.E129V
XH_P11 X 18221726 18221726 Missense_Mutation SNV T A A BEND2 c.802A>T P.S268C
XH_P11 X 23751309 23751309 Silent SNV T A A ACOT9 c.144A>T P.V48V
XH_P11 X 24006594 24006594 Missense_Mutation SNV T A A KLHL15 c.1259A>T P.E420V
XH_P11 X 24006595 24006595 Nonsense_Mutation SNV C A A KLHL15 c.1258G>T P.E420*
XH_P11 X 24521566 24521566 Missense_Mutation SNV A T T PDK3 c.443A>T P.Q148L
XH_P12 1 120341157 120341157 Silent SNV A T T REG4 c.372T>A P.G124G
XH_P12 1 149916917 149916917 Silent SNV C T T OTUD7B c.1371G>A P.E457E
XH_P12 1 159683396 159683396 Splice_Site SNV G A A CRP c.198-3C>T
XH_P12 1 174973834 174973834 Missense_Mutation SNV T C C CACYBP c.100T>C P.S34P
XH_P12 1 176564590 176564590 Missense_Mutation SNV G A A PAPPA2 c.1850G>A P.R617H
XH_P12 1 43317025 43317025 Silent SNV G T T ZNF691 c.489G>T P.R163R
XH_P12 10 105750590 105750590 Missense_Mutation SNV A G G SLK c.308A>G P.N103S
XH_P12 10 48413992 48413992 Silent SNV G A A GDF2 c.876C>T P.S292S
XH_P12 10 97920441 97920441 Silent SNV G T T ZNF518A c.4362G>T P.V1454V
XH_P12 11 134028234 134028234 Missense_Mutation SNV G A A NCAPD3 c.4024C>T P.P1342S
XH_P12 12 108919308 108919308 Missense_Mutation SNV G C C SART3 c.2449C>G P.L817V
XH_P12 12 14766195 14766195 Missense_Mutation SNV A T T GUCY2C c.3078T>A P.F1026L
XH_P12 12 40914221 40914221 Splice_Site SNV A G G MUC19 c.20531-8A>G
XH_P12 12 53189718 53189718 Missense_Mutation SNV C T T KRT3 c.109G>A P.G37R
XH_P12 13 20716365 20716365 Missense_Mutation SNV C T T GJA3 c.1063G>A P.V355I
XH_P12 13 25281315 25281315 Missense_Mutation SNV C T T ATP12A c.2342C>T P.T781I
XH_P12 13 25745485 25745485 Missense_Mutation SNV G T T AMER2 c.273C>A P.D91E
XH_P12 13 48563108 48563108 Missense_Mutation SNV C A A SUCLA2 c.280G>T P.D94Y
XH_P12 13 97485160 97485160 Missense_Mutation SNV C A A HS6ST3 c.1124C>A P.P375H
XH_P12 14 77872347 77872347 Missense_Mutation SNV C G G NOXRED1 c.814G>C P.E272Q
XH_P12 15 42740297 42740297 Missense_Mutation SNV A T T ZNF106 c.594T>A P.S198R
XH_P12 18 24442406 24442406 Nonsense_Mutation SNV C A A AQP4 c.187G>T P.E63*
XH_P12 18 43526704 43526704 Silent SNV C T T EPG5 c.1602G>A P.K534K
XH_P12 19 17435731 17435731 Missense_Mutation SNV G C C ANO8 c.3126C>G P.S1042R
XH_P12 19 20307863 20307863 Missense_Mutation SNV G A A ZNF486 c.344G>A P.C115Y
XH_P12 19 46294273 46294273 Missense_Mutation SNV G T T DMWD c.514C>A P.Q172K
XH_P12 19 49604664 49604664 Frame_Shift_Ins INDEL - A A SNRNP70 c.413dupA P.R139fs
XH_P12 19 57840518 57840518 Missense_Mutation SNV C T T ZNF543 c.1688C>T P.T563I
XH_P12 19 619773 619773 Splice_Site SNV G A A POLRMT c.2887-8C>T
XH_P12 2 62100411 62100411 Missense_Mutation SNV A T T CCT4 c.845T>A P.L282H
XH_P12 2 79349129 79349129 Missense_Mutation SNV A T T REG1A c.199A>T P.M67L
XH_P12 20 15210595 15210595 Missense_Mutation SNV A G G MACROD2 c.428A>G P.H143R
XH_P12 22 41077833 41077833 Silent SNV C T T MCHR1 c.1170C>T P.R390R
XH_P12 3 140406700 140406700 Missense_Mutation SNV G T T TRIM42 c.1176G>T P.K392N
XH_P12 3 180369939 180369939 Splice_Site INDEL T - - CCDC39 c.1034+12delA



XH_P12 3 183226120 183226120 Missense_Mutation SNV G T T KLHL6 c.636C>A P.D212E
XH_P12 4 101344506 101344506 Missense_Mutation SNV T C C EMCN c.432A>G P.I144M
XH_P12 4 1165095 1165095 Missense_Mutation SNV C T T SPON2 c.400G>A P.G134R
XH_P12 4 126372696 126372696 Missense_Mutation SNV A G G FAT4 c.10525A>G P.M3509V
XH_P12 4 177083301 177083301 Silent SNV C T T WDR17 c.2898C>T P.C966C
XH_P12 4 8229831 8229831 Missense_Mutation SNV C T T SH3TC1 c.2182C>T P.P728S
XH_P12 5 11346648 11346648 Missense_Mutation SNV C A A CTNND2 c.1191G>T P.R397S
XH_P12 6 35211400 35211400 Missense_Mutation SNV G A A SCUBE3 c.1936G>A P.G646S
XH_P12 7 150027864 150027864 Missense_Mutation SNV A G G ZBED6CL c.371A>G P.Q124R
XH_P12 7 45753535 45753535 Missense_Mutation SNV C T T ADCY1 c.3301C>T P.L1101F
XH_P12 7 4839054 4839054 Silent SNV G A A RADIL c.3183C>T P.D1061D
XH_P12 7 50057879 50057879 Missense_Mutation SNV C T T ZPBP c.737G>A P.R246Q
XH_P12 7 64168245 64168245 Missense_Mutation SNV G C C ZNF107 c.1563G>C P.E521D
XH_P12 7 64292175 64292175 Frame_Shift_Ins INDEL - A A ZNF138 c.466dupA P.I156fs
XH_P12 7 92848737 92848737 Missense_Mutation SNV A G G HEPACAM2 c.107T>C P.V36A
XH_P12 8 113317056 113317056 Missense_Mutation SNV T A A CSMD3 c.8040A>T P.K2680N
XH_P12 8 69028159 69028159 Silent SNV C T T PREX2 c.3318C>T P.D1106D
XH_P12 X 12904891 12904891 Missense_Mutation SNV A G G TLR7 c.1264A>G P.R422G
XH_P12 X 77224854 77224854 Silent SNV A G G PGAM4 c.282T>C P.G94G
XH_P13 1 152275306 152275306 Missense_Mutation SNV G A A FLG c.12056C>T P.A4019V
XH_P13 1 152785216 152785216 Silent SNV G A A LCE1B c.294G>A P.Q98Q
XH_P13 1 158390649 158390649 Missense_Mutation SNV C T T OR10K2 c.8G>A P.R3Q
XH_P13 1 17085998 17085998 Missense_Mutation SNV C A A MST1L c.899G>T P.G300V
XH_P13 1 93341931 93341931 Silent SNV A G G FAM69A c.111T>C P.F37F
XH_P13 10 55582706 55582706 Missense_Mutation SNV T C C PCDH15 c.4801A>G P.I1601V
XH_P13 10 70700833 70700833 Silent SNV T C C DDX50 c.1773T>C P.T591T
XH_P13 11 125848197 125848197 Splice_Site SNV A G G CDON c.3356+2T>C
XH_P13 11 18313169 18313169 Missense_Mutation SNV T C C HPS5 c.1918A>G P.I640V
XH_P13 11 46709804 46709804 Missense_Mutation SNV T C C ARHGAP1 c.236A>G P.D79G
XH_P13 11 58379120 58379120 Missense_Mutation SNV G C C ZFP91 c.763G>C P.E255Q
XH_P13 11 92600134 92600150 Frame_Shift_Del INDEL AGCGGATAAC - - FAT3 05delAGCGGATA P.A3964fs
XH_P13 12 115110047 115110047 Missense_Mutation SNV C T T TBX3 c.1831G>A P.A611T
XH_P13 12 133367816 133367816 Missense_Mutation SNV A G G GOLGA3 c.2533T>C P.F845L
XH_P13 12 1702388 1702392 Frame_Shift_Del INDEL GAGAG - - FBXL14 841_845delCTCT P.L281fs
XH_P13 12 25398284 25398284 Missense_Mutation SNV C T T KRAS c.35G>A P.G12D
XH_P13 12 57569323 57569334 Missense_Mutation INDEL TGGGCATGGA - - LRP1 3644delCATGGAM1212_G1215del
XH_P13 12 62929428 62929428 Splice_Site SNV G A A MON2 c.1831+8G>A
XH_P13 12 8990075 8990075 Silent SNV A C C A2ML1 c.768A>C P.V256V
XH_P13 13 48939029 48939029 Splice_Site SNV G C C RB1 c.862-1G>C
XH_P13 15 64427018 64427018 Splice_Site SNV G A A SNX1 c.1365+12G>A
XH_P13 16 56901024 56901024 Frame_Shift_Del INDEL C - - SLC12A3 c.327delC P.S110fs
XH_P13 17 7578382 7578382 Nonsense_Mutation SNV G T T TP53 c.548C>A P.S183*
XH_P13 18 32407609 32407609 Missense_Mutation SNV C A A DTNA c.1054C>A P.P352T
XH_P13 18 44585965 44585965 Silent SNV C T T KATNAL2 c.273C>T P.F91F
XH_P13 19 1507331 1507331 Silent SNV C T T ADAMTSL5 c.762G>A P.A254A
XH_P13 19 30164799 30164799 Missense_Mutation SNV T G G PLEKHF1 c.53T>G P.V18G
XH_P13 19 39522547 39522547 Silent SNV G A A FBXO27 c.321C>T P.R107R
XH_P13 19 4702093 4702093 Missense_Mutation SNV G C C DPP9 c.958C>G P.P320A
XH_P13 2 113588157 113588157 Splice_Site SNV C T T IL1B c.598-7G>A
XH_P13 2 180348009 180348009 Silent SNV A T T ZNF385B c.432T>A P.S144S
XH_P13 2 198266834 198266834 Missense_Mutation SNV T C C SF3B1 c.2098A>G P.K700E
XH_P13 2 241684943 241684943 Splice_Site SNV C A A KIF1A c.3375-9G>T
XH_P13 2 98408917 98408917 Missense_Mutation SNV T A A TMEM131 c.4076A>T P.D1359V
XH_P13 20 31383295 31383295 Missense_Mutation SNV T G G DNMT3B c.1207T>G P.C403G
XH_P13 20 33337761 33337761 Frame_Shift_Del INDEL C - - NCOA6 c.2237delG P.G746fs
XH_P13 21 45713715 45713715 Missense_Mutation SNV C T T AIRE c.1322C>T P.T441M
XH_P13 3 124732416 124732416 Missense_Mutation INDEL - AGAGGAGGAGGAAGAGGAGGAGG HEG1 006dupCTCCTCCP.S665_S669dup
XH_P13 3 127396614 127396614 Silent SNV C T T ABTB1 c.531C>T P.A177A
XH_P13 3 49753557 49753557 Missense_Mutation SNV G T T RNF123 c.3362G>T P.R1121L
XH_P13 3 7620616 7620616 Missense_Mutation SNV A T T GRM7 c.2023A>T P.T675S
XH_P13 4 119219892 119219892 Silent SNV A G G PRSS12 c.1833T>C P.N611N
XH_P13 4 146059690 146059690 Missense_Mutation SNV T C C OTUD4 c.2042A>G P.N681S
XH_P13 5 150656998 150656998 Missense_Mutation SNV G A A SLC36A3 c.1492C>T P.P498S
XH_P13 6 143784108 143784108 Missense_Mutation SNV G C C PEX3 c.261G>C P.E87D
XH_P13 7 148487454 148487454 Missense_Mutation SNV G A A CUL1 c.1727G>A P.G576D
XH_P13 7 18801895 18801895 Missense_Mutation SNV T C C HDAC9 c.2159T>C P.L720P
XH_P13 7 99129330 99129330 Missense_Mutation SNV T C C ZKSCAN5 c.1978T>C P.S660P
XH_P13 8 125463583 125463583 Missense_Mutation SNV A C C TRMT12 c.415A>C P.N139H
XH_P13 8 135524749 135524749 Silent SNV C T T ZFAT c.3294G>A P.A1098A
XH_P13 X 149867658 149867658 Splice_Site INDEL T - - MTMR1 c.147-3delT
XH_P13 X 37312611 37312611 Frame_Shift_Del INDEL C - - PRRG1 c.401delC P.P134fs
XH_P13 X 47045136 47045136 Nonsense_Mutation SNV C T T RBM10 c.2377C>T P.R793*
XH_P15 1 110591793 110591793 Frame_Shift_Del INDEL T - - STRIP1 c.1437delT P.I479fs
XH_P15 1 1226722 1226722 Missense_Mutation INDEL - GCA GCA SCNN1D 2143_2144insAGP.L714_L715insQ
XH_P15 1 1875802 1875802 Frame_Shift_Ins INDEL - CGGT CGGT CFAP74 450_2453dupAC P.L819fs
XH_P15 1 26509741 26509741 Frame_Shift_Del INDEL C - - CNKSR1 c.678delC P.D226fs
XH_P15 1 46685774 46685774 Missense_Mutation SNV C T T LURAP1 c.602C>T P.P201L
XH_P15 1 6647539 6647539 Frame_Shift_Ins INDEL - C C ZBTB48 c.1230dupC P.T411fs
XH_P15 1 877515 877516 Frame_Shift_Del INDEL GG - - SAMD11 c.870_871delGG P.E291fs
XH_P15 1 93299181 93299181 Frame_Shift_Ins INDEL - AT AT RPL5 c.155_156dupTA P.V53fs
XH_P15 10 45939270 45939270 Missense_Mutation SNV C A A ALOX5 c.1668C>A P.F556L
XH_P15 10 89711879 89711882 Frame_Shift_Del INDEL TAAC - - PTEN .499_502delACT P.T167fs
XH_P15 10 97444362 97444362 Frame_Shift_Ins INDEL - TC TC TCTN3 c.987_988dupGA P.T330fs
XH_P15 10 99531082 99531108 Missense_Mutation INDEL AACTGCACG - - SFRP5 GCATCGCCGTGCAP.C162_L170del
XH_P15 11 102714170 102714171 Splice_Site INDEL TA - - MMP3 105+2_105+3delTA
XH_P15 11 118897733 118897733 Frame_Shift_Ins INDEL - A A SLC37A4 c.697dupT P.Y233fs
XH_P15 11 18723515 18723515 Frame_Shift_Ins INDEL - G G TMEM86A c.685dupG P.E229fs
XH_P15 11 1905812 1905812 Splice_Site INDEL - TA TA LSP1 31+3_531+4dupAT
XH_P15 11 28104442 28104442 Missense_Mutation SNV T A A KIF18A c.1223A>T P.K408M
XH_P15 11 34654158 34654158 Frame_Shift_Ins INDEL - GATT GATT EHF c.24_27dupATTG P.V10fs
XH_P15 11 36310918 36310918 Frame_Shift_Ins INDEL - GCCT GCCT COMMD9 c.44_45insAGGC P.L16fs
XH_P15 11 63586402 63586402 Missense_Mutation SNV G A A C11orf84 c.862G>A P.D288N
XH_P15 11 64543964 64543964 Splice_Site INDEL - T T SF1 c.535+5dupA
XH_P15 11 67410314 67410314 Frame_Shift_Ins INDEL - GG GG ACY3 c.839_840dupCC P.V281fs
XH_P15 11 71955041 71955041 Frame_Shift_Ins INDEL - GAC GAC PHOX2A c.7_8insGTC P.Y3delinsCH
XH_P15 11 75153602 75153602 Frame_Shift_Ins INDEL - GCT GCT GDPD5 .970_972dupAG P.S324dup
XH_P15 11 76922242 76922242 Missense_Mutation INDEL - ACC ACC MYO7A 6098_6099insCCP.E2033delinsDQ
XH_P15 12 11061483 11061483 Frame_Shift_Ins INDEL - CAA CAA TAS2R13 .412_414dupTTG P.L138dup



XH_P15 12 30872054 30872054 Frame_Shift_Ins INDEL - ACT ACT CAPRIN2 2251_2253dupA P.S751dup
XH_P15 12 48173947 48173947 Frame_Shift_Ins INDEL - TACT TACT SLC48A1 325_328dupTAC P.Y110fs
XH_P15 12 4920326 4920326 Missense_Mutation SNV G C C KCNA6 c.1119G>C P.M373I
XH_P15 12 57039021 57039021 Frame_Shift_Ins INDEL - TGG TGG ATP5B .241_243dupCC P.P81dup
XH_P15 12 92537947 92537947 Frame_Shift_Ins INDEL - T T BTG1 c.424dupA P.M142fs
XH_P15 13 23911365 23911365 Missense_Mutation SNV G A A SACS c.6209C>T P.P2070L
XH_P15 13 49050843 49050843 Nonsense_Mutation SNV G T T RB1 c.2527G>T P.E843*
XH_P15 13 76055493 76055504 Missense_Mutation INDEL GTGAGGTCGT - - TBC1D4 411delCACGACCP.H134_T137del
XH_P15 13 78492216 78492216 Splice_Site SNV C T T EDNRB c.483+10G>A
XH_P15 14 104387272 104387272 Splice_Site INDEL - T T C14orf2 c.51+4dupA
XH_P15 14 20849516 20849516 Nonsense_Mutation SNV G A A TEP1 c.4279C>T P.R1427*
XH_P15 14 21541273 21541273 Frame_Shift_Ins INDEL - C C ARHGEF40 c.78dupC P.T27fs
XH_P15 14 24528128 24528128 Frame_Shift_Ins INDEL - CT CT CARMIL3 1505_1506dupC P.A503fs
XH_P15 14 24802202 24802202 Splice_Site INDEL - AGGG AGGG ADCY4 0-12_160-9dupCCCT
XH_P15 14 31358824 31358824 Frame_Shift_Ins INDEL - TCAC TCAC COCH 482_1485dupCA P.I496fs
XH_P15 14 31790758 31790758 Frame_Shift_Ins INDEL - AACT AACT HEATR5A 3915_3916insAG P.V1306fs
XH_P15 14 50053052 50053053 Frame_Shift_Del INDEL GC - - RPS29 c.12_13delGC P.Q5fs
XH_P15 14 50300137 50300137 Splice_Site INDEL - T T NEMF c.735+3dupA
XH_P15 14 50555913 50555913 Splice_Site SNV A G G LINC01599 n.48T>C
XH_P15 14 50952325 50952325 Frame_Shift_Ins INDEL - CA CA MAP4K5 c.291_292dupTG P.G98fs
XH_P15 14 55636160 55636162 Missense_Mutation INDEL GTA - - DLGAP5 1503_1505delTA P.T502del
XH_P15 14 92409302 92409303 Frame_Shift_Del INDEL TA - - FBLN5 c.20_21delTA P.I7fs
XH_P15 15 101833228 101833228 Splice_Site INDEL - C C SNRPA1 c.230+1dupG
XH_P15 15 23812308 23812308 Missense_Mutation SNV G T T MKRN3 c.1379G>T P.S460I
XH_P15 15 38235601 38235601 Splice_Site INDEL - A A TMCO5A c.627+5dupA
XH_P15 15 62237949 62237949 Missense_Mutation SNV T C C VPS13C c.5113A>G P.I1705V
XH_P15 15 62299587 62299587 Silent SNV A G G VPS13C c.1210T>C P.L404L
XH_P15 15 62299588 62299588 Silent SNV C T T VPS13C c.1209G>A P.Q403Q
XH_P15 15 63414237 63414237 Missense_Mutation INDEL - GGC GGC LACTB .168_170dupGG P.A57dup
XH_P15 15 68501975 68501975 Frame_Shift_Ins INDEL - A A CLN6 c.664dupT P.W222fs
XH_P15 15 74494557 74494557 Frame_Shift_Del INDEL A - - STRA6 c.52delT P.Y18fs
XH_P15 15 89443007 89443007 Frame_Shift_Del INDEL G - - MFGE8 c.774delC P.I259fs
XH_P15 16 2358443 2358443 Splice_Site INDEL - CACT CACT ABCA3 5+4_1285+7dupAGTG
XH_P15 16 68867322 68867322 Frame_Shift_Ins INDEL - AGGA AGGA CDH1 570_2573dupAG P.D858fs
XH_P15 16 71706204 71706204 Frame_Shift_Ins INDEL - A A PHLPP2 c.1492dupT P.Y498fs
XH_P15 17 15848840 15848842 Missense_Mutation INDEL TCT - - ADORA2B c.280_282delTTC P.F94del
XH_P15 17 16075109 16075114 Splice_Site INDEL ATATTT - - NCOR1 5+3_435+8delAAATAT
XH_P15 17 38560458 38560458 Missense_Mutation SNV C A A TOP2A c.2229G>T P.K743N
XH_P15 17 40336409 40336409 Frame_Shift_Ins INDEL - AGCA AGCA HCRT 155_158dupTGC P.H54fs
XH_P15 17 43215332 43215332 Frame_Shift_Ins INDEL - C C ACBD4 c.630dupC P.V211fs
XH_P15 17 43552749 43552749 Frame_Shift_Ins INDEL - T T PLEKHM1 c.639dupA P.L214fs
XH_P15 17 5071260 5071260 Missense_Mutation SNV C T T USP6 c.3070C>T P.R1024W
XH_P15 17 5418828 5418828 Missense_Mutation SNV A G G NLRP1 c.3845T>C P.M1282T
XH_P15 17 62045456 62045456 Silent SNV G A A SCN4A c.963C>T P.N321N
XH_P15 17 72301563 72301563 Missense_Mutation SNV C T T DNAI2 c.1193C>T P.S398L
XH_P15 17 73102118 73102119 Frame_Shift_Del INDEL GC - - SLC16A5 .1508_1509delG P.S503fs
XH_P15 17 73235158 73235158 Frame_Shift_Ins INDEL - CACT CACT GGA3 567_1570dupAG P.A524fs
XH_P15 17 79418847 79418847 Missense_Mutation SNV G A A BAHCC1 c.4055G>A P.R1352H
XH_P15 17 80656339 80656339 Frame_Shift_Ins INDEL - GGCC GGCC RAB40B 130_133dupGGC P.H45fs
XH_P15 18 12014299 12014301 Missense_Mutation INDEL GCG - - IMPA2 c.419_421delGG P.R140del
XH_P15 18 44559687 44559687 Missense_Mutation SNV G A A TCEB3B c.1949C>T P.T650M
XH_P15 18 51888540 51888540 Frame_Shift_Ins INDEL - T T C18orf54 c.812dupT P.P272fs
XH_P15 19 10400734 10400759 Frame_Shift_Del INDEL TGCGCCGGG - - ICAM5 GCTGCGCCGGGC P.G7fs
XH_P15 19 10935797 10935797 Frame_Shift_Ins INDEL - G G DNM2 c.1960dupG P.E654fs
XH_P15 19 11485584 11485584 Frame_Shift_Ins INDEL - CTA CTA SWSAP1 .166_168dupCT P.L56dup
XH_P15 19 12958818 12958818 Frame_Shift_Ins INDEL - CC CC MAST1 c.722_723dupCC P.T242fs
XH_P15 19 15536187 15536189 Missense_Mutation INDEL AGC - - WIZ 1472_1474delGCG491_Y492delinsD
XH_P15 19 18643010 18643024 Missense_Mutation INDEL CACACCCCCCA - - FKBP8 08delCTTGGGGGP.L399_A403del
XH_P15 19 22379432 22379432 Silent SNV A G G ZNF676 c.4T>C P.L2L
XH_P15 19 30106230 30106230 Silent SNV T G G POP4 c.606T>G P.L202L
XH_P15 19 35715965 35715965 Frame_Shift_Ins INDEL - TCCT TCCT FAM187B 869_872dupAGG P.L292fs
XH_P15 19 36017858 36017867 Frame_Shift_Del INDEL ATGAACTGCT - - SBSN _1326delAGCAG P.I439fs
XH_P15 19 36486332 36486332 Frame_Shift_Ins INDEL - CT CT SDHAF1 c.157_158dupCT P.Y54fs
XH_P15 19 36501809 36501809 Missense_Mutation SNV C T T ALKBH6 c.323G>A P.G108E
XH_P15 19 39361489 39361489 Missense_Mutation SNV C T T RINL c.745G>A P.D249N
XH_P15 19 43679507 43679507 Frame_Shift_Ins INDEL - T T PSG5 c.823dupA P.I275fs
XH_P15 19 47192929 47192933 Frame_Shift_Del INDEL GTTCA - - PRKD2 832_1836delTGA P.V611fs
XH_P15 19 48945578 48945578 Frame_Shift_Del INDEL G - - GRIN2D c.2613delG P.W871fs
XH_P15 19 49951302 49951302 Frame_Shift_Ins INDEL - GGTA GGTA PIH1D1 351_354dupTAC P.A119fs
XH_P15 19 50919981 50919982 Splice_Site INDEL GT - - POLD1 067+2_3067+3delTG
XH_P15 19 58420589 58420589 Frame_Shift_Ins INDEL - TT TT ZNF417 .1053_1054insA P.H352fs
XH_P15 19 59065565 59065572 Frame_Shift_Del INDEL GAACAATA - - CHMP2A 8_15delTATTGTT P.L3fs
XH_P15 2 101670669 101670670 Frame_Shift_Del INDEL AG - - TBC1D8 c.486_487delCT P.Y162fs
XH_P15 2 113332737 113332737 Frame_Shift_Ins INDEL - CTAC CTAC POLR1B 672_2675dupCT P.P893fs
XH_P15 2 145157709 145157709 Nonsense_Mutation SNV T A A ZEB2 c.973A>T P.K325*
XH_P15 2 160879231 160879233 Missense_Mutation INDEL TAA - - PLA2R1 1237_1239delTT P.L413del
XH_P15 2 191845336 191845336 Splice_Site INDEL C - - STAT1 c.1632+10delG
XH_P15 2 197738399 197738399 Splice_Site INDEL - ATTA ATTA PGAP1 8+6_978+9dupTAAT
XH_P15 2 242814426 242814428 Missense_Mutation INDEL TCA - - RTP5 c.721_723delATC P.I241del
XH_P15 2 48698513 48698518 Splice_Site INDEL ACCCCC - - PPP1R21 +7_1088+12delACCCCC
XH_P15 2 73635784 73635784 Frame_Shift_Ins INDEL - A A ALMS1 c.360dupA P.V121fs
XH_P15 2 9637293 9637293 Missense_Mutation SNV C T T ADAM17 c.1733G>A P.C578Y
XH_P15 2 97427091 97427091 Frame_Shift_Ins INDEL - AGCT AGCT CNNM4 356_359dupAGC P.V121fs
XH_P15 20 10256220 10256220 Splice_Site INDEL - C C SNAP25 .72+9_72+10insC
XH_P15 20 10654168 10654169 Frame_Shift_Del INDEL GG - - JAG1 c.10_11delCC P.P4fs
XH_P15 20 21367645 21367645 Splice_Site INDEL - TAAA TAAA XRN2 1+3_3021+6dupAAAT
XH_P15 20 33077677 33077677 Frame_Shift_Ins INDEL - GCC GCC ITCH 2389_2391dupG P.A797dup
XH_P15 20 43552884 43552885 Frame_Shift_Del INDEL TT - - PABPC1L c.959_960delTT P.I320fs
XH_P15 20 44598226 44598226 Frame_Shift_Ins INDEL - C C ZNF335 c.305dupG P.P103fs
XH_P15 20 46262946 46262946 Splice_Site INDEL A - - NCOA3 c.1112+7delA
XH_P15 20 47739677 47739677 Frame_Shift_Ins INDEL - GT GT STAU1 c.691_692dupAC P.L232fs
XH_P15 20 60902411 60902411 Frame_Shift_Ins INDEL - CAC CAC LAMA5 4987_4989dupG P.V1663dup
XH_P15 20 62520589 62520593 Frame_Shift_Del INDEL AAGGT - - TPD52L2 50_450+4delGGT P.K150fs
XH_P15 21 37417936 37417936 Frame_Shift_Ins INDEL - CTGA CTGA SETD4 .669_670insTCA P.D224fs
XH_P15 21 38114037 38114038 Frame_Shift_Del INDEL CA - - SIM2 c.871_872delAC P.T291fs
XH_P15 22 20307492 20307524 In_Frame_Del INDEL GCGCTCCATG - - DGCR6L CCGCGCCATGGA P.M1_A7del
XH_P15 22 26181425 26181425 Frame_Shift_Ins INDEL - AGC AGC MYO18B 2347_2349dupA P.S784dup
XH_P15 22 38083967 38083967 Missense_Mutation SNV C A A NOL12 c.134C>A P.A45D



XH_P15 22 46932215 46932229 Missense_Mutation INDEL ATGTAATAGC - - CELSR1 53delTGAGCTATTP.V280_M284del
XH_P15 3 101474341 101474341 Missense_Mutation SNV C G G CEP97 c.796C>G P.L266V
XH_P15 3 113594396 113594396 Frame_Shift_Ins INDEL - TATG TATG GRAMD1C 327_330dupATG P.F111fs
XH_P15 3 179298703 179298708 Missense_Mutation INDEL TGTTCA - - ACTL6A 853_858delGTTCP.V285_H286del
XH_P15 3 180320212 180320212 Splice_Site INDEL - AA AA TTC14 61+3_161+4dupAA
XH_P15 3 40352489 40352489 Frame_Shift_Ins INDEL - T T EIF1B c.138dupT P.V47fs
XH_P15 3 42727133 42727133 Missense_Mutation SNV C T T KLHL40 c.23C>T P.A8V
XH_P15 3 45823712 45823712 Frame_Shift_Ins INDEL - T T SLC6A20 c.124dupA P.S42fs
XH_P15 3 47084059 47084059 Frame_Shift_Del INDEL C - - SETD2 c.7230delG P.I2411fs
XH_P15 3 47374726 47374726 Frame_Shift_Ins INDEL - C C KLHL18 c.682dupC P.R228fs
XH_P15 3 58094969 58094969 Frame_Shift_Del INDEL T - - FLNB c.2119delT P.S707fs
XH_P15 3 58154312 58154315 Frame_Shift_Del INDEL TAAC - - FLNB 7439_7442delAC P.N2480fs
XH_P15 4 106190765 106190765 Splice_Site SNV A G G TET2 c.4045-2A>G
XH_P15 4 138450913 138450913 Missense_Mutation SNV G C C PCDH18 c.2330C>G P.S777W
XH_P15 4 139980616 139980622 Frame_Shift_Del INDEL TGACTAC - - ELF2 30_1036delGTAG P.V344fs
XH_P15 4 184367966 184367981 Frame_Shift_Del INDEL CAGACCAGTG - - CDKN2AIP 44delTCCCAGAC P.S377fs
XH_P15 4 959035 959035 Frame_Shift_Ins INDEL - CC CC DGKQ 1661_1662dupG P.L555fs
XH_P15 5 127710331 127710331 Silent SNV A T T FBN2 c.2085T>A P.R695R
XH_P15 5 33944831 33944831 Silent SNV G A A SLC45A2 c.1515C>T P.V505V
XH_P15 5 53814873 53814880 Frame_Shift_Del INDEL CCAGCCAC - - SNX18 5_1102delCCAC P.H366fs
XH_P15 6 116381223 116381223 Missense_Mutation SNV G C C FRK c.252C>G P.H84Q
XH_P15 6 121427164 121427164 Splice_Site INDEL - T T TBC1D32 c.3465+4dupA
XH_P15 6 130762171 130762197 Missense_Mutation INDEL ATTGGCAGCA - - TMEM200A GATTGGCAGCAAP.R204_S212del
XH_P15 6 134493912 134493912 Splice_Site INDEL - CT CT SGK1 835-2_835-1dupAG
XH_P15 6 136476805 136476808 Frame_Shift_Del INDEL TGCT - - PDE7B .620_623delTGC P.L207fs
XH_P15 6 162683710 162683710 Missense_Mutation SNV C T T PARK2 c.259G>A P.D87N
XH_P15 6 17794483 17794483 Frame_Shift_Ins INDEL - TAGT TAGT KIF13A 3218_3219insAC P.Y1073fs
XH_P15 6 24495516 24495516 Missense_Mutation SNV G A A ALDH5A1 c.292G>A P.A98T
XH_P15 6 26022047 26022047 Frame_Shift_Ins INDEL - TA TA HIST1H4A c.142_143insAT P.S48fs
XH_P15 6 28333382 28333382 Frame_Shift_Ins INDEL - GGCA GGCA ZKSCAN3 938_941dupGGC P.H314fs
XH_P15 6 43400951 43400951 Frame_Shift_Ins INDEL - CT CT ABCC10 1236_1237dupC P.Y413fs
XH_P15 6 44253899 44253899 Silent SNV G A A TCTE1 c.648C>T P.S216S
XH_P15 7 128482269 128482269 Splice_Site INDEL - G G FLNC c.2122-13dupG
XH_P15 7 138713681 138713681 Frame_Shift_Ins INDEL - C C ZC3HAV1L c.526dupG P.E176fs
XH_P15 7 13971133 13971133 Missense_Mutation SNV C T T ETV1 c.796G>A P.D266N
XH_P15 7 150164095 150164095 Silent SNV C T T GIMAP8 c.309C>T P.I103I
XH_P15 7 30068407 30068407 Frame_Shift_Ins INDEL - CT CT PLEKHA8 c.30_31dupCT P.Y11fs
XH_P15 7 44104864 44104864 Nonsense_Mutation SNV C A A PGAM2 c.265G>T P.E89*
XH_P15 7 73118738 73118738 Frame_Shift_Ins INDEL - TGAG TGAG STX1A .298_299insCTC P.I100fs
XH_P15 7 89856600 89856600 Frame_Shift_Ins INDEL - TA TA STEAP2 c.811_812dupTA P.L272fs
XH_P15 7 92761723 92761723 Nonsense_Mutation SNV G A A SAMD9L c.3562C>T P.R1188*
XH_P15 8 104312436 104312436 Missense_Mutation SNV A C C FZD6 c.101A>C P.K34T
XH_P15 8 144944735 144944742 Frame_Shift_Del INDEL CCGGCCTC - - EPPK1 0_2687delGAGG P.E894fs
XH_P15 8 27145644 27145644 Frame_Shift_Del INDEL A - - TRIM35 c.786delT P.C262fs
XH_P15 8 27145645 27145645 Splice_Site SNV C T T TRIM35 c.786-1G>A
XH_P15 8 30585153 30585153 Frame_Shift_Ins INDEL - GA GA GSR c.199_200insTC P.Y67fs
XH_P15 8 53045681 53045681 Missense_Mutation SNV G A A ST18 c.2380C>T P.R794C
XH_P15 8 72756341 72756341 Missense_Mutation SNV C T T MSC c.73G>A P.A25T
XH_P15 8 90965619 90965622 Frame_Shift_Del INDEL TAAC - - NBN 1695_1698delGT P.Q565fs
XH_P15 9 129376788 129376788 Frame_Shift_Ins INDEL - CG CG LMX1B c.60_61insCG P.C21fs
XH_P15 9 135979141 135979141 Frame_Shift_Ins INDEL - AGTC AGTC RALGDS 582_1585dupGA P.Y529fs
XH_P15 9 139686484 139686484 Splice_Site INDEL - GG GG TMEM141 05+4_205+5dupGG
XH_P15 9 139835501 139835506 Missense_Mutation INDEL AGCAGC - - FBXW5 575_1580delGCTP.L526_L527del
XH_P15 9 140331030 140331032 Missense_Mutation INDEL GCT - - ENTPD8 c.727_729delAGC P.S243del
XH_P15 9 19126149 19126150 Frame_Shift_Del INDEL GG - - PLIN2 c.188_189delCC P.T63fs
XH_P15 9 37800650 37800650 Splice_Site INDEL - TTG TTG DCAF10 20+6_20+7insTTG
XH_P15 9 37800650 37800650 Splice_Site INDEL T - - DCAF10 c.20+6delT
XH_P15 9 86571117 86571117 Frame_Shift_Ins INDEL - AGT AGT C9orf64 .296_298dupAC P.Y99dup
XH_P15 9 97844955 97844955 Frame_Shift_Ins INDEL - GAT GAT C9orf3 2419_2421dupG P.D807dup
XH_P15 X 41204684 41204684 Missense_Mutation INDEL - ATA ATA DDX3X 1199_1201dupAP.Y400_I401insN
XH_P15 X 57021122 57021126 Frame_Shift_Del INDEL ATTTG - - SPIN3 255_259delCAAA P.K86fs
XH_P15 X 68058601 68058601 Frame_Shift_Ins INDEL - ACAT ACAT EFNB1 .273_274insTAC P.V92fs
XH_P16 1 198697459 198697459 Splice_Site SNV T A A PTPRC c.1721-10T>A
XH_P16 1 54509117 54509117 Missense_Mutation SNV C T T TMEM59 c.472G>A P.A158T
XH_P16 1 8397927 8397927 Missense_Mutation SNV A G G SLC45A1 c.1751A>G P.E584G
XH_P16 10 103900368 103900368 Silent SNV C A A PPRC1 c.2103C>A P.A701A
XH_P16 10 82267045 82267045 Missense_Mutation SNV T G G TSPAN14 c.194T>G P.V65G
XH_P16 10 88203077 88203077 Silent SNV G C C WAPL c.3348C>G P.A1116A
XH_P16 10 88768297 88768297 Silent SNV G A A AGAP11 c.288G>A P.E96E
XH_P16 11 50003751 50003751 Missense_Mutation SNV A C C OR4C12 c.287T>G P.M96R
XH_P16 12 8375278 8375278 Missense_Mutation SNV C T T FAM90A1 c.535G>A P.V179I
XH_P16 13 20637066 20637066 Missense_Mutation SNV G A A ZMYM2 c.2992G>A P.V998I
XH_P16 13 53421212 53421212 Missense_Mutation SNV A T T PCDH8 c.1360T>A P.S454T
XH_P16 14 23447665 23447665 Splice_Site SNV A G G AJUBA c.1007-11T>C
XH_P16 14 25100338 25100338 Missense_Mutation SNV C G G GZMB c.683G>C P.R228P
XH_P16 15 74468454 74468454 Missense_Mutation SNV C T T ISLR c.1255C>T P.L419F
XH_P16 16 31382991 31382991 Frame_Shift_Ins INDEL - T T ITGAX c.2046_2047insT P.P683fs
XH_P16 16 31382992 31382992 Frame_Shift_Ins INDEL - TG TG ITGAX .2047_2048insT P.P683fs
XH_P16 16 89347823 89347823 Silent SNV C A A ANKRD11 c.5127G>T P.V1709V
XH_P16 17 10297566 10297566 Splice_Site SNV C T T MYH8 c.5166G>A P.Q1722Q
XH_P16 17 18700880 18700880 Splice_Site SNV A T T TVP23B c.49-12A>T
XH_P16 19 32083744 32083744 Silent SNV G A A THEG5 c.246G>A P.L82L
XH_P16 19 3633460 3633460 Frame_Shift_Del INDEL G - - PIP5K1C c.1979delC P.P660fs
XH_P16 19 44680888 44680888 Silent SNV A G G ZNF226 c.1473A>G P.Q491Q
XH_P16 19 50213590 50213590 Missense_Mutation SNV T A A CPT1C c.1547T>A P.I516N
XH_P16 19 6743270 6743270 Splice_Site SNV G T T TRIP10 c.408+3G>T
XH_P16 2 17913067 17913067 Missense_Mutation SNV A G G SMC6 c.422T>C P.L141P
XH_P16 2 231134655 231134655 Silent SNV G A A SP140 c.1251G>A P.A417A
XH_P16 2 242163117 242163117 Missense_Mutation SNV T C C ANO7 c.2615T>C P.V872A
XH_P16 2 28634869 28634869 Frame_Shift_Del INDEL A - - FOSL2 c.536delA P.K179fs
XH_P16 2 97833499 97833499 Missense_Mutation SNV G C C ANKRD36 c.1628G>C P.G543A
XH_P16 20 62195645 62195645 Silent SNV C T T HELZ2 c.4530G>A P.P1510P
XH_P16 20 9510313 9510313 Missense_Mutation SNV G A A LAMP5 c.557G>A P.R186Q
XH_P16 21 47648346 47648346 Splice_Site SNV A G G LSS c.180+2T>C
XH_P16 22 36177688 36177688 Missense_Mutation SNV G T T RBFOX2 c.355C>A P.P119T
XH_P16 3 168806806 168806806 Missense_Mutation SNV G T T MECOM c.3198C>A P.H1066Q
XH_P16 3 178917478 178917478 Missense_Mutation SNV G A A PIK3CA c.353G>A P.G118D
XH_P16 3 52437845 52437848 Frame_Shift_Del INDEL ACTG - - BAP1 1313_1316delCA P.S438fs



XH_P16 4 160274909 160274909 Silent SNV C T T RAPGEF2 c.3879C>T P.S1293S
XH_P16 5 136324278 136324278 Missense_Mutation SNV T C C SPOCK1 c.761A>G P.N254S
XH_P16 5 148407689 148407689 Missense_Mutation SNV G A A SH3TC2 c.1606C>T P.R536W
XH_P16 5 38407201 38407201 Missense_Mutation SNV C T T EGFLAM c.1100C>T P.S367L
XH_P16 5 98221357 98221357 Splice_Site INDEL - A A CHD1 c.2497-5dupT
XH_P16 6 136590653 136590653 Missense_Mutation SNV G A A BCLAF1 c.2135C>T P.S712F
XH_P16 6 44392313 44392313 Missense_Mutation SNV G T T CDC5L c.1562G>T P.R521L
XH_P16 6 56418088 56418088 Frame_Shift_Ins INDEL - T T DST c.9144dupA P.A3049fs
XH_P16 7 111976201 111976201 Silent SNV C A A ZNF277 c.844C>A P.R282R
XH_P16 7 121616296 121616296 Frame_Shift_Del INDEL T - - PTPRZ1 c.527delT P.L176fs
XH_P16 7 146818146 146818146 Missense_Mutation SNV A G G CNTNAP2 c.830A>G P.H277R
XH_P16 7 18688241 18688241 Missense_Mutation SNV C G G HDAC9 c.1402C>G P.Q468E
XH_P16 8 134062215 134062215 Missense_Mutation SNV T G G SLA c.180A>C P.K60N
XH_P16 8 145060131 145060131 Missense_Mutation SNV A C C PARP10 c.230T>G P.V77G
XH_P16 9 136599206 136599206 Silent SNV G A A SARDH c.90C>T P.S30S
XH_P16 X 16887325 16887325 Missense_Mutation SNV T G G RBBP7 c.167A>C P.E56A
XH_P17 1 150116893 150116893 Missense_Mutation SNV A G G VPS45 c.1411A>G P.R471G
XH_P17 1 151681773 151681773 Missense_Mutation SNV T C C CELF3 c.188A>G P.D63G
XH_P17 1 17727720 17727720 Missense_Mutation SNV G A A PADI6 c.1871G>A P.G624D
XH_P17 1 197313501 197313501 Missense_Mutation SNV G A A CRB1 c.743G>A P.C248Y
XH_P17 10 104356900 104356900 Nonsense_Mutation SNV A T T SUFU c.760A>T P.R254*
XH_P17 10 75560464 75560464 Frame_Shift_Del INDEL C - - ZSWIM8 c.5085delC P.Y1696fs
XH_P17 11 34680218 34680218 Nonsense_Mutation SNV G A A EHF c.677G>A P.W226*
XH_P17 11 64564284 64564284 Silent SNV G T T MAP4K2 c.1465C>A P.R489R
XH_P17 13 111274693 111274693 Silent SNV C T T NAXD c.231C>T P.G77G
XH_P17 14 105417034 105417034 Missense_Mutation SNV T C C AHNAK2 c.4754A>G P.K1585R
XH_P17 14 91356823 91356823 Splice_Site SNV G A A RPS6KA5 c.993+8C>T
XH_P17 16 15790606 15790606 Missense_Mutation SNV A G G NDE1 c.836A>G P.Y279C
XH_P17 16 31539967 31539967 Silent SNV C T T AHSP c.264C>T P.F88F
XH_P17 16 53256655 53256655 Silent SNV T C C CHD9 c.1884T>C P.D628D
XH_P17 19 43237120 43237120 Silent SNV G A A PSG3 c.525C>T P.D175D
XH_P17 19 47200450 47200450 Silent SNV C T T PRKD2 c.1281G>A P.T427T
XH_P17 19 8154821 8154821 Silent SNV G A A FBN3 c.6207C>T P.P2069P
XH_P17 2 179981410 179981410 Missense_Mutation SNV A T T SESTD1 c.1632T>A P.F544L
XH_P17 2 234627609 234627609 Missense_Mutation SNV T C C UGT1A4 c.143T>C P.L48S
XH_P17 20 16486474 16486474 Missense_Mutation SNV T C C KIF16B c.893A>G P.N298S
XH_P17 20 47274740 47274740 Silent SNV G A A PREX1 c.1908C>T P.G636G
XH_P17 21 45844768 45844768 Missense_Mutation SNV G A A TRPM2 c.3733G>A P.V1245M
XH_P17 21 47704502 47704502 Silent SNV T C C MCM3AP c.699A>G P.E233E
XH_P17 22 21330964 21330964 Missense_Mutation SNV C T T AIFM3 c.1055C>T P.T352M
XH_P17 22 51159965 51159965 Missense_Mutation SNV C T T SHANK3 c.3662C>T P.P1221L
XH_P17 3 52539331 52539331 Splice_Site SNV A T T STAB1 c.1519-4A>T
XH_P17 3 97596432 97596432 Nonsense_Mutation SNV G T T CRYBG3 c.6394G>T P.E2132*
XH_P17 4 88055769 88055769 Missense_Mutation SNV A T T AFF1 c.3458A>T P.Y1153F
XH_P17 5 149512405 149512405 Silent SNV C T T PDGFRB c.1035G>A P.P345P
XH_P17 6 24839358 24839358 Missense_Mutation SNV G C C FAM65B c.2000C>G P.A667G
XH_P17 6 44117662 44117662 Missense_Mutation SNV A C C TMEM63B c.1480A>C P.I494L
XH_P17 7 120704280 120704280 Splice_Site SNV C T T CPED1 c.541-12C>T
XH_P17 7 140481411 140481411 Missense_Mutation SNV C A A BRAF c.1397G>T P.G466V
XH_P17 8 144789836 144789836 Splice_Site SNV C T T CCDC166 c.444G>A P.K148K
XH_P17 8 25890659 25890659 Missense_Mutation SNV C G G EBF2 c.493G>C P.E165Q
XH_P17 8 57128950 57128950 Splice_Site SNV C T T CHCHD7 c.132C>T P.I44I
XH_P17 9 114986141 114986141 Missense_Mutation SNV G C C PTBP3 c.1565C>G P.S522C
XH_P17 9 134362687 134362687 Splice_Site SNV C T T PRRC2B c.5984+6C>T
XH_P17 9 38068518 38068518 Frame_Shift_Ins INDEL - G G SHB c.124dupC P.Q42fs
XH_P17 X 107924981 107924981 Splice_Site SNV G T T COL4A5 c.4070-9G>T
XH_P17 X 32407785 32407785 Frame_Shift_Ins INDEL - T T DMD c.4326dupA P.L1443fs
XH_P18 1 115251238 115251238 Frame_Shift_Del INDEL A - - NRAS c.488delT P.I163fs
XH_P18 1 158450049 158450049 Missense_Mutation SNV G A A OR10R2 c.382G>A P.A128T
XH_P18 10 118443293 118443293 Splice_Site SNV C G G HSPA12A c.886+9G>C
XH_P18 10 50028381 50028381 Missense_Mutation SNV G A A WDFY4 c.5608G>A P.A1870T
XH_P18 11 56058264 56058264 Missense_Mutation SNV G A A OR8H1 c.275C>T P.S92F
XH_P18 11 612757 612757 Missense_Mutation SNV C T T IRF7 c.1400G>A P.R467H
XH_P18 11 64110663 64110663 Missense_Mutation SNV C T T CCDC88B c.1075C>T P.L359F
XH_P18 11 6554289 6554289 Missense_Mutation SNV C G G DNHD1 c.2380C>G P.L794V
XH_P18 11 67811294 67811294 Missense_Mutation SNV G A A TCIRG1 c.727G>A P.V243I
XH_P18 11 68475782 68475782 Missense_Mutation SNV C A A TESMIN c.1521G>T P.M507I
XH_P18 11 77590088 77590088 Missense_Mutation SNV C G G INTS4 c.2799G>C P.E933D
XH_P18 12 123200497 123200497 Missense_Mutation SNV G A A HCAR3 c.788C>T P.T263M
XH_P18 12 25398285 25398285 Missense_Mutation SNV C A A KRAS c.34G>T P.G12C
XH_P18 12 40940944 40940944 Silent SNV C T T MUC19 c.23139C>T P.T7713T
XH_P18 12 52865464 52865464 Missense_Mutation SNV G C C KRT6C c.808C>G P.L270V
XH_P18 13 113803460 113803460 Missense_Mutation SNV C A A F10 c.1096C>A P.R366S
XH_P18 13 36686200 36686200 Nonsense_Mutation SNV G A A DCLK1 c.529C>T P.R177*
XH_P18 14 20847178 20847178 Silent SNV G A A TEP1 c.4890C>T P.D1630D
XH_P18 14 35592700 35592700 Frame_Shift_Del INDEL T - - KIAA0391 c.257delT P.L86fs
XH_P18 14 77685214 77685214 Missense_Mutation SNV G C C TMEM63C c.58G>C P.D20H
XH_P18 15 43023935 43023935 Missense_Mutation SNV C T T CDAN1 c.1622G>A P.R541Q
XH_P18 15 48786440 48786440 Missense_Mutation SNV C T T FBN1 c.2689G>A P.G897S
XH_P18 15 65491108 65491108 Missense_Mutation SNV G A A CILP c.1516C>T P.R506C
XH_P18 15 79603645 79603645 Silent SNV G A A TMED3 c.54G>A P.L18L
XH_P18 16 1709952 1709952 Silent SNV G A A CRAMP1 c.2301G>A P.T767T
XH_P18 16 22926676 22926676 Silent SNV G A A HS3ST2 c.897G>A P.T299T
XH_P18 16 682597 682597 Nonsense_Mutation SNV G T T WFIKKN1 c.187G>T P.E63*
XH_P18 16 84179152 84179152 Missense_Mutation SNV G C C DNAAF1 c.107G>C P.R36P
XH_P18 17 40028336 40028336 Silent SNV C T T ACLY c.2742G>A P.A914A
XH_P18 17 46930276 46930276 Splice_Site SNV C G G CALCOCO2 c.898-12C>G
XH_P18 17 55822346 55822346 Silent SNV G A A CCDC182 c.288C>T P.R96R
XH_P18 18 12699131 12699131 Nonsense_Mutation SNV G A A CEP76 c.367C>T P.Q123*
XH_P18 18 32825531 32825531 Missense_Mutation SNV G A A ZNF397 c.862G>A P.D288N
XH_P18 18 42530447 42530447 Missense_Mutation SNV C T T SETBP1 c.1142C>T P.S381L
XH_P18 18 48591933 48591933 Nonsense_Mutation SNV C T T SMAD4 c.1096C>T P.Q366*
XH_P18 18 7080391 7080391 Missense_Mutation SNV C T T LAMA1 c.127G>A P.E43K
XH_P18 19 17648265 17648265 Missense_Mutation SNV C T T FAM129C c.601C>T P.R201W
XH_P18 2 114257213 114257213 Missense_Mutation SNV G A A FOXD4L1 c.380G>A P.R127H
XH_P18 2 114355053 114355053 Splice_Site SNV C T T WASH2P n.1307-10C>T
XH_P18 2 120223398 120223398 Missense_Mutation SNV A T T SCTR c.470T>A P.L157H
XH_P18 2 165947654 165947654 Missense_Mutation SNV G C C SCN3A c.4862C>G P.A1621G



XH_P18 20 30436343 30436343 Missense_Mutation SNV C T T DUSP15 c.752G>A P.S251N
XH_P18 20 45021755 45021755 Missense_Mutation SNV T C C ELMO2 c.220A>G P.I74V
XH_P18 20 55033716 55033716 Frame_Shift_Del INDEL C - - CASS4 c.2115delC P.S706fs
XH_P18 20 57766219 57766219 Frame_Shift_Ins INDEL - C C ZNF831 c.153dupC P.T52fs
XH_P18 22 30064391 30064391 Nonsense_Mutation SNV C T T NF2 c.955C>T P.Q319*
XH_P18 3 130095279 130095279 Silent SNV C A A COL6A5 c.267C>A P.G89G
XH_P18 3 134348527 134348527 Silent SNV C T T KY c.273G>A P.L91L
XH_P18 3 192516769 192516769 Silent SNV G A A MB21D2 c.882C>T P.S294S
XH_P18 4 78079683 78079683 Splice_Site SNV C T T CCNG2 c.1-3C>T
XH_P18 5 128932256 128932256 Missense_Mutation SNV A G G ADAMTS19 c.1377A>G P.I459M
XH_P18 5 150051388 150051388 Silent SNV G A A MYOZ3 c.342G>A P.G114G
XH_P18 6 167754781 167754781 Missense_Mutation SNV T C C TTLL2 c.1393T>C P.Y465H
XH_P18 6 26598218 26598218 Silent SNV C A A ABT1 c.318C>A P.T106T
XH_P18 7 154876053 154876053 Silent SNV C G G HTR5A c.930C>G P.L310L
XH_P18 7 31144526 31144526 Splice_Site SNV A G G ADCYAP1R1 c.1218+3A>G
XH_P18 7 4107515 4107515 Missense_Mutation SNV C T T SDK1 c.2957C>T P.T986I
XH_P18 9 113217858 113217858 Splice_Site SNV C T T SVEP1 c.3787+12G>A
XH_P18 9 117749 117749 Missense_Mutation SNV C T T FOXD4 c.371G>A P.R124H
XH_P18 9 117840316 117840316 Silent SNV G A A TNC c.2580C>T P.I860I
XH_P18 9 123935683 123935683 Missense_Mutation SNV G A A CNTRL c.6580G>A P.E2194K
XH_P18 9 127549470 127549470 Missense_Mutation SNV G A A OLFML2A c.307G>A P.E103K
XH_P18 9 32573010 32573010 Missense_Mutation SNV C T T NDUFB6 c.49G>A P.E17K
XH_P18 X 120009158 120009158 Missense_Mutation SNV C G G CT47B1 c.367G>C P.V123L
XH_P18 X 30327273 30327273 Missense_Mutation SNV C T T NR0B1 c.208G>A P.G70S
XH_P18 X 41043854 41043854 Missense_Mutation SNV A T T USP9X c.3484A>T P.I1162F
XH_P18 X 47028898 47028898 Splice_Site SNV G A A RBM10 c.201+1G>A
XH_P18 X 64738312 64738312 Silent SNV G A A LAS1L c.1431C>T P.D477D
XH_P18 X 92927194 92927194 Missense_Mutation SNV A C C NAP1L3 c.1110T>G P.N370K
XH_P20 1 104166510 104166510 Missense_Mutation SNV C T T AMY2A c.1124C>T P.P375L
XH_P20 1 248004654 248004654 Missense_Mutation SNV G A A OR11L1 c.545C>T P.P182L
XH_P20 1 42660569 42660569 Missense_Mutation SNV C G G FOXJ3 c.926G>C P.S309T
XH_P20 1 44128657 44128657 Silent SNV A C C KDM4A c.522A>C P.P174P
XH_P20 1 86047648 86047648 Silent SNV A G G CYR61 c.315A>G P.R105R
XH_P20 1 87043754 87043754 Splice_Site SNV C T T CLCA4 c.2121C>T P.N707N
XH_P20 10 113913376 113913376 Missense_Mutation SNV T G G GPAM c.2419A>C P.S807R
XH_P20 11 117309618 117309618 Missense_Mutation SNV C A A DSCAML1 c.4406G>T P.G1469V
XH_P20 11 62287822 62287822 Silent SNV G A A AHNAK c.14067C>T P.D4689D
XH_P20 11 64029057 64029057 Missense_Mutation SNV G T T PLCB3 c.1833G>T P.R611S
XH_P20 12 46123836 46123836 Frame_Shift_Ins INDEL - A A ARID2 c.109dupA P.I37fs
XH_P20 12 7277231 7277231 Silent SNV C A A RBP5 c.201G>T P.L67L
XH_P20 16 20749214 20749214 Frame_Shift_Del INDEL T - - THUMPD1 c.471delA P.V158fs
XH_P20 16 3169341 3169341 Missense_Mutation SNV G T T ZNF205 c.680G>T P.R227I
XH_P20 16 3169342 3169342 Missense_Mutation SNV A T T ZNF205 c.681A>T P.R227S
XH_P20 17 19700909 19700909 Nonsense_Mutation SNV G A A ULK2 c.1609C>T P.Q537*
XH_P20 17 32906211 32906211 Missense_Mutation SNV T C C C17orf102 c.89A>G P.Q30R
XH_P20 17 3558527 3558527 Frame_Shift_Ins INDEL - T T CTNS c.345dupT P.L116fs
XH_P20 17 46675333 46675333 Silent SNV C T T HOXB6 c.180G>A P.P60P
XH_P20 17 47295128 47295128 Missense_Mutation SNV G T T ABI3 c.295G>T P.A99S
XH_P20 17 61833623 61833623 Missense_Mutation SNV T A A CCDC47 c.925A>T P.T309S
XH_P20 17 62499430 62499430 Missense_Mutation SNV A C C DDX5 c.686T>G P.I229S
XH_P20 17 67151195 67151195 Missense_Mutation SNV A G G ABCA10 c.3659T>C P.I1220T
XH_P20 19 17448421 17448421 Missense_Mutation SNV A T T GTPBP3 c.1A>T P.M1?
XH_P20 19 287603 287603 Frame_Shift_Ins INDEL - A A PLPP2 c.352dupT P.Y118fs
XH_P20 19 33716448 33716448 Splice_Site SNV G A A SLC7A10 c.151+11C>T
XH_P20 19 40322434 40322434 Splice_Site SNV T G G DYRK1B c.63+11A>C
XH_P20 19 4525772 4525772 Missense_Mutation SNV A G G PLIN5 c.593T>C P.F198S
XH_P20 19 46915241 46915241 Missense_Mutation SNV C T T CCDC8 c.827G>A P.R276H
XH_P20 19 55812869 55812869 Splice_Site SNV C A A BRSK1 c.679-11C>A
XH_P20 2 170025100 170025100 Missense_Mutation SNV C T T LRP2 c.11584G>A P.D3862N
XH_P20 2 209113113 209113113 Missense_Mutation SNV G A A IDH1 c.394C>T P.R132C
XH_P20 2 219688611 219688611 Splice_Site SNV C T T PRKAG3 c.1354-10G>A
XH_P20 2 241696735 241696735 Splice_Site SNV C T T KIF1A c.2858+1G>A
XH_P20 2 242590732 242590732 Frame_Shift_Del INDEL A - - ATG4B c.170delA P.N57fs
XH_P20 2 46231746 46231746 Silent SNV C T T PRKCE c.1032C>T P.S344S
XH_P20 20 25596768 25596768 Silent SNV T C C NANP c.540A>G P.Q180Q
XH_P20 20 37464638 37464638 Missense_Mutation SNV C T T PPP1R16B c.70C>T P.R24W
XH_P20 20 56139592 56139592 Missense_Mutation SNV C T T PCK1 c.1241C>T P.P414L
XH_P20 22 36661955 36661955 Missense_Mutation SNV A C C APOL1 c.1073A>C P.H358P
XH_P20 22 39132380 39132380 Silent SNV A C C SUN2 c.2109T>G P.P703P
XH_P20 3 30713759 30713759 Missense_Mutation SNV C T T TGFBR2 c.1159C>T P.H387Y
XH_P20 3 46759092 46759092 Missense_Mutation SNV A G G PRSS50 c.142T>C P.S48P
XH_P20 4 99997531 99997531 Missense_Mutation SNV A C C ADH5 c.737T>G P.F246C
XH_P20 5 130775337 130775337 Missense_Mutation SNV T C C RAPGEF6 c.3706A>G P.I1236V
XH_P20 5 140798530 140798530 Silent SNV C T T PCDHGB7 c.1104C>T P.L368L
XH_P20 5 179302035 179302035 Missense_Mutation SNV C T T TBC1D9B c.2053G>A P.V685M
XH_P20 5 90671344 90671344 Missense_Mutation SNV C A A ARRDC3 c.597G>T P.R199S
XH_P20 6 144783784 144783784 Splice_Site SNV T G G UTRN c.2854-6T>G
XH_P20 6 52380816 52380816 Silent SNV G A A TRAM2 c.399C>T P.Y133Y
XH_P20 7 126409909 126409909 Splice_Site SNV T C C GRM8 c.1357+10A>G
XH_P20 7 157959907 157959907 Missense_Mutation SNV C T T PTPRN2 c.512G>A P.R171Q
XH_P20 7 158566022 158566022 Splice_Site SNV C T T ESYT2 c.947+10G>A
XH_P20 7 29126126 29126126 Missense_Mutation SNV T C C CPVL c.583A>G P.N195D
XH_P20 9 107556705 107556727 Frame_Shift_Del INDEL GTCGATGAGC - - ABCA1 GACGAGGGCTCA P.G1816fs
XH_P20 9 35698173 35698173 Splice_Site SNV G A A TLN1 c.7372-4C>T
XH_P20 X 110494522 110494522 Splice_Site SNV T C C CAPN6 c.894-8A>G
XH_P21 1 16475402 16475418 Frame_Shift_Del INDEL CTCAATGAAG - - EPHA2 4delGTATCTTCAT P.R93fs
XH_P21 1 27089779 27089779 Splice_Site SNV A T T ARID1A c.2732+3A>T
XH_P21 1 48698073 48698073 Missense_Mutation SNV T C C SLC5A9 c.932T>C P.L311P
XH_P21 11 113639609 113639609 Silent SNV C T T ZW10 c.186G>A P.Q62Q
XH_P21 11 117074070 117074070 Silent SNV G A A TAGLN c.228G>A P.P76P
XH_P21 11 4095774 4095774 Silent SNV G A A STIM1 c.834G>A P.E278E
XH_P21 11 60705508 60705508 Splice_Site SNV G T T SLC15A3 c.1436-11C>A
XH_P21 12 32908789 32908789 Missense_Mutation SNV C T T YARS2 c.20G>A P.R7Q
XH_P21 12 56094189 56094189 Splice_Site SNV G A A ITGA7 c.671-12C>T
XH_P21 14 21831293 21831293 Missense_Mutation SNV C T T SUPT16H c.1411G>A P.E471K
XH_P21 14 53347983 53347983 Missense_Mutation SNV T G G FERMT2 c.731A>C P.D244A
XH_P21 14 93290937 93290937 Missense_Mutation SNV T C C GOLGA5 c.1667T>C P.L556S
XH_P21 15 40094264 40094264 Missense_Mutation SNV A C C GPR176 c.614T>G P.V205G



XH_P21 16 11785284 11785284 Missense_Mutation SNV T C C TXNDC11 c.1843A>G P.N615D
XH_P21 17 56060555 56060555 Missense_Mutation SNV T A A VEZF1 c.233A>T P.Y78F
XH_P21 18 76752084 76752084 Silent SNV G C C SALL3 c.93G>C P.G31G
XH_P21 19 3110297 3110297 Missense_Mutation SNV C T T GNA11 c.287C>T P.T96M
XH_P21 19 44792033 44792033 Missense_Mutation SNV C T T ZNF235 c.1555G>A P.V519M
XH_P21 19 8551102 8551102 Missense_Mutation SNV G T T HNRNPM c.1385G>T P.G462V
XH_P21 2 170012809 170012809 Silent SNV G A A LRP2 c.12126C>T P.R4042R
XH_P21 2 171863153 171863153 Splice_Site SNV C T T TLK1 c.1455G>A P.T485T
XH_P21 2 179472377 179472377 Missense_Mutation SNV C G G TTN c.48115G>C P.G16039R
XH_P21 20 60884451 60884451 Missense_Mutation SNV T C C LAMA5 c.11029A>G P.M3677V
XH_P21 22 17445688 17445688 Missense_Mutation SNV A T T GAB4 c.1444T>A P.S482T
XH_P21 3 52649430 52649430 Nonsense_Mutation SNV T A A PBRM1 c.1861A>T P.K621*
XH_P21 5 122718697 122718697 Missense_Mutation SNV T C C CEP120 c.1765A>G P.I589V
XH_P21 5 149918784 149918784 Splice_Site SNV C T T NDST1 c.1438-6C>T
XH_P21 5 176522651 176522651 Missense_Mutation SNV C T T FGFR4 c.1748C>T P.P583L
XH_P21 5 77334917 77334917 Missense_Mutation SNV C T T AP3B1 c.2612G>A P.G871E
XH_P21 5 7897231 7897231 Missense_Mutation SNV C A A MTRR c.1823C>A P.S608Y
XH_P21 6 123369766 123369766 Splice_Site SNV G A A CLVS2 c.565-1G>A
XH_P21 6 38690689 38690689 Missense_Mutation SNV G A A DNAH8 c.104G>A P.R35H
XH_P21 6 43167899 43167899 Splice_Site SNV G A A CUL9 c.3384+5G>A
XH_P21 7 105305727 105305727 Missense_Mutation SNV G C C ATXN7L1 c.364C>G P.H122D
XH_P21 7 149129166 149129166 Missense_Mutation SNV C G G ZNF777 c.2197G>C P.E733Q
XH_P21 7 35242154 35242154 Missense_Mutation SNV G T T TBX20 c.1232C>A P.P411H
XH_P21 7 70598012 70598012 Missense_Mutation SNV A T T WBSCR17 c.224A>T P.Y75F
XH_P21 X 154493522 154493522 Missense_Mutation SNV T G G RAB39B c.52A>C P.T18P
XH_P24 1 248814142 248814142 Frame_Shift_Ins INDEL - TGTACTTCCT TGTACTTCCT OR2T27 _44insAGGAAGT P.L15fs
XH_P24 18 48575131 48575131 Frame_Shift_Ins INDEL - GACCATTTATTCAGACCATTTATTCA SMAD4 326insGACCATTT P.L109fs
XH_P24 22 30077521 30077521 Frame_Shift_Ins INDEL - CG CG NF2 .1668_1669insC P.A557fs
XH_P24 6 28097573 28097573 Missense_Mutation SNV G C C ZSCAN16 c.892G>C P.G298R
XH_P24 7 138732549 138732549 Frame_Shift_Ins INDEL - TTTCAGAAAG TTTCAGAAAG ZC3HAV1 9_2500insCTTTCT P.D834fs
XH_P25 1 170521361 170521361 Nonsense_Mutation SNV G T T GORAB c.403G>T P.E135*
XH_P25 1 173930226 173930226 Missense_Mutation SNV G A A RC3H1 c.2359C>T P.H787Y
XH_P25 1 196577385 196577385 Missense_Mutation SNV C T T KCNT2 c.55G>A P.D19N
XH_P25 1 223989973 223989973 Missense_Mutation SNV A C C TP53BP2 c.1070T>G P.I357S
XH_P25 1 240370732 240370732 Missense_Mutation SNV G T T FMN2 c.2632G>T P.G878C
XH_P25 11 124543592 124543592 Missense_Mutation SNV C A A SIAE c.13G>T P.G5W
XH_P25 11 124543593 124543593 Silent SNV C A A SIAE c.12G>T P.P4P
XH_P25 11 1578670 1578670 Missense_Mutation SNV G A A DUSP8 c.956C>T P.P319L
XH_P25 11 373469 373469 Silent SNV G T T B4GALNT4 c.657G>T P.A219A
XH_P25 11 78467903 78467903 Silent SNV G A A TENM4 c.2703C>T P.L901L
XH_P25 12 113549986 113549986 Missense_Mutation SNV C A A RASAL1 c.1279G>T P.V427L
XH_P25 12 130833889 130833889 Silent SNV G A A PIWIL1 c.840G>A P.L280L
XH_P25 12 41900447 41900447 Missense_Mutation SNV G A A PDZRN4 c.1033G>A P.A345T
XH_P25 12 50358787 50358787 Missense_Mutation SNV G A A AQP5 c.625G>A P.G209R
XH_P25 12 7355295 7355295 Missense_Mutation SNV A G G PEX5 c.841A>G P.I281V
XH_P25 13 114059226 114059226 Silent SNV C T T LOC101928841 c.3279G>A P.T1093T
XH_P25 13 53313269 53313269 Missense_Mutation SNV G T T LECT1 c.110C>A P.A37E
XH_P25 13 73636749 73636749 Missense_Mutation SNV A G G KLF5 c.1012A>G P.I338V
XH_P25 13 84453670 84453670 Missense_Mutation SNV G A A SLITRK1 c.1973C>T P.A658V
XH_P25 15 25223443 25223443 Frame_Shift_Ins INDEL - C C SNRPN c.668dupC P.P224fs
XH_P25 15 62948259 62948259 Missense_Mutation SNV G T T TLN2 c.634G>T P.V212L
XH_P25 15 68492004 68492005 Frame_Shift_Del INDEL AA - - CALML4 c.178_179delTT P.F60fs
XH_P25 16 1306884 1306884 Missense_Mutation SNV T A A TPSD1 c.341T>A P.I114N
XH_P25 16 22343426 22343426 Missense_Mutation SNV C T T POLR3E c.1882C>T P.R628C
XH_P25 17 12852965 12852965 Splice_Site SNV G A A ARHGAP44 c.974-1G>A
XH_P25 17 15539578 15539578 Silent SNV C A A TRIM16 c.621G>T P.S207S
XH_P25 17 30980907 30980907 Missense_Mutation SNV C T T MYO1D c.2549G>A P.R850Q
XH_P25 17 43923696 43923696 Missense_Mutation SNV C A A SPPL2C c.1424C>A P.A475D
XH_P25 17 43923697 43923697 Silent SNV C A A SPPL2C c.1425C>A P.A475A
XH_P25 17 47218678 47218678 Silent SNV C T T B4GALNT2 c.84C>T P.F28F
XH_P25 17 7577070 7577074 Frame_Shift_Del INDEL GGAGA - - TP53 864_868delTCTC P.N288fs
XH_P25 17 76100671 76100672 Frame_Shift_Del INDEL GT - - TNRC6C .4926_4927delG P.Q1642fs
XH_P25 17 7906637 7906637 Missense_Mutation SNV C A A GUCY2D c.272C>A P.A91E
XH_P25 18 13885084 13885084 Missense_Mutation SNV C T T MC2R c.434G>A P.R145H
XH_P25 18 8783914 8783914 Silent SNV G T T MTCL1 c.804G>T P.L268L
XH_P25 18 8783915 8783915 Nonsense_Mutation SNV G T T MTCL1 c.805G>T P.E269*
XH_P25 19 11559980 11559980 Missense_Mutation SNV G T T PRKCSH c.1421G>T P.R474L
XH_P25 19 21240796 21240796 Missense_Mutation SNV A G G ZNF430 c.1679A>G P.N560S
XH_P25 19 39018362 39018362 Missense_Mutation SNV G T T RYR1 c.10762G>T P.D3588Y
XH_P25 19 4523635 4523635 Missense_Mutation SNV C A A PLIN5 c.1297G>T P.D433Y
XH_P25 19 4523636 4523636 Silent SNV C A A PLIN5 c.1296G>T P.G432G
XH_P25 19 5957919 5957919 Splice_Site SNV G A A RANBP3 c.78+10C>T
XH_P25 19 7998877 7998877 Silent SNV G A A TIMM44 c.555C>T P.S185S
XH_P25 2 110881564 110881564 Missense_Mutation SNV C A A NPHP1 c.2006G>T P.R669L
XH_P25 2 113817047 113817047 Splice_Site SNV G A A IL36RN c.29+3G>A
XH_P25 2 160245943 160245943 Missense_Mutation SNV C G G BAZ2B c.3021G>C P.E1007D
XH_P25 2 228884239 228884239 Missense_Mutation SNV C A A SPHKAP c.1331G>T P.W444L
XH_P25 2 233986944 233986944 Missense_Mutation SNV G A A INPP5D c.326G>A P.G109D
XH_P25 2 234463031 234463031 Missense_Mutation SNV C G G USP40 c.724G>C P.A242P
XH_P25 2 25976397 25976397 Splice_Site SNV T C C ASXL2 c.1142+6A>G
XH_P25 2 98354504 98354504 Missense_Mutation SNV G A A ZAP70 c.1670G>A P.R557Q
XH_P25 22 28378504 28378504 Missense_Mutation SNV G A A TTC28 c.7151C>T P.T2384M
XH_P25 22 40140184 40140184 Missense_Mutation SNV C A A ENTHD1 c.1324G>T P.A442S
XH_P25 3 11402185 11402185 Nonsense_Mutation SNV C G G ATG7 c.1610C>G P.S537*
XH_P25 3 129247918 129247918 Silent SNV C T T RHO c.342C>T P.G114G
XH_P25 3 141305476 141305476 Splice_Site SNV T C C RASA2 c.1827-12T>C
XH_P25 3 155654143 155654143 Silent SNV C T T GMPS c.1824C>T P.I608I
XH_P25 3 164907582 164907582 Missense_Mutation SNV G A A SLITRK3 c.1037C>T P.S346F
XH_P25 3 190158126 190158126 Missense_Mutation SNV G T T TMEM207 c.211C>A P.L71I
XH_P25 3 190158127 190158127 Silent SNV G T T TMEM207 c.210C>A P.V70V
XH_P25 3 193355029 193355029 Missense_Mutation SNV G T T OPA1 c.829G>T P.D277Y
XH_P25 3 52620655 52620655 Missense_Mutation SNV A T T PBRM1 c.3098T>A P.V1033D
XH_P25 3 58486842 58486842 Missense_Mutation SNV G T T KCTD6 c.197G>T P.R66L
XH_P25 4 121616342 121616342 Missense_Mutation SNV A G G PRDM5 c.1724T>C P.F575S
XH_P25 5 17275669 17275669 Missense_Mutation SNV C T T BASP1 c.344C>T P.A115V
XH_P25 5 70945025 70945025 Frame_Shift_Del INDEL A - - MCCC2 c.1318delA P.I440fs
XH_P25 5 7867230 7867230 Missense_Mutation SNV C A A FASTKD3 c.967G>T P.V323L
XH_P25 5 89938743 89938743 Missense_Mutation SNV G C C ADGRV1 c.2438G>C P.R813P



XH_P25 6 106555213 106555213 Missense_Mutation SNV A T T PRDM1 c.2330A>T P.Q777L
XH_P25 6 152652741 152652741 Frame_Shift_Ins INDEL - C C SYNE1 c.12865dupG P.A4289fs
XH_P25 7 100161551 100161551 Frame_Shift_Del INDEL C - - AGFG2 c.1271delC P.P424fs
XH_P25 7 43918743 43918743 Missense_Mutation SNV C G G URGCP c.319G>C P.A107P
XH_P25 7 44806172 44806172 Silent SNV T G G ZMIZ2 c.2391T>G P.P797P
XH_P25 7 81346681 81346681 Splice_Site SNV A G G HGF c.1272T>C P.R424R
XH_P25 8 133953677 133953677 Missense_Mutation SNV T C C TG c.5123T>C P.I1708T
XH_P25 9 117536 117536 Missense_Mutation SNV C T T FOXD4 c.584G>A P.R195Q
XH_P25 9 32631851 32631851 Silent SNV G T T TAF1L c.3727C>A P.R1243R
XH_P25 9 36169791 36169791 Missense_Mutation SNV G A A CCIN c.292G>A P.E98K
XH_P25 X 125299685 125299685 Missense_Mutation SNV G T T DCAF12L2 c.223C>A P.L75M
XH_P27 1 179414125 179414125 Silent SNV A G G AXDND1 c.1584A>G P.E528E
XH_P27 1 18808631 18808631 Missense_Mutation SNV G A A KLHDC7A c.1156G>A P.A386T
XH_P27 1 34329964 34329964 Missense_Mutation SNV G A A HMGB4 c.172G>A P.A58T
XH_P27 1 35370539 35370539 Missense_Mutation SNV C A A DLGAP3 c.446G>T P.G149V
XH_P27 1 8422759 8422772 Frame_Shift_Del INDEL CTGTCTCTGCT - - RERE 886delAAAGCAG P.K625fs
XH_P27 10 124742302 124742302 Silent SNV C T T PSTK c.270C>T P.F90F
XH_P27 11 103055658 103055658 Missense_Mutation SNV A T T DYNC2H1 c.6511A>T P.T2171S
XH_P27 11 124749086 124749086 Missense_Mutation SNV G C C ROBO3 c.3534G>C P.R1178S
XH_P27 12 121442106 121442106 Silent SNV G C C C12orf43 c.732C>G P.T244T
XH_P27 12 12277603 12277603 Splice_Site INDEL - A A LRP6 c.4450-8dupT
XH_P27 12 40884463 40884463 Silent SNV C G G MUC19 c.17709C>G P.T5903T
XH_P27 13 108882125 108882125 Missense_Mutation SNV A T T ABHD13 c.559A>T P.I187F
XH_P27 15 42285075 42285075 Missense_Mutation SNV C T T PLA2G4E c.1330G>A P.V444I
XH_P27 16 28116004 28116004 Nonsense_Mutation SNV C A A XPO6 c.2767G>T P.E923*
XH_P27 17 10219334 10219334 Missense_Mutation SNV T C C MYH13 c.3747A>G P.I1249M
XH_P27 17 33884249 33884249 Missense_Mutation SNV A G G SLFN14 c.833T>C P.L278S
XH_P27 17 38179531 38179531 Silent SNV C T T MED24 c.2064G>A P.L688L
XH_P27 17 77073866 77073866 Silent SNV G A A ENGASE c.336G>A P.A112A
XH_P27 18 29110998 29110998 Missense_Mutation SNV G A A DSG2 c.1063G>A P.A355T
XH_P27 19 40316855 40316855 Missense_Mutation SNV G A A DYRK1B c.1483C>T P.P495S
XH_P27 19 57133313 57133313 Frame_Shift_Del INDEL G - - ZNF71 c.659delG P.G220fs
XH_P27 2 108488685 108488685 Missense_Mutation SNV C A A RGPD4 c.4225C>A P.H1409N
XH_P27 2 165997191 165997191 Silent SNV T C C SCN3A c.1989A>G P.L663L
XH_P27 2 225706624 225706624 Splice_Site INDEL A - - DOCK10 c.2551-11delT
XH_P27 20 43926873 43926873 Missense_Mutation SNV C G G MATN4 c.1363G>C P.V455L
XH_P27 21 41668064 41668064 Silent SNV G A A DSCAM c.2100C>T P.D700D
XH_P27 3 20212651 20212651 Silent SNV A T T SGO1 c.1356T>A P.V452V
XH_P27 3 52437289 52437289 Frame_Shift_Ins INDEL - A A BAP1 c.1754_1755insT P.I586fs
XH_P27 4 57871762 57871762 Splice_Site SNV A T T POLR2B c.1098-4A>T
XH_P27 7 133943088 133943088 Missense_Mutation SNV C T T LRGUK c.2278C>T P.P760S
XH_P27 7 81381436 81381436 Missense_Mutation SNV C G G HGF c.625G>C P.V209L
XH_P27 8 22995468 22995468 Missense_Mutation SNV T C C TNFRSF10D c.1076A>G P.K359R
XH_P27 9 37441257 37441257 Missense_Mutation SNV A G G ZBTB5 c.1292T>C P.I431T
XH_P27 9 40704387 40704387 Silent SNV C T T SPATA31A3 c.2044C>T P.L682L
XH_P28 1 1296629 1296629 Silent SNV C T T MXRA8 c.15G>A P.A5A
XH_P28 1 145487324 145487324 Missense_Mutation SNV C A A LIX1L c.313C>A P.Q105K
XH_P28 1 154562702 154562702 Silent SNV A G G ADAR c.1569T>C P.T523T
XH_P28 1 16460396 16460396 Missense_Mutation SNV C T T EPHA2 c.1697G>A P.R566H
XH_P28 1 1904424 1904424 Missense_Mutation SNV C T T CFAP74 c.737G>A P.R246Q
XH_P28 1 19212008 19212008 Missense_Mutation SNV G A A ALDH4A1 c.232C>T P.P78S
XH_P28 1 201282405 201282405 Missense_Mutation SNV G A A PKP1 c.418G>A P.A140T
XH_P28 1 201984399 201984399 Missense_Mutation SNV G A A ELF3 c.1064G>A P.G355D
XH_P28 1 203798691 203798691 Silent SNV C T T ZC3H11A c.411C>T P.S137S
XH_P28 1 235323959 235323959 Missense_Mutation SNV T C C RBM34 c.232A>G P.T78A
XH_P28 1 248570275 248570275 Missense_Mutation SNV T C C OR2T1 c.980T>C P.F327S
XH_P28 1 3328624 3328624 Silent SNV G A A PRDM16 c.1863G>A P.T621T
XH_P28 1 35334506 35334506 Missense_Mutation SNV G A A DLGAP3 c.2185C>T P.R729C
XH_P28 1 43232368 43232368 Missense_Mutation SNV G A A P3H1 c.275C>T P.S92F
XH_P28 1 63790160 63790160 Silent SNV G A A FOXD3 c.1431G>A P.A477A
XH_P28 1 6533472 6533472 Frame_Shift_Del INDEL C - - PLEKHG5 c.802delG P.E268fs
XH_P28 1 7724165 7724165 Missense_Mutation SNV C T T CAMTA1 c.1558C>T P.R520W
XH_P28 1 94522178 94522178 Silent SNV G A A ABCA4 c.2361C>T P.T787T
XH_P28 1 980820 980820 Frame_Shift_Ins INDEL - G G AGRN c.2459dupG P.L821fs
XH_P28 10 100177413 100177413 Missense_Mutation SNV G A A HPS1 c.2011C>T P.H671Y
XH_P28 10 105238607 105238607 Silent SNV G A A CALHM3 c.183C>T P.L61L
XH_P28 10 105807524 105807524 Nonsense_Mutation SNV C A A COL17A1 c.2308G>T P.G770*
XH_P28 10 135085339 135085339 Silent SNV G A A ADAM8 c.1077C>T P.A359A
XH_P28 10 21806265 21806265 Missense_Mutation SNV C T T SKIDA1 c.487G>A P.A163T
XH_P28 10 76790232 76790232 Silent SNV C T T KAT6B c.5101C>T P.L1701L
XH_P28 10 85956347 85956347 Missense_Mutation SNV G A A CDHR1 c.238G>A P.V80I
XH_P28 10 94450019 94450019 Silent SNV A G G HHEX c.276A>G P.G92G
XH_P28 10 94712026 94712026 Splice_Site SNV A G G EXOC6 c.1402-4A>G
XH_P28 11 116717260 116717260 Missense_Mutation SNV G A A SIK3 c.3161C>T P.A1054V
XH_P28 11 121466482 121466482 Splice_Site SNV G A A SORL1 c.4519+1G>A
XH_P28 11 122805215 122805215 Missense_Mutation SNV C G G C11orf63 c.1066C>G P.Q356E
XH_P28 11 123908980 123908980 Silent SNV G A A OR10G7 c.729C>T P.H243H
XH_P28 11 128391866 128391866 Silent SNV C T T ETS1 c.24G>A P.K8K
XH_P28 11 133790624 133790624 Missense_Mutation SNV G A A IGSF9B c.2996C>T P.P999L
XH_P28 11 44069683 44069683 Missense_Mutation SNV A G G ACCSL c.97A>G P.T33A
XH_P28 11 6239872 6239872 Missense_Mutation SNV C T T FAM160A2 c.1393G>A P.A465T
XH_P28 11 63999443 63999443 Splice_Site SNV G A A DNAJC4 c.180+7G>A
XH_P28 11 6561152 6561152 Missense_Mutation SNV G A A DNHD1 c.3467G>A P.R1156Q
XH_P28 11 71729269 71729269 Frame_Shift_Ins INDEL - T T NUMA1 c.937dupA P.I313fs
XH_P28 11 73021808 73021808 Nonsense_Mutation SNV C T T ARHGEF17 c.2125C>T P.R709*
XH_P28 11 8118251 8118251 Frame_Shift_Ins INDEL - T T TUB c.753dupT P.D252fs
XH_P28 11 94800405 94800405 Frame_Shift_Del INDEL C - - SRSF8 c.20delC P.P7fs
XH_P28 11 9754192 9754192 Nonsense_Mutation SNV C T T SWAP70 c.841C>T P.R281*
XH_P28 12 119540104 119540104 Silent SNV G A A SRRM4 c.195G>A P.Q65Q
XH_P28 12 120210692 120210692 Missense_Mutation SNV G A A CIT c.1964C>T P.A655V
XH_P28 12 122674857 122674857 Silent SNV C T T LRRC43 c.843C>T P.D281D
XH_P28 12 129566528 129566528 Missense_Mutation SNV C T T TMEM132D c.1699G>A P.G567S
XH_P28 12 133810910 133810910 Silent SNV A G G ANHX c.33T>C P.H11H
XH_P28 12 2102299 2102299 Silent SNV A G G DCP1B c.450T>C P.N150N
XH_P28 12 21615043 21615043 Missense_Mutation SNV C T T PYROXD1 c.982C>T P.H328Y
XH_P28 12 54757554 54757554 Frame_Shift_Del INDEL C - - GPR84 c.82delG P.V28fs
XH_P28 12 57396918 57396918 Missense_Mutation SNV G A A ZBTB39 c.1784C>T P.A595V
XH_P28 12 57858985 57858985 Missense_Mutation SNV C T T GLI1 c.481C>T P.R161W



XH_P28 12 6637841 6637841 Splice_Site SNV C A A NCAPD2 c.3300-4C>A
XH_P28 13 103387482 103387482 Missense_Mutation SNV T C C CCDC168 c.15565A>G P.K5189E
XH_P28 13 110835395 110835395 Silent SNV C T T COL4A1 c.2040G>A P.E680E
XH_P28 13 28959036 28959036 Missense_Mutation SNV A T T FLT1 c.2102T>A P.I701K
XH_P28 13 31232944 31232944 Silent SNV G A A USPL1 c.2187G>A P.P729P
XH_P28 14 100615721 100615721 Missense_Mutation SNV C T T DEGS2 c.409G>A P.G137S
XH_P28 14 103568923 103568923 Missense_Mutation SNV G A A EXOC3L4 c.863G>A P.R288H
XH_P28 14 103931985 103931985 Missense_Mutation SNV C T T MARK3 c.632C>T P.T211M
XH_P28 14 103932414 103932414 Missense_Mutation SNV C T T MARK3 c.883C>T P.R295C
XH_P28 14 104633185 104633185 Splice_Site SNV C T T KIF26A c.924-11C>T
XH_P28 14 105688102 105688102 Missense_Mutation SNV C T T BRF1 c.853G>A P.E285K
XH_P28 14 23817149 23817149 Missense_Mutation SNV G T T SLC22A17 c.241C>A P.L81I
XH_P28 14 23865570 23865570 Silent SNV G A A MYH6 c.2352C>T P.S784S
XH_P28 14 44975941 44975941 Frame_Shift_Ins INDEL - T T FSCB c.249dupA P.E84fs
XH_P28 14 55241717 55241717 Missense_Mutation SNV G A A SAMD4A c.1517G>A P.R506Q
XH_P28 14 55818138 55818138 Missense_Mutation SNV G T T FBXO34 c.1030G>T P.G344W
XH_P28 14 62200939 62200939 Missense_Mutation SNV A T T HIF1A c.1036A>T P.T346S
XH_P28 14 65209863 65209863 Silent SNV C T T PLEKHG3 c.3102C>T P.S1034S
XH_P28 14 70040029 70040029 Missense_Mutation SNV G A A CCDC177 c.311C>T P.A104V
XH_P28 14 71444720 71444720 Missense_Mutation SNV G A A PCNX1 c.1666G>A P.A556T
XH_P28 14 73614807 73614807 Missense_Mutation SNV G A A PSEN1 c.80G>A P.R27H
XH_P28 14 76147940 76147940 Silent SNV C T T TTLL5 c.234C>T P.R78R
XH_P28 14 76241937 76241937 Silent SNV C T T TTLL5 c.2247C>T P.A749A
XH_P28 14 86088574 86088574 Missense_Mutation SNV G A A FLRT2 c.716G>A P.R239H
XH_P28 14 90752749 90752749 Silent SNV G A A NRDE2 c.3246C>T P.S1082S
XH_P28 14 99641398 99641398 Missense_Mutation SNV G A A BCL11B c.1772C>T P.A591V
XH_P28 14 99976715 99976715 Missense_Mutation SNV C A A CCNK c.1339C>A P.L447M
XH_P28 15 35189856 35189856 Missense_Mutation SNV T C C AQR c.2294A>G P.D765G
XH_P28 15 42700450 42700450 Missense_Mutation SNV G T T CAPN3 c.1842G>T P.E614D
XH_P28 15 43821376 43821376 Missense_Mutation SNV C T T MAP1A c.7705C>T P.R2569C
XH_P28 15 44216401 44216401 Splice_Site SNV A G G FRMD5 c.-61+2T>C
XH_P28 15 84611424 84611424 Missense_Mutation SNV C T T ADAMTSL3 c.2194C>T P.H732Y
XH_P28 15 93588329 93588329 Missense_Mutation SNV G A A RGMA c.1276C>T P.R426W
XH_P28 15 93595343 93595343 Silent SNV G A A RGMA c.549C>T P.T183T
XH_P28 16 11370114 11370114 Silent SNV C T T PRM2 c.114G>A P.P38P
XH_P28 16 11773145 11773145 Missense_Mutation SNV G A A TXNDC11 c.2864C>T P.S955L
XH_P28 16 1417273 1417273 Silent SNV C T T UNKL c.354G>A P.A118A
XH_P28 16 1706892 1706892 Missense_Mutation SNV C T T CRAMP1 c.2134C>T P.R712C
XH_P28 16 21726417 21726417 Missense_Mutation SNV G A A OTOA c.1195G>A P.V399I
XH_P28 16 23544090 23544090 Splice_Site SNV C T T EARS2 c.959-4G>A
XH_P28 16 23598596 23598596 Missense_Mutation SNV C T T NDUFAB1 c.213G>A P.M71I
XH_P28 16 27481536 27481536 Silent SNV C A A GTF3C1 c.4707G>T P.V1569V
XH_P28 16 27709660 27709660 Missense_Mutation SNV C T T KIAA0556 c.952C>T P.R318W
XH_P28 16 2806550 2806550 Missense_Mutation SNV G A A SRRM2 c.185G>A P.R62H
XH_P28 16 2815737 2815737 Silent SNV C T T SRRM2 c.5208C>T P.A1736A
XH_P28 16 3076774 3076774 Missense_Mutation SNV G A A THOC6 c.578G>A P.R193Q
XH_P28 16 30999077 30999077 Splice_Site SNV C T T HSD3B7 c.532-12C>T
XH_P28 16 48149326 48149326 Missense_Mutation SNV C A A ABCC12 c.1989G>T P.Q663H
XH_P28 16 53342661 53342661 Missense_Mutation SNV G A A CHD9 c.7117G>A P.E2373K
XH_P28 16 55522566 55522566 Missense_Mutation SNV G A A MMP2 c.794G>A P.R265H
XH_P28 16 67198839 67198839 Splice_Site SNV T C C HSF4 c.123+2T>C
XH_P28 16 70292001 70292001 Silent SNV G A A AARS c.2112C>T P.S704S
XH_P28 16 8722915 8722915 Silent SNV C T T METTL22 c.462C>T P.D154D
XH_P28 16 88008733 88008733 Silent SNV A G G BANP c.12A>G P.E4E
XH_P28 16 8941640 8941640 Silent SNV G A A PMM2 c.699G>A P.A233A
XH_P28 16 89763967 89763967 Silent SNV C T T SPATA2L c.1050G>A P.S350S
XH_P28 16 9858581 9858581 Missense_Mutation SNV A T T GRIN2A c.2820T>A P.N940K
XH_P28 17 1631740 1631740 Missense_Mutation SNV G A A WDR81 c.334G>A P.V112M
XH_P28 17 17398719 17398719 Missense_Mutation SNV C T T RASD1 c.566G>A P.R189H
XH_P28 17 18022900 18022900 Silent SNV G A A MYO15A c.786G>A P.A262A
XH_P28 17 21087119 21087119 Silent SNV G A A DHRS7B c.477G>A P.T159T
XH_P28 17 26086032 26086032 Missense_Mutation SNV C T T NOS2 c.3229G>A P.G1077S
XH_P28 17 27068496 27068496 Missense_Mutation SNV G A A NEK8 c.1957G>A P.G653R
XH_P28 17 28544188 28544188 Missense_Mutation SNV C T T SLC6A4 c.833G>A P.G278D
XH_P28 17 32965105 32965105 Missense_Mutation SNV G A A TMEM132E c.3079G>A P.A1027T
XH_P28 17 33738570 33738570 Silent SNV G A A SLFN12 c.1524C>T P.C508C
XH_P28 17 37879658 37879658 Missense_Mutation SNV G A A ERBB2 c.2033G>A P.R678Q
XH_P28 17 40500444 40500444 Missense_Mutation SNV G A A STAT3 c.91C>T P.R31W
XH_P28 17 4462215 4462215 Missense_Mutation SNV A C C GGT6 c.577T>G P.F193V
XH_P28 17 46655662 46655662 Frame_Shift_Del INDEL A - - HOXB4 c.20delT P.L7fs
XH_P28 17 5347661 5347661 Missense_Mutation SNV G A A DHX33 c.1469C>T P.P490L
XH_P28 17 61622511 61622511 Silent SNV C T T KCNH6 c.2469C>T P.H823H
XH_P28 17 62290817 62290817 Missense_Mutation SNV C T T TEX2 c.761G>A P.R254Q
XH_P28 17 6703429 6703429 Nonsense_Mutation SNV G A A TEKT1 c.1174C>T P.Q392*
XH_P28 17 7094084 7094084 Silent SNV A G G DLG4 c.2109T>C P.R703R
XH_P28 17 71387631 71387631 Silent SNV C T T SDK2 c.3945G>A P.T1315T
XH_P28 17 72843517 72843517 Missense_Mutation SNV G A A GRIN2C c.1931C>T P.T644M
XH_P28 17 72956286 72956286 Silent SNV C T T HID1 c.786G>A P.V262V
XH_P28 17 73517808 73517808 Missense_Mutation SNV G A A TSEN54 c.646G>A P.A216T
XH_P28 17 74003351 74003351 Missense_Mutation SNV C T T EVPL c.6001G>A P.E2001K
XH_P28 17 7401124 7401124 Silent SNV C T T POLR2A c.1137C>T P.G379G
XH_P28 17 74163791 74163791 Silent SNV A C C RNF157 c.384T>G P.A128A
XH_P28 17 76130996 76130996 Missense_Mutation SNV G A A TMC8 c.1033G>A P.A345T
XH_P28 17 76137108 76137108 Missense_Mutation SNV C T T TMC8 c.2096C>T P.A699V
XH_P28 17 7754477 7754477 Missense_Mutation SNV C G G KDM6B c.3812C>G P.S1271C
XH_P28 17 77808469 77808469 Silent SNV C T T CBX4 c.972G>A P.P324P
XH_P28 17 78081349 78081349 Splice_Site SNV C T T GAA c.693-7C>T
XH_P28 17 78172202 78172202 Missense_Mutation SNV G A A CARD14 c.1663G>A P.V555I
XH_P28 17 80159666 80159666 Missense_Mutation SNV C T T CCDC57 c.155G>A P.C52Y
XH_P28 17 8926332 8926332 Silent SNV G A A NTN1 c.642G>A P.S214S
XH_P28 18 24035760 24035760 Missense_Mutation SNV G A A KCTD1 c.721C>T P.R241W
XH_P28 18 3879988 3879988 Silent SNV G A A DLGAP1 c.81C>T P.S27S
XH_P28 18 60241823 60241823 Missense_Mutation SNV G A A ZCCHC2 c.2509G>A P.G837R
XH_P28 18 7015799 7015799 Silent SNV G A A LAMA1 c.3048C>T P.C1016C
XH_P28 18 7023335 7023335 Silent SNV G A A LAMA1 c.2529C>T P.G843G
XH_P28 18 74208486 74208487 Frame_Shift_Del INDEL GG - - C18orf65 c.336_337delGG P.A113fs
XH_P28 19 10610139 10610139 Missense_Mutation SNV C T T KEAP1 c.571G>A P.A191T
XH_P28 19 15122052 15122052 Missense_Mutation SNV C T T CCDC105 c.415C>T P.R139C



XH_P28 19 16466591 16466591 Silent SNV C T T EPS15L1 c.2658G>A P.A886A
XH_P28 19 17392616 17392616 Missense_Mutation SNV G A A ANKLE1 c.49G>A P.G17S
XH_P28 19 17450246 17450246 Missense_Mutation SNV G A A GTPBP3 c.812G>A P.R271Q
XH_P28 19 20228702 20228702 Frame_Shift_Del INDEL A - - ZNF90 c.345delA P.G116fs
XH_P28 19 30164847 30164847 Missense_Mutation SNV G A A PLEKHF1 c.101G>A P.R34Q
XH_P28 19 30935520 30935520 Missense_Mutation SNV G A A ZNF536 c.1051G>A P.G351S
XH_P28 19 31770647 31770647 Missense_Mutation SNV C T T TSHZ3 c.52G>A P.E18K
XH_P28 19 35758381 35758381 Missense_Mutation SNV A C C LSR c.1598A>C P.D533A
XH_P28 19 36221512 36221512 Silent SNV C T T KMT2B c.5271C>T P.G1757G
XH_P28 19 38055624 38055624 Missense_Mutation SNV C T T ZNF571 c.1706G>A P.R569H
XH_P28 19 38609985 38609985 Frame_Shift_Del INDEL C - - SIPA1L3 c.2337delC P.I780fs
XH_P28 19 39669208 39669208 Missense_Mutation SNV C T T PAK4 c.1765C>T P.R589C
XH_P28 19 3977539 3977539 Missense_Mutation SNV C T T EEF2 c.2137G>A P.A713T
XH_P28 19 39799069 39799069 Missense_Mutation SNV G A A LRFN1 c.1520C>T P.T507M
XH_P28 19 39888220 39888220 Missense_Mutation SNV G T T MED29 c.477G>T P.W159C
XH_P28 19 40587790 40587790 Silent SNV C T T ZNF780A c.168G>A P.T56T
XH_P28 19 41113263 41113263 Splice_Site SNV C T T LTBP4 c.1193-8C>T
XH_P28 19 41173899 41173907 Missense_Mutation INDEL TGCTGTTGC - - NUMBL 3_1181delGCAACP.Q392_Q394del
XH_P28 19 41351919 41351919 Silent SNV G C C CYP2A6 c.915C>G P.T305T
XH_P28 19 42569497 42569497 Missense_Mutation SNV C T T GRIK5 c.122G>A P.R41H
XH_P28 19 44612194 44612194 Silent SNV G A A ZNF224 c.1881G>A P.E627E
XH_P28 19 45974060 45974060 Silent SNV G A A FOSB c.300G>A P.P100P
XH_P28 19 47341769 47341769 Missense_Mutation SNV C T T AP2S1 c.412G>A P.E138K
XH_P28 19 47570024 47570024 Silent SNV C T T ZC3H4 c.3501G>A P.T1167T
XH_P28 19 47935484 47935484 Missense_Mutation SNV C T T SLC8A2 c.2329G>A P.V777I
XH_P28 19 48955975 48955975 Missense_Mutation SNV C T T GRWD1 c.1034C>T P.P345L
XH_P28 19 50100978 50100978 Missense_Mutation SNV G A A PRR12 c.3386G>A P.R1129H
XH_P28 19 50165782 50165782 Silent SNV G A A IRF3 c.501C>T P.C167C
XH_P28 19 50266381 50266381 Missense_Mutation SNV G A A TSKS c.124C>T P.R42W
XH_P28 19 50334697 50334697 Silent SNV C T T MED25 c.1209C>T P.S403S
XH_P28 19 50338373 50338373 Missense_Mutation SNV G A A MED25 c.1613G>A P.R538Q
XH_P28 19 50917032 50917032 Nonsense_Mutation SNV C T T POLD1 c.2284C>T P.R762*
XH_P28 19 51455893 51455893 Frame_Shift_Del INDEL G - - KLK5 c.21delC P.W8fs
XH_P28 19 55665463 55665463 Missense_Mutation SNV G A A TNNI3 c.481C>T P.R161W
XH_P28 19 55708681 55708681 Nonsense_Mutation SNV G C C PTPRH c.1260C>G P.Y420*
XH_P28 19 55993414 55993414 Missense_Mutation SNV C T T ZNF628 c.854C>T P.A285V
XH_P28 19 56090637 56090637 Silent SNV G A A ZNF579 c.369C>T P.H123H
XH_P28 19 56156372 56156372 Silent SNV C T T ZNF581 c.435C>T P.H145H
XH_P28 19 58991281 58991281 Splice_Site INDEL C - - ZNF446 c.713-11delC
XH_P28 19 59028908 59028908 Missense_Mutation SNV G A A ZBTB45 c.133C>T P.R45C
XH_P28 19 6185636 6185636 Silent SNV T G G ACSBG2 c.1512T>G P.G504G
XH_P28 19 815231 815231 Missense_Mutation SNV C T T PLPPR3 c.358G>A P.G120S
XH_P28 2 160229572 160229572 Silent SNV G A A BAZ2B c.4089C>T P.G1363G
XH_P28 2 17692078 17692078 Missense_Mutation SNV T A A RAD51AP2 c.3473A>T P.N1158I
XH_P28 2 179441464 179441464 Silent SNV G A A TTN c.64584C>T P.S21528S
XH_P28 2 179616465 179616465 Silent SNV A G G TTN c.10662T>C P.A3554A
XH_P28 2 189873814 189873814 Silent SNV C T T COL3A1 c.3690C>T P.N1230N
XH_P28 2 202614445 202614445 Missense_Mutation SNV C T T ALS2 c.1805G>A P.R602H
XH_P28 2 218675013 218675013 Missense_Mutation SNV C T T TNS1 c.4708G>A P.G1570S
XH_P28 2 222428935 222428935 Silent SNV G A A EPHA4 c.339C>T P.G113G
XH_P28 2 232392908 232392908 Missense_Mutation SNV G A A NMUR1 c.824C>T P.A275V
XH_P28 2 233684582 233684582 Nonsense_Mutation SNV C T T GIGYF2 c.2416C>T P.R806*
XH_P28 2 241405579 241405579 Missense_Mutation SNV G A A GPC1 c.1549G>A P.A517T
XH_P28 2 241689855 241689855 Missense_Mutation SNV C A A KIF1A c.2968G>T P.A990S
XH_P28 2 32800277 32800277 Missense_Mutation SNV G A A BIRC6 c.13199G>A P.R4400Q
XH_P28 2 48026540 48026540 Missense_Mutation SNV T C C MSH6 c.1418T>C P.L473P
XH_P28 2 69049599 69049599 Missense_Mutation SNV C T T ARHGAP25 c.1328C>T P.T443I
XH_P28 2 85786207 85786207 Splice_Site SNV G C C GGCX c.215-9C>G
XH_P28 2 9484764 9484764 Missense_Mutation SNV G A A ASAP2 c.953G>A P.G318E
XH_P28 20 21687066 21687066 Splice_Site SNV G A A PAX1 c.287-10G>A
XH_P28 20 259914 259914 Missense_Mutation SNV G T T C20orf96 c.361C>A P.L121I
XH_P28 20 31044128 31044128 Silent SNV C T T NOL4L c.912G>A P.T304T
XH_P28 20 32666332 32666332 Missense_Mutation SNV G A A RALY c.850G>A P.A284T
XH_P28 20 33588465 33588465 Silent SNV C T T MYH7B c.5277C>T P.T1759T
XH_P28 20 35060130 35060130 Missense_Mutation SNV C A A DLGAP4 c.10C>A P.L4I
XH_P28 20 42142604 42142604 Missense_Mutation SNV C T T L3MBTL1 c.197C>T P.P66L
XH_P28 20 42744935 42744935 Silent SNV C T T JPH2 c.1380G>A P.A460A
XH_P28 20 44577619 44577619 Silent SNV G A A ZNF335 c.4002C>T P.Y1334Y
XH_P28 20 44987147 44987147 Missense_Mutation SNV C T T SLC35C2 c.86G>A P.R29Q
XH_P28 20 48522829 48522829 Missense_Mutation SNV G A A SPATA2 c.890C>T P.S297L
XH_P28 20 48760152 48760152 Missense_Mutation SNV C T T TMEM189 c.128G>A P.R43H
XH_P28 20 50406788 50406788 Missense_Mutation SNV C T T SALL4 c.2234G>A P.R745H
XH_P28 20 51870090 51870090 Missense_Mutation SNV G T T TSHZ2 c.84G>T P.E28D
XH_P28 20 51871597 51871597 Missense_Mutation SNV G A A TSHZ2 c.1591G>A P.G531R
XH_P28 20 54972283 54972283 Missense_Mutation SNV G A A CSTF1 c.190G>A P.A64T
XH_P28 20 55758870 55758870 Missense_Mutation SNV C T T BMP7 c.866G>A P.R289H
XH_P28 20 60895821 60895821 Silent SNV G A A LAMA5 c.6622C>T P.L2208L
XH_P28 20 60913389 60913389 Missense_Mutation SNV C T T LAMA5 c.1655G>A P.R552H
XH_P28 20 60966461 60966461 Silent SNV G A A CABLES2 c.1140C>T P.P380P
XH_P28 20 61288203 61288203 Missense_Mutation SNV C T T SLCO4A1 c.397C>T P.R133C
XH_P28 20 62577812 62577812 Missense_Mutation SNV C T T UCKL1 c.253G>A P.A85T
XH_P28 20 62701931 62701931 Silent SNV G A A TCEA2 c.762G>A P.T254T
XH_P28 20 7962997 7962997 Silent SNV A G G TMX4 c.951T>C P.A317A
XH_P28 20 9404515 9404515 Nonsense_Mutation SNV C T T PLCB4 c.2404C>T P.R802*
XH_P28 21 45522737 45522737 Missense_Mutation SNV C A A TRAPPC10 c.3425C>A P.T1142N
XH_P28 22 17619172 17619172 Silent SNV C T T CECR5 c.921G>A P.A307A
XH_P28 22 18300666 18300666 Silent SNV C T T MICAL3 c.4761G>A P.A1587A
XH_P28 22 24622121 24622121 Silent SNV G A A GGT5 c.1152C>T P.H384H
XH_P28 22 29445904 29445904 Missense_Mutation SNV G A A ZNRF3 c.1735G>A P.V579M
XH_P28 22 29735018 29735018 Silent SNV G A A AP1B1 c.2124C>T P.G708G
XH_P28 22 40417522 40417522 Silent SNV G A A FAM83F c.1008G>A P.P336P
XH_P28 22 47057349 47057349 Splice_Site SNV G A A GRAMD4 c.466+10G>A
XH_P28 3 125298752 125298752 Silent SNV G T T OSBPL11 c.366C>A P.T122T
XH_P28 3 132280031 132280031 Missense_Mutation SNV G A A ACAD11 c.2032C>T P.R678C
XH_P28 3 138738766 138738766 Silent SNV C T T PRR23B c.738G>A P.A246A
XH_P28 3 151163149 151163149 Silent SNV G A A IGSF10 c.4620C>T P.H1540H
XH_P28 3 15116352 15116352 Missense_Mutation SNV C T T RBSN c.1292G>A P.R431H
XH_P28 3 178916936 178916936 Missense_Mutation SNV G A A PIK3CA c.323G>A P.R108H



XH_P28 3 179437801 179437801 Silent SNV T C C USP13 c.879T>C P.I293I
XH_P28 3 183975265 183975265 Silent SNV C T T ECE2 c.201C>T P.C67C
XH_P28 3 184429232 184429232 Silent SNV C T T MAGEF1 c.378G>A P.R126R
XH_P28 3 26751633 26751633 Missense_Mutation SNV T C C LRRC3B c.470T>C P.L157P
XH_P28 3 42236377 42236377 Missense_Mutation SNV A C C TRAK1 c.1057A>C P.K353Q
XH_P28 3 52712520 52712520 Nonsense_Mutation SNV G A A PBRM1 c.232C>T P.R78*
XH_P28 4 144616958 144616958 Missense_Mutation SNV A G G FREM3 c.4871T>C P.V1624A
XH_P28 4 153303455 153303455 Silent SNV A G G FBXW7 c.33T>C P.H11H
XH_P28 4 15937774 15937774 Missense_Mutation SNV G A A FGFBP1 c.482C>T P.P161L
XH_P28 4 169196555 169196555 Nonsense_Mutation SNV G A A DDX60 c.2245C>T P.R749*
XH_P28 4 184932524 184932524 Missense_Mutation SNV G A A STOX2 c.2533G>A P.D845N
XH_P28 4 2460957 2460957 Missense_Mutation SNV G A A CFAP99 c.1427G>A P.R476H
XH_P28 4 3240637 3240637 Silent SNV C T T HTT c.9147C>T P.V3049V
XH_P28 4 47408822 47408822 Missense_Mutation SNV C T T GABRB1 c.959C>T P.A320V
XH_P28 4 52861210 52861210 Missense_Mutation SNV C T T LRRC66 c.1978G>A P.D660N
XH_P28 4 55956164 55956164 Missense_Mutation SNV G A A KDR c.3151C>T P.R1051W
XH_P28 4 66197723 66197723 Silent SNV A G G EPHA5 c.2976T>C P.S992S
XH_P28 4 83785565 83785565 Frame_Shift_Del INDEL T - - SEC31A c.1384delA P.I462fs
XH_P28 4 88047293 88047293 Frame_Shift_Del INDEL C - - AFF1 c.2621delC P.P874fs
XH_P28 5 134364584 134364584 Missense_Mutation SNV G A A PITX1 c.830C>T P.T277M
XH_P28 5 134782185 134782185 Missense_Mutation SNV G A A DCANP1 c.614C>T P.S205L
XH_P28 5 138730227 138730227 Missense_Mutation SNV C T T PROB1 c.544G>A P.A182T
XH_P28 5 140222691 140222691 Silent SNV C T T PCDHA8 c.1785C>T P.R595R
XH_P28 5 148748030 148748030 Missense_Mutation SNV C T T PCYOX1L c.1247C>T P.T416M
XH_P28 5 16699587 16699587 Silent SNV C T T MYO10 c.3528G>A P.P1176P
XH_P28 5 16701243 16701243 Silent SNV G A A MYO10 c.3261C>T P.G1087G
XH_P28 5 175957711 175957711 Missense_Mutation SNV G A A RNF44 c.673C>T P.R225C
XH_P28 5 178549673 178549673 Silent SNV C T T ADAMTS2 c.3060G>A P.A1020A
XH_P28 5 178581175 178581175 Silent SNV G A A ADAMTS2 c.1257C>T P.D419D
XH_P28 5 180036991 180036991 Missense_Mutation SNV C T T FLT4 c.3721G>A P.A1241T
XH_P28 5 31294176 31294176 Silent SNV C A A CDH6 c.336C>A P.A112A
XH_P28 5 35667295 35667295 Missense_Mutation SNV C T T SPEF2 c.1289C>T P.A430V
XH_P28 5 40692086 40692086 Missense_Mutation SNV G A A PTGER4 c.1073G>A P.R358H
XH_P28 5 92929447 92929447 Missense_Mutation SNV G A A NR2F1 c.1171G>A P.V391I
XH_P28 6 12120605 12120605 Missense_Mutation SNV A G G HIVEP1 c.577A>G P.N193D
XH_P28 6 143755092 143755092 Silent SNV G T T ADAT2 c.87C>A P.A29A
XH_P28 6 161771192 161771192 Missense_Mutation SNV C T T PARK2 c.1337G>A P.C446Y
XH_P28 6 47522495 47522495 Silent SNV C T T CD2AP c.534C>T P.D178D
XH_P28 6 7247252 7247252 Silent SNV G A A RREB1 c.4404G>A P.A1468A
XH_P28 7 102962480 102962480 Missense_Mutation SNV C T T DNAJC2 c.982G>A P.E328K
XH_P28 7 107596022 107596022 Missense_Mutation SNV C T T LAMB1 c.2744G>A P.R915H
XH_P28 7 117865007 117865007 Silent SNV G A A ANKRD7 c.123G>A P.L41L
XH_P28 7 121650957 121650957 Silent SNV T C C PTPRZ1 c.1857T>C P.Y619Y
XH_P28 7 148463663 148463663 Missense_Mutation SNV G A A CUL1 c.800G>A P.R267H
XH_P28 7 149946093 149946093 Silent SNV C T T ACTR3C c.615G>A P.L205L
XH_P28 7 150767819 150767819 Missense_Mutation SNV G A A SLC4A2 c.1570G>A P.V524M
XH_P28 7 157333462 157333462 Silent SNV C T T PTPRN2 c.2880G>A P.A960A
XH_P28 7 20687580 20687580 Splice_Site INDEL - T T ABCB5 c.1096-6dupT
XH_P28 7 50450356 50450356 Silent SNV C T T IKZF1 c.540C>T P.Y180Y
XH_P28 7 65551627 65551627 Missense_Mutation SNV C T T ASL c.502C>T P.R168C
XH_P28 7 73790458 73790458 Missense_Mutation SNV C T T CLIP2 c.1727C>T P.A576V
XH_P28 7 98524852 98524852 Missense_Mutation SNV C T T TRRAP c.3038C>T P.P1013L
XH_P28 7 98547209 98547209 Splice_Site SNV C T T TRRAP c.4932+5C>T
XH_P28 7 98552822 98552822 Silent SNV C T T TRRAP c.5811C>T P.D1937D
XH_P28 8 100654627 100654627 Missense_Mutation SNV C T T VPS13B c.5884C>T P.P1962S
XH_P28 8 123965564 123965564 Missense_Mutation SNV G A A ZHX2 c.1814G>A P.G605E
XH_P28 8 124658147 124658147 Silent SNV C T T KLHL38 c.1578G>A P.T526T
XH_P28 8 125570011 125570011 Missense_Mutation SNV G A A MTSS1 c.1153C>T P.R385W
XH_P28 8 135621035 135621035 Missense_Mutation SNV C T T ZFAT c.686G>A P.R229Q
XH_P28 8 14181673 14181673 Missense_Mutation SNV C T T SGCZ c.53G>A P.R18Q
XH_P28 8 144809687 144809687 Silent SNV G A A FAM83H c.1944C>T P.G648G
XH_P28 8 145541365 145541365 Missense_Mutation SNV G T T DGAT1 c.905C>A P.P302H
XH_P28 8 22021465 22021465 Missense_Mutation SNV G A A SFTPC c.487G>A P.A163T
XH_P28 8 22085787 22085787 Silent SNV G A A PHYHIP c.84C>T P.D28D
XH_P28 8 23106880 23106880 Missense_Mutation SNV G A A CHMP7 c.127G>A P.V43M
XH_P28 8 73848281 73848281 Missense_Mutation SNV C T T KCNB2 c.691C>T P.R231C
XH_P28 8 87076326 87076326 Silent SNV G T T PSKH2 c.720C>A P.T240T
XH_P28 8 98656857 98656857 Silent SNV G A A MTDH c.123G>A P.G41G
XH_P28 9 108424982 108424982 Missense_Mutation SNV G A A TAL2 c.205G>A P.A69T
XH_P28 9 115652533 115652533 Silent SNV G A A SLC46A2 c.429C>T P.N143N
XH_P28 9 117063343 117063343 Splice_Site SNV C A A COL27A1 c.4702-9C>A
XH_P28 9 117826999 117826999 Silent SNV C T T TNC c.3414G>A P.T1138T
XH_P28 9 123205916 123205916 Missense_Mutation SNV G T T CDK5RAP2 c.3130C>A P.Q1044K
XH_P28 9 127253433 127253433 Silent SNV C T T NR5A1 c.1065G>A P.V355V
XH_P28 9 130886841 130886841 Splice_Site SNV A G G PTGES2 c.-92-12T>C
XH_P28 9 133257693 133257693 Splice_Site SNV C T T HMCN2 c.6871+9C>T
XH_P28 9 133738371 133738371 Silent SNV C T T ABL1 c.771C>T P.Y257Y
XH_P28 9 136298805 136298805 Missense_Mutation SNV C T T ADAMTS13 c.1289C>T P.A430V
XH_P28 9 136310047 136310047 Silent SNV C T T ADAMTS13 c.2484C>T P.N828N
XH_P28 9 139818433 139818433 Missense_Mutation SNV G A A TRAF2 c.1268G>A P.R423Q
XH_P28 9 139909376 139909376 Missense_Mutation SNV G A A ABCA2 c.3871C>T P.R1291C
XH_P28 9 5044464 5044464 Nonsense_Mutation SNV C T T JAK2 c.412C>T P.R138*
XH_P28 X 100088318 100088318 Missense_Mutation SNV C T T CSTF2 c.1417C>T P.R473C
XH_P28 X 103268037 103268037 Missense_Mutation SNV G A A H2BFWT c.196C>T P.R66C
XH_P28 X 104465052 104465052 Silent SNV G A A TEX13A c.30C>T P.S10S
XH_P28 X 141291651 141291651 Silent SNV G A A MAGEC2 c.123C>T P.S41S
XH_P28 X 152612997 152612997 Missense_Mutation SNV G A A ZNF275 c.854G>A P.R285H
XH_P28 X 153039681 153039681 Missense_Mutation SNV G A A PLXNB3 c.3629G>A P.R1210H
XH_P28 X 153041522 153041522 Missense_Mutation SNV G A A PLXNB3 c.4651G>A P.G1551R
XH_P28 X 153132320 153132320 Missense_Mutation SNV G A A L1CAM c.2215C>T P.R739W
XH_P28 X 153135113 153135113 Missense_Mutation SNV C T T L1CAM c.1129G>A P.A377T
XH_P28 X 153591108 153591108 Silent SNV G A A FLNA c.2325C>T P.Y775Y
XH_P28 X 38144935 38144935 Frame_Shift_Del INDEL T - - RPGR c.3317delA P.K1106fs
XH_P28 X 44918338 44918338 Nonsense_Mutation SNV G A A KDM6A c.963G>A P.W321*
XH_P28 X 47034427 47034427 Missense_Mutation SNV G A A RBM10 c.512G>A P.R171Q
XH_P28 X 48674984 48674984 Missense_Mutation SNV G A A HDAC6 c.1777G>A P.A593T
XH_P28 X 49032283 49032283 Silent SNV A G G PRICKLE3 c.1383T>C P.R461R
XH_P28 X 50378589 50378589 Missense_Mutation SNV G T T SHROOM4 c.484C>A P.L162M



XH_P28 X 51076108 51076108 Silent SNV A G G NUDT10 c.291A>G P.V97V
XH_P28 X 53240966 53240966 Splice_Site SNV T C C KDM5C c.1242+3A>G
XH_P28 X 53966652 53966652 Missense_Mutation SNV G A A PHF8 c.3055C>T P.R1019C
XH_P28 X 54783390 54783390 Splice_Site SNV G T T ITIH6 c.3109+8C>A
XH_P28 X 5810919 5810919 Missense_Mutation SNV G T T NLGN4X c.2390C>A P.T797N
XH_P28 X 67731806 67731806 Missense_Mutation SNV T C C YIPF6 c.173T>C P.V58A
XH_P28 X 69255333 69255333 Silent SNV C T T EDA c.1044C>T P.G348G
XH_P28 X 70347916 70347916 Missense_Mutation SNV G T T MED12 c.3155G>T P.S1052I
XH_P28 X 9863793 9863793 Silent SNV C T T SHROOM2 c.1845C>T P.H615H
XH_P29 1 201181334 201181334 Missense_Mutation SNV A G G IGFN1 c.7313A>G P.H2438R
XH_P29 1 6523161 6523161 Missense_Mutation SNV C G G TNFRSF25 c.589G>C P.A197P
XH_P29 11 65487511 65487511 Splice_Site SNV C T T RNASEH2C c.468+5G>A
XH_P29 11 71671823 71671823 Silent SNV G A A RNF121 c.33G>A P.K11K
XH_P29 12 100784828 100784828 Frame_Shift_Ins INDEL - T T SLC17A8 c.410dupT P.W138fs
XH_P29 12 25398284 25398284 Missense_Mutation SNV C T T KRAS c.35G>A P.G12D
XH_P29 12 94673379 94673379 Frame_Shift_Ins INDEL - A A PLXNC1 c.3734dupA P.N1245fs
XH_P29 17 34958339 34958339 Missense_Mutation SNV G A A MRM1 c.100G>A P.E34K
XH_P29 17 80788076 80788076 Missense_Mutation SNV G A A ZNF750 c.2114C>T P.A705V
XH_P29 18 60230287 60230287 Silent SNV A G G ZCCHC2 c.1596A>G P.Q532Q
XH_P29 19 36205949 36205949 Nonsense_Mutation SNV G T T ZBTB32 c.421G>T P.E141*
XH_P29 19 54632467 54632467 Missense_Mutation SNV C G G PRPF31 c.1182C>G P.F394L
XH_P29 19 5587916 5587916 Silent SNV G A A SAFB2 c.2601C>T P.D867D
XH_P29 19 8807973 8807973 Missense_Mutation SNV C T T ACTL9 c.1079G>A P.R360H
XH_P29 3 112267425 112267425 Missense_Mutation SNV C G G ATG3 c.298G>C P.E100Q
XH_P29 3 178952085 178952085 Missense_Mutation SNV A G G PIK3CA c.3140A>G P.H1047R
XH_P29 4 68528872 68528872 Missense_Mutation SNV C T T UBA6 c.1022G>A P.R341H
XH_P29 4 83552526 83552526 Missense_Mutation SNV G T T SCD5 c.947C>A P.P316Q
XH_P29 4 982996 982996 Silent SNV G A A SLC26A1 c.1731C>T P.G577G
XH_P29 5 180036033 180036033 Silent SNV C T T FLT4 c.3828G>A P.G1276G
XH_P29 5 23521146 23521146 Silent SNV G A A PRDM9 c.366G>A P.A122A
XH_P29 6 108067995 108067995 Missense_Mutation SNV C T T SCML4 c.211G>A P.A71T
XH_P29 7 154767930 154767930 Missense_Mutation SNV G A A PAXIP1 c.550C>T P.R184C
XH_P29 7 71036298 71036298 Frame_Shift_Ins INDEL - T T WBSCR17 c.992dupT P.V332fs
XH_P29 8 101195601 101195601 Splice_Site SNV A C C SPAG1 c.427-2A>C
XH_P29 8 90921791 90921791 Splice_Site SNV A T T OSGIN2 c.45-4A>T
XH_P29 9 133281519 133281519 Missense_Mutation SNV C T T HMCN2 c.10843C>T P.R3615C
XH_P29 9 34658622 34658622 Frame_Shift_Ins INDEL - G G IL11RA c.752_753insG P.H251fs
XH_P29 9 34658623 34658623 Frame_Shift_Ins INDEL - CCCAG CCCAG IL11RA 753_754insCCCA P.F252fs
XH_P29 X 27839966 27839966 Silent SNV C T T MAGEB10 c.543C>T P.V181V
XH_P30 1 173769667 173769667 Splice_Site SNV G T T CENPL c.1102-10C>A
XH_P30 1 248570073 248570073 Missense_Mutation SNV C T T OR2T1 c.778C>T P.P260S
XH_P30 11 94331083 94331083 Splice_Site SNV T G G PIWIL4 c.1380+2T>G
XH_P30 12 107486581 107486581 Splice_Site SNV C T T CRY1 c.158+1G>A
XH_P30 12 53410303 53410303 Missense_Mutation SNV T G G EIF4B c.60T>G P.F20L
XH_P30 15 66727457 66727457 Missense_Mutation SNV A C C MAP2K1 c.173A>C P.Q58P
XH_P30 17 42290196 42290196 Silent SNV C T T UBTF c.651G>A P.V217V
XH_P30 18 21111668 21111668 Nonstop_Mutation SNV A G G C18orf8 c.1974A>G P.Ter658Wext*?
XH_P30 19 18109195 18109195 Missense_Mutation SNV G A A KCNN1 c.1612G>A P.A538T
XH_P30 19 58005441 58005441 Missense_Mutation SNV A G G ZNF419 c.1519A>G P.T507A
XH_P30 2 128263138 128263138 Missense_Mutation SNV T C C IWS1 c.341A>G P.N114S
XH_P30 2 86258708 86258708 Silent SNV G A A POLR1A c.4323C>T P.D1441D
XH_P30 20 10626616 10626616 Splice_Site INDEL - A A JAG1 c.1999+2dupT
XH_P30 20 33875303 33875303 Missense_Mutation SNV G A A FAM83C c.1279C>T P.P427S
XH_P30 3 142841044 142841044 Silent SNV G A A CHST2 c.1386G>A P.S462S
XH_P30 3 164751200 164751200 Missense_Mutation SNV T A A SI c.2548A>T P.T850S
XH_P30 3 45817409 45817409 Silent SNV C T T SLC6A20 c.426G>A P.A142A
XH_P30 3 73114721 73114721 Missense_Mutation SNV G A A PPP4R2 c.931G>A P.G311S
XH_P30 4 153247373 153247373 Missense_Mutation SNV C T T FBXW7 c.1429G>A P.G477S
XH_P30 5 153065788 153065788 Nonsense_Mutation SNV C T T GRIA1 c.1033C>T P.R345*
XH_P30 7 43679239 43679239 Missense_Mutation SNV T A A COA1 c.383A>T P.Q128L
XH_P30 9 137593143 137593143 Silent SNV G A A COL5A1 c.618G>A P.V206V
XH_P30 X 101096518 101096518 Missense_Mutation SNV C G G NXF5 c.253G>C P.V85L
XH_P31 1 151773897 151773897 Silent SNV G T T LINGO4 c.1284C>A P.G428G
XH_P31 1 169366603 169366603 Silent SNV A T T CCDC181 c.1239T>A P.A413A
XH_P31 10 95162004 95162004 Silent SNV G A A MYOF c.975C>T P.T325T
XH_P31 11 46332740 46332740 Missense_Mutation SNV C A A CREB3L1 c.753C>A P.H251Q
XH_P31 11 5411379 5411379 Nonsense_Mutation SNV C T T OR51M1 c.751C>T P.Q251*
XH_P31 11 7111056 7111056 Silent SNV C T T RBMXL2 c.705C>T P.P235P
XH_P31 12 12940193 12940193 Silent SNV G A A APOLD1 c.447G>A P.R149R
XH_P31 12 176434 176434 Missense_Mutation SNV G T T IQSEC3 c.386G>T P.G129V
XH_P31 12 56481922 56481922 Missense_Mutation SNV G A A ERBB3 c.850G>A P.G284R
XH_P31 13 78171660 78171660 Splice_Site INDEL - T T SCEL c.687-13dupT
XH_P31 14 21541219 21541219 Missense_Mutation SNV G A A ARHGEF40 c.19G>A P.E7K
XH_P31 14 24885799 24885799 Missense_Mutation SNV C T T NYNRIN c.4844C>T P.S1615L
XH_P31 14 51237115 51237115 Silent SNV G C C NIN c.1425C>G P.L475L
XH_P31 14 64989660 64989660 Missense_Mutation SNV G A A ZBTB1 c.1438G>A P.G480R
XH_P31 15 78911014 78911014 Splice_Site SNV G A A CHRNA3 c.223-11C>T
XH_P31 16 58031004 58031004 Missense_Mutation SNV T A A ZNF319 c.1166A>T P.H389L
XH_P31 17 11593565 11593565 Missense_Mutation SNV C G G DNAH9 c.4426C>G P.Q1476E
XH_P31 17 2268303 2268303 Silent SNV G A A SGSM2 c.1113G>A P.L371L
XH_P31 17 3417883 3417883 Splice_Site SNV G C C TRPV3 c.2278+4C>G
XH_P31 17 36243573 36243573 Splice_Site SNV G A A YWHAEP7 n.108+8C>T
XH_P31 17 8020082 8020082 Splice_Site SNV T C C ALOXE3 c.748+12A>G
XH_P31 19 19207020 19207020 Splice_Site SNV T C C SLC25A42 c.81+6T>C
XH_P31 19 46196073 46196073 Silent SNV C T T QPCTL c.112C>T P.L38L
XH_P31 19 50498470 50498470 Missense_Mutation SNV C T T VRK3 c.592G>A P.G198S
XH_P31 19 50763926 50763926 Missense_Mutation SNV C G G MYH14 c.2279C>G P.A760G
XH_P31 19 51633249 51633249 Silent SNV C A A SIGLEC9 c.1305C>A P.S435S
XH_P31 19 56244764 56244764 Nonsense_Mutation SNV G A A NLRP9 c.433C>T P.R145*
XH_P31 19 58083602 58083602 Missense_Mutation SNV T C C ZNF416 c.1670A>G P.K557R
XH_P31 19 58565348 58565348 Missense_Mutation SNV G A A ZSCAN1 c.1156G>A P.G386R
XH_P31 2 175624357 175624357 Silent SNV G A A CHRNA1 c.48C>T P.G16G
XH_P31 2 24949517 24949517 Missense_Mutation SNV G A A NCOA1 c.2659G>A P.D887N
XH_P31 2 74317082 74317082 Missense_Mutation SNV G A A TET3 c.2947G>A P.G983S
XH_P31 21 47704090 47704090 Missense_Mutation SNV C T T MCM3AP c.1111G>A P.E371K
XH_P31 21 47918732 47918732 Missense_Mutation SNV C T T DIP2A c.641C>T P.A214V
XH_P31 22 29694815 29694815 Missense_Mutation SNV G T T EWSR1 c.1510G>T P.G504C
XH_P31 3 124174038 124174038 Silent SNV G A A KALRN c.3561G>A P.K1187K



XH_P31 3 128205017 128205017 Missense_Mutation SNV G A A GATA2 c.424C>T P.P142S
XH_P31 3 52439876 52439876 Nonsense_Mutation SNV G C C BAP1 c.836C>G P.S279*
XH_P31 3 56667888 56667888 Silent SNV T C C FAM208A c.2931A>G P.P977P
XH_P31 3 98110193 98110193 Silent SNV C A A OR5K3 c.684C>A P.S228S
XH_P31 3 9945092 9945092 Missense_Mutation SNV C G G IL17RE c.144C>G P.F48L
XH_P31 4 72363373 72363373 Silent SNV G A A SLC4A4 c.2130G>A P.L710L
XH_P31 6 107390590 107390590 Missense_Mutation SNV C A A BEND3 c.1805G>T P.G602V
XH_P31 6 13486970 13486970 Silent SNV G A A GFOD1 c.153C>T P.Y51Y
XH_P31 6 146480500 146480500 Silent SNV C T T GRM1 c.717C>T P.S239S
XH_P31 6 78173104 78173104 Missense_Mutation SNV G A A HTR1B c.17C>T P.A6V
XH_P31 7 48407455 48407455 Missense_Mutation SNV G A A ABCA13 c.10753G>A P.A3585T
XH_P31 9 136029080 136029080 Missense_Mutation SNV G A A GBGT1 c.877C>T P.P293S
XH_P31 9 33973173 33973173 Splice_Site SNV T C C UBAP2 c.575+8A>G
XH_P31 9 87317138 87317138 Silent SNV C T T NTRK2 c.277C>T P.L93L
XH_P31 X 103349764 103349764 Silent SNV G C C SLC25A53 c.177C>G P.A59A
XH_P31 X 134680316 134680316 Frame_Shift_Ins INDEL - T T INTS6L c.359dupT P.L120fs
XH_P31 X 50653946 50653946 Missense_Mutation SNV G A A BMP15 c.163G>A P.E55K
XH_P32 1 1163875 1163885 Frame_Shift_Del DEL CGGCTCCGCC - CGGCTCCGCCG SDF4 c.289_299del p.R97fs
XH_P32 1 59248400 59248411 In_Frame_Del DEL GAAGCCCTCG - CGAAGCCCTCGG JUN c.332_343del p.111_115del
XH_P32 1 169696611 169696611 Silent SNP C T C SELE c.G1524A p.G508G
XH_P32 1 228473981 228473981 Silent SNP G T G OBSCN c.G9207T p.A3069A
XH_P32 2 96691726 96691726 Missense_Mutation SNP C T C GPAT2 c.G977A p.G326D
XH_P32 2 187511467 187511468 Frame_Shift_Del DEL TC - TC ITGAV c.1106_1107del p.I369fs
XH_P32 2 202356237 202356237 Silent SNP C T C C2CD6 c.G4827A p.K1609K
XH_P32 3 42251577 42251577 Missense_Mutation SNP C A C TRAK1 c.C1841A p.T614K
XH_P32 3 52429416 52429416 Silent SNP C G C DNAH1 c.C11061G p.L3687L
XH_P32 3 98001922 98001922 Missense_Mutation SNP T A T OR5H2 c.T191A p.M64K
XH_P32 3 98073305 98073305 Nonsense_Mutation SNP C A C OR5K4 c.C608A p.S203X
XH_P32 3 126915884 126915884 Missense_Mutation SNP A T A C3orf56 c.A356T p.Y119F
XH_P32 3 150421527 150421527 In_Frame_Ins INS - CTCCTCCTCCACC - ERICH6 nsAGAGGTGGAGE53delinsEEVEEEE
XH_P32 3 178951957 178951957 Missense_Mutation SNP G A G PIK3CA c.G3012A p.M1004I
XH_P32 3 195507242 195507242 In_Frame_Ins INS - AGATACTGAGGA - MUC4 CAGCACTTCCTCAHATPLPVTSTSSVSTGHVTPLHVTSPSSA
XH_P32 4 4239589 4239589 Missense_Mutation SNP C T C TMEM128 c.G472A p.V158I
XH_P32 4 25005736 25005736 Silent SNP C T C LGI2 c.G975A p.K325K
XH_P32 5 23527389 23527472 In_Frame_Del DEL GGGGAGAAG - CAGGGGAGAAGC PRDM9 c.2192_2275del p.731_759del
XH_P32 5 54529084 54529084 Missense_Mutation SNP C G C CCNO c.G268C p.V90L
XH_P32 5 95730588 95730588 Missense_Mutation SNP T C T PCSK1 c.A1864G p.K622E
XH_P32 5 139781730 139781730 Missense_Mutation SNP G A G ANKHD1 c.G178A p.G60S
XH_P32 5 150512737 150512737 Missense_Mutation SNP C G C ANXA6 c.G462C p.E154D
XH_P32 5 170148829 170148829 Silent SNP C T C KCNIP1 c.C324T p.C108C
XH_P32 6 160525994 160525994 Missense_Mutation SNP G A G IGF2R c.G7354A p.G2452R
XH_P32 6 170627695 170627695 In_Frame_Ins INS - GCAAGAAGTTCC - FAM120B ACCCAGGCAAGAdelinsDPEPRQEVPMCTG
XH_P32 7 38256827 38256827 Silent SNP C A C STARD3NL c.C474A p.I158I
XH_P32 7 57522802 57522802 Missense_Mutation SNP T G T ZNF716 c.T190G p.L64V
XH_P32 7 91709094 91709094 Missense_Mutation SNP A C A AKAP9 c.A7647C p.E2549D
XH_P32 7 123302689 123302689 Missense_Mutation SNP G T G LMOD2 c.G1049T p.R350I
XH_P32 7 150783902 150783903 Frame_Shift_Del DEL CT - CT AGAP3 c.74_75del p.A25fs
XH_P32 8 101721812 101721812 Missense_Mutation SNP G C G PABPC1 c.C1120G p.R374G
XH_P32 9 33030613 33030613 Silent SNP C T C DNAJA1 c.C120T p.N40N
XH_P32 9 104499983 104499983 Silent SNP C T C GRIN3A c.G279A p.P93P
XH_P32 9 131588839 131588839 Silent SNP C T C SPOUT1 c.G438A p.L146L
XH_P32 10 48390752 48390752 Silent SNP C T C RBP3 c.G126A p.P42P
XH_P32 10 95185893 95185893 Missense_Mutation SNP C A C MYOF c.G368T p.G123V
XH_P32 11 1018419 1018419 Missense_Mutation SNP G A G MUC6 c.C4382T p.T1461I
XH_P32 11 6411931 6411948 In_Frame_Del DEL TGCTGGCGCT - GTGCTGGCGCTG SMPD1 c.103_120del p.35_40del
XH_P32 11 30926660 30926660 Missense_Mutation SNP G A G DCDC1 c.C1477T p.R493C
XH_P32 11 30938455 30938455 Silent SNP T C T DCDC1 c.A735G p.K245K
XH_P32 11 55658976 55658976 Silent SNP A G A TRIM51 c.A1227G p.V409V
XH_P32 11 62300443 62300443 Missense_Mutation SNP C A C AHNAK c.G1446T p.K482N
XH_P32 11 67132692 67132692 Missense_Mutation SNP G A G CLCF1 c.C563T p.S188L
XH_P32 11 67200271 67200271 Silent SNP G A G RPS6KB2 c.G579A p.R193R
XH_P32 11 118890121 118890121 Missense_Mutation SNP G A G TRAPPC4 c.G22A p.D8N
XH_P32 12 52284540 52284551 In_Frame_Del DEL GCCCAGGCCC - GGCCCAGGCCCA ANKRD33 c.228_239del p.76_80del
XH_P32 12 67692735 67692735 Missense_Mutation SNP C T C CAND1 c.C860T p.P287L
XH_P32 13 20025324 20025324 Silent SNP A G A TPTE2 c.T552C p.Y184Y
XH_P32 14 96157138 96157138 Silent SNP C T C TCL1B c.C228T p.S76S
XH_P32 14 103987608 103987608 Silent SNP G A G CKB c.C645T p.R215R
XH_P32 14 105211231 105211231 Missense_Mutation SNP A C A ADSSL1 c.A541C p.I181L
XH_P32 15 75650833 75650833 Silent SNP A C A MAN2C1 c.T2076G p.V692V
XH_P32 16 24574971 24574971 Silent SNP A T A RBBP6 c.A1506T p.R502R
XH_P32 16 57546777 57546777 Missense_Mutation SNP C T C CCDC102A c.G1529A p.R510H
XH_P32 16 70292007 70292007 Silent SNP C T C AARS c.G2106A p.P702P
XH_P32 17 6929775 6929775 Splice_Site SNP G A G BCL6B . .
XH_P32 17 18927651 18927651 Silent SNP C A C GRAP c.G345T p.S115S
XH_P32 17 42982204 42982204 Missense_Mutation SNP A G A FAM187A c.A1007G p.Q336R
XH_P32 18 33795610 33795610 Silent SNP C A C MOCOS c.C1467A p.R489R
XH_P32 18 67673641 67673641 Missense_Mutation SNP C G C RTTN c.G3765C p.W1255C
XH_P32 19 4682879 4682882 Frame_Shift_Del DEL AGAG - AGAG DPP9-AS1 c.9_12del p.A3fs
XH_P32 19 10468453 10468453 Missense_Mutation SNP C T C TYK2 c.G2453A p.R818H
XH_P32 19 30500119 30500124 In_Frame_Del DEL TGATGA - TGATGA URI1 c.840_845del p.280_282del
XH_P32 19 32844003 32844003 Silent SNP G A G ZNF507 c.G267A p.P89P
XH_P32 19 40902229 40902229 Missense_Mutation SNP T C T PRX c.A2030G p.E677G
XH_P32 19 46299167 46299167 In_Frame_Ins INS - CTCCTCCTCCTCG - RSPH6A 14insGCGAGGAGE705delinsGEEEEE
XH_P32 19 52888079 52888079 In_Frame_Ins INS - GTGAAA - ZNF880 246_1247insGTGp.A416delinsGET
XH_P32 19 53911570 53911570 Silent SNP G A G ZNF765 c.G603A p.S201S
XH_P32 19 54744357 54744357 Frame_Shift_Ins INS - CTGCCACC - LILRA6 0_1051insGGTG p.F351fs
XH_P32 19 58864385 58864385 Silent SNP C A C A1BG c.G249T p.L83L
XH_P32 20 1294128 1294128 Silent SNP G T G SDCBP2 c.C240A p.G80G
XH_P32 20 1294129 1294129 Missense_Mutation SNP C T C SDCBP2 c.G239A p.G80D
XH_P32 20 3767122 3767184 Frame_Shift_Del DEL CCGGGGCCCG - CCCCGGGGCCCGG CENPB NM_001810 wholegene
XH_P32 20 61441003 61441003 Missense_Mutation SNP C T C OGFR c.C386T p.S129F
XH_P32 21 33641384 33641384 Silent SNP G A G MIS18A c.C666T p.A222A
XH_P32 22 18300128 18300128 Missense_Mutation SNP C T C MICAL3 c.G5299A p.G1767R
XH_P32 X 40506603 40506603 Missense_Mutation SNP C T C CXorf38 c.G170A p.R57H
XH_P32 X 106069422 106069422 Silent SNP T A T TBC1D8B c.T990A p.A330A
XH_P32 X 142718309 142718309 Missense_Mutation SNP C T C SLITRK4 c.G616A p.V206I
XH_P32 1 228473981 228473981 Silent SNV G T T OBSCN c.9207G>T P.A3069A
XH_P32 10 48390752 48390752 Silent SNV C T T RBP3 c.126G>A P.P42P



XH_P32 10 95185893 95185893 Missense_Mutation SNV C A A MYOF c.368G>T P.G123V
XH_P32 11 118890121 118890121 Missense_Mutation SNV G A A TRAPPC4 c.22G>A P.D8N
XH_P32 11 30926660 30926660 Missense_Mutation SNV G A A DCDC5 c.1477C>T P.R493C
XH_P32 12 67692735 67692735 Missense_Mutation SNV C T T CAND1 c.788C>T P.P263L
XH_P32 14 103987608 103987608 Silent SNV G A A CKB c.645C>T P.R215R
XH_P32 14 105211231 105211231 Missense_Mutation SNV A C C ADSSL1 c.541A>C P.I181L
XH_P32 15 75650833 75650833 Silent SNV A C C MAN2C1 c.2424T>G P.V808V
XH_P32 16 24574971 24574971 Silent SNV A T T RBBP6 c.1506A>T P.R502R
XH_P32 17 18927651 18927651 Silent SNV C A A GRAP c.345G>T P.S115S
XH_P32 17 6929775 6929775 Splice_Site SNV G A A BCL6B c.890-1G>A
XH_P32 19 58864385 58864385 Silent SNV C A A A1BG c.249G>T P.L83L
XH_P32 2 187511467 187511468 Frame_Shift_Del INDEL TC - - ITGAV .1077_1078delC P.F360fs
XH_P32 2 202356237 202356237 Silent SNV C T T ALS2CR11 c.4827G>A P.K1609K
XH_P32 20 1294129 1294129 Missense_Mutation SNV C T T SDCBP2 c.239G>A P.G80D
XH_P32 20 61441003 61441003 Missense_Mutation SNV C T T OGFR c.386C>T P.S129F
XH_P32 3 178951957 178951957 Missense_Mutation SNV G A A PIK3CA c.3012G>A P.M1004I
XH_P32 3 52429416 52429416 Silent SNV C G G DNAH1 c.11061C>G P.L3687L
XH_P32 3 98073305 98073305 Nonsense_Mutation SNV C A A OR5K4 c.608C>A P.S203*
XH_P32 4 4239589 4239589 Missense_Mutation SNV C T T TMEM128 c.472G>A P.V158I
XH_P32 5 150512737 150512737 Missense_Mutation SNV C G G ANXA6 c.558G>C P.E186D
XH_P32 5 23527389 23527472 Missense_Mutation INDEL GGGGAGAAG - - PRDM9 GGACACACACAGP.R758_F785del
XH_P32 5 54529084 54529084 Missense_Mutation SNV C G G CCNO c.268G>C P.V90L
XH_P32 5 95730588 95730588 Missense_Mutation SNV T C C PCSK1 c.1864A>G P.K622E
XH_P32 7 38256827 38256827 Silent SNV C A A STARD3NL c.474C>A P.I158I
XH_P32 7 57522802 57522802 Missense_Mutation SNV T G G ZNF716 c.190T>G P.L64V
XH_P32 7 91709094 91709094 Missense_Mutation SNV A C C AKAP9 c.7647A>C P.E2549D
XH_P32 9 104499983 104499983 Silent SNV C T T GRIN3A c.279G>A P.P93P
XH_P32 9 131588839 131588839 Silent SNV C T T SPOUT1 c.438G>A P.L146L
XH_P32 9 33030613 33030613 Silent SNV C T T DNAJA1 c.120C>T P.N40N
XH_P32 X 106069422 106069422 Silent SNV T A A TBC1D8B c.990T>A P.A330A
XH_P32 X 142718309 142718309 Missense_Mutation SNV C T T SLITRK4 c.616G>A P.V206I
XH_P32 X 40506603 40506603 Missense_Mutation SNV C T T CXorf38 c.170G>A P.R57H
XH_P33 14 45653104 45653104 Missense_Mutation SNP A T T FANCM c.4514A>T p.K1505M
XH_P33 1 3649562 3649562 Silent SNP G A G TP73 c.G1440A p.A480A
XH_P33 1 16345867 16345867 Missense_Mutation SNP G A G HSPB7 c.C98T p.S33L
XH_P33 1 18808711 18808711 Silent SNP G C G KLHDC7A c.G1236C p.G412G
XH_P33 1 19181393 19181393 Missense_Mutation SNP T C T TAS1R2 c.A571G p.I191V
XH_P33 1 19992513 19992513 Silent SNP C T C HTR6 c.C267T p.Y89Y
XH_P33 1 20009737 20009737 Silent SNP G A G TMCO4 c.C1701T p.S567S
XH_P33 1 20141528 20141528 Missense_Mutation SNP C T C RNF186 c.G67A p.A23T
XH_P33 1 26487940 26487940 Missense_Mutation SNP A G A FAM110D c.A158G p.H53R
XH_P33 1 26609259 26609259 Silent SNP C T C UBXN11 c.G813A p.T271T
XH_P33 1 27107135 27107135 Frame_Shift_Ins INS - A - ARID1A c.6747dupA p.S2249fs
XH_P33 1 33292533 33292533 Splice_Site INS - TTGCTTTC - S100PBP . .
XH_P33 1 33646950 33646950 Silent SNP A G A TRIM62 c.T84C p.H28H
XH_P33 1 36807481 36807481 Missense_Mutation SNP C T C STK40 c.G1198A p.A400T
XH_P33 1 38023324 38023324 Frame_Shift_Ins INS - T - DNALI1 c.269dupT p.I90fs
XH_P33 1 38023326 38023326 Missense_Mutation SNP C G C DNALI1 c.C270G p.I90M
XH_P33 1 38155914 38155914 Missense_Mutation SNP T C T C1orf109 c.A157G p.K53E
XH_P33 1 43804285 43804285 Frame_Shift_Ins INS - TCTTCTCA - MPL 85_286insTCTTC p.F95fs
XH_P33 1 45476663 45476663 Silent SNP G A G HECTD3 c.C267T p.L89L
XH_P33 1 53600078 53600078 Silent SNP A G A SLC1A7 c.T159C p.P53P
XH_P33 1 66723505 66723505 Missense_Mutation SNP C A C PDE4B c.C498A p.N166K
XH_P33 1 66723507 66723507 Frame_Shift_Ins INS - AGAAC - PDE4B 500_501insAGAA p.N167fs
XH_P33 1 70694110 70694110 Missense_Mutation SNP C T C SRSF11 c.C209T p.S70L
XH_P33 1 75055571 75055571 Missense_Mutation SNP T A T ERICH3 c.A1920T p.L640F
XH_P33 1 78383958 78383958 In_Frame_Ins INS - TTCCTAAAA - NEXN 5_256insTTCCTAp.Q85delinsQFLK
XH_P33 1 78383959 78383959 Splice_Site SNP G A G NEXN . .
XH_P33 1 91182240 91182240 Silent SNP C A C BARHL2 c.G513T p.P171P
XH_P33 1 94342443 94342443 In_Frame_Ins INS - AGTTATAAG - DNTTIP2 7_1048insCTTATp.V350delinsLITV
XH_P33 1 110768764 110768764 Frame_Shift_Ins INS - CTCCCCACCTGT - KCNC4 TGGGGGCTCCCCA p.G595fs
XH_P33 1 152128110 152128110 In_Frame_Ins INS - AACTCTGGCCTTG - RPTN GACAGACAAGGCdelinsQTDRQGQSSHYGK
XH_P33 1 152129066 152129101 In_Frame_Del DEL CTGTCTTGTTT - TCTGTCTTGTTTCT RPTN c.474_509del p.158_170del
XH_P33 1 152187389 152187427 In_Frame_Del DEL GGAATGTCCT - AGGAATGTCCTGA HRNR c.6678_6716delp.2226_2239del
XH_P33 1 152282032 152282032 Missense_Mutation SNP G C G FLG c.C5330G p.S1777C
XH_P33 1 152732302 152732340 In_Frame_Del DEL GGCTCAATGT - AGGCTCAATGTC KPRP c.238_276del p.80_92del
XH_P33 1 153317801 153317801 Missense_Mutation SNP A G A PGLYRP4 c.T197C p.V66A
XH_P33 1 159002411 159002411 Frame_Shift_Ins INS - AT - IFI16 .1091_1092insA p.T364fs
XH_P33 1 159002413 159002413 Frame_Shift_Ins INS - TTTCA - IFI16 093_1094insTTT p.F365fs
XH_P33 1 160302249 160302249 Missense_Mutation SNP C A C COPA c.G485T p.W162L
XH_P33 1 161483723 161483723 Splice_Site SNP G A G FCGR2A . .
XH_P33 1 161721745 161721745 Missense_Mutation SNP G A G DUSP12 c.G548A p.R183H
XH_P33 1 176709186 176709186 Silent SNP C T C PAPPA2 c.C4005T p.F1335F
XH_P33 1 176709187 176709187 Missense_Mutation SNP C T C PAPPA2 c.C4006T p.H1336Y
XH_P33 1 185109277 185109277 Frame_Shift_Ins INS - TTTCTAA - TRMT1L 68_469insTTAGA p.V157fs
XH_P33 1 186273365 186273365 Frame_Shift_Ins INS - ACATCTTGTTTATG - PRG4 323insACATCTTG p.I108fs
XH_P33 1 186280635 186280635 Nonsense_Mutation SNP A T A PRG4 c.A3298T p.K1100X
XH_P33 1 186280637 186280638 Frame_Shift_Del DEL AG - AG PRG4 c.3300_3301del p.K1100fs
XH_P33 1 200539091 200539091 Missense_Mutation SNP T A T KIF14 c.A2136T p.L712F
XH_P33 1 202418191 202418191 Nonsense_Mutation INS - ATT - PPP1R12B 1742_1743insATp.C581delinsX
XH_P33 1 205290794 205290794 Missense_Mutation SNP G A G NUAK2 c.C95T p.T32I
XH_P33 1 207890918 207890918 Frame_Shift_Ins INS - GTTCCTGTGTGTC - CR1L GGGGAGTTCCTG p.P508fs
XH_P33 1 222876553 222876554 Frame_Shift_Del DEL TG - TG AIDA c.116_117del p.A39fs
XH_P33 1 228509886 228509886 Missense_Mutation SNP C G C OBSCN c.C15344G p.P5115R
XH_P33 1 228509888 228509888 Nonsense_Mutation INS - GAGAGGAAGCGC - OBSCN AGCCTTAGAGAG p.L5116delinsX
XH_P33 1 228564884 228564884 Missense_Mutation SNP G A G OBSCN c.G23171A p.R7724H
XH_P33 1 228588680 228588680 Silent SNP A C A TRIM11 c.T720G p.A240A
XH_P33 1 236557771 236557771 Missense_Mutation SNP G A G EDARADD c.G27A p.M9I
XH_P33 1 243329398 243329398 In_Frame_Ins INS - GACCCTTGAGTA - CEP170 TTCATTTTACTCAAnsLHLLPCSFYSRVCQHLVYLSG
XH_P33 2 20205848 20205848 Silent SNP G A G MATN3 c.C447T p.A149A
XH_P33 2 26689660 26689660 Silent SNP G A G OTOF c.C2352T p.Y784Y
XH_P33 2 27165492 27165492 Silent SNP C A C DPYSL5 c.C1314A p.V438V
XH_P33 2 29150453 29150453 Missense_Mutation SNP A G A WDR43 c.A1192G p.N398D
XH_P33 2 32605282 32605282 Frame_Shift_Ins INS - CAGGTAC - BIRC6 69_570insCAGGT p.D190fs
XH_P33 2 33568029 33568029 Frame_Shift_Ins INS - AT - LTBP1 .2877_2878insA p.V959fs
XH_P33 2 33568031 33568031 Splice_Site SNP G A G LTBP1 . .
XH_P33 2 36691676 36691676 Splice_Site SNP G A G CRIM1 . .
XH_P33 2 36691678 36691678 Nonsense_Mutation INS - AACTAAG - CRIM1 71_872insAACTAC291_E292delinsX



XH_P33 2 55436809 55436809 Nonsense_Mutation INS - TTTTTTATCT - CLHC1 _292insAGATAAR98_R99delinsRX
XH_P33 2 64322025 64322025 Silent SNP G A G PELI1 c.C1068T p.D356D
XH_P33 2 65217089 65217089 Silent SNP G C G SLC1A4 c.G312C p.S104S
XH_P33 2 86705748 86705748 Nonsense_Mutation INS - GAATTATCTA - KDM3A 6_2207insGAATT736_I737delinsGIIX
XH_P33 2 88125215 88125215 Missense_Mutation SNP G C G RGPD2 c.C34G p.L12V
XH_P33 2 97166296 97166296 Missense_Mutation SNP A G A NEURL3 c.T394C p.C132R
XH_P33 2 97818241 97818241 Missense_Mutation SNP T G T ANKRD36 c.T1163G p.V388G
XH_P33 2 98732147 98732147 Missense_Mutation SNP T C T VWA3B c.T229C p.S77P
XH_P33 2 99978030 99978030 Frame_Shift_Ins INS - CACTTCTTATTTGA - EIF5B 667insCACTTCTTA p.S222fs
XH_P33 2 113145814 113145814 Missense_Mutation SNP C T C RGPD5 c.G4708A p.G1570R
XH_P33 2 115822383 115822383 Splice_Site SNP G A G DPP10 . .
XH_P33 2 121736132 121736132 Frame_Shift_Ins INS - CTATT - GLI2 491_1492insCTA p.H497fs
XH_P33 2 131802045 131802045 Silent SNP C T C ARHGEF4 c.C1773T p.P591P
XH_P33 2 136396509 136396553 In_Frame_Del DEL GTTGAAGTAC - AGTTGAAGTACTC R3HDM1 c.868_912del p.290_304del
XH_P33 2 152487273 152487273 Nonsense_Mutation INS - GTTAAATATTACA - NEB 914insATGTAAT972_E2973delinsMX
XH_P33 2 152487275 152487275 Missense_Mutation SNP G T G NEB c.C8912A p.T2971K
XH_P33 2 153575161 153575161 Nonsense_Mutation SNP G A G ARL6IP6 c.G23A p.W8X
XH_P33 2 163039951 163039951 In_Frame_Ins INS - ATCTTT - FAP 766_1767insAAAp.D589delinsEKI
XH_P33 2 165578785 165578785 Frame_Shift_Ins INS - TA - COBLL1 c.795_796insTA p.H266fs
XH_P33 2 165578786 165578786 Frame_Shift_Ins INS - CA - COBLL1 c.794_795insTG p.K265fs
XH_P33 2 170493837 170493837 Frame_Shift_Ins INS - CTCCT - PPIG 069_2070insCTC p.S690fs
XH_P33 2 173338810 173338810 Frame_Shift_Ins INS - CACA - ITGA6 .803_804insCAC p.I268fs
XH_P33 2 175614857 175614857 Missense_Mutation SNP C A C CHRNA1 c.G819T p.L273F
XH_P33 2 179638614 179638614 Missense_Mutation SNP G T G TTN c.C7143A p.F2381L
XH_P33 2 216002903 216002903 Frame_Shift_Ins INS - AGTAAGATAT - ABCA12 8_29insATATCTT p.I10fs
XH_P33 2 223554167 223554167 Nonsense_Mutation SNP C T C MOGAT1 c.C457T p.R153X
XH_P33 2 227915832 227915832 Missense_Mutation SNP G A G COL4A4 c.C3011T p.P1004L
XH_P33 2 231624800 231624877 Frame_Shift_Del DEL ATGGATTTGG - GTATGGATTTGGC CAB39 c.84_114del p.K28fs
XH_P33 2 233498669 233498669 Silent SNP G T G EFHD1 c.G255T p.P85P
XH_P33 2 239229372 239229372 Silent SNP C A C TRAF3IP1 c.C69A p.T23T
XH_P33 2 241404499 241404499 Silent SNP C T C GPC1 c.C1140T p.S380S
XH_P33 2 241621869 241621869 Missense_Mutation SNP G A G AQP12B c.C386T p.T129M
XH_P33 2 241827865 241827865 Silent SNP G A G C2orf54 c.C1095T p.F365F
XH_P33 2 242312576 242312576 Missense_Mutation SNP G T G FARP2 c.G54T p.L18F
XH_P33 2 242312577 242312577 Missense_Mutation SNP G T G FARP2 c.G55T p.G19C
XH_P33 2 242648677 242648677 Silent SNP G A G ING5 c.G156A p.T52T
XH_P33 2 242758179 242758179 Silent SNP C T C NEU4 c.C1299T p.S433S
XH_P33 3 39118670 39118670 Nonsense_Mutation SNP G A G WDR48 c.G692A p.W231X
XH_P33 3 52540773 52540773 Silent SNP T C T STAB1 c.T1896C p.G632G
XH_P33 3 70014263 70014263 Frame_Shift_Ins INS - GAGC - MITF 1124_1125insGA p.E375fs
XH_P33 3 89445074 89445074 Frame_Shift_Ins INS - A - EPHA3 c.1394_1395insA p.G465fs
XH_P33 3 89445075 89445075 In_Frame_Ins INS - TCT - EPHA3 1395_1396insTCp.G465delinsGS
XH_P33 3 128532244 128532244 Silent SNP G A G RAB7A c.G603A p.S201S
XH_P33 3 130383927 130383927 Nonsense_Mutation SNP C T C COL6A6 c.C6583T p.R2195X
XH_P33 3 133302808 133302888 Frame_Shift_Del DEL GCAGTGAAAA - AGCAGTGAAAAG CDV3 c.318_360del p.S106fs
XH_P33 3 136323310 136323310 Frame_Shift_Ins INS - CACGTATAAA - STAG1 7_138insTTTATA p.T46fs
XH_P33 3 138724858 138724858 Missense_Mutation SNP T C T PRR23A c.A253G p.T85A
XH_P33 3 142681657 142681686 In_Frame_Del DEL GCCACCGTGC - GGCCACCGTGCT PAQR9 c.493_522del p.165_174del
XH_P33 3 151451961 151451961 Silent SNP G A G AADACL2 c.G138A p.T46T
XH_P33 3 152018125 152018125 Missense_Mutation SNP G T G MBNL1 c.G143T p.G48V
XH_P33 3 152018126 152018126 Silent SNP A C A MBNL1 c.A144C p.G48G
XH_P33 3 154033019 154033019 Frame_Shift_Ins INS - AAAAT - DHX36 418_419insATTT p.L140fs
XH_P33 3 154033020 154033020 Missense_Mutation SNP G A G DHX36 c.C418T p.L140F
XH_P33 3 186358297 186358297 Silent SNP C T C FETUB c.C48T p.C16C
XH_P33 3 195506023 195506023 Missense_Mutation SNP G A G MUC4 c.C12428T p.T4143M
XH_P33 3 195517242 195517242 Frame_Shift_Ins INS - AATATTTACT - MUC4 8_1209insAGTAA p.T403fs
XH_P33 3 195517243 195517243 Missense_Mutation SNP G C G MUC4 c.C1208G p.T403S
XH_P33 4 1018271 1018271 Silent SNP T C T FGFRL1 c.T891C p.D297D
XH_P33 4 1729765 1729800 In_Frame_Del DEL CCGCACGGAG - TCCGCACGGAGC TACC3 c.636_671del p.212_224del
XH_P33 4 3446091 3446091 Missense_Mutation SNP G T G HGFAC c.G652T p.A218S
XH_P33 4 3446682 3446682 Silent SNP C T C HGFAC c.C978T p.A326A
XH_P33 4 9270563 9270563 Frame_Shift_Ins INS - A - USP17L20 c.1220dupA p.E407fs
XH_P33 4 9270565 9270565 Missense_Mutation SNP G T G USP17L20 c.G1221T p.E407D
XH_P33 4 24578236 24578236 Frame_Shift_Ins INS - GATACTATGA - DHX15 6_137insTCATAG p.R46fs
XH_P33 4 37962354 37962354 Nonsense_Mutation INS - TTGAGAT - PTTG2 99_300insTTGAGT100_K101delinsTX
XH_P33 4 39329290 39329290 Nonsense_Mutation INS - TTAATAATTAAAA - RFC1 418insTTTTAATT140_M141delinsFX
XH_P33 4 39329292 39329292 Missense_Mutation SNP G A G RFC1 c.C416T p.S139L
XH_P33 4 40434705 40434725 In_Frame_Del DEL GCGGCGGCT - CTGCGGCGGCTG RBM47 c.1278_1298del p.426_433del
XH_P33 4 55968137 55968137 Silent SNP G A G KDR c.C2193T p.D731D
XH_P33 4 56744168 56744168 Missense_Mutation SNP G A G EXOC1 c.G1160A p.R387Q
XH_P33 4 73968236 73968236 Nonsense_Mutation INS - TCCCATTTGTTTT - ANKRD17 677insAAAACAA1226_A1227delinsX
XH_P33 4 74270085 74270085 Missense_Mutation SNP G T G ALB c.G41T p.S14I
XH_P33 4 76928525 76928550 In_Frame_Del DEL CCCTTACCTTG - CCCCTTACCTTGCA CXCL9 c.53_64del p.18_22del
XH_P33 4 77230677 77230677 Missense_Mutation SNP G A G STBD1 c.G601A p.E201K
XH_P33 4 88278465 88278465 Missense_Mutation SNP C T C HSD17B11 c.G661A p.V221I
XH_P33 4 101947064 101947068 Frame_Shift_Del DEL GTTAG - GTTAG PPP3CA c.1364_1368del p.T455fs
XH_P33 4 107156509 107156509 Frame_Shift_Ins INS - C - TBCK c.1176_1177insG p.K393fs
XH_P33 4 107156510 107156510 Frame_Shift_Ins INS - AG - TBCK .1175_1176insC p.K392fs
XH_P33 4 129959267 129959267 Missense_Mutation SNP A T A SCLT1 c.T305A p.L102H
XH_P33 4 141403540 141403540 Frame_Shift_Ins INS - CTATATCAGTACT - MGAT4D 4insCCAGTACTGA p.K65fs
XH_P33 4 146575269 146575280 In_Frame_Del DEL AACGTTCACA - AAACGTTCACAA MMAA c.943_954del p.315_318del
XH_P33 4 148984372 148984372 Frame_Shift_Ins INS - ATGA - ARHGAP10 2101_2102insAT p.A701fs
XH_P33 4 148984374 148984374 Frame_Shift_Ins INS - AG - ARHGAP10 .2103_2104insA p.A701fs
XH_P33 4 154502589 154502589 Missense_Mutation SNP C T C TMEM131L c.C769T p.R257C
XH_P33 4 154502590 154502590 Frame_Shift_Ins INS - TTTTATT - TMEM131L 70_771insTTTTA p.R257fs
XH_P33 4 162841654 162841654 Missense_Mutation SNP T A T FSTL5 c.A308T p.D103V
XH_P33 4 166235300 166235300 Nonsense_Mutation INS - ATTTATATCATAT - KLHL2 nsAGAGATTTATAM365delinsKRFISYX
XH_P33 4 183652079 183652079 Frame_Shift_Ins INS - ATATTTT - TENM3 54_2755insATAT p.E918fs
XH_P33 4 183652080 183652080 Frame_Shift_Ins INS - A - TENM3 c.2755_2756insA p.R919fs
XH_P33 4 186544619 186544619 Missense_Mutation SNP C T C SORBS2 c.G1664A p.R555H
XH_P33 5 878551 878551 Missense_Mutation SNP A G A BRD9 c.T1031C p.V344A
XH_P33 5 7789866 7789869 Frame_Shift_Del DEL CCCG - CCCG ADCY2 c.2581_2584del p.P861fs
XH_P33 5 32403346 32403346 Missense_Mutation SNP C T C ZFR c.G1381A p.V461I
XH_P33 5 35867486 35867486 Frame_Shift_Ins INS - TGGCTTT - IL7R 00_301insTGGCT p.L100fs
XH_P33 5 37148323 37148323 In_Frame_Ins INS - AGATTAGGATTA - C5orf42 _8259insTAATCCK2753delinsNNPNL
XH_P33 5 40853480 40853480 Missense_Mutation SNP G T G CARD6 c.G2046T p.E682D
XH_P33 5 40853481 40853481 Missense_Mutation SNP G T G CARD6 c.G2047T p.G683C
XH_P33 5 53813830 53813830 Silent SNP A C A SNX18 c.A48C p.P16P



XH_P33 5 58272278 58272278 Frame_Shift_Ins INS - CTTCC - PDE4D 056_1057insGGA p.K353fs
XH_P33 5 64273018 64273018 Silent SNP G A G CWC27 c.G1209A p.T403T
XH_P33 5 72858502 72858525 In_Frame_Del DEL AGAACACACA - CGAGAACACACAT ANKRA2 c.182_205del p.61_69del
XH_P33 5 79950724 79950724 In_Frame_Ins INS - CCGCAGCGC - MSH3 8_179insCCGCAGp.A60delinsAAAP
XH_P33 5 82817887 82817887 Silent SNP A G A VCAN c.A3762G p.S1254S
XH_P33 5 90281284 90281284 Nonsense_Mutation INS - TTTTTAAGTTAGT - ADGRV1 098insTTTTTTTA33_G6034delinsIFLSX
XH_P33 5 95091218 95091279 Frame_Shift_Del DEL GCTGTAAGCC - CGCTGTAAGCCAT RHOBTB3 c.801_862del p.V267fs
XH_P33 5 110836783 110836783 Frame_Shift_Ins INS - TCTGTAAT - STARD4 19_20insATTACA p.G7fs
XH_P33 5 131281106 131281106 Silent SNP G C G MEIKIN c.C93G p.A31A
XH_P33 5 138356939 138356939 Nonsense_Mutation INS - CCCTACCGTTTTT - SIL1 AAAAAAAAAACG 0_V231delinsKKKKRX
XH_P33 5 138730407 138730407 Missense_Mutation SNP C T C PROB1 c.G364A p.G122S
XH_P33 5 140516786 140516786 Silent SNP G A G PCDHB5 c.G1770A p.A590A
XH_P33 5 140563579 140563579 Missense_Mutation SNP C T C PCDHB16 c.C1445T p.T482I
XH_P33 5 140605030 140605030 Silent SNP T G T PCDHB14 c.T1953G p.P651P
XH_P33 5 140731740 140731740 Missense_Mutation SNP T C T PCDHGB1 c.T1913C p.L638P
XH_P33 5 140763194 140763194 Frame_Shift_Ins INS - TATTTTTACATTT - PCDHGA7 insCATTATTTTTA p.S243fs
XH_P33 5 141337170 141337171 Frame_Shift_Del DEL CC - CC PCDH12 c.246_247del p.E82fs
XH_P33 5 141337171 141337171 Frame_Shift_Ins INS - GGATG - PCDH12 245_246insCATC p.E82fs
XH_P33 5 145665571 145665571 Frame_Shift_Ins INS - ATTC - RBM27 3161_3162insAT p.E1054fs
XH_P33 5 145665572 145665572 Missense_Mutation SNP G T G RBM27 c.G3162T p.E1054D
XH_P33 5 148996328 148996328 Silent SNP G A G ARHGEF37 c.G657A p.V219V
XH_P33 5 176025160 176025231 In_Frame_Del DEL CACCGCGAGG - CCCACCGCGAGGG GPRIN1 c.1605_1676del p.535_559del
XH_P33 6 10557280 10557280 Missense_Mutation SNP T A T GCNT2 c.T624A p.F208L
XH_P33 6 10587038 10587038 Missense_Mutation SNP C G C GCNT2 c.C816G p.D272E
XH_P33 6 15513482 15513482 Silent SNP G A G JARID2 c.G2763A p.L921L
XH_P33 6 26463739 26463739 Missense_Mutation SNP T C T BTN2A1 c.T515C p.V172A
XH_P33 6 26463741 26463741 Missense_Mutation SNP A T A BTN2A1 c.A517T p.I173F
XH_P33 6 27806601 27806601 Silent SNP T C T HIST1H2BN c.T162C p.G54G
XH_P33 6 34850732 34850767 In_Frame_Del DEL CTTTTTCTCTT - GCTTTTTCTCTTTC TAF11 c.262_297del p.88_99del
XH_P33 6 36178202 36178202 Silent SNP C T C BRPF3 c.C2076T p.H692H
XH_P33 6 40360071 40360071 Missense_Mutation SNP C T C LRFN2 c.G1981A p.A661T
XH_P33 6 40360465 40360465 Silent SNP A G A LRFN2 c.T1587C p.I529I
XH_P33 6 43106987 43106987 Silent SNP G A G PTK7 c.G1500A p.A500A
XH_P33 6 44243559 44243559 Silent SNP A G A TMEM151B c.A996G p.L332L
XH_P33 6 71665986 71665986 Silent SNP G A G B3GAT2 c.C147T p.G49G
XH_P33 6 85473758 85473758 Missense_Mutation SNP C T C TBX18 c.G142A p.G48R
XH_P33 6 111583624 111583624 Frame_Shift_Ins INS - TAATCATTAAAAT - MFSD4B 3insATAATCATTA p.L64fs
XH_P33 6 133078831 133078831 In_Frame_Ins INS - TACACGAGGGGC - VNN2 TCCCATGCCCCTC64delinsAPMPLVYIM
XH_P33 6 135787437 135787437 Frame_Shift_Ins INS - A - AHI1 c.263_264insT p.N88fs
XH_P33 6 135787439 135787439 Frame_Shift_Ins INS - CTAC - AHI1 .261_262insGTA p.N88fs
XH_P33 6 136582430 136582430 Frame_Shift_Ins INS - AATTTTTTCTCTC - BCLAF1 2577insGAGAGAA p.E859fs
XH_P33 6 144184370 144184370 Frame_Shift_Ins INS - GTACTAGAGTT - LTV1 _728insGTACTAG p.E243fs
XH_P33 6 146056499 146056499 Missense_Mutation SNP C G C EPM2A c.G136C p.A46P
XH_P33 6 146262862 146262862 Missense_Mutation SNP C T C SHPRH c.G2387A p.R796Q
XH_P33 6 160679400 160679400 Silent SNP C A C SLC22A2 c.G390T p.T130T
XH_P33 6 160769811 160769811 Silent SNP C T C SLC22A3 c.C360T p.R120R
XH_P33 6 165844913 165844913 Nonsense_Mutation INS - CTTAA - PDE10A 740_741insTTAA247_Q248delinsVX
XH_P33 7 1528979 1529005 Frame_Shift_Del DEL TCACCATCTCC - ATCACCATCTCCA INTS1 c.2293_2318del p.M765fs
XH_P33 7 1532649 1532649 Missense_Mutation SNP G A G INTS1 c.C2162T p.P721L
XH_P33 7 2578434 2578434 Missense_Mutation SNP G T G BRAT1 c.C1915A p.P639T
XH_P33 7 6043658 6043658 Silent SNP A G A PMS2 c.T195C p.L65L
XH_P33 7 8791095 8791095 Missense_Mutation SNP C G C NXPH1 c.C512G p.T171R
XH_P33 7 31887668 31887668 Frame_Shift_Ins INS - GTGTTGCT - PDE1C 3_894insAGCAA p.E298fs
XH_P33 7 37934169 37934169 Missense_Mutation SNP A C A NME8 c.A1501C p.T501P
XH_P33 7 42005678 42005678 Missense_Mutation SNP G A G GLI3 c.C2993T p.P998L
XH_P33 7 43496040 43496040 Missense_Mutation SNP A C A HECW1 c.A2543C p.N848T
XH_P33 7 43496043 43496047 Frame_Shift_Del DEL GGCGG - GGCGG HECW1 c.2546_2549del p.R849fs
XH_P33 7 56170560 56170560 Missense_Mutation SNP C T C CHCHD2 c.G445A p.G149S
XH_P33 7 63537941 63537941 Missense_Mutation SNP T C T ZNF727 c.T514C p.C172R
XH_P33 7 63537942 63537942 Missense_Mutation SNP G C G ZNF727 c.G515C p.C172S
XH_P33 7 64168416 64168416 Missense_Mutation SNP C A C ZNF107 c.C1845A p.N615K
XH_P33 7 64168418 64168418 Missense_Mutation SNP T C T ZNF107 c.T1847C p.L616P
XH_P33 7 64169007 64169083 Frame_Shift_Del DEL CCTACAAGCTT - TCCTACAAGCTTA ZNF107 c.2436_2512del p.P812fs
XH_P33 7 73753250 73753250 Silent SNP T C T CLIP2 c.T594C p.T198T
XH_P33 7 76871086 76871086 Silent SNP G A G CCDC146 c.G318A p.L106L
XH_P33 7 82545635 82545635 Nonsense_Mutation INS - ATTATATT - PCLO 66_11667insAAT889_Y3890delinsQIX
XH_P33 7 87079391 87079391 Frame_Shift_Ins INS - GACT - ABCB4 .725_726insAGT p.S242fs
XH_P33 7 91775459 91775459 Missense_Mutation SNP A C A LRRD1 c.T2334G p.N778K
XH_P33 7 95739378 95739378 Missense_Mutation SNP A G A DYNC1I1 c.A1804G p.T602A
XH_P33 7 99017680 99017680 Silent SNP C T C ATP5J2-PTCD1 c.G2013A p.P671P
XH_P33 7 100549540 100549540 Missense_Mutation SNP A T A MUC3A c.A121T p.S41C
XH_P33 7 100642572 100642572 Missense_Mutation SNP C T C MUC12 c.C8728T p.P2910S
XH_P33 7 100679209 100679209 Missense_Mutation SNP A G A MUC17 c.A4512G p.I1504M
XH_P33 7 100679210 100679210 Missense_Mutation SNP G C G MUC17 c.G4513C p.A1505P
XH_P33 7 100683474 100683474 Missense_Mutation SNP T G T MUC17 c.T8777G p.V2926G
XH_P33 7 101272355 101272355 Missense_Mutation SNP A T A MYL10 c.T44A p.L15H
XH_P33 7 102087202 102087202 Silent SNP T C T ORAI2 c.T237C p.L79L
XH_P33 7 102584754 102584754 Frame_Shift_Del DEL G - G LRRC17 c.1026delG p.L342fs
XH_P33 7 102584755 102584755 Nonsense_Mutation SNP A T A LRRC17 c.A1027T p.K343X
XH_P33 7 103162576 103162576 Frame_Shift_Ins INS - CCTTCCAAATA - RELN _7561insTATTTG p.N2521fs
XH_P33 7 104787030 104787030 In_Frame_Ins INS - AAG - SRPK2 c.663_664insCTTp.M222delinsLM
XH_P33 7 104787031 104787031 Missense_Mutation SNP C G C SRPK2 c.G663C p.L221F
XH_P33 7 105254929 105254929 Missense_Mutation SNP G C G ATXN7L1 c.C1480G p.P494A
XH_P33 7 105254930 105254930 Frame_Shift_Ins INS - AG - ATXN7L1 .1478_1479insC p.K493fs
XH_P33 7 105255190 105255190 Frame_Shift_Ins INS - CAAAACCA - ATXN7L1 18_1219insTGGT p.V407fs
XH_P33 7 107580520 107580520 Silent SNP C T C LAMB1 c.G3675A p.R1225R
XH_P33 7 107580521 107580521 Missense_Mutation SNP C T C LAMB1 c.G3674A p.R1225K
XH_P33 7 116339598 116339598 Frame_Shift_Ins INS - T - MET c.461dupT p.I154fs
XH_P33 7 117250708 117250708 Frame_Shift_Ins INS - TTTTTTTT - CFTR 24_3125insTTTT p.Q1042fs
XH_P33 7 117250709 117250709 Frame_Shift_Ins INS - TTTTTTTTATTAT - CFTR _3126insTTTTTTT p.Q1042fs
XH_P33 7 129152259 129152259 Nonsense_Mutation INS - ACAAATA - SMKR1 75_176insACAAAG59_K60delinsDKX
XH_P33 7 129152260 129152260 Missense_Mutation SNP G T G SMKR1 c.G176T p.G59V
XH_P33 7 141921566 141921566 In_Frame_Ins INS - TCTTTGGTG - MGAM2 5_7256insTCTTT.T2419delinsIFGA
XH_P33 7 142723693 142723693 In_Frame_Ins INS - ACAGCCATCACTC - OR9A2 ACTTGGAGTGATGTMEFALLGVMAVDRYVAVCN
XH_P33 7 150094853 150094853 Silent SNP G A G ZNF775 c.G1284A p.T428T
XH_P33 7 150878260 150878260 Silent SNP C G C ASB10 c.G870C p.A290A
XH_P33 7 151127240 151127240 In_Frame_Ins INS - TTTTCATTT - CRYGN 2_443insAAATGA.A148delinsEMKT
XH_P33 7 158697941 158697941 Missense_Mutation SNP T C T WDR60 c.T76C p.S26P



XH_P33 8 494659 494664 In_Frame_Del DEL GGCGGC - GGCGGC TDRP c.94_99del p.32_33del
XH_P33 8 8560602 8560602 Missense_Mutation SNP C T C CLDN23 c.C694T p.P232S
XH_P33 8 11995019 11995019 Silent SNP T G T USP17L2 c.A1251C p.A417A
XH_P33 8 12957657 12957657 Missense_Mutation SNP C T C DLC1 c.G656A p.R219Q
XH_P33 8 22273397 22273397 Frame_Shift_Ins INS - TCAGAGTAGCGG - SLC39A14 CGATATCAGAGT p.H289fs
XH_P33 8 38285486 38285486 Nonsense_Mutation INS - TAAGTAATACTTT - FGFR1 07insGAAAGTATT.K103delinsESITX
XH_P33 8 38386106 38386106 Frame_Shift_Ins INS - AAATCAT - C8orf86 49_50insATGATT p.S17fs
XH_P33 8 38677932 38677932 Silent SNP A G A TACC1 c.A585G p.E195E
XH_P33 8 53569969 53569969 Nonsense_Mutation INS - TAGTATG - RB1CC1 19_2420insCATA807_S808delinsAYX
XH_P33 8 68028309 68028309 Frame_Shift_Ins INS - AAAAAAATCTG - CSPP1 _552insAAAAAAA p.D184fs
XH_P33 8 75233186 75233186 Missense_Mutation SNP C T C JPH1 c.G337A p.G113R
XH_P33 8 94807654 94807654 Silent SNP G A G TMEM67 c.G1692A p.L564L
XH_P33 8 105478933 105478933 Silent SNP G A G DPYS c.C216T p.F72F
XH_P33 8 122627272 122627272 Frame_Shift_Ins INS - GCATGAG - HAS2 35_736insCTCAT p.N246fs
XH_P33 8 126163472 126163472 Missense_Mutation SNP C T C NSMCE2 c.C217T p.R73W
XH_P33 8 133984912 133984912 Missense_Mutation SNP C T C TG c.C6125T p.A2042V
XH_P33 8 133984913 133984913 Nonsense_Mutation INS - TAATAAA - TG 26_6127insTAAT042_W2043delinsAX
XH_P33 8 134144102 134144102 Frame_Shift_Ins INS - TTATATC - TG 09_7910insTTAT p.Y2637fs
XH_P33 8 143763490 143763490 Silent SNP T C T PSCA c.T285C p.A95A
XH_P33 8 145004639 145004639 Silent SNP G A G PLEC c.C2328T p.A776A
XH_P33 9 2717905 2717905 Missense_Mutation SNP G A G KCNV2 c.G166A p.E56K
XH_P33 9 5774170 5774170 Missense_Mutation SNP G A G RIC1 c.G4085A p.R1362Q
XH_P33 9 13150667 13150667 Frame_Shift_Ins INS - TTTT - MPDZ 3472_3473insAA p.P1158fs
XH_P33 9 13150668 13150668 Nonsense_Mutation INS - TTTTATTTATTTAT - MPDZ 472insATAAATA158_S1159delinsINKX
XH_P33 9 15474136 15474136 Silent SNP C T C PSIP1 c.G729A p.K243K
XH_P33 9 94172745 94172745 Missense_Mutation SNP C T C NFIL3 c.G272A p.R91H
XH_P33 9 96097747 96097747 Missense_Mutation SNP C T C C9orf129 c.G274A p.G92S
XH_P33 9 104432683 104432683 Missense_Mutation SNP A T A GRIN3A c.T2011A p.W671R
XH_P33 9 114454175 114454175 Missense_Mutation SNP T A T C9orf84 c.A3773T p.K1258M
XH_P33 9 125512340 125512340 In_Frame_Ins INS - GGG - OR1L6 c.214_215insGGGp.I72delinsRV
XH_P33 9 128692068 128692068 Silent SNP C T C PBX3 c.C426T p.L142L
XH_P33 9 130151230 130151304 In_Frame_Del DEL CACCCTTAGTC - TCACCCTTAGTCT GARNL3 c.2575_2649del p.859_883del
XH_P33 9 131285026 131285026 Missense_Mutation SNP G A G GLE1 c.G512A p.R171Q
XH_P33 9 131804785 131804785 Missense_Mutation SNP T C T MIGA2 c.T299C p.V100A
XH_P33 9 133911706 133911706 Silent SNP C T C LAMC3 c.C963T p.A321A
XH_P33 9 135946599 135946599 Silent SNP C T C CEL c.C1719T p.P573P
XH_P33 9 138379059 138379059 Silent SNP G T G PPP1R26 c.G2703T p.L901L
XH_P33 9 138903671 138903671 Silent SNP A G A NACC2 c.T1455C p.P485P
XH_P33 9 140173413 140173413 Missense_Mutation SNP G A G TOR4A c.G272A p.R91H
XH_P33 10 1042083 1042083 Missense_Mutation SNP G A G GTPBP4 c.G361A p.D121N
XH_P33 10 12077162 12077162 Silent SNP C T C UPF2 c.G261A p.K87K
XH_P33 10 22830930 22830930 In_Frame_Ins INS - AGTAAG - PIP4K2A 661_662insCTTAp.I221delinsTYF
XH_P33 10 43318594 43318596 In_Frame_Del DEL CCA - CCA BMS1 c.3161_3163delp.1054_1055del
XH_P33 10 43883134 43883134 Missense_Mutation SNP C T C HNRNPF c.G199A p.V67I
XH_P33 10 50678459 50678459 Frame_Shift_Ins INS - AAAG - ERCC6 3546_3547insCT p.S1183fs
XH_P33 10 50819182 50819182 Silent SNP T C T SLC18A3 c.T396C p.A132A
XH_P33 10 52601649 52601649 Missense_Mutation SNP A G A A1CF c.T338C p.I113T
XH_P33 10 55587197 55587197 In_Frame_Ins INS - GGTGGC - PCDH15 109_4110insGCCp.P1370delinsPPP
XH_P33 10 61412631 61412631 Missense_Mutation SNP T C T SLC16A9 c.A1168G p.I390V
XH_P33 10 61665886 61665886 Silent SNP C A C CCDC6 c.G297T p.V99V
XH_P33 10 75155863 75155863 Nonsense_Mutation INS - CTATTTTATCTTTG - ANXA7 20insCAAAGATA07_T108delinsTKIKX
XH_P33 10 75301492 75301492 Missense_Mutation SNP G T G USP54 c.C577A p.Q193K
XH_P33 10 75301494 75301494 In_Frame_Ins INS - ATA - USP54 c.574_575insTATp.N192delinsIY
XH_P33 10 88702390 88702390 Silent SNP G A G MMRN2 c.C2151T p.A717A
XH_P33 10 89720828 89720828 Frame_Shift_Ins INS - TATTT - PTEN 979_980insTATT p.K327fs
XH_P33 10 89720830 89720830 Frame_Shift_Ins INS - TTAATGAT - PTEN 81_982insTTAAT p.K327fs
XH_P33 10 91163408 91163408 Missense_Mutation SNP A T A IFIT1 c.A1376T p.Y459F
XH_P33 10 94669344 94669344 Nonsense_Mutation INS - ATCTAAATAATCA - EXOC6 20insAATCTAAATp.I207delinsKSKX
XH_P33 10 98079147 98079147 Silent SNP G A G DNTT c.G507A p.T169T
XH_P33 10 99332379 99332381 In_Frame_Del DEL GGC - GGC ANKRD2 c.173_175del p.58_59del
XH_P33 10 99439541 99439541 Missense_Mutation SNP G C G AVPI1 c.C122G p.A41G
XH_P33 10 105362335 105362335 Frame_Shift_Ins INS - TCAGGCACTCCA - SH3PXD2A ACCGCTGGAGTG p.V852fs
XH_P33 10 124399679 124399699 In_Frame_Del DEL CATGTACATT - CCATGTACATTGC DMBT1 c.4795_4815delp.1599_1605del
XH_P33 10 124740079 124740079 Silent SNP G A G PSTK c.G84A p.A28A
XH_P33 10 129904590 129904590 Frame_Shift_Ins INS - CTAACACC - MKI67 3_4434insGGTG p.L1478fs
XH_P33 10 129921430 129921430 Silent SNP A T A MKI67 c.T96A p.G32G
XH_P33 11 903709 903709 Missense_Mutation SNP T A T CHID1 c.A181T p.T61S
XH_P33 11 993907 993907 Silent SNP C G C AP2A2 c.C1707G p.L569L
XH_P33 11 1858572 1858572 Missense_Mutation SNP C T C SYT8 c.C1120T p.R374W
XH_P33 11 1977552 1977552 Missense_Mutation SNP G A G MRPL23 c.G364A p.A122T
XH_P33 11 5510811 5510825 In_Frame_Del DEL CCTATTCTCTA - ATCCTATTCTCTAT OR52D1 c.875_889del p.292_297del
XH_P33 11 7110363 7110363 Silent SNP G A G RBMXL2 c.G12A p.A4A
XH_P33 11 18111005 18111005 Frame_Shift_Ins INS - GATATAAAAGTCT - SAAL1 642insAGACTTTT p.D214fs
XH_P33 11 18194964 18194964 Missense_Mutation SNP A G A MRGPRX4 c.A161G p.Y54C
XH_P33 11 20623023 20623023 Silent SNP C T C SLC6A5 c.C352T p.L118L
XH_P33 11 31703413 31703413 Silent SNP C T C ELP4 c.C1222T p.L408L
XH_P33 11 31703414 31703414 Missense_Mutation SNP T G T ELP4 c.T1223G p.L408R
XH_P33 11 32456694 32456694 Silent SNP C A C WT1 c.G198T p.P66P
XH_P33 11 46369371 46369371 Splice_Site INS - AAAGCCA - DGKZ . .
XH_P33 11 61914260 61914260 Missense_Mutation SNP G A G INCENP c.G2078A p.R693Q
XH_P33 11 63403040 63403040 Missense_Mutation SNP C T C ATL3 c.G947A p.G316E
XH_P33 11 63403041 63403041 Frame_Shift_Ins INS - TTTTTTTTTTTTTT - ATL3 6insAAAAAAAAA p.G316fs
XH_P33 11 64027648 64027648 Frame_Shift_Ins INS - GGGTGGTGTCCAG - PLCB3 GAGCTGGGTGGT p.E491fs
XH_P33 11 64029457 64029457 Silent SNP C G C PLCB3 c.C1746G p.P582P
XH_P33 11 64645871 64645871 Silent SNP A G A EHD1 c.T66C p.A22A
XH_P33 11 71948483 71948483 Frame_Shift_Ins INS - C - INPPL1 c.3196dupC p.L1065fs
XH_P33 11 73534065 73534065 Missense_Mutation SNP T C T MRPL48 c.T8C p.L3P
XH_P33 11 73534066 73534066 Silent SNP G A G MRPL48 c.G9A p.L3L
XH_P33 11 75277992 75277992 Silent SNP C T C SERPINH1 c.C598T p.L200L
XH_P33 11 82880240 82880317 In_Frame_Del DEL GTCTGAGATT - TGGTCTGAGATTT PCF11 c.3256_3333delp.1086_1111del
XH_P33 11 89177304 89177304 Missense_Mutation SNP T A T NOX4 c.A371T p.E124V
XH_P33 11 107799426 107799426 Silent SNP C A C RAB39A c.C132A p.T44T
XH_P33 11 117034567 117034567 In_Frame_Ins INS - GATGAAAATCTTT - PAFAH1B2 ATTTAGATGAAAA76delinsHLDENLFFF
XH_P33 11 117329592 117329592 Missense_Mutation SNP C T C DSCAML1 c.G3626A p.R1209Q
XH_P33 11 128781758 128781758 Missense_Mutation SNP C T C KCNJ5 c.C590T p.A197V
XH_P33 11 132399080 132399080 Missense_Mutation SNP A G A OPCML c.T401C p.V134A
XH_P33 12 248155 248155 Silent SNP C T C IQSEC3 c.C717T p.A239A
XH_P33 12 319125 319125 Missense_Mutation SNP A G A SLC6A12 c.T28C p.C10R



XH_P33 12 7636167 7636228 Frame_Shift_Del DEL ACTGTCCCCC - ACACTGTCCCCCA CD163 c.2823_2884del p.R941fs
XH_P33 12 7923090 7923090 Missense_Mutation SNP G C G NANOGNB c.G491C p.R164T
XH_P33 12 10570989 10570989 Nonsense_Mutation SNP G T G KLRC3 c.C440A p.S147X
XH_P33 12 26275555 26275555 Missense_Mutation SNP G A G BHLHE41 c.C893T p.A298V
XH_P33 12 32481295 32481295 Frame_Shift_Ins INS - AGTCC - BICD1 906_1907insAGT p.I636fs
XH_P33 12 49420871 49420871 Nonsense_Mutation SNP G A G KMT2D c.C14878T p.R4960X
XH_P33 12 50571176 50571176 Frame_Shift_Ins INS - GGAAC - LIMA1 044_1045insGTT p.T349fs
XH_P33 12 52139801 52139801 In_Frame_Ins INS - AGT - SCN8A 2113_2114insAGp.T705delinsKS
XH_P33 12 52139802 52139802 In_Frame_Ins INS - TATAAAGGT - SCN8A 4_2115insTATAAp.T705delinsTIKV
XH_P33 12 52284500 52284500 Missense_Mutation SNP A G A ANKRD33 c.A188G p.Q63R
XH_P33 12 53012149 53012149 Missense_Mutation SNP C A C KRT73 c.G160T p.A54S
XH_P33 12 55420611 55420653 Frame_Shift_Del DEL ATATTTGGGC - CTATATTTGGGCTT NEUROD4 c.388_430del p.R130fs
XH_P33 12 56194672 56194672 In_Frame_Ins INS - ATAGATATTTAT - SARNP _149insATAAATAp.A50delinsDKYLS
XH_P33 12 56194673 56194673 Missense_Mutation SNP C T C SARNP c.G148A p.A50T
XH_P33 12 56814867 56814867 Nonsense_Mutation INS - A - TIMELESS c.2916_2917insTE973_E974delinsX
XH_P33 12 56814869 56814869 Nonsense_Mutation INS - TCCTTAGG - TIMELESS 4_2915insCCTAAE972_E973delinsAX
XH_P33 12 57587453 57587453 Missense_Mutation SNP G A G LRP1 c.G7789A p.E2597K
XH_P33 12 57629558 57629558 Missense_Mutation SNP G A G NDUFA4L2 c.C181T p.R61C
XH_P33 12 57648716 57648716 Missense_Mutation SNP G A G R3HDM2 c.C2717T p.S906L
XH_P33 12 64011087 64011087 Silent SNP C T C DPY19L2 c.G1215A p.T405T
XH_P33 12 81009984 81009984 Silent SNP C T C PTPRQ c.C4653T p.Y1551Y
XH_P33 12 93772199 93772199 Splice_Site INS - GCTGCTGGTG - NUDT4 . .
XH_P33 12 102589861 102589861 Frame_Shift_Ins INS - ACATGATATTGA - PARPBP 90insTTACATGA p.K430fs
XH_P33 12 118681297 118681297 Missense_Mutation SNP C T C TAOK3 c.G217A p.V73I
XH_P33 12 118681299 118681299 Nonsense_Mutation INS - AGTATTTAACATT - TAOK3 TAACAAATGTTAA_V73delinsVLTNVKYX
XH_P33 12 121174899 121174899 Silent SNP T C T ACADS c.T321C p.R107R
XH_P33 12 121605355 121605355 Missense_Mutation SNP G A G P2RX7 c.G809A p.R270H
XH_P33 12 124821696 124821696 Silent SNP C T C NCOR2 c.G5688A p.P1896P
XH_P33 12 124826598 124826598 Silent SNP T C T NCOR2 c.A4929G p.R1643R
XH_P33 12 132688137 132688137 Silent SNP A G A GALNT9 c.T78C p.Y26Y
XH_P33 13 23929696 23929696 Frame_Shift_Ins INS - ATCATTG - SACS 13_614insCAATG p.L205fs
XH_P33 13 24410388 24410388 Frame_Shift_Ins INS - TATTAAA - MIPEP 43_1644insTTTA p.Q548fs
XH_P33 13 24410390 24410390 Missense_Mutation SNP G C G MIPEP c.C1642G p.Q548E
XH_P33 13 49039488 49039488 Nonsense_Mutation INS - AGTAGATTAT - RB1 _2474insAGTAGM825_T826delinsKX
XH_P33 13 49039490 49039490 Missense_Mutation SNP G T G RB1 c.G2475T p.M825I
XH_P33 13 53217270 53217270 Missense_Mutation SNP A G A HNRNPA1L2 c.A643G p.N215D
XH_P33 13 53421432 53421432 Silent SNP C A C PCDH8 c.G1140T p.G380G
XH_P33 13 76447992 76447992 Missense_Mutation SNP A T A LMO7DN c.A200T p.H67L
XH_P33 13 99907895 99907895 Nonsense_Mutation SNP G A G GPR18 c.C232T p.R78X
XH_P33 13 101277913 101277913 Missense_Mutation SNP G A G TMTC4 c.C1322T p.A441V
XH_P33 13 103399910 103399910 Frame_Shift_Del DEL A - A CCDC168 c.3137delT p.V1046fs
XH_P33 13 103399911 103399911 Missense_Mutation SNP C T C CCDC168 c.G3136A p.V1046I
XH_P33 13 103483942 103483942 Missense_Mutation SNP G T G BIVM c.G242T p.R81L
XH_P33 14 24458283 24458283 Missense_Mutation SNP G T G DHRS4L2 c.G127T p.G43W
XH_P33 14 29237757 29237757 Silent SNP G A G FOXG1 c.G1272A p.P424P
XH_P33 14 35483097 35483097 In_Frame_Ins INS - ACAAAGGTA - SRP54 8_729insACAAAG.S243delinsRQRY
XH_P33 14 45433307 45433383 Frame_Shift_Del DEL ATTGGCTAGG - GATTGGCTAGGA TOGARAM1 c.1683_1759del p.N561fs
XH_P33 14 45716108 45716108 In_Frame_Ins INS - ACTAAGAGG - MIS18BP1 1_382insCCTCTTp.E128delinsPLSE
XH_P33 14 70039587 70039587 Silent SNP C T C CCDC177 c.G753A p.S251S
XH_P33 14 75276122 75276122 Missense_Mutation SNP C T C YLPM1 c.C4561T p.P1521S
XH_P33 14 75276123 75276123 Frame_Shift_Ins INS - TTAT - YLPM1 4562_4563insTT p.P1521fs
XH_P33 14 77873900 77873900 Silent SNP C T C NOXRED1 c.G438A p.P146P
XH_P33 14 94545760 94545760 Missense_Mutation SNP T G T DDX24 c.A329C p.E110A
XH_P33 14 94545761 94545761 Nonsense_Mutation SNP C A C DDX24 c.G328T p.E110X
XH_P33 14 100070030 100070030 Silent SNP G A G CCDC85C c.C267T p.C89C
XH_P33 14 101200780 101200780 Silent SNP T C T DLK1 c.T699C p.C233C
XH_P33 14 103998985 103998985 Missense_Mutation SNP C T C TRMT61A c.C398T p.T133M
XH_P33 14 105268104 105268104 Silent SNP G A G ZBTB42 c.G570A p.L190L
XH_P33 14 105412827 105412827 Silent SNP C T C AHNAK2 c.G8661A p.S2887S
XH_P33 14 105417614 105417614 Missense_Mutation SNP A C A AHNAK2 c.T3874G p.L1292V
XH_P33 15 22368790 22368790 Frame_Shift_Ins INS - CA - OR4M2 c.215_216insCA p.W72fs
XH_P33 15 22369132 22369132 Missense_Mutation SNP G A G OR4M2 c.G557A p.R186Q
XH_P33 15 40903046 40903046 Silent SNP T C T KNL1 c.T300C p.F100F
XH_P33 15 50782542 50782542 In_Frame_Ins INS - AAAGTA - USP8 736_1737insAAAp.P579delinsPKY
XH_P33 15 55710606 55710606 Frame_Shift_Ins INS - GTACT - C15orf65 204_205insGTAC p.E68fs
XH_P33 15 56924259 56924259 Frame_Shift_Ins INS - AAAG - ZNF280D 2337_2338insCT p.G780fs
XH_P33 15 59981491 59981491 Missense_Mutation SNP T G T BNIP2 c.A149C p.D50A
XH_P33 15 63433719 63433719 Silent SNP T C T LACTB c.T1359C p.S453S
XH_P33 15 70959540 70959540 Missense_Mutation SNP G C G UACA c.C3444G p.N1148K
XH_P33 15 74219546 74219546 Missense_Mutation SNP G T G LOXL1 c.G422T p.R141L
XH_P33 15 101815520 101815520 Frame_Shift_Ins INS - TC - SELENOS c.257_258insGA p.R86fs
XH_P33 16 334580 334580 Silent SNP G C G PDIA2 c.G393C p.P131P
XH_P33 16 775240 775240 Silent SNP G A G CCDC78 c.C489T p.S163S
XH_P33 16 904551 904551 Missense_Mutation SNP G C G LMF1 c.C1685G p.P562R
XH_P33 16 1268494 1268494 Silent SNP C T C CACNA1H c.C5712T p.D1904D
XH_P33 16 1270162 1270162 Missense_Mutation SNP G A G CACNA1H c.G6212A p.R2071H
XH_P33 16 1279623 1279623 Silent SNP G A G TPSB2 c.C177T p.C59C
XH_P33 16 1827836 1827836 Silent SNP T C T SPSB3 c.A633G p.S211S
XH_P33 16 1838037 1838037 Silent SNP C G C NUBP2 c.C162G p.T54T
XH_P33 16 1842209 1842209 Silent SNP A G A IGFALS c.T324C p.D108D
XH_P33 16 3340524 3340524 Missense_Mutation SNP G A G ZNF263 c.G2018A p.R673H
XH_P33 16 3632477 3632477 Missense_Mutation SNP G A G SLX4 c.C5371T p.R1791C
XH_P33 16 4511849 4511878 In_Frame_Del DEL CAGCTCGATG - GTCAGCTCGATGT NMRAL1 c.803_832del p.268_278del
XH_P33 16 8736341 8736341 Frame_Shift_Ins INS - T - METTL22 c.930dupT p.T310fs
XH_P33 16 8736343 8736343 Missense_Mutation SNP G C G METTL22 c.G931C p.D311H
XH_P33 16 19519072 19519072 Nonsense_Mutation INS - TCTTTTAA - GDE1 42_243insTTAAA M81_E82delinsIX
XH_P33 16 19639032 19639032 Nonsense_Mutation INS - AA - C16orf62 .1354_1355insAS452_V453delinsX
XH_P33 16 20360359 20360359 Silent SNP G A G UMOD c.C264T p.G88G
XH_P33 16 22826339 22826339 Silent SNP A G A HS3ST2 c.A408G p.V136V
XH_P33 16 30364880 30364880 Missense_Mutation SNP G A G CD2BP2 c.C617T p.A206V
XH_P33 16 30793330 30793332 In_Frame_Del DEL GCA - GCA ZNF629 c.2317_2319del p.773_773del
XH_P33 16 72139936 72139936 Silent SNP G A G DHX38 c.G2520A p.L840L
XH_P33 16 72139937 72139937 Nonsense_Mutation INS - TGTTAAATT - DHX38 1_2522insTGTTA.Q841delinsLLNX
XH_P33 16 75563746 75563746 Silent SNP T G T CHST5 c.A537C p.P179P
XH_P33 16 81129759 81129759 Missense_Mutation SNP C A C GCSH c.G125T p.R42L
XH_P33 17 1637102 1637102 Missense_Mutation SNP G A G WDR81 c.G1162A p.G388R
XH_P33 17 4461748 4461748 Nonsense_Mutation SNP G A G GGT6 c.C358T p.R120X
XH_P33 17 5085389 5085389 Silent SNP C T C ZNF594 c.G2163A p.T721T



XH_P33 17 5087013 5087096 In_Frame_Del DEL AACTTTGATT - TGAACTTTGATTA ZNF594 c.456_539del p.152_180del
XH_P33 17 8273524 8273524 Missense_Mutation SNP A T A KRBA2 c.T161A p.F54Y
XH_P33 17 8273526 8273526 Nonsense_Mutation SNP G T G KRBA2 c.C159A p.Y53X
XH_P33 17 11513803 11513803 Silent SNP G A G DNAH9 c.G705A p.E235E
XH_P33 17 11513805 11513805 Frame_Shift_Ins INS - CCAAA - DNAH9 707_708insCCAA p.S236fs
XH_P33 17 15458614 15458614 In_Frame_Ins INS - TGAATAATT - TVP23C 6_77insAATTATTp.P26delinsQLFT
XH_P33 17 15458616 15458616 Missense_Mutation SNP T G T TVP23C c.A75C p.R25S
XH_P33 17 17697094 17697108 In_Frame_Del DEL CAGCAGCAG - AGCAGCAGCAGCA RAI1 c.832_846del p.278_282del
XH_P33 17 18023643 18023643 Missense_Mutation SNP C T C MYO15A c.C1529T p.A510V
XH_P33 17 18167307 18167307 Missense_Mutation SNP G A G MIEF2 c.G520A p.A174T
XH_P33 17 18881381 18881381 Nonsense_Mutation INS - CTGCCAGGCTCC - FAM83G AGACCCGGAGCC3_A534delinsGQHVX
XH_P33 17 18881572 18881572 Silent SNP C T C FAM83G c.G1407A p.R469R
XH_P33 17 27052320 27052320 Splice_Site INS - ATCTCCACTAACA - TLCD1 . .
XH_P33 17 28380656 28380656 Nonsense_Mutation INS - GTTGA - EFCAB5 516_1517insGTTL506_L507delinsCX
XH_P33 17 32908139 32908139 Missense_Mutation SNP G T G TMEM132E c.G44T p.C15F
XH_P33 17 35733079 35733079 Silent SNP T C T C17orf78 c.T45C p.D15D
XH_P33 17 36508385 36508385 Silent SNP T C T SOCS7 c.T258C p.P86P
XH_P33 17 37657596 37657596 Nonsense_Mutation INS - CTAATATA - CDK12 13_2514insCTAAS838_F839delinsSX
XH_P33 17 37657597 37657597 Silent SNP G A G CDK12 c.G2514A p.S838S
XH_P33 17 38421318 38421318 Missense_Mutation SNP C A C WIPF2 c.C890A p.P297H
XH_P33 17 39580310 39580310 Missense_Mutation SNP G A G KRT37 c.C466T p.R156C
XH_P33 17 39890876 39890876 Missense_Mutation SNP T C T HAP1 c.A11G p.K4R
XH_P33 17 42475096 42475096 Frame_Shift_Ins INS - ATTAATA - GPATCH8 14_4115insTATT p.G1372fs
XH_P33 17 45235583 45235583 Nonsense_Mutation SNP A C A CDC27 c.T281G p.L94X
XH_P33 17 55028298 55028298 Frame_Shift_Ins INS - AGCAACC - COIL 04_305insGGTTG p.I102fs
XH_P33 17 57157227 57157227 In_Frame_Ins INS - TTG - TRIM37 c.401_402insCAAp.V134delinsVK
XH_P33 17 57157229 57157229 Missense_Mutation SNP C G C TRIM37 c.G400C p.V134L
XH_P33 17 62034818 62034818 Missense_Mutation SNP C A C SCN4A c.G2080T p.G694C
XH_P33 17 62543873 62543873 Frame_Shift_Ins INS - GAGAT - SMURF2 915_1916insATC p.V639fs
XH_P33 17 62543874 62543874 Missense_Mutation SNP C T C SMURF2 c.G1915A p.V639I
XH_P33 17 62856239 62856239 Missense_Mutation SNP A G A LRRC37A3 c.T1379C p.L460P
XH_P33 17 66985961 66985961 Silent SNP A T A ABCA9 c.T3948A p.V1316V
XH_P33 17 71197860 71197860 Missense_Mutation SNP A G A COG1 c.A1894G p.I632V
XH_P33 17 71232018 71232018 Frame_Shift_Ins INS - GCTTTAATTAAAT - C17orf80 CTTTAGCTTTAAT p.Q133fs
XH_P33 17 74733099 74733099 Silent SNP G A G SRSF2 c.C144T p.D48D
XH_P33 17 76968110 76968110 Missense_Mutation SNP G A G LGALS3BP c.C1306T p.R436W
XH_P33 17 79770740 79770740 Silent SNP C T C GCGR c.C1095T p.F365F
XH_P33 18 3729175 3729175 Silent SNP C T C DLGAP1 c.G645A p.P215P
XH_P33 18 12454468 12454468 Frame_Shift_Ins INS - AGAGTTA - SPIRE1 50_1251insTAAC p.Y417fs
XH_P33 18 18547885 18547885 In_Frame_Ins INS - TATATA - ROCK1 019_3020insTAT .A1007delinsVYT
XH_P33 18 50705483 50705483 Nonsense_Mutation SNP G T G DCC c.G1570T p.E524X
XH_P33 18 55226383 55226383 Silent SNP G C G FECH c.C798G p.P266P
XH_P33 18 56247180 56247180 Silent SNP T C T ALPK2 c.A828G p.L276L
XH_P33 18 56586657 56586657 In_Frame_Ins INS - ATGGTT - ZNF532 138_1139insATGp.V380delinsDGL
XH_P33 18 59483514 59483514 Silent SNP A G A RNF152 c.T183C p.P61P
XH_P33 18 77475187 77475187 Missense_Mutation SNP T A T CTDP1 c.T1370A p.M457K
XH_P33 19 1003439 1003439 Missense_Mutation SNP G A G GRIN3B c.G737A p.R246H
XH_P33 19 1004808 1004808 Silent SNP C T C GRIN3B c.C1308T p.D436D
XH_P33 19 1049269 1049269 Silent SNP G A G ABCA7 c.G2385A p.L795L
XH_P33 19 1110829 1110829 Silent SNP G A G SBNO2 c.C2772T p.N924N
XH_P33 19 1978978 1978978 Missense_Mutation SNP G A G CSNK1G2 c.G568A p.G190R
XH_P33 19 3611972 3611972 Silent SNP G A G CACTIN c.C2226T p.N742N
XH_P33 19 5110794 5110794 Silent SNP A G A KDM4B c.A1080G p.A360A
XH_P33 19 5828064 5828064 Silent SNP G C G NRTN c.G474C p.R158R
XH_P33 19 8196499 8196499 Silent SNP G A G FBN3 c.C1929T p.C643C
XH_P33 19 9072637 9072637 Nonsense_Mutation INS - CA - MUC16 14808_14809ins4937_T4938delinsX
XH_P33 19 9362031 9362031 Silent SNP A G A OR7E24 c.A312G p.Q104Q
XH_P33 19 9362032 9362032 Missense_Mutation SNP A T A OR7E24 c.A313T p.T105S
XH_P33 19 9452665 9452665 Frame_Shift_Ins INS - GGTTTTCTTT - ZNF559 0_731insGGTTTT p.T244fs
XH_P33 19 11464539 11464539 Missense_Mutation SNP C T C CCDC159 c.C761T p.S254L
XH_P33 19 11917672 11917755 In_Frame_Del DEL TTCAATATCAT - TTTCAATATCATG ZNF491 c.904_987del p.302_329del
XH_P33 19 12791901 12791901 Silent SNP T C T DHPS c.A27G p.E9E
XH_P33 19 15659002 15659002 Missense_Mutation SNP G T G CYP4F22 c.G1220T p.R407L
XH_P33 19 15659003 15659003 Frame_Shift_Ins INS - TCTCTCTCTCT - CYP4F22 _1222insTCTCTC p.R407fs
XH_P33 19 17000632 17000632 Missense_Mutation SNP G A G F2RL3 c.G358A p.A120T
XH_P33 19 17283657 17283657 Silent SNP C T C MYO9B c.C2025T p.I675I
XH_P33 19 17435884 17435884 Silent SNP T C T ANO8 c.A2973G p.S991S
XH_P33 19 19791092 19791092 Silent SNP C T C ZNF101 c.C934T p.L312L
XH_P33 19 19905508 19905508 Silent SNP C G C ZNF506 c.G1092C p.P364P
XH_P33 19 20044369 20044369 Missense_Mutation SNP T A T ZNF93 c.T605A p.I202N
XH_P33 19 20044370 20044370 Silent SNP T A T ZNF93 c.T606A p.I202I
XH_P33 19 20229706 20229706 Missense_Mutation SNP G C G ZNF90 c.G1343C p.S448T
XH_P33 19 20727402 20727402 In_Frame_Ins INS - GGGTTGAGGACC - ZNF737 ATAAGTGGTCCTCEECGKAYKWSSTLTTHKVIHTGEKL
XH_P33 19 20727918 20727918 Missense_Mutation SNP C G C ZNF737 c.G1091C p.S364T
XH_P33 19 21477016 21477016 Missense_Mutation SNP A G A ZNF708 c.T560C p.L187P
XH_P33 19 21719097 21719097 Frame_Shift_Ins INS - TTTCTGGCTTCTA - ZNF429 TTTATTTCTGGCT p.F17fs
XH_P33 19 21720463 21720463 Silent SNP T C T ZNF429 c.T1416C p.P472P
XH_P33 19 22154102 22154102 Missense_Mutation SNP A C A ZNF208 c.T3734G p.V1245G
XH_P33 19 22154103 22154103 Missense_Mutation SNP C T C ZNF208 c.G3733A p.V1245I
XH_P33 19 22155615 22155615 Missense_Mutation SNP C T C ZNF208 c.G2221A p.V741I
XH_P33 19 22497267 22497267 Missense_Mutation SNP C T C ZNF729 c.C1048T p.R350C
XH_P33 19 23159061 23159061 Missense_Mutation SNP C T C ZNF728 c.G1078A p.V360I
XH_P33 19 23159522 23159522 Missense_Mutation SNP T C T ZNF728 c.A617G p.H206R
XH_P33 19 23159523 23159523 Missense_Mutation SNP G A G ZNF728 c.C616T p.H206Y
XH_P33 19 23542215 23542215 Missense_Mutation SNP A T A ZNF91 c.T3470A p.L1157H
XH_P33 19 23543464 23543464 Missense_Mutation SNP T C T ZNF91 c.A2221G p.K741E
XH_P33 19 31769763 31769763 Silent SNP G A G TSHZ3 c.C936T p.V312V
XH_P33 19 33424507 33424507 Nonsense_Mutation SNP C A C CEP89 c.G736T p.E246X
XH_P33 19 33424508 33424508 Frame_Shift_Ins INS - GTTGTGATATTTG - CEP89 735insCAAATATC p.E245fs
XH_P33 19 33792631 33792631 Silent SNP C A C CEBPA c.G333T p.T111T
XH_P33 19 34832656 34832656 Nonsense_Mutation INS - GCAGAAGACATT - KIAA0355 TGGCCTGCAGAAdelinsSAQNSSNTVACRRHSPNX
XH_P33 19 37240878 37240961 In_Frame_Del DEL CCACATTCCTT - TCCACATTCCTTA ZNF850 c.885_968del p.295_323del
XH_P33 19 38188974 38188988 In_Frame_Del DEL ATCTAAGCCT - GATCTAAGCCTAA ZNF607 c.2041_2055del p.681_685del
XH_P33 19 38893856 38893856 Silent SNP G C G FAM98C c.G63C p.L21L
XH_P33 19 39915758 39915758 Missense_Mutation SNP C G C PLEKHG2 c.C3985G p.P1329A
XH_P33 19 41307170 41307170 Silent SNP G A G EGLN2 c.G693A p.P231P
XH_P33 19 43234147 43234147 Silent SNP G T G PSG3 c.C771A p.V257V
XH_P33 19 44223113 44223113 Missense_Mutation SNP G A G IRGC c.G403A p.D135N



XH_P33 19 44351733 44351733 Nonsense_Mutation INS - ACTTAAATAATT - ZNF283 _564insACTTAAAp.A188delinsALKX
XH_P33 19 45395699 45395699 Silent SNP G A G TOMM40 c.G324A p.G108G
XH_P33 19 45395700 45395700 In_Frame_Ins INS - TCCACC - TOMM40 325_326insTCCAp.L109delinsFHL
XH_P33 19 46887120 46887120 Silent SNP G A G PPP5C c.G717A p.S239S
XH_P33 19 48182787 48182787 Silent SNP C T C BICRA c.C360T p.A120A
XH_P33 19 48183771 48183771 Silent SNP C T C BICRA c.C1344T p.S448S
XH_P33 19 48685877 48685877 Silent SNP G A G C19orf68 c.G441A p.P147P
XH_P33 19 49218562 49218602 Frame_Shift_Del DEL GGGCGGACCC - AGGGCGGACCCC MAMSTR c.33_73del p.A11fs
XH_P33 19 49964977 49964977 Missense_Mutation SNP C G C ALDH16A1 c.C679G p.L227V
XH_P33 19 50881840 50881840 Silent SNP G A G NR1H2 c.G243A p.Q81Q
XH_P33 19 51227707 51227707 Silent SNP G C G CLEC11A c.G375C p.L125L
XH_P33 19 51519346 51519346 Silent SNP G C G KLK10 c.C336G p.T112T
XH_P33 19 53453982 53454065 In_Frame_Del DEL AGTATGAAG - CCAGTATGAAGTC ZNF816 c.963_1046del p.321_349del
XH_P33 19 53958652 53958652 Silent SNP T C T ZNF761 c.T891C p.P297P
XH_P33 19 55143156 55143156 Silent SNP T C T LILRB1 c.T276C p.H92H
XH_P33 19 55143157 55143157 Missense_Mutation SNP G A G LILRB1 c.G277A p.A93T
XH_P33 19 55351039 55351039 Missense_Mutation SNP C T C KIR2DS4 c.C527T p.P176L
XH_P33 19 55450843 55450843 Missense_Mutation SNP G C G NLRP7 c.C1344G p.F448L
XH_P33 19 56156380 56156380 Missense_Mutation SNP C T C ZNF581 c.C443T p.P148L
XH_P33 19 56443519 56443519 Silent SNP C T C NLRP13 c.G159A p.P53P
XH_P33 19 57743562 57743562 Missense_Mutation SNP G A G AURKC c.G266A p.R89H
XH_P33 19 58598709 58598709 Missense_Mutation SNP C T C ZSCAN18 c.G211A p.E71K
XH_P33 20 2187943 2187943 Silent SNP G T G LOC388780 c.G153T p.P51P
XH_P33 20 2187944 2187944 Nonsense_Mutation SNP C T C LOC388780 c.C154T p.Q52X
XH_P33 20 5953254 5953254 Missense_Mutation SNP A G A MCM8 c.A1256G p.Y419C
XH_P33 20 21689974 21689974 Missense_Mutation SNP C T C PAX1 c.C1174T p.P392S
XH_P33 20 23016340 23016340 Missense_Mutation SNP C T C SSTR4 c.C220T p.R74C
XH_P33 20 30142623 30142623 Missense_Mutation SNP G A G HM13 c.G799A p.V267I
XH_P33 20 34220149 34220149 Frame_Shift_Ins INS - TCTTGTAA - CPNE1 91_392insTTACAA p.A131fs
XH_P33 20 35690652 35690652 Nonsense_Mutation INS - GTTAAATCTTGAG - RBL1 8insAGCTCAAGAY306_E307delinsX
XH_P33 20 42333925 42333925 Missense_Mutation SNP G A G MYBL2 c.G1360A p.V454M
XH_P33 20 43043159 43043159 Missense_Mutation SNP G A G HNF4A c.G505A p.V169I
XH_P33 20 44038658 44038658 Missense_Mutation SNP G T G DBNDD2 c.G670T p.D224Y
XH_P33 20 44038659 44038659 Missense_Mutation SNP A C A DBNDD2 c.A671C p.D224A
XH_P33 20 49509359 49509359 Missense_Mutation SNP A T A ADNP c.T1892A p.L631Q
XH_P33 20 49509360 49509360 Missense_Mutation SNP G T G ADNP c.C1891A p.L631I
XH_P33 20 57268867 57268867 Silent SNP C A C NPEPL1 c.C225A p.T75T
XH_P33 20 60866809 60866809 Missense_Mutation SNP C T C OSBPL2 c.C1264T p.R422W
XH_P33 20 60893912 60893912 Silent SNP A C A LAMA5 c.T7029G p.A2343A
XH_P33 20 61162267 61162267 Missense_Mutation SNP T C T MIR1-1HG c.T80C p.V27A
XH_P33 20 61288038 61288038 Missense_Mutation SNP G A G SLCO4A1 c.G232A p.V78I
XH_P33 20 62221766 62221766 Silent SNP C T C GMEB2 c.G1269A p.P423P
XH_P33 20 62328267 62328267 Silent SNP C T C TNFRSF6B c.C147T p.C49C
XH_P33 21 34399401 34399401 Silent SNP A G A OLIG2 c.A231G p.S77S
XH_P33 21 43161022 43161022 Silent SNP C T C RIPK4 c.G2331A p.T777T
XH_P33 21 43254638 43254638 Missense_Mutation SNP C T C PRDM15 c.G1513A p.G505S
XH_P33 21 45978090 45978090 Missense_Mutation SNP C T C KRTAP10-3 c.G509A p.C170Y
XH_P33 21 47855876 47855876 Silent SNP A G A PCNT c.A8220G p.T2740T
XH_P33 22 17589794 17589794 Missense_Mutation SNP C A C IL17RA c.C1583A p.P528Q
XH_P33 22 18301862 18301862 Frame_Shift_Ins INS - CAGGCTGGAAGC - MICAL3 CCCATACGCTTCC p.Q1189fs
XH_P33 22 22599739 22599739 Missense_Mutation SNP G A G VPREB1 c.G425A p.R142H
XH_P33 22 22599741 22599741 Missense_Mutation SNP G C G VPREB1 c.G427C p.V143L
XH_P33 22 30776095 30776095 Missense_Mutation SNP C T C RNF215 c.G964A p.A322T
XH_P33 22 30951956 30951956 Missense_Mutation SNP T C T GAL3ST1 c.A256G p.T86A
XH_P33 22 36537893 36537893 Silent SNP A G A APOL3 c.T564C p.N188N
XH_P33 22 39883736 39883736 Silent SNP G C G MGAT3 c.G384C p.P128P
XH_P33 22 45792336 45792336 Missense_Mutation SNP C A C SMC1B c.G1144T p.V382L
XH_P33 22 45792337 45792337 In_Frame_Ins INS - GAAATTTTA - SMC1B 2_1143insTAAAAp.Q381delinsHKIS
XH_P33 22 46859815 46859815 Silent SNP G A G CELSR1 c.C3972T p.F1324F
XH_P33 22 50684415 50684415 Missense_Mutation SNP T C T HDAC10 c.A1697G p.Q566R
XH_P33 22 50686830 50686830 Silent SNP G A G HDAC10 c.C918T p.A306A
XH_P33 X 3021841 3021841 Missense_Mutation SNP G A G ARSF c.G1141A p.V381I
XH_P33 X 13337438 13337438 Frame_Shift_Ins INS - GAAAAGC - ATXN3L 15_616insGCTTT p.K206fs
XH_P33 X 15332558 15332558 Silent SNP A G A ASB11 c.T51C p.R17R
XH_P33 X 40495846 40495846 Missense_Mutation SNP A T A CXorf38 c.T383A p.L128Q
XH_P33 X 48690749 48690749 Silent SNP C T C PCSK1N c.G117A p.E39E
XH_P33 X 69828949 69828949 Missense_Mutation SNP C A C TEX11 c.G1871T p.R624L
XH_P33 X 76778843 76778843 Missense_Mutation SNP C T C ATRX c.G6622A p.E2208K
XH_P33 X 76778844 76778844 Frame_Shift_Ins INS - TGTTTTTG - ATRX 20_6621insCAAA p.K2207fs
XH_P33 X 135427087 135427087 Frame_Shift_Ins INS - GT - ADGRG4 .1222_1223insG p.E408fs
XH_P33 X 148037594 148037594 Frame_Shift_Ins INS - TTTGTTTCTGG - AFF2 _943insTTTGTTT p.A314fs
XH_P33 X 148037596 148037596 Missense_Mutation SNP C A C AFF2 c.C944A p.T315N
XH_P33 X 151337014 151337014 Frame_Shift_Ins INS - CATA - GABRA3 1164_1165insTA p.A389fs
XH_P33 X 153706739 153706739 Nonsense_Mutation INS - ATGGAGACATGG - LAGE3 TGTCCCCCATGTCV67_P68delinsAPX
XH_P33 1 152282032 152282032 Missense_Mutation SNV G C C FLG c.5330C>G P.S1777C
XH_P33 1 153317801 153317801 Missense_Mutation SNV A G G PGLYRP4 c.197T>C P.V66A
XH_P33 1 161483723 161483723 Splice_Site SNV G A A FCGR2A c.780+1G>A
XH_P33 1 75055571 75055571 Missense_Mutation SNV T A A ERICH3 c.1920A>T P.L640F
XH_P33 1 91182240 91182240 Silent SNV C A A BARHL2 c.513G>T P.P171P
XH_P33 10 52601649 52601649 Missense_Mutation SNV A G G A1CF c.338T>C P.I113T
XH_P33 10 61412631 61412631 Missense_Mutation SNV T C C SLC16A9 c.1168A>G P.I390V
XH_P33 11 128781758 128781758 Missense_Mutation SNV C T T KCNJ5 c.590C>T P.A197V
XH_P33 11 71948483 71948483 Frame_Shift_Ins INDEL - C C INPPL1 c.3201dupC P.S1068fs
XH_P33 12 49420871 49420871 Nonsense_Mutation SNV G A A KMT2D c.14878C>T P.R4960*
XH_P33 12 53012149 53012149 Missense_Mutation SNV C A A KRT73 c.160G>T P.A54S
XH_P33 12 57648716 57648716 Missense_Mutation SNV G A A R3HDM2 c.2873C>T P.S958L
XH_P33 13 103483942 103483942 Missense_Mutation SNV G T T BIVM c.242G>T P.R81L
XH_P33 14 29237757 29237757 Silent SNV G A A FOXG1 c.1272G>A P.P424P
XH_P33 14 77873900 77873900 Silent SNV C T T NOXRED1 c.438G>A P.P146P
XH_P33 15 63433719 63433719 Silent SNV T C C LACTB c.1359T>C P.S453S
XH_P33 17 32908139 32908139 Missense_Mutation SNV G T T TMEM132E c.44G>T P.C15F
XH_P33 17 62034818 62034818 Missense_Mutation SNV C A A SCN4A c.2080G>T P.G694C
XH_P33 17 71197860 71197860 Missense_Mutation SNV A G G COG1 c.1894A>G P.I632V
XH_P33 19 21720463 21720463 Silent SNV T C C ZNF429 c.1608T>C P.P536P
XH_P33 19 38188974 38188988 Missense_Mutation INDEL ATCTAAGCCT - - ZNF607 055delTTTAGGCTP.F681_S685del
XH_P33 19 57743562 57743562 Missense_Mutation SNV G A A AURKC c.266G>A P.R89H
XH_P33 2 113942657 113942657 Splice_Site SNV C T T PSD4 c.1173+7C>T
XH_P33 2 153575161 153575161 Nonsense_Mutation SNV G A A ARL6IP6 c.23G>A P.W8*



XH_P33 2 179638614 179638614 Missense_Mutation SNV G T T TTN c.7281C>A P.F2427L
XH_P33 2 27165492 27165492 Silent SNV C A A DPYSL5 c.1314C>A P.V438V
XH_P33 20 21689974 21689974 Missense_Mutation SNV C T T PAX1 c.1174C>T P.P392S
XH_P33 20 60866809 60866809 Missense_Mutation SNV C T T OSBPL2 c.1264C>T P.R422W
XH_P33 3 151451961 151451961 Splice_Site SNV G A A AADACL2 c.138G>A P.T46T
XH_P33 3 39118670 39118670 Nonsense_Mutation SNV G A A WDR48 c.692G>A P.W231*
XH_P33 3 44816738 44816738 Splice_Site SNV G T T KIF15 c.63-8G>T
XH_P33 4 162841654 162841654 Missense_Mutation SNV T A A FSTL5 c.308A>T P.D103V
XH_P33 4 55968137 55968137 Silent SNV G A A KDR c.2193C>T P.D731D
XH_P33 5 40853480 40853480 Missense_Mutation SNV G T T CARD6 c.2046G>T P.E682D
XH_P33 5 40853481 40853481 Missense_Mutation SNV G T T CARD6 c.2047G>T P.G683C
XH_P33 5 82817887 82817887 Silent SNV A G G VCAN c.3762A>G P.S1254S
XH_P33 6 10557280 10557280 Missense_Mutation SNV T A A GCNT2 c.624T>A P.F208L
XH_P33 6 40360071 40360071 Missense_Mutation SNV C T T LRFN2 c.1981G>A P.A661T
XH_P33 7 37934169 37934169 Missense_Mutation SNV A C C NME8 c.1501A>C P.T501P
XH_P33 7 39243828 39243828 Splice_Site SNV T C C POU6F2 c.191-6T>C
XH_P33 7 91775459 91775459 Missense_Mutation SNV A C C LRRD1 c.2334T>G P.N778K
XH_P33 8 75233186 75233186 Missense_Mutation SNV C T T JPH1 c.337G>A P.G113R
XH_P33 8 94807654 94807654 Silent SNV G A A TMEM67 c.1449G>A P.L483L
XH_P33 9 104432683 104432683 Missense_Mutation SNV A T T GRIN3A c.2011T>A P.W671R
XH_P33 9 114454175 114454175 Missense_Mutation SNV T A A C9orf84 c.3773A>T P.K1258M
XH_P34 1 159847257 159847257 Splice_Site SNV C T T CFAP45 c.1045-5G>A
XH_P34 1 222721291 222721291 Missense_Mutation SNV C A A HHIPL2 c.96G>T P.L32F
XH_P34 1 235335950 235335950 Missense_Mutation SNV T A A ARID4B c.3794A>T P.K1265M
XH_P34 1 236917388 236917388 Splice_Site SNV C T T ACTN2 c.1974+7C>T
XH_P34 1 35365685 35365685 Missense_Mutation SNV C T T DLGAP3 c.1297G>A P.D433N
XH_P34 1 40033476 40033476 Missense_Mutation SNV C T T PABPC4 c.919G>A P.D307N
XH_P34 10 50340346 50340346 Missense_Mutation SNV C T T FAM170B c.164G>A P.R55Q
XH_P34 10 54053555 54053555 Splice_Site SNV T A A PRKG1 c.1918-7T>A
XH_P34 10 63760086 63760089 Splice_Site INDEL TCTT - - ARID5B 3+7_733+10delCTTT
XH_P34 11 1087943 1087943 Missense_Mutation SNV C T T MUC2 c.3418C>T P.R1140W
XH_P34 11 113650977 113650977 Missense_Mutation SNV C T T CLDN25 c.460C>T P.P154S
XH_P34 11 130784669 130784669 Missense_Mutation SNV G C C SNX19 c.1166C>G P.T389S
XH_P34 11 55432646 55432646 Missense_Mutation SNV G C C OR4C6 c.4G>C P.E2Q
XH_P34 11 61533447 61533447 Missense_Mutation SNV C G G MYRF c.152C>G P.S51C
XH_P34 11 62520254 62520254 Missense_Mutation SNV C A A ZBTB3 c.1033G>T P.A345S
XH_P34 12 103352426 103352426 Missense_Mutation SNV A G G ASCL1 c.404A>G P.N135S
XH_P34 12 124832428 124832428 Nonsense_Mutation SNV G A A NCOR2 c.3985C>T P.R1329*
XH_P34 12 3649792 3649792 Missense_Mutation SNV G C C PRMT8 c.69G>C P.Q23H
XH_P34 12 45270449 45270449 Silent SNV G A A NELL2 c.60C>T P.S20S
XH_P34 12 54645964 54645964 Missense_Mutation SNV A G G CBX5 c.185T>C P.L62P
XH_P34 12 54645965 54645965 Frame_Shift_Ins INDEL - CCTCTTGTTACTTTCCTCTTGTTACTTT CBX5 TCAGAAAGTAAC P.L62fs
XH_P34 13 20056699 20056699 Splice_Site INDEL A - - TPTE2 c.120-12delT
XH_P34 14 34263088 34263088 Splice_Site INDEL - T T NPAS3 c.1154-7dupT
XH_P34 14 76123755 76123755 Missense_Mutation SNV T C C C14orf1 c.91A>G P.T31A
XH_P34 16 67861432 67861457 Frame_Shift_Del INDEL ACGAGTACTT - - TSNAXIP1 AGAAGGACGAGT P.E617fs
XH_P34 17 19454777 19454777 Missense_Mutation SNV A G G SLC47A1 c.539A>G P.N180S
XH_P34 17 4926940 4926940 Missense_Mutation SNV C T T KIF1C c.2806C>T P.R936C
XH_P34 17 72999582 72999582 Missense_Mutation SNV C G G CDR2L c.811C>G P.L271V
XH_P34 18 14542693 14542693 Silent SNV C T T POTEC c.453G>A P.K151K
XH_P34 19 2276136 2276136 Missense_Mutation SNV C T T C19orf35 c.965G>A P.G322E
XH_P34 19 56284099 56284099 Missense_Mutation SNV G A A RFPL4AL1 c.418G>A P.V140I
XH_P34 19 9071439 9071439 Missense_Mutation SNV G A A MUC16 c.16007C>T P.S5336F
XH_P34 2 160741721 160741721 Nonsense_Mutation SNV C A A LY75-CD302 c.997G>T P.E333*
XH_P34 2 186671135 186671135 Missense_Mutation SNV C T T FSIP2 c.17102C>T P.S5701L
XH_P34 2 203075510 203075510 Missense_Mutation SNV A G G SUMO1 c.185T>C P.L62P
XH_P34 22 20097626 20097626 Missense_Mutation SNV G A A DGCR8 c.2218G>A P.V740M
XH_P34 22 25023406 25023406 Missense_Mutation SNV G A A GGT1 c.1028G>A P.R343H
XH_P34 3 126226930 126226930 Silent SNV C T T UROC1 c.420G>A P.L140L
XH_P34 3 134086356 134086362 Frame_Shift_Del INDEL CCTTCTC - - AMOTL2 92_1198delGAGA P.E398fs
XH_P34 3 160141374 160141374 Silent SNV A G G SMC4 c.2181A>G P.V727V
XH_P34 3 194118088 194118088 Silent SNV G A A GP5 c.924C>T P.A308A
XH_P34 3 195936387 195936387 Splice_Site SNV C T T ZDHHC19 c.269-1G>A
XH_P34 3 49395261 49395261 Nonstop_Mutation SNV A C C GPX1 c.313T>G P.Ter105Eext*?
XH_P34 3 52441257 52441257 Silent SNV G T T BAP1 c.513C>A P.V171V
XH_P34 3 69168484 69168484 Missense_Mutation SNV G T T LMOD3 c.1022C>A P.T341N
XH_P34 4 110772933 110772933 Silent SNV T G G LRIT3 c.390T>G P.L130L
XH_P34 4 141483539 141483539 Splice_Site SNV C T T UCP1 c.629-12G>A
XH_P34 4 77100735 77100735 Nonsense_Mutation SNV C A A SCARB2 c.547G>T P.E183*
XH_P34 5 127685687 127685687 Silent SNV G A A FBN2 c.2823C>T P.C941C
XH_P34 5 128351733 128351733 Silent SNV G A A SLC27A6 c.1125G>A P.G375G
XH_P34 5 76607816 76607816 Splice_Site SNV T C C PDE8B c.340-3T>C
XH_P34 6 110112635 110112635 Missense_Mutation SNV C T T FIG4 c.2237C>T P.P746L
XH_P34 6 40360377 40360377 Missense_Mutation SNV C T T LRFN2 c.1675G>A P.V559I
XH_P34 7 100349776 100349776 Missense_Mutation SNV G A A ZAN c.2048G>A P.S683N
XH_P34 7 149519632 149519632 Nonsense_Mutation SNV G A A SSPO c.13122G>A P.W4374*
XH_P34 7 151074246 151074246 Nonsense_Mutation SNV G T T NUB1 c.1855G>T P.E619*
XH_P34 8 30701243 30701243 Missense_Mutation SNV T C C TEX15 c.5291A>G P.D1764G
XH_P34 9 131370273 131370273 Missense_Mutation SNV T G G SPTAN1 c.4289T>G P.L1430R
XH_P34 9 134103641 134103641 Silent SNV C T T NUP214 c.5967C>T P.A1989A
XH_P34 X 123034518 123034518 Silent SNV G A A XIAP c.1275G>A P.E425E
XH_P34 X 138856897 138856897 Missense_Mutation SNV C T T ATP11C c.2177G>A P.R726H
XH_P34 X 2773183 2773183 Silent SNV C T T GYG2 c.474C>T P.H158H
XH_P34 X 47489199 47489199 Silent SNV C T T CFP c.45G>A P.P15P
XH_P34 X 74280168 74280168 Splice_Site SNV G T T ABCB7 c.1936-3C>A
XH_P35 1 1670472 1670472 Missense_Mutation SNP G A G SLC35E2 c.C347T p.T116M
XH_P35 1 6188946 6188946 Missense_Mutation SNP C T C CHD5 c.G3571A p.D1191N
XH_P35 1 10364110 10364110 Missense_Mutation SNP G A G KIF1B c.G2867A p.R956Q
XH_P35 1 11199403 11199403 Silent SNP C A C MTOR c.G5088T p.V1696V
XH_P35 1 17550872 17550872 Silent SNP T G T PADI1 c.T357G p.L119L
XH_P35 1 27105745 27105745 Nonsense_Mutation SNP G T G ARID1A c.G5356T p.E1786X
XH_P35 1 36025984 36025984 Missense_Mutation SNP G A G NCDN c.G181A p.D61N
XH_P35 1 38305824 38305824 Missense_Mutation SNP G A G MTF1 c.C415T p.R139W
XH_P35 1 40214638 40214638 Missense_Mutation SNP G A G PPIE c.G572A p.R191H
XH_P35 1 46184960 46184960 Nonsense_Mutation INS - TATTTTTAATTTT - IPP AAAATGAAAATTAdelinsTYYVSTKMKIKNTX
XH_P35 1 46463416 46463416 Missense_Mutation SNP C T C MAST2 c.C130T p.P44S
XH_P35 1 62910675 62910675 Frame_Shift_Ins INS - TTTTTACTTCTTCT - USP1 insATTTTTTACTT p.T275fs
XH_P35 1 100614640 100614640 Silent SNP G A G LRRC39 c.C966T p.N322N



XH_P35 1 109849583 109849583 Missense_Mutation SNP C T C MYBPHL c.G31A p.A11T
XH_P35 1 110581915 110581915 Frame_Shift_Ins INS - T - STRIP1 c.163dupT p.L54fs
XH_P35 1 117617495 117617495 Missense_Mutation SNP C T C TTF2 c.C289T p.P97S
XH_P35 1 120436630 120436630 Missense_Mutation SNP C T C ADAM30 c.G2330A p.S777N
XH_P35 1 120436632 120436632 Nonsense_Mutation INS - AACCAGCTAA - ADAM30 7_2328insTTAGC 776_S777delinsDX
XH_P35 1 120466386 120466386 Missense_Mutation SNP C T C NOTCH2 c.G4733A p.R1578H
XH_P35 1 151204824 151204824 Missense_Mutation SNP C T C PIP5K1A c.C433T p.R145W
XH_P35 1 152759927 152759950 In_Frame_Del DEL CTCCAGCTCT - GCTCCAGCTCTGG LCE1E c.152_175del p.51_59del
XH_P35 1 153333264 153333264 Missense_Mutation SNP G A G S100A9 c.G295A p.E99K
XH_P35 1 155011989 155011989 Missense_Mutation SNP T A T DCST1 c.T298A p.L100M
XH_P35 1 156894457 156894457 Silent SNP T A T LRRC71 c.T462A p.I154I
XH_P35 1 160340780 160340780 Missense_Mutation SNP C T C NHLH1 c.C259T p.R87C
XH_P35 1 160811186 160811186 Missense_Mutation SNP C T C CD244 c.G484A p.D162N
XH_P35 1 201181672 201181672 Missense_Mutation SNP C T C IGFN1 c.C7651T p.R2551W
XH_P35 1 201185848 201185848 Missense_Mutation SNP C A C IGFN1 c.C9562A p.L3188M
XH_P35 1 204379981 204379981 Missense_Mutation SNP G A G PPP1R15B c.C559T p.P187S
XH_P35 1 210010427 210010427 Silent SNP C T C DIEXF c.C933T p.C311C
XH_P35 1 220191803 220191803 Silent SNP C T C EPRS c.G1482A p.A494A
XH_P35 1 236306134 236306134 Missense_Mutation SNP G A G GPR137B c.G212A p.R71H
XH_P35 1 248685312 248685312 Missense_Mutation SNP G A G OR2G6 c.G365A p.R122H
XH_P35 1 248801977 248801977 Missense_Mutation SNP A T A OR2T35 c.T583A p.Y195N
XH_P35 2 17876434 17876434 Missense_Mutation SNP C T C SMC6 c.G2663A p.R888Q
XH_P35 2 17902510 17902510 Missense_Mutation SNP G A G SMC6 c.C745T p.R249C
XH_P35 2 37267597 37267597 Missense_Mutation SNP A G A HEATR5B c.T2921C p.V974A
XH_P35 2 37267599 37267599 Nonsense_Mutation SNP A C A HEATR5B c.T2919G p.Y973X
XH_P35 2 54176302 54176302 Missense_Mutation SNP G A G PSME4 c.C361T p.R121C
XH_P35 2 68415816 68415816 Missense_Mutation SNP G A G PPP3R1 c.C50T p.A17V
XH_P35 2 73675421 73675421 Missense_Mutation SNP G T G ALMS1 c.G1764T p.L588F
XH_P35 2 88879049 88879049 Missense_Mutation SNP G A G EIF2AK3 c.C1420T p.R474C
XH_P35 2 97818241 97818241 Missense_Mutation SNP T G T ANKRD36 c.T1163G p.V388G
XH_P35 2 100022844 100022844 Missense_Mutation SNP G A G REV1 c.C2554T p.R852C
XH_P35 2 110849289 110849289 Missense_Mutation SNP A G A MALL c.T164C p.L55P
XH_P35 2 114713283 114713283 Silent SNP G A G ACTR3 c.G1008A p.T336T
XH_P35 2 133075118 133075118 Missense_Mutation SNP G T G ZNF806 c.G579T p.E193D
XH_P35 2 133075120 133075120 Missense_Mutation SNP C T C ZNF806 c.C581T p.S194F
XH_P35 2 160709792 160709792 Nonsense_Mutation SNP C T C LY75 c.G2735A p.W912X
XH_P35 2 179447755 179447755 Silent SNP G A G TTN c.C38580T p.S12860S
XH_P35 2 190428890 190428890 Missense_Mutation SNP A C A SLC40A1 c.T822G p.H274Q
XH_P35 2 202207098 202207098 Silent SNP C T C ALS2CR12 c.G519A p.K173K
XH_P35 2 209113113 209113113 Missense_Mutation SNP G C G IDH1 c.C394G p.R132G
XH_P35 2 217498317 217498317 Frame_Shift_Ins INS - GC - IGFBP2 c.71_72insGC p.L24fs
XH_P35 2 217498318 217498318 Frame_Shift_Ins INS - TTGCTGCTGCTGC - IGFBP2 CCTCTTGCTGCTG p.L24fs
XH_P35 2 232262967 232262967 Silent SNP G A G B3GNT7 c.G537A p.T179T
XH_P35 2 242009366 242009366 Silent SNP C T C SNED1 c.C3339T p.A1113A
XH_P35 2 242757562 242757562 Missense_Mutation SNP G A G NEU4 c.G682A p.V228M
XH_P35 3 30686325 30686325 Missense_Mutation SNP T C T TGFBR2 c.T181C p.C61R
XH_P35 3 36756856 36756856 Missense_Mutation SNP C T C DCLK3 c.G1910A p.R637Q
XH_P35 3 39453515 39453515 Silent SNP A G A RPSA c.A771G p.V257V
XH_P35 3 42906774 42906774 Silent SNP C T C ACKR2 c.C780T p.F260F
XH_P35 3 50683187 50683187 Missense_Mutation SNP G T G MAPKAPK3 c.G675T p.M225I
XH_P35 3 52550245 52550245 Missense_Mutation SNP T C T STAB1 c.T4135C p.C1379R
XH_P35 3 69244235 69244235 Missense_Mutation SNP G C G FRMD4B c.C1426G p.Q476E
XH_P35 3 108776269 108776269 Missense_Mutation SNP C T C MORC1 c.G1096A p.A366T
XH_P35 3 121351315 121351315 In_Frame_Ins INS - GGCTCAGGCTCA - HCLS1 993insTGAGCCT.P331delinsPEPEP
XH_P35 3 129251554 129251554 Missense_Mutation SNP C T C RHO c.C875T p.A292V
XH_P35 3 137880741 137880743 In_Frame_Del DEL TCG - TCG DBR1 c.1623_1625del p.541_542del
XH_P35 3 178936083 178936083 Missense_Mutation SNP A T A PIK3CA c.A1625T p.E542V
XH_P35 3 179046111 179046111 Silent SNP G A G ZNF639 c.G30A p.R10R
XH_P35 3 195507173 195507173 In_Frame_Ins INS - AAGAGAGGTGGC - MUC4 AGGTCACGCCACDTSSVSTGHATSLPVTDTSSVSTGHATP
XH_P35 4 2176479 2176479 Splice_Site SNP C T C POLN . .
XH_P35 4 9784705 9784705 Missense_Mutation SNP A C A DRD5 c.A1052C p.N351T
XH_P35 4 15689835 15689835 Missense_Mutation SNP A C A FAM200B c.A1235C p.K412T
XH_P35 4 36317975 36317975 Missense_Mutation SNP C T C DTHD1 c.C1337T p.P446L
XH_P35 4 40434705 40434725 In_Frame_Del DEL GCGGCGGCT - CTGCGGCGGCTG RBM47 c.1278_1298del p.426_433del
XH_P35 4 41748011 41748028 In_Frame_Del DEL CCGCCGCTGC - GCCGCCGCTGCC PHOX2B c.741_758del p.247_253del
XH_P35 4 56225642 56225642 Silent SNP G A G SRD5A3 c.G351A p.A117A
XH_P35 4 79308695 79308695 Missense_Mutation SNP C T C FRAS1 c.C3815T p.P1272L
XH_P35 4 88359522 88359522 Silent SNP G A G NUDT9 c.G441A p.P147P
XH_P35 4 89950618 89950618 Silent SNP C T C FAM13A c.G210A p.T70T
XH_P35 4 106196618 106196618 Frame_Shift_Ins INS - TACAGATCCATC - TET2 TACCTATACAGA p.P1651fs
XH_P35 4 166946559 166946559 Frame_Shift_Ins INS - TCTACAAGAATCC - TLL1 5insAACTCTACAA p.R378fs
XH_P35 5 7866894 7866894 Missense_Mutation SNP C T C FASTKD3 c.G1303A p.V435M
XH_P35 5 32712262 32712262 Missense_Mutation SNP A T A NPR3 c.A380T p.K127M
XH_P35 5 65105431 65105431 Silent SNP C T C NLN c.C1617T p.V539V
XH_P35 5 76734154 76734154 Silent SNP G A G WDR41 c.C915T p.Y305Y
XH_P35 5 90124829 90124829 Nonsense_Mutation INS - CTATCTGTAGATA - ADGRV1 TATATTTCTATCTN5479delinsNYYX
XH_P35 5 122161755 122161755 Missense_Mutation SNP A G A SNX2 c.A872G p.D291G
XH_P35 5 140346712 140346712 Silent SNP T C T PCDHAC2 c.T361C p.L121L
XH_P35 5 149588999 149588999 Missense_Mutation SNP G A G SLC6A7 c.G1732A p.D578N
XH_P35 5 178045557 178045557 Silent SNP C T C CLK4 c.G384A p.S128S
XH_P35 6 7602864 7602864 Nonsense_Mutation SNP C T C SNRNP48 c.C604T p.R202X
XH_P35 6 25495416 25495416 Missense_Mutation SNP G A G CARMIL1 c.G1298A p.G433D
XH_P35 6 40999846 40999846 Missense_Mutation SNP T A T UNC5CL c.A980T p.Q327L
XH_P35 6 49412434 49412434 Missense_Mutation SNP G A G MUT c.C1594T p.R532C
XH_P35 6 52850316 52850316 Nonsense_Mutation SNP G A G GSTA4 c.C205T p.R69X
XH_P35 6 63995494 63995494 Frame_Shift_Ins INS - A - LGSN c.327dupT p.Q110fs
XH_P35 6 74124361 74124361 Missense_Mutation SNP G A G DDX43 c.G1697A p.R566Q
XH_P35 6 90578368 90578368 Nonsense_Mutation INS - AATTATCTTCATC - CASP8AP2 CCTTACAATTATCIVCHLCLFFLTIIFIYLYHPTSQVFHSX
XH_P35 6 121768925 121768925 Frame_Shift_Del DEL C - C GJA1 c.932delC p.A311fs
XH_P35 6 135264980 135264980 Missense_Mutation SNP G A G ALDH8A1 c.C263T p.A88V
XH_P35 6 165703524 165703524 Nonsense_Mutation SNP G A G C6orf118 c.C1153T p.R385X
XH_P35 7 14017062 14017062 Frame_Shift_Ins INS - AAGATGATTTGA - ETV1 05insAATCAAATC p.Q35fs
XH_P35 7 38304989 38304989 Missense_Mutation SNP C T C TARP c.G106A p.G36R
XH_P35 7 55496101 55496101 Missense_Mutation SNP G A G LANCL2 c.G1219A p.G407R
XH_P35 7 86813934 86813934 Missense_Mutation SNP A C A DMTF1 c.A778C p.I260L
XH_P35 7 92732231 92732231 Missense_Mutation SNP T A T SAMD9 c.A3180T p.K1060N
XH_P35 7 93065455 93065455 Missense_Mutation SNP C T C CALCR c.G958A p.V320I
XH_P35 7 103030944 103030944 Missense_Mutation SNP A G A SLC26A5 c.T1243C p.C415R



XH_P35 7 104752364 104752364 Silent SNP C T C KMT2E c.C4161T p.S1387S
XH_P35 7 104809669 104809669 Silent SNP C T C SRPK2 c.G240A p.R80R
XH_P35 7 121653375 121653380 In_Frame_Del DEL TGATGA - TGATGA PTPRZ1 c.4275_4280delp.1425_1427del
XH_P35 7 151164222 151164222 Missense_Mutation SNP A C A RHEB c.T538G p.S180A
XH_P35 8 3076776 3076776 Splice_Site DEL C - C CSMD1 . .
XH_P35 8 27516792 27516792 Missense_Mutation SNP A T A SCARA3 c.A1105T p.N369Y
XH_P35 8 30643779 30643779 Frame_Shift_Del DEL G - G PPP2CB c.902delC p.T301fs
XH_P35 8 69129947 69129947 Silent SNP G A G PREX2 c.G4701A p.R1567R
XH_P35 8 74464496 74464496 Silent SNP G C G STAU2 c.C765G p.R255R
XH_P35 8 94747621 94747621 Missense_Mutation SNP C T C RBM12B c.G1018A p.A340T
XH_P35 8 103573011 103573037 In_Frame_Del DEL CTGCAGCCCCT - CCTGCAGCCCCTG ODF1 c.652_678del p.218_226del
XH_P35 8 110257638 110257638 Missense_Mutation SNP G A G NUDCD1 c.C1285T p.R429C
XH_P35 8 124714887 124714887 Missense_Mutation SNP C T C ANXA13 c.G181A p.G61S
XH_P35 8 142160950 142160950 Silent SNP G A G DENND3 c.G513A p.S171S
XH_P35 8 144681585 144681585 Silent SNP C T C TIGD5 c.C1512T p.A504A
XH_P35 8 145948513 145948513 Missense_Mutation SNP C T C ZNF251 c.G532A p.E178K
XH_P35 9 14823321 14823321 Missense_Mutation SNP G A G FREM1 c.C2174T p.A725V
XH_P35 9 26920224 26920224 Splice_Site SNP C T C PLAA . .
XH_P35 9 69421983 69421983 Missense_Mutation SNP G C G ANKRD20A4 c.G1447C p.V483L
XH_P35 9 84199393 84199393 Nonsense_Mutation SNP C T C TLE1 c.G2205A p.W735X
XH_P35 9 107593319 107593319 Silent SNP G A G ABCA1 c.C1779T p.F593F
XH_P35 9 120474711 120474711 Missense_Mutation SNP G T G TLR4 c.G305T p.S102I
XH_P35 9 125486479 125486479 Missense_Mutation SNP G A G OR1L4 c.G211A p.D71N
XH_P35 9 140120136 140120136 Silent SNP C T C CYSRT1 c.C183T p.H61H
XH_P35 10 13178833 13178833 Silent SNP G A G OPTN c.G1701A p.T567T
XH_P35 10 13213025 13213025 Silent SNP C T C MCM10 c.C111T p.G37G
XH_P35 10 14976739 14976739 Missense_Mutation SNP G A G DCLRE1C c.C155T p.T52M
XH_P35 10 63851876 63851876 Missense_Mutation SNP C T C ARID5B c.C1925T p.T642M
XH_P35 10 71129079 71129079 Silent SNP C T C HK1 c.C582T p.V194V
XH_P35 10 73553306 73553306 Silent SNP A G A CDH23 c.A6621G p.L2207L
XH_P35 10 75397633 75397633 Missense_Mutation SNP G A G MYOZ1 c.C121T p.P41S
XH_P35 10 78647070 78647070 Nonsense_Mutation INS - TTTTACACATATT - KCNMA1 ATGCAAATATGT14_E1115delinsICKYVX
XH_P35 10 88485912 88485912 Missense_Mutation SNP G A G LDB3 c.G1667A p.S556N
XH_P35 10 90768673 90768673 Missense_Mutation SNP G A G FAS c.G362A p.R121Q
XH_P35 10 105218254 105218254 Silent SNP C T C CALHM1 c.G255A p.P85P
XH_P35 10 105971864 105971864 Silent SNP G A G CFAP43 c.C636T p.V212V
XH_P35 10 120488899 120488899 Frame_Shift_Ins INS - CTTGTTAATTTGA - CACUL1 CATAATCAAATTA p.K169fs
XH_P35 10 124159904 124159904 Missense_Mutation SNP G A G PLEKHA1 c.G244A p.V82I
XH_P35 11 320606 320606 Missense_Mutation SNP G T G IFITM3 c.C208A p.P70T
XH_P35 11 320649 320649 Silent SNP G A G IFITM3 c.C165T p.P55P
XH_P35 11 824776 824776 Missense_Mutation SNP C T C PNPLA2 c.C1429T p.P477S
XH_P35 11 1009180 1009180 Missense_Mutation SNP C G C AP2A2 c.C2504G p.S835C
XH_P35 11 1016649 1016649 Missense_Mutation SNP G A G MUC6 c.C6152T p.T2051M
XH_P35 11 1268481 1268481 Silent SNP G A G MUC5B c.G10371A p.R3457R
XH_P35 11 6587042 6587042 In_Frame_Ins INS - GCTCTTCTT - DNHD1 4_10875insGCTC.E3625delinsELFL
XH_P35 11 6587044 6587044 Missense_Mutation SNP A G A DNHD1 c.A10876G p.R3626G
XH_P35 11 10794111 10794111 Missense_Mutation SNP G A G CTR9 c.G2417A p.R806Q
XH_P35 11 33370147 33370147 Missense_Mutation SNP G A G HIPK3 c.G2386A p.E796K
XH_P35 11 59982088 59982088 Splice_Site INS - TGATTAATCCTTT - MS4A4E . .
XH_P35 11 62558120 62558120 Missense_Mutation SNP G A G TMEM223 c.C584T p.T195I
XH_P35 11 62644260 62644260 Silent SNP A G A SLC3A2 c.A210G p.E70E
XH_P35 11 63964966 63964966 Silent SNP G A G STIP1 c.G942A p.A314A
XH_P35 11 66235641 66235641 Silent SNP C T C PELI3 c.C42T p.T14T
XH_P35 11 66294233 66294233 Missense_Mutation SNP C T C BBS1 c.C1294T p.R432W
XH_P35 11 66807407 66807407 Silent SNP G A G SYT12 c.G9A p.R3R
XH_P35 11 69462910 69462910 Silent SNP G A G CCND1 c.G723A p.P241P
XH_P35 11 102398377 102398377 Missense_Mutation SNP G A G MMP7 c.C362T p.P121L
XH_P35 11 118827703 118827703 Missense_Mutation SNP C T C UPK2 c.C187T p.R63W
XH_P35 12 266790 266790 Silent SNP C T C IQSEC3 c.C1464T p.T488T
XH_P35 12 8374812 8374812 Missense_Mutation SNP G A G FAM90A1 c.C1001T p.P334L
XH_P35 12 20852524 20852524 Missense_Mutation SNP C T C SLCO1C1 c.C14T p.S5F
XH_P35 12 40808847 40808847 Splice_Site SNP G A G MUC19 . .
XH_P35 12 50036051 50036051 Missense_Mutation SNP C T C PRPF40B c.C1813T p.R605W
XH_P35 12 54645964 54645964 Missense_Mutation SNP A G A CBX5 c.T185C p.L62P
XH_P35 12 54645965 54645965 Frame_Shift_Ins INS - CCTCTTGTTACTTT - CBX5 TCAGAAAGTAAC p.L62fs
XH_P35 12 76424934 76424934 Frame_Shift_Del DEL C - C PHLDA1 c.588delG p.Q196fs
XH_P35 12 76424936 76424940 Frame_Shift_Del DEL GTTGC - GTTGC PHLDA1 c.582_586del p.Q194fs
XH_P35 12 77244716 77244716 Nonsense_Mutation INS - CAAATGATT - ZDHHC17 0_1851insCAAATp.Y617delinsYKX
XH_P35 12 77244718 77244718 Nonsense_Mutation INS - ATACATGAATT - ZDHHC17 _1853insATACAT618_I619delinsNTX
XH_P35 12 99117495 99117495 Missense_Mutation SNP C A C APAF1 c.C3121A p.H1041N
XH_P35 12 132474616 132474616 Silent SNP G A G EP400 c.G2517A p.R839R
XH_P35 13 33110750 33110750 Missense_Mutation SNP C G C N4BP2L2 c.G415C p.G139R
XH_P35 13 39448643 39448643 Missense_Mutation SNP G A G FREM2 c.G8201A p.R2734H
XH_P35 13 58208588 58208588 Missense_Mutation SNP T G T PCDH17 c.T1908G p.F636L
XH_P35 13 113201936 113201936 Missense_Mutation SNP T C T TUBGCP3 c.A1136G p.Q379R
XH_P35 14 19553724 19553724 Missense_Mutation SNP G C G POTEG c.G308C p.C103S
XH_P35 14 20019912 20019912 Silent SNP G A G POTEM c.C309T p.C103C
XH_P35 14 20019913 20019913 Missense_Mutation SNP C G C POTEM c.G308C p.C103S
XH_P35 14 23612372 23612372 Missense_Mutation SNP T G T SLC7A8 c.A235C p.T79P
XH_P35 14 24774897 24774897 Missense_Mutation SNP C T C CIDEB c.G602A p.R201H
XH_P35 14 65415128 65415128 Missense_Mutation SNP C T C RAB15 c.G583A p.E195K
XH_P35 14 72818827 72818827 Missense_Mutation SNP C A C RGS6 c.C4A p.Q2K
XH_P35 14 88477678 88477678 Missense_Mutation SNP G A G GPR65 c.G487A p.E163K
XH_P35 15 28951789 28951789 Missense_Mutation SNP C G C GOLGA8M c.G648C p.E216D
XH_P35 15 29346574 29346574 Missense_Mutation SNP G A G APBA2 c.G487A p.G163S
XH_P35 15 37188865 37188865 Missense_Mutation SNP T A T MEIS2 c.A961T p.I321L
XH_P35 15 40702993 40702993 Silent SNP G A G IVD c.G372A p.P124P
XH_P35 15 58936158 58936158 Missense_Mutation SNP G A G ADAM10 c.C755T p.A252V
XH_P35 15 59963488 59963488 In_Frame_Ins INS - ATCATGTAGTTTT - BNIP2 AGCAGAAAACTA2delinsLVAENYMIVFCL
XH_P35 15 64388289 64388289 Frame_Shift_Ins INS - G - SNX1 c.78dupG p.E26fs
XH_P35 15 66786812 66786812 Missense_Mutation SNP C T C SNAPC5 c.G169A p.E57K
XH_P35 15 70979983 70979983 Silent SNP G A G UACA c.C459T p.D153D
XH_P35 15 73615878 73615878 Silent SNP C T C HCN4 c.G2556A p.P852P
XH_P35 15 75809701 75809701 In_Frame_Ins INS - CTTGGGATATATA - PTPN9 AAATATATATAT43delinsKKIYISQALKE
XH_P35 15 101109820 101109820 Missense_Mutation SNP C T C LINS1 c.G1897A p.D633N
XH_P35 16 396485 396485 Missense_Mutation SNP T A T AXIN1 c.A541T p.M181L
XH_P35 16 2287505 2287505 Missense_Mutation SNP G C G DNASE1L2 c.G446C p.R149P
XH_P35 16 12061495 12061495 Frame_Shift_Del DEL C - C TNFRSF17 c.346delC p.P116fs



XH_P35 16 15045759 15045829 Frame_Shift_Del DEL CCACCCTCAG - CTCCACCCTCAGT NPIPA1 c.930_1000del p.E310fs
XH_P35 16 31089768 31089768 Missense_Mutation SNP C T C ZNF646 c.C2123T p.P708L
XH_P35 16 56388958 56388958 Frame_Shift_Ins INS - CATAG - GNAO1 058_1059insCAT p.L353fs
XH_P35 16 57468022 57468022 Missense_Mutation SNP G T G CIAPIN1 c.C451A p.P151T
XH_P35 16 67289072 67289072 Silent SNP C T C SLC9A5 c.C336T p.N112N
XH_P35 16 70154480 70154480 Missense_Mutation SNP A G A PDPR c.A85G p.T29A
XH_P35 16 70154534 70154534 Missense_Mutation SNP A G A PDPR c.A139G p.I47V
XH_P35 16 72142809 72142809 Silent SNP G A G DHX38 c.G3366A p.L1122L
XH_P35 16 74919684 74919684 Silent SNP G A G WDR59 c.C2556T p.D852D
XH_P35 16 84118718 84118718 Missense_Mutation SNP G A G MBTPS1 c.C1156T p.R386C
XH_P35 16 87637894 87637902 In_Frame_Del DEL CTGCTGCTG - CTGCTGCTG JPH3 c.431_439del p.144_147del
XH_P35 17 7578490 7578490 Missense_Mutation SNP A C A TP53 c.T44G p.V15G
XH_P35 17 29664876 29664876 Nonsense_Mutation SNP C T C NF1 c.C6619T p.Q2207X
XH_P35 17 33481662 33481662 Missense_Mutation SNP G A G UNC45B c.G541A p.V181I
XH_P35 17 34797610 34797610 Frame_Shift_Ins INS - GGGAATTCCATG - TBC1D3B CGTGGGCATGGA p.P509fs
XH_P35 17 35734873 35734873 Missense_Mutation SNP G A G C17orf78 c.G115A p.V39M
XH_P35 17 40673079 40673079 Missense_Mutation SNP G A G ATP6V0A1 c.G2458A p.G820S
XH_P35 17 40818192 40818192 Missense_Mutation SNP C T C TUBG2 c.C931T p.R311C
XH_P35 17 41959742 41959742 Silent SNP G A G MPP2 c.C558T p.P186P
XH_P35 17 42476377 42476377 Missense_Mutation SNP C T C GPATCH8 c.G2834A p.R945Q
XH_P35 17 48545887 48545887 Silent SNP G A G CHAD c.C288T p.R96R
XH_P35 17 55918306 55918306 Missense_Mutation SNP C T C MRPS23 c.G401A p.R134Q
XH_P35 17 62018433 62018433 In_Frame_Ins INS - GATGGCGCACAC - SCN4A GAGGAGGTGTGC7delinsKHEEVCAIKIQRA
XH_P35 17 62892168 62892168 Missense_Mutation SNP T G T LRRC37A3 c.A1208C p.H403P
XH_P35 17 72999576 72999576 Missense_Mutation SNP G A G CDR2L c.G805A p.D269N
XH_P35 18 13731869 13731869 Frame_Shift_Ins INS - AAACTCTTTTCTC - RNMT 354insAAACTCTT p.S118fs
XH_P35 18 13731871 13731871 Missense_Mutation SNP A T A RNMT c.A355T p.T119S
XH_P35 18 19345793 19345793 Missense_Mutation SNP G A G MIB1 c.G290A p.R97Q
XH_P35 18 77703333 77703333 Silent SNP A G A PQLC1 c.T333C p.F111F
XH_P35 19 746301 746301 Silent SNP C T C PALM c.C519T p.D173D
XH_P35 19 3204593 3204593 Missense_Mutation SNP A T A NCLN c.A1052T p.E351V
XH_P35 19 4511622 4511622 Missense_Mutation SNP C T C PLIN4 c.G2308A p.G770S
XH_P35 19 8038746 8038746 Missense_Mutation SNP G A G ELAVL1 c.C293T p.P98L
XH_P35 19 9020005 9020005 Missense_Mutation SNP C T C MUC16 c.G37490A p.R12497K
XH_P35 19 9063095 9063095 Silent SNP G A G MUC16 c.C24351T p.S8117S
XH_P35 19 10503997 10503997 Missense_Mutation SNP G A G CDC37 c.C847T p.R283C
XH_P35 19 19243565 19243565 Splice_Site SNP T A T TMEM161A . .
XH_P35 19 19391098 19391098 Nonsense_Mutation SNP G A G SUGP1 c.C1246T p.Q416X
XH_P35 19 22155423 22155423 Missense_Mutation SNP A T A ZNF208 c.T2413A p.Y805N
XH_P35 19 22836805 22836805 Missense_Mutation SNP G A G ZNF492 c.G118A p.A40T
XH_P35 19 33140695 33140695 Missense_Mutation SNP A C A ANKRD27 c.T106G p.L36V
XH_P35 19 38573264 38573264 Silent SNP C T C SIPA1L3 c.C1059T p.N353N
XH_P35 19 40368493 40368493 Silent SNP A G A FCGBP c.T12855C p.S4285S
XH_P35 19 42754692 42754692 Silent SNP G A G ERF c.C48T p.Y16Y
XH_P35 19 49878239 49878239 Missense_Mutation SNP G A G DKKL1 c.G590A p.R197Q
XH_P35 19 49926531 49926536 In_Frame_Del DEL CAGCAG - CAGCAG PTH2 c.61_66del p.21_22del
XH_P35 19 55020285 55020285 Silent SNP C A C LAIR2 c.C405A p.G135G
XH_P35 19 55106288 55106288 Missense_Mutation SNP A C A LILRA1 c.A229C p.I77L
XH_P35 19 57868377 57868377 Silent SNP G A G ZNF304 c.G1140A p.Q380Q
XH_P35 20 16730578 16730578 Missense_Mutation SNP G A G OTOR c.G286A p.V96I
XH_P35 20 25273118 25273118 Silent SNP C T C PYGB c.C2046T p.F682F
XH_P35 20 49492613 49492613 Missense_Mutation SNP A G A BCAS4 c.A569G p.Q190R
XH_P35 21 43161669 43161669 Missense_Mutation SNP C A C RIPK4 c.G1684T p.D562Y
XH_P35 21 45795846 45795846 Missense_Mutation SNP T C T TRPM2 c.T902C p.L301P
XH_P35 21 45833958 45833958 Splice_Site SNP G A G TRPM2 . .
XH_P35 22 18655973 18655973 Silent SNP C T C USP18 c.C948T p.S316S
XH_P35 22 18655974 18655974 Frame_Shift_Ins INS - GGACTTTA - USP18 49_950insGGACT p.G317fs
XH_P35 22 26829896 26829896 Silent SNP C T C ASPHD2 c.C315T p.Y105Y
XH_P35 22 32628915 32628915 Missense_Mutation SNP G A G SLC5A4 c.C992T p.P331L
XH_P35 22 39267544 39267544 Missense_Mutation SNP C T C CBX6 c.G187A p.E63K
XH_P35 22 40718888 40718888 Silent SNP T G T TNRC6B c.T4815G p.A1605A
XH_P35 22 50616069 50616069 Missense_Mutation SNP A C A PANX2 c.A928C p.I310L
XH_P35 X 69828947 69828947 Nonsense_Mutation INS - TAAAATGGAAATA - TEX11 TATAACTATTTCC25_T626delinsYITISILX
XH_P35 X 129299559 129299559 Silent SNP G A G AIFM1 c.C72T p.C24C
XH_P35 X 153296440 153296440 Missense_Mutation SNP G A G MECP2 c.C875T p.A292V
XH_P35 1 155011989 155011989 Missense_Mutation SNV T A A DCST1 c.298T>A P.L100M
XH_P35 1 156894457 156894457 Silent SNV T A A LRRC71 c.462T>A P.I154I
XH_P35 1 17550872 17550872 Silent SNV T G G PADI1 c.357T>G P.L119L
XH_P35 1 201181672 201181672 Missense_Mutation SNV C T T IGFN1 c.7651C>T P.R2551W
XH_P35 1 201185848 201185848 Missense_Mutation SNV C A A IGFN1 c.9562C>A P.L3188M
XH_P35 1 248801977 248801977 Missense_Mutation SNV A T T OR2T35 c.583T>A P.Y195N
XH_P35 1 27105745 27105745 Nonsense_Mutation SNV G T T ARID1A c.5356G>T P.E1786*
XH_P35 10 124159904 124159904 Missense_Mutation SNV G A A PLEKHA1 c.244G>A P.V82I
XH_P35 10 63851876 63851876 Missense_Mutation SNV C T T ARID5B c.1925C>T P.T642M
XH_P35 10 73553306 73553306 Silent SNV A G G CDH23 c.6621A>G P.L2207L
XH_P35 11 1009180 1009180 Missense_Mutation SNV C G G AP2A2 c.2504C>G P.S835C
XH_P35 11 10794111 10794111 Missense_Mutation SNV G A A CTR9 c.2489G>A P.R830Q
XH_P35 11 124792272 124792272 Splice_Site SNV A T T HEPACAM c.948+12T>A
XH_P35 12 124414204 124414204 Splice_Site SNV T C C DNAH10 c.12163-7T>C
XH_P35 12 40808847 40808847 Splice_Site SNV G A A MUC19 c.914-1G>A
XH_P35 12 50036051 50036051 Missense_Mutation SNV C T T PRPF40B c.1918C>T P.R640W
XH_P35 12 76424936 76424940 Frame_Shift_Del INDEL GTTGC - - PHLDA1 582_586delGCAA P.Q195fs
XH_P35 12 9230290 9230290 Splice_Site SNV G A A A2M c.3276+7C>T
XH_P35 12 99117495 99117495 Missense_Mutation SNV C A A APAF1 c.3121C>A P.H1041N
XH_P35 13 33110750 33110750 Missense_Mutation SNV C G G N4BP2L2 c.415G>C P.G139R
XH_P35 13 39448643 39448643 Missense_Mutation SNV G A A FREM2 c.8201G>A P.R2734H
XH_P35 13 58208588 58208588 Missense_Mutation SNV T G G PCDH17 c.1908T>G P.F636L
XH_P35 14 23612372 23612372 Missense_Mutation SNV T G G SLC7A8 c.235A>C P.T79P
XH_P35 14 24774897 24774897 Missense_Mutation SNV C T T CIDEB c.602G>A P.R201H
XH_P35 14 65415128 65415128 Missense_Mutation SNV C T T RAB15 c.583G>A P.E195K
XH_P35 14 72818827 72818827 Missense_Mutation SNV C A A RGS6 c.109C>A P.Q37K
XH_P35 14 73822324 73822324 Splice_Site SNV C T T NUMB c.126+10G>A
XH_P35 14 88477678 88477678 Missense_Mutation SNV G A A GPR65 c.487G>A P.E163K
XH_P35 15 101109820 101109820 Missense_Mutation SNV C T T LINS1 c.1897G>A P.D633N
XH_P35 15 28951789 28951789 Missense_Mutation SNV C G G GOLGA8M c.648G>C P.E216D
XH_P35 15 37188865 37188865 Missense_Mutation SNV T A A MEIS2 c.1000A>T P.I334L
XH_P35 15 64388289 64388289 Frame_Shift_Ins INDEL - G G SNX1 c.82dupG P.A28fs
XH_P35 16 12061495 12061495 Frame_Shift_Del INDEL C - - TNFRSF17 c.347delC P.P116fs



XH_P35 16 396485 396485 Missense_Mutation SNV T A A AXIN1 c.541A>T P.M181L
XH_P35 16 57468022 57468022 Missense_Mutation SNV G T T CIAPIN1 c.451C>A P.P151T
XH_P35 16 72142809 72142809 Silent SNV G A A DHX38 c.3366G>A P.L1122L
XH_P35 16 84118718 84118718 Missense_Mutation SNV G A A MBTPS1 c.1156C>T P.R386C
XH_P35 17 29664876 29664876 Nonsense_Mutation SNV C T T NF1 c.6682C>T P.Q2228*
XH_P35 17 41959742 41959742 Silent SNV G A A MPP2 c.726C>T P.P242P
XH_P35 17 62892168 62892168 Missense_Mutation SNV T G G LRRC37A3 c.1208A>C P.H403P
XH_P35 17 7578490 7578490 Missense_Mutation SNV A C C TP53 c.440T>G P.V147G
XH_P35 18 77703333 77703333 Silent SNV A G G PQLC1 c.333T>C P.F111F
XH_P35 19 1074092 1074092 Splice_Site SNV G A A ARHGAP45 c.839-11G>A
XH_P35 19 19243565 19243565 Splice_Site SNV T A A TMEM161A c.189-2A>T
XH_P35 19 19391098 19391098 Nonsense_Mutation SNV G A A SUGP1 c.1246C>T P.Q416*
XH_P35 19 3204593 3204593 Missense_Mutation SNV A T T NCLN c.1052A>T P.E351V
XH_P35 19 55020285 55020285 Silent SNV C A A LAIR2 c.405C>A P.G135G
XH_P35 2 110849289 110849289 Missense_Mutation SNV A G G MALL c.164T>C P.L55P
XH_P35 2 114713283 114713283 Splice_Site SNV G A A ACTR3 c.1008G>A P.T336T
XH_P35 2 160709792 160709792 Nonsense_Mutation SNV C T T LY75-CD302 c.2735G>A P.W912*
XH_P35 2 178762781 178762781 Splice_Site SNV T A A PDE11A c.1302+4A>T
XH_P35 2 190428890 190428890 Missense_Mutation SNV A C C SLC40A1 c.822T>G P.H274Q
XH_P35 2 209113113 209113113 Missense_Mutation SNV G C C IDH1 c.394C>G P.R132G
XH_P35 2 242009366 242009366 Silent SNV C T T SNED1 c.3339C>T P.A1113A
XH_P35 2 55214622 55214622 Splice_Site SNV C A A RTN4 c.2603+5G>T
XH_P35 2 73675421 73675421 Missense_Mutation SNV G T T ALMS1 c.1764G>T P.L588F
XH_P35 2 97818241 97818241 Missense_Mutation SNV T G G ANKRD36 c.1163T>G P.V388G
XH_P35 20 5169706 5169706 Splice_Site SNV T G G CDS2 c.982-7T>G
XH_P35 21 43161669 43161669 Missense_Mutation SNV C A A RIPK4 c.1684G>T P.D562Y
XH_P35 21 45795846 45795846 Missense_Mutation SNV T C C TRPM2 c.902T>C P.L301P
XH_P35 21 45833958 45833958 Splice_Site SNV G A A TRPM2 c.3146+1G>A
XH_P35 22 39267544 39267544 Missense_Mutation SNV C T T CBX6 c.187G>A P.E63K
XH_P35 22 40718888 40718888 Silent SNV T G G TNRC6B c.2733T>G P.A911A
XH_P35 22 50616069 50616069 Missense_Mutation SNV A C C PANX2 c.928A>C P.I310L
XH_P35 3 108776269 108776269 Missense_Mutation SNV C T T MORC1 c.1096G>A P.A366T
XH_P35 3 138189876 138189876 Splice_Site SNV T C C ESYT3 c.1740+8T>C
XH_P35 3 172064234 172064234 Splice_Site SNV A C C FNDC3B c.2364+4A>C
XH_P35 3 178936083 178936083 Missense_Mutation SNV A T T PIK3CA c.1625A>T P.E542V
XH_P35 3 179046111 179046111 Silent SNV G A A ZNF639 c.30G>A P.R10R
XH_P35 3 30686325 30686325 Missense_Mutation SNV T C C TGFBR2 c.256T>C P.C86R
XH_P35 3 50683187 50683187 Missense_Mutation SNV G T T MAPKAPK3 c.675G>T P.M225I
XH_P35 3 52325942 52325942 Splice_Site SNV T G G GLYCTK n.801+4T>G
XH_P35 3 69244235 69244235 Missense_Mutation SNV G C C FRMD4B c.1426C>G P.Q476E
XH_P35 4 154330177 154330177 Splice_Site SNV A T T MND1 c.*27+10A>T
XH_P35 4 15689835 15689835 Missense_Mutation SNV A C C FAM200B c.1235A>C P.K412T
XH_P35 4 2176479 2176479 Splice_Site SNV C T T POLN c.1249-1G>A
XH_P35 4 9784705 9784705 Missense_Mutation SNV A C C DRD5 c.1052A>C P.N351T
XH_P35 5 122161755 122161755 Missense_Mutation SNV A G G SNX2 c.872A>G P.D291G
XH_P35 5 149588999 149588999 Missense_Mutation SNV G A A SLC6A7 c.1732G>A P.D578N
XH_P35 5 32712262 32712262 Missense_Mutation SNV A T T NPR3 c.380A>T P.K127M
XH_P35 5 65105431 65105431 Silent SNV C T T NLN c.1617C>T P.V539V
XH_P35 5 7866894 7866894 Missense_Mutation SNV C T T FASTKD3 c.1303G>A P.V435M
XH_P35 5 78985887 78985887 Splice_Site SNV G A A CMYA5 c.149+8G>A
XH_P35 6 40999846 40999846 Missense_Mutation SNV T A A UNC5CL c.980A>T P.Q327L
XH_P35 7 103030944 103030944 Missense_Mutation SNV A G G SLC26A5 c.1243T>C P.C415R
XH_P35 7 104752364 104752364 Silent SNV C T T KMT2E c.4161C>T P.S1387S
XH_P35 7 151164222 151164222 Missense_Mutation SNV A C C RHEB c.538T>G P.S180A
XH_P35 7 86813934 86813934 Missense_Mutation SNV A C C DMTF1 c.778A>C P.I260L
XH_P35 7 93065455 93065455 Missense_Mutation SNV C T T CALCR c.1060G>A P.V354I
XH_P35 8 144681585 144681585 Silent SNV C T T TIGD5 c.1512C>T P.A504A
XH_P35 8 144695915 144695915 Splice_Site SNV A G G TSTA3 c.748+6T>C
XH_P35 8 27516792 27516792 Missense_Mutation SNV A T T SCARA3 c.1105A>T P.N369Y
XH_P35 8 3076776 3076776 Splice_Site INDEL C - - CSMD1 c.4672+1delG
XH_P35 8 74464496 74464496 Silent SNV G C C STAU2 c.1281C>G P.R427R
XH_P35 9 120474711 120474711 Missense_Mutation SNV G T T TLR4 c.185G>T P.S62I
XH_P35 9 125486479 125486479 Missense_Mutation SNV G A A OR1L4 c.211G>A P.D71N
XH_P35 9 131767814 131767814 Splice_Site SNV T G G NUP188 c.4737+5T>G
XH_P35 9 140120136 140120136 Silent SNV C T T CYSRT1 c.183C>T P.H61H
XH_P35 9 79234308 79234308 Splice_Site SNV G C C PRUNE2 c.936-5C>G
XH_P35 9 84199393 84199393 Nonsense_Mutation SNV C T T TLE1 c.2205G>A P.W735*
XH_P36 1 874456 874456 Missense_Mutation SNP G A G SAMD11 c.G467A p.R156H
XH_P36 1 900461 900461 Missense_Mutation SNP G A G KLHL17 c.G1819A p.A607T
XH_P36 1 1168240 1168240 Frame_Shift_Del DEL G - G B3GALT6 c.582delG p.P194fs
XH_P36 1 1268888 1268888 Missense_Mutation SNP G A G TAS1R3 c.G1603A p.D535N
XH_P36 1 1534720 1534720 Missense_Mutation SNP G A G FNDC10 c.C676T p.P226S
XH_P36 1 1684346 1684346 In_Frame_Ins INS - CCC - NADK 1241_1242insGGp.G414delinsGG
XH_P36 1 2238077 2238077 Missense_Mutation SNP A G A SKI c.A2060G p.D687G
XH_P36 1 2290124 2290124 Missense_Mutation SNP G A G MORN1 c.C776T p.A259V
XH_P36 1 2572878 2572878 Missense_Mutation SNP C T C TTC34 c.G1630A p.D544N
XH_P36 1 3541774 3541774 Silent SNP C T C TPRG1L c.C138T p.L46L
XH_P36 1 3742991 3742991 Nonsense_Mutation INS - GTAACTTAAAATA - CEP104 AAAGGATATTTTG733delinsAERIFX
XH_P36 1 5937158 5937158 Missense_Mutation SNP C T C NPHP4 c.G1276A p.V426M
XH_P36 1 11082583 11082583 Frame_Shift_Ins INS - TCTATTGCTATTG - TARDBP 18insGTCTATTG p.S373fs
XH_P36 1 12919891 12919891 Missense_Mutation SNP G C G PRAMEF2 c.G631C p.E211Q
XH_P36 1 17085996 17085996 Frame_Shift_Del DEL C - C MST1L c.901delG p.A301fs
XH_P36 1 19180874 19180874 Missense_Mutation SNP C T C TAS1R2 c.G1090A p.D364N
XH_P36 1 19183876 19183876 Silent SNP G T G TAS1R2 c.C432A p.S144S
XH_P36 1 19566360 19566360 Silent SNP C T C EMC1 c.G840A p.L280L
XH_P36 1 20233009 20233009 Frame_Shift_Ins INS - TACCTGGGTCC - OTUD3 _921insTACCTGG p.I307fs
XH_P36 1 21267982 21267982 Splice_Site SNP A G A EIF4G3 . .
XH_P36 1 21806606 21806606 Missense_Mutation SNP T G T NBPF3 c.T1061G p.F354C
XH_P36 1 22923907 22923907 Missense_Mutation SNP G A G EPHA8 c.G1868A p.G623D
XH_P36 1 23240246 23240246 Frame_Shift_Del DEL A - A EPHB2 c.3051delA p.G1017fs
XH_P36 1 25889626 25889626 Frame_Shift_Ins INS - C - LDLRAP1 c.599dupC p.T200fs
XH_P36 1 27105931 27105931 Frame_Shift_Del DEL G - G ARID1A c.5542delG p.G1848fs
XH_P36 1 27878528 27878528 Frame_Shift_Del DEL G - G AHDC1 c.99delC p.P33fs
XH_P36 1 28785730 28785730 Frame_Shift_Del DEL A - A PHACTR4 c.181delA p.K61fs
XH_P36 1 32208473 32208473 Silent SNP C T C ADGRB2 c.G1218A p.L406L
XH_P36 1 32800540 32800540 Frame_Shift_Del DEL G - G MARCKSL1 c.246delC p.P82fs
XH_P36 1 33059325 33059325 Frame_Shift_Ins INS - GGTTGTT - ZBTB8A 93_794insGGTTG p.G265fs
XH_P36 1 33059327 33059327 Frame_Shift_Ins INS - GTATTCT - ZBTB8A 95_796insGTATT p.G265fs



XH_P36 1 33060810 33060810 Nonsense_Mutation INS - AATTTTATTAAGA - ZBTB8A AAAGAAATTTTAT_H328delinsKRRKKFYX
XH_P36 1 33354802 33354802 Frame_Shift_Ins INS - TG - HPCA c.303_304insTG p.L101fs
XH_P36 1 33354803 33354803 In_Frame_Ins INS - GAACTC - HPCA 304_305insGAACp.M102delinsRTL
XH_P36 1 34666397 34666397 Frame_Shift_Ins INS - A - C1orf94 c.1035dupA p.P345fs
XH_P36 1 35226919 35226919 Missense_Mutation SNP C T C GJB4 c.C64T p.R22C
XH_P36 1 35334661 35334661 Missense_Mutation SNP A G A DLGAP3 c.T2030C p.V677A
XH_P36 1 35370730 35370730 Frame_Shift_Ins INS - C - DLGAP3 c.254dupG p.G85fs
XH_P36 1 36030900 36030900 Missense_Mutation SNP C T C NCDN c.C1775T p.A592V
XH_P36 1 36367904 36367904 Missense_Mutation SNP G A G AGO1 c.G1138A p.A380T
XH_P36 1 36380979 36380979 Nonsense_Mutation SNP C T C AGO1 c.C1639T p.R547X
XH_P36 1 36769566 36769566 In_Frame_Ins INS - TTCACTCTGGCAC - THRAP3 ATCTTGTTCACTCelinsSSGHILFTLALMAIFF
XH_P36 1 38265467 38265467 Missense_Mutation SNP G A G MANEAL c.G300A p.M100I
XH_P36 1 39893937 39893937 Nonsense_Mutation INS - TGAGTCTATCTTT - MACF1 0596insATGAGTp.H3532delinsQX
XH_P36 1 40775989 40775989 In_Frame_Ins INS - TGGATT - COL9A2 684_685insAATCp.G229delinsNPG
XH_P36 1 42047087 42047087 Missense_Mutation SNP C T C HIVEP3 c.G3382A p.V1128I
XH_P36 1 43895417 43895417 Missense_Mutation SNP C T C SZT2 c.C4039T p.R1347C
XH_P36 1 44466534 44466534 Missense_Mutation SNP G A G SLC6A9 c.C1246T p.R416W
XH_P36 1 45267397 45267397 Missense_Mutation SNP G A G PLK3 c.G539A p.G180D
XH_P36 1 45407182 45407182 Frame_Shift_Del DEL T - T EIF2B3 c.450delA p.K150fs
XH_P36 1 46812736 46812736 In_Frame_Ins INS - TTATTCACTTATT - NSUN4 ACTTACTTATTCAC45delinsTHTYLFTYSFIY
XH_P36 1 47748086 47748086 Silent SNP G A G STIL c.C1179T p.H393H
XH_P36 1 48917261 48917261 Silent SNP G A G SPATA6 c.C201T p.D67D
XH_P36 1 50666631 50666631 Silent SNP C T C ELAVL4 c.C858T p.S286S
XH_P36 1 50941243 50941243 Missense_Mutation SNP G A G FAF1 c.C1762T p.R588W
XH_P36 1 52825774 52825774 Missense_Mutation SNP G C G CC2D1B c.C735G p.D245E
XH_P36 1 52891139 52891139 Frame_Shift_Ins INS - AAAACAAAATC - ZCCHC11 _4752insGATTTT p.E1584fs
XH_P36 1 53446142 53446142 Nonsense_Mutation INS - CATATATTAAATT - SCP2 9insCACATATATTD256delinsDHIYX
XH_P36 1 55080513 55080513 Frame_Shift_Ins INS - CCTCTTCCTCCAA - FAM151A 35insTTGGAGGA p.K145fs
XH_P36 1 55614239 55614239 Nonsense_Mutation INS - TTT - USP24 1864_1865insAA p.S622delinsX
XH_P36 1 55614240 55614240 Frame_Shift_Ins INS - TCACTATCTTTGT - USP24 nsATAAACAAAG p.S622fs
XH_P36 1 57351827 57351827 Frame_Shift_Ins INS - AGAGAGCATATA - C8A GAACAAAGAGAG p.K361fs
XH_P36 1 57378171 57378171 Missense_Mutation SNP G T G C8A c.G1476T p.M492I
XH_P36 1 57602268 57602268 Frame_Shift_Ins INS - T - DAB1 c.253dupA p.I85fs
XH_P36 1 62675863 62675863 In_Frame_Ins INS - AGCAACTTTTACT - L1TD1 nsGCTTAGCAAC473delinsGLATFTSL
XH_P36 1 62676780 62676780 Frame_Shift_Ins INS - CTCTTTGCCTTTC - L1TD1 CTATATCTCTTTG p.R778fs
XH_P36 1 63876949 63876949 Frame_Shift_Ins INS - T - ALG6 c.628dupT p.P209fs
XH_P36 1 65147002 65147002 Silent SNP C T C CACHD1 c.C2580T p.H860H
XH_P36 1 66833535 66833535 Splice_Site SNP T C T PDE4B . .
XH_P36 1 67147843 67147843 Missense_Mutation SNP A G A SGIP1 c.A1118G p.N373S
XH_P36 1 67292634 67292634 Nonsense_Mutation INS - AGAGGGTATTGT - WDR78 GTAACTACAATAp.N736delinsKX
XH_P36 1 68624857 68624857 In_Frame_Ins INS - TTTCCT - WLS 79_180insAGGAp.M60delinsIGK
XH_P36 1 68624858 68624858 Frame_Shift_Ins INS - ACTTTGCT - WLS 8_179insAGCAA p.M60fs
XH_P36 1 68659747 68659747 Silent SNP G A G WLS c.C264T p.I88I
XH_P36 1 70715677 70715677 Frame_Shift_Ins INS - A - SRSF11 c.1066dupA p.P355fs
XH_P36 1 75065510 75065510 Frame_Shift_Ins INS - GTATGTTTTCTAA - ERICH3 1595insTTAGAAA p.D532fs
XH_P36 1 75693468 75693468 Missense_Mutation SNP C A C SLC44A5 c.G910T p.G304W
XH_P36 1 78207315 78207315 Frame_Shift_Ins INS - AATTAAACTTGCT - USP33 8insAAGCAAGTT p.I23fs
XH_P36 1 78207317 78207317 Silent SNP C T C USP33 c.G66A p.L22L
XH_P36 1 78309060 78309060 Missense_Mutation SNP G A G MIGA1 c.G964A p.A322T
XH_P36 1 78433883 78433883 Silent SNP T C T FUBP1 c.A216G p.Q72Q
XH_P36 1 79095563 79095563 Missense_Mutation SNP C T C IFI44L c.C686T p.A229V
XH_P36 1 79116059 79116059 Frame_Shift_Ins INS - CATTAAATATTAA - IFI44 TTTTCCATTAAAT p.I60fs
XH_P36 1 79470864 79470864 In_Frame_Ins INS - TATTAAAGATTTC - ADGRL4 3insGGAAATCTTT.N21delinsKEIFNI
XH_P36 1 86047153 86047153 Missense_Mutation SNP G T G CYR61 c.G169T p.A57S
XH_P36 1 86591275 86591275 Silent SNP G A G COL24A1 c.C744T p.Y248Y
XH_P36 1 90179646 90179646 Frame_Shift_Ins INS - C - LRRC8C c.1518dupC p.L506fs
XH_P36 1 91967357 91967357 Frame_Shift_Del DEL A - A CDC7 c.84delA p.L28fs
XH_P36 1 91978751 91978751 Nonsense_Mutation INS - GATCAATTAGGAA - CDC7 TTTGGGATCAATTP237delinsLFGINX
XH_P36 1 92642755 92642755 Frame_Shift_Ins INS - TTTTATTTATACTA - KIAA1107 insAGTTTTATTTA p.A156fs
XH_P36 1 92642757 92642757 Silent SNP A T A KIAA1107 c.A468T p.A156A
XH_P36 1 93306137 93306137 Silent SNP T G T RPL5 c.T735G p.A245A
XH_P36 1 93736257 93736257 Silent SNP T C T CCDC18 c.T4236C p.A1412A
XH_P36 1 94140186 94140186 Missense_Mutation SNP C T C BCAR3 c.G301A p.E101K
XH_P36 1 94502756 94502756 Missense_Mutation SNP G A G ABCA4 c.C3758T p.T1253M
XH_P36 1 99772074 99772074 Silent SNP G A G PLPPR4 c.G1626A p.T542T
XH_P36 1 101339807 101339807 Silent SNP C T C EXTL2 c.G684A p.R228R
XH_P36 1 109276077 109276077 Nonsense_Mutation INS - AATATAAGCAAA - FNDC7 insAAAAATATAA688_V689delinsEKIX
XH_P36 1 109735326 109735326 Missense_Mutation SNP C A C KIAA1324 c.C763A p.L255I
XH_P36 1 112269924 112269924 Frame_Shift_Ins INS - C - FAM212B c.559dupG p.A187fs
XH_P36 1 115258747 115258747 Missense_Mutation SNP C T C NRAS c.G35A p.G12D
XH_P36 1 117297419 117297419 In_Frame_Ins INS - TTACTGAGAGTC - CD2 229insTTACTGAp.E76delinsELLRV
XH_P36 1 117504106 117504106 Frame_Shift_Ins INS - A - PTGFRN c.1455_1456insA p.D485fs
XH_P36 1 118596651 118596651 Missense_Mutation SNP G T G SPAG17 c.C2788A p.P930T
XH_P36 1 144922225 144922225 Nonsense_Mutation SNP G A G PDE4DIP c.C1432T p.R478X
XH_P36 1 145360624 145360624 Silent SNP G A G NBPF19 c.G8430A p.S2810S
XH_P36 1 148341948 148341948 Missense_Mutation SNP T C T NBPF14 c.A625G p.I209V
XH_P36 1 149895835 149895835 Missense_Mutation SNP A T A SF3B4 c.T985A p.S329T
XH_P36 1 151372604 151372604 Frame_Shift_Del DEL G - G PSMB4 c.288delG p.L96fs
XH_P36 1 151681548 151681548 Missense_Mutation SNP C T C CELF3 c.G271A p.A91T
XH_P36 1 151804203 151804203 Missense_Mutation SNP C T C RORC c.G38A p.R13Q
XH_P36 1 152128948 152128948 Frame_Shift_Del DEL T - T RPTN c.627delA p.K209fs
XH_P36 1 152129152 152129152 Silent SNP G A G RPTN c.C423T p.D141D
XH_P36 1 152275289 152275289 Missense_Mutation SNP G A G FLG c.C12073T p.P4025S
XH_P36 1 152279065 152279065 Missense_Mutation SNP C T C FLG c.G8297A p.R2766H
XH_P36 1 152280274 152280274 Missense_Mutation SNP G T G FLG c.C7088A p.S2363Y
XH_P36 1 152283324 152283324 Missense_Mutation SNP A C A FLG c.T4038G p.H1346Q
XH_P36 1 152285188 152285188 Missense_Mutation SNP G A G FLG c.C2174T p.T725I
XH_P36 1 152325759 152325759 Silent SNP G A G FLG2 c.C4503T p.H1501H
XH_P36 1 152327942 152327942 Missense_Mutation SNP T C T FLG2 c.A2320G p.S774G
XH_P36 1 152327943 152327943 Silent SNP G A G FLG2 c.C2319T p.H773H
XH_P36 1 152328398 152328398 Missense_Mutation SNP T C T FLG2 c.A1864G p.S622G
XH_P36 1 152328399 152328399 Silent SNP G A G FLG2 c.C1863T p.H621H
XH_P36 1 152770502 152770502 Missense_Mutation SNP C T C LCE1D c.C232T p.R78C
XH_P36 1 154246391 154246391 Frame_Shift_Del DEL C - C HAX1 c.314delC p.S105fs
XH_P36 1 155148566 155148566 Frame_Shift_Ins INS - C - TRIM46 c.151dupC p.K50fs
XH_P36 1 155580268 155580268 Frame_Shift_Ins INS - C - MSTO1 c.138dupC p.C46fs
XH_P36 1 155638564 155638564 Nonsense_Mutation INS - ACTTATATACTAG - YY1AP1 TTAATCTAGTATA234_A235delinsELIX
XH_P36 1 155722346 155722346 Nonsense_Mutation SNP G A G GON4L c.C5878T p.R1960X



XH_P36 1 156642804 156642804 Frame_Shift_Del DEL G - G NES c.1176delC p.P392fs
XH_P36 1 157095725 157095725 Nonsense_Mutation INS - ACTACCTTCATTC - ETV3 47insAGAATGAA149_F150delinsREX
XH_P36 1 158325766 158325766 Missense_Mutation SNP G A G CD1E c.G208A p.V70I
XH_P36 1 158533299 158533299 Frame_Shift_Del DEL A - A OR6P1 c.96delT p.F32fs
XH_P36 1 158735706 158735706 Missense_Mutation SNP A G A OR6N1 c.T767C p.L256P
XH_P36 1 158985772 158985772 Missense_Mutation SNP G C G IFI16 c.G376C p.A126P
XH_P36 1 159284421 159284421 Nonsense_Mutation INS - CTCTTCTTCTATC - OR10J3 9insGATAGAAGA.T10_E11delinsRX
XH_P36 1 159779252 159779252 Missense_Mutation SNP A G A FCRL6 c.A665G p.D222G
XH_P36 1 161518234 161518234 Missense_Mutation SNP G A G FCGR3A c.C611T p.P204L
XH_P36 1 161953527 161953527 Missense_Mutation SNP G A G OLFML2B c.C2194T p.R732C
XH_P36 1 162731166 162731166 Nonsense_Mutation SNP C T C DDR2 c.C1021T p.R341X
XH_P36 1 162766447 162766447 Silent SNP T G T HSD17B7 c.T312G p.L104L
XH_P36 1 164769110 164769110 Nonsense_Mutation SNP C T C PBX1 c.C685T p.R229X
XH_P36 1 166896414 166896414 Missense_Mutation SNP C T C ILDR2 c.G884A p.R295H
XH_P36 1 171553156 171553156 Missense_Mutation SNP G A G PRRC2C c.G7465A p.A2489T
XH_P36 1 173772575 173772575 Silent SNP G A G CENPL c.C489T p.C163C
XH_P36 1 173930334 173930334 Frame_Shift_Ins INS - A - RC3H1 c.2250dupT p.L751fs
XH_P36 1 173930336 173930336 In_Frame_Ins INS - TATGTATGTAAT - RC3H1 CATTACATTACA50delinsNALHYIHTKIS
XH_P36 1 174200408 174200408 Missense_Mutation SNP C T C RABGAP1L c.C457T p.R153W
XH_P36 1 175304899 175304899 Frame_Shift_Ins INS - CTCATTAATAGTC - TNR 80insGAGACTAT p.K860fs
XH_P36 1 176659361 176659361 Silent SNP C T C PAPPA2 c.C2226T p.Y742Y
XH_P36 1 179887233 179887233 In_Frame_Ins INS - CATTGCTCAGTTC - TOR1AIP1 5insTCCATTGCTK538delinsKSIAQFL
XH_P36 1 182550367 182550367 Missense_Mutation SNP G A G RNASEL c.C1898T p.T633M
XH_P36 1 185278146 185278146 Nonsense_Mutation INS - AATAAAATCATTTA - IVNS1ABP ACTCCATAAATGAA90_Y91delinsAKX
XH_P36 1 197091723 197091723 Frame_Shift_Ins INS - TTTCCTCCTGCAT - ASPM 393insATGCAGG p.V1131fs
XH_P36 1 197128938 197128938 Nonsense_Mutation INS - GAAAAATATACTC - ZBTB41 1insTAAGAGTAT p.E761delinsX
XH_P36 1 200569550 200569550 Missense_Mutation SNP C T C KIF14 c.G761A p.R254Q
XH_P36 1 201177935 201177935 Missense_Mutation SNP A G A IGFN1 c.A3914G p.D1305G
XH_P36 1 201178708 201178708 Missense_Mutation SNP A G A IGFN1 c.A4687G p.K1563E
XH_P36 1 202725607 202725607 Missense_Mutation SNP C T C KDM5B c.G1100A p.R367K
XH_P36 1 202887497 202887497 Nonsense_Mutation SNP A T A KLHL12 c.T483A p.C161X
XH_P36 1 203668744 203668744 Missense_Mutation SNP G A G ATP2B4 c.G548A p.R183H
XH_P36 1 205241128 205241128 Missense_Mutation SNP C T C TMCC2 c.C1331T p.T444M
XH_P36 1 205589712 205589712 In_Frame_Ins INS - ACTGCCTTCCCT - ELK4 462insAGGGAAGS154delinsSGKAV
XH_P36 1 205696901 205696901 Nonsense_Mutation INS - AACCATATTACAA - NUCKS1 ATTATTGTAATATLLISTSSHLFENYCNMVILQTFX
XH_P36 1 206758543 206758543 Frame_Shift_Del DEL C - C RASSF5 c.561delC p.R187fs
XH_P36 1 206821938 206821938 Frame_Shift_Del DEL G - G DYRK3 c.1395delG p.V465fs
XH_P36 1 207198372 207198372 In_Frame_Ins INS - CACCAC - C1orf116 42_143insGTGGp.K48delinsSGE
XH_P36 1 209807808 209807808 Missense_Mutation SNP C T C LAMB3 c.G548A p.R183H
XH_P36 1 214820283 214820283 In_Frame_Ins INS - TATTTTTGCTTTTA - CENPF 71insTCTATTTTTG2457delinsLLFLLLG
XH_P36 1 214830519 214830519 Missense_Mutation SNP C T C CENPF c.C8729T p.P2910L
XH_P36 1 220152861 220152861 Nonsense_Mutation INS - TGTGTGTATTATT - EPRS sAAATAAATAAT1270_N1271delinsKX
XH_P36 1 222798193 222798193 Frame_Shift_Ins INS - ACTAGTGACACT - MIA3 2insTCACTAGTG p.T117fs
XH_P36 1 222903458 222903458 Nonsense_Mutation INS - TACCAATAATAAT - BROX GCAATACCAATAp.R278delinsTX
XH_P36 1 225490915 225490915 Missense_Mutation SNP C T C DNAH14 c.C8410T p.R2804C
XH_P36 1 226340081 226340081 Missense_Mutation SNP T C T ACBD3 c.A1330G p.S444G
XH_P36 1 226923872 226923872 Frame_Shift_Del DEL C - C ITPKB c.1288delG p.A430fs
XH_P36 1 227843200 227843200 Nonsense_Mutation INS - TTCTTTTATGACGA - ZNF678 ATGAATTCTTTTA472delinsYEFFYDEX
XH_P36 1 228399732 228399732 Missense_Mutation SNP G A G OBSCN c.G248A p.R83H
XH_P36 1 228506757 228506757 Silent SNP G A G OBSCN c.G14304A p.S4768S
XH_P36 1 228522241 228522241 Silent SNP A G A OBSCN c.A16083G p.A5361A
XH_P36 1 233464042 233464042 Missense_Mutation SNP G T G MAP3K21 c.G268T p.G90C
XH_P36 1 235658047 235658047 Silent SNP G A G B3GALNT2 c.C204T p.N68N
XH_P36 1 235940392 235940392 Missense_Mutation SNP T A T LYST c.A5431T p.T1811S
XH_P36 1 237948089 237948089 Silent SNP C A C RYR2 c.C13077A p.P4359P
XH_P36 1 242042491 242042491 Missense_Mutation SNP C T C EXO1 c.C1955T p.S652L
XH_P36 1 243333027 243333027 Silent SNP A G A CEP170 c.T1452C p.R484R
XH_P36 1 243507615 243507615 Nonsense_Mutation INS - ATTGATTCTAACA - SDCCAG8 162insTATTGATTp.D387delinsDYX
XH_P36 1 245927412 245927412 Silent SNP T C T SMYD3 c.A1116G p.Q372Q
XH_P36 1 247007131 247007131 Frame_Shift_Del DEL T - T AHCTF1 c.6491delA p.N2164fs
XH_P36 1 247013524 247013524 Missense_Mutation SNP C A C AHCTF1 c.G5784T p.K1928N
XH_P36 1 248028086 248028086 Missense_Mutation SNP G A G TRIM58 c.G596A p.R199Q
XH_P36 1 248436586 248436586 Silent SNP G A G OR2T33 c.C531T p.C177C
XH_P36 1 248436712 248436712 Missense_Mutation SNP G T G OR2T33 c.C405A p.S135R
XH_P36 1 248737734 248737734 Missense_Mutation SNP G A G OR2T34 c.C325T p.H109Y
XH_P36 2 3750103 3750103 Missense_Mutation SNP C T C ALLC c.C1126T p.R376W
XH_P36 2 10269359 10269359 Splice_Site INS - TCACCCACTTTAC - RRM2 . .
XH_P36 2 10269360 10269360 Splice_Site SNP G T G RRM2 . .
XH_P36 2 11774324 11774324 Missense_Mutation SNP G A G GREB1 c.G5059A p.D1687N
XH_P36 2 17698432 17698432 Frame_Shift_Ins INS - CATGTGAACAACC - RAD51AP2 insAAGGGTTGTT p.K417fs
XH_P36 2 20234799 20234799 Frame_Shift_Ins INS - ATTGAGGATTT - LAPTM4A _457insAAATCCT p.L153fs
XH_P36 2 20478579 20478579 Frame_Shift_Ins INS - TCACTTTCATC - PUM2 _1554insGATGAA p.V518fs
XH_P36 2 20870507 20870507 Frame_Shift_Del DEL C - C GDF7 c.675delC p.R225fs
XH_P36 2 23865497 23865497 Silent SNP C T C KLHL29 c.C717T p.P239P
XH_P36 2 26507756 26507756 Missense_Mutation SNP G T G HADHB c.G1110T p.Q370H
XH_P36 2 26705384 26705384 Frame_Shift_Del DEL G - G OTOF c.1469delC p.P490fs
XH_P36 2 26951074 26951074 Frame_Shift_Del DEL G - G KCNK3 c.823delG p.G275fs
XH_P36 2 27248517 27248517 Frame_Shift_Del DEL C - C MAPRE3 c.536delC p.A179fs
XH_P36 2 29016762 29016762 Nonsense_Mutation SNP C T C PPP1CB c.C778T p.R260X
XH_P36 2 29455174 29455174 Silent SNP G A G ALK c.C2628T p.A876A
XH_P36 2 31010045 31010045 Missense_Mutation SNP C A C CAPN13 c.G147T p.Q49H
XH_P36 2 36704119 36704119 Frame_Shift_Del DEL A - A CRIM1 c.1079delA p.Q360fs
XH_P36 2 37235963 37235963 Nonsense_Mutation INS - GATGGTGAGTAT - HEATR5B 3insTGTAATACTC438_E1439delinsMX
XH_P36 2 37347123 37347123 Frame_Shift_Del DEL T - T EIF2AK2 c.1104delA p.K368fs
XH_P36 2 42720141 42720141 Silent SNP C T C KCNG3 c.G501A p.S167S
XH_P36 2 44190786 44190786 Frame_Shift_Ins INS - CAATTTTCTTTTTT - LRPPRC 429insAAAAAAG p.Y477fs
XH_P36 2 44190788 44190788 Missense_Mutation SNP G C G LRPPRC c.C1427G p.T476R
XH_P36 2 46574080 46574080 Missense_Mutation SNP A G A EPAS1 c.A95G p.E32G
XH_P36 2 46842236 46842236 Missense_Mutation SNP C A C PIGF c.G68T p.S23I
XH_P36 2 48602207 48602207 Silent SNP T C T FOXN2 c.T921C p.S307S
XH_P36 2 50765682 50765682 Frame_Shift_Ins INS - C - NRXN1 c.1767dupG p.L590fs
XH_P36 2 60987361 60987361 Missense_Mutation SNP A G A PAPOLG c.A110G p.Y37C
XH_P36 2 61753609 61753609 Frame_Shift_Ins INS - TATAATTAAT - XPO1 3_174insATTAAT p.D58fs
XH_P36 2 61753611 61753611 Nonsense_Mutation INS - TGCAAATAGTCCT - XPO1 72insTAGGACTAT p.D58delinsX
XH_P36 2 70408460 70408460 Missense_Mutation SNP G A G C2orf42 c.C658T p.R220C
XH_P36 2 71046551 71046551 Silent SNP C T C CLEC4F c.G204A p.P68P
XH_P36 2 71650264 71650264 Frame_Shift_Ins INS - GACTATCAGTTGC - ZNF638 nsAGGGACTATC p.S1207fs
XH_P36 2 73518631 73518631 Missense_Mutation SNP T C T EGR4 c.A1724G p.K575R



XH_P36 2 73799626 73799626 Frame_Shift_Ins INS - ACGGG - ALMS1 619_10620insAC p.D3540fs
XH_P36 2 73799627 73799627 Frame_Shift_Ins INS - AG - ALMS1 10620_10621insA p.D3540fs
XH_P36 2 73828531 73828531 In_Frame_Ins INS - ACAGGG - ALMS1 79_12080insACA.L4027delinsHRV
XH_P36 2 74326498 74326498 Silent SNP G T G TET3 c.G3363T p.T1121T
XH_P36 2 74687550 74687550 Frame_Shift_Del DEL T - T WBP1 c.552delT p.P184fs
XH_P36 2 74742324 74742324 Missense_Mutation SNP C T C TLX2 c.C391T p.R131W
XH_P36 2 74900900 74900900 Missense_Mutation SNP G A G SEMA4F c.G668A p.R223Q
XH_P36 2 85043102 85043102 Missense_Mutation SNP C T C DNAH6 c.C12268T p.P4090S
XH_P36 2 96521783 96521783 In_Frame_Ins INS - GGCACAGTAGAT - ANKRD36C 4insTTTATCTACT1775delinsIYLLCPG
XH_P36 2 97475131 97475131 Silent SNP G A G CNNM4 c.G2205A p.G735G
XH_P36 2 97638040 97638040 Silent SNP G A G FAM178B c.C162T p.T54T
XH_P36 2 97827852 97827852 Missense_Mutation SNP C T C ANKRD36 c.C1406T p.P469L
XH_P36 2 99182127 99182127 Missense_Mutation SNP A G A INPP4A c.A2027G p.D676G
XH_P36 2 102482928 102482928 Missense_Mutation SNP A C A MAP4K4 c.A1754C p.K585T
XH_P36 2 110301828 110301828 Frame_Shift_Del DEL T - T SEPT10 c.1506delA p.K502fs
XH_P36 2 112705139 112705139 Missense_Mutation SNP T C T MERTK c.T752C p.V251A
XH_P36 2 112942828 112942828 Missense_Mutation SNP T C T FBLN7 c.T721C p.C241R
XH_P36 2 120303807 120303807 Frame_Shift_Del DEL A - A CFAP221 c.100delA p.K34fs
XH_P36 2 122205058 122205058 Silent SNP C T C CLASP1 c.G1767A p.V589V
XH_P36 2 128467115 128467115 Missense_Mutation SNP G A G WDR33 c.C3514T p.R1172C
XH_P36 2 128477850 128477850 Silent SNP G A G WDR33 c.C1749T p.L583L
XH_P36 2 128522398 128522398 Frame_Shift_Ins INS - CGTT - WDR33 .629_630insAAC p.F210fs
XH_P36 2 128522399 128522399 Nonsense_Mutation INS - TCCTTTTTATTATC - WDR33 9insAGATAATAAF210_I211delinsX
XH_P36 2 130897920 130897920 Silent SNP G A G CCDC74B c.C510T p.N170N
XH_P36 2 131803707 131803707 Missense_Mutation SNP G A G ARHGEF4 c.G2018A p.R673H
XH_P36 2 131976173 131976283 In_Frame_Del DEL TGGAGACCA - TCTGGAGACCACG POTEE c.198_308del p.66_103del
XH_P36 2 132290242 132290242 Missense_Mutation SNP G C G CCDC74A c.G566C p.G189A
XH_P36 2 135745134 135745134 In_Frame_Ins INS - ATGACAAGCATAA - MAP3K19 TCATCTTATGCTT23delinsEFILCLSFSW
XH_P36 2 135893484 135893484 Frame_Shift_Ins INS - TTATCTGTTTCTT - RAB3GAP1 TTTTCCTTATCTG p.L635fs
XH_P36 2 141115575 141115575 Missense_Mutation SNP C A C LRP1B c.G11368T p.G3790C
XH_P36 2 141135790 141135790 Frame_Shift_Del DEL A - A LRP1B c.10597delT p.W3533fs
XH_P36 2 143798030 143798030 Frame_Shift_Del DEL A - A KYNU c.1075delA p.K359fs
XH_P36 2 148657041 148657041 Frame_Shift_Del DEL A - A ACVR2A c.278delA p.E93fs
XH_P36 2 148683686 148683686 Frame_Shift_Del DEL A - A ACVR2A c.979delA p.K327fs
XH_P36 2 152320446 152320446 In_Frame_Ins INS - TACTACTGGGGG - RIF1 3insTATTACTACT1471delinsDITTGGV
XH_P36 2 152548835 152548835 Silent SNP A G A NEB c.T1938C p.S646S
XH_P36 2 160075810 160075810 Missense_Mutation SNP C T C TANC1 c.C2837T p.T946M
XH_P36 2 163291933 163291933 Frame_Shift_Ins INS - TGTCTATTAGGAT - KCNH7 ATTCTATCCTAAT p.E570fs
XH_P36 2 166785799 166785799 Missense_Mutation SNP C T C TTC21B c.G1232A p.R411Q
XH_P36 2 167262863 167262863 Frame_Shift_Ins INS - ACCTTGAGTGAA - SCN7A 76insATCTTCACT p.C1426fs
XH_P36 2 167298238 167298238 Missense_Mutation SNP A C A SCN7A c.T1825G p.Y609D
XH_P36 2 167298240 167298240 Frame_Shift_Ins INS - GGTGTATTCC - SCN7A _1823insGGAAT p.K608fs
XH_P36 2 168105837 168105837 Nonsense_Mutation INS - GTTGATTTTGGCT - XIRP2 sATGTGTTGATT23_L2424delinsVMCX
XH_P36 2 168106512 168106512 Frame_Shift_Ins INS - TTTTTGGTAAAG - XIRP2 TATTGTTTTTTGG p.Q2648fs
XH_P36 2 170038761 170038761 Missense_Mutation SNP C T C LRP2 c.G9914A p.R3305H
XH_P36 2 170366973 170366973 Frame_Shift_Ins INS - A - KLHL41 c.686dupA p.E229fs
XH_P36 2 170460581 170460581 Frame_Shift_Del DEL T - T PPIG c.30delT p.C10fs
XH_P36 2 170606130 170606130 Frame_Shift_Ins INS - T - KLHL23 c.1565_1566insT p.T522fs
XH_P36 2 170606131 170606131 Frame_Shift_Ins INS - AGCACAATCCA - KLHL23 _1567insAGCACA p.T522fs
XH_P36 2 172549339 172549339 Frame_Shift_Del DEL A - A DYNC1I2 c.161delA p.E54fs
XH_P36 2 173855617 173855617 Nonsense_Mutation INS - ATGAGGTTTGA - RAPGEF4 _795insATGAGGTR265_A266delinsRX
XH_P36 2 173883474 173883474 Missense_Mutation SNP C T C RAPGEF4 c.C1439T p.A480V
XH_P36 2 175436887 175436887 Missense_Mutation SNP C T C WIPF1 c.G646A p.G216R
XH_P36 2 176995146 176995151 In_Frame_Del DEL GCGGCG - GCGGCG HOXD8 c.52_57del p.18_19del
XH_P36 2 177036404 177036404 Missense_Mutation SNP C T C HOXD3 c.C701T p.T234M
XH_P36 2 179318291 179318291 Nonsense_Mutation INS - AAAAATACAAAGC - DFNB59 ATCTTAAAAATACT52_S53delinsTSX
XH_P36 2 179478981 179478981 Silent SNP A G A TTN c.T21948C p.S7316S
XH_P36 2 179483496 179483496 Missense_Mutation SNP T C T TTN c.A19586G p.Y6529C
XH_P36 2 179536874 179536874 Nonsense_Mutation INS - TAGATGATAGTA - TTN TCAAATATTACTA0383_H10384delinsX
XH_P36 2 179549465 179549465 Nonsense_Mutation INS - GTAGAGTATTA - TTN _28834insTAATA9612_K9613delinsX
XH_P36 2 179574422 179574422 In_Frame_Ins INS - TGAGCATTTCTTA - TTN GATATCATAAGAA298delinsDIIRNAHGYI
XH_P36 2 179575449 179575449 Missense_Mutation SNP C T C TTN c.G24643A p.V8215I
XH_P36 2 179578885 179578885 Nonsense_Mutation INS - TAATAATGTAGTT - TTN AATCAGGAACTAC7590_K7591delinsX
XH_P36 2 179587901 179587901 Missense_Mutation SNP A G A TTN c.T18101C p.I6034T
XH_P36 2 179587903 179587903 Frame_Shift_Ins INS - AGCCTTTC - TTN 8_18099insGAA p.N6033fs
XH_P36 2 179621158 179621158 Missense_Mutation SNP A G A TTN c.T10532C p.V3511A
XH_P36 2 182763804 182763804 Silent SNP C A C SSFA2 c.C9A p.S3S
XH_P36 2 186662103 186662103 Frame_Shift_Del DEL A - A FSIP2 c.10240delA p.K3414fs
XH_P36 2 187615880 187615880 Silent SNP G A G FAM171B c.G744A p.L248L
XH_P36 2 189866275 189866275 Frame_Shift_Del DEL C - C COL3A1 c.2351delC p.A784fs
XH_P36 2 189868745 189868745 Missense_Mutation SNP G A G COL3A1 c.G2699A p.G900D
XH_P36 2 191381108 191381108 Nonsense_Mutation INS - AATAATATTTTGT - NEMP2 GATAAACAAAATY205_S206delinsX
XH_P36 2 200213696 200213696 In_Frame_Ins INS - TCTTTGCAA - SATB2 0_901insTTGCAA.Q301delinsLQRQ
XH_P36 2 202149545 202149545 Missense_Mutation SNP T C T CASP8 c.T764C p.L255S
XH_P36 2 203807528 203807528 Silent SNP C A C CARF c.C108A p.P36P
XH_P36 2 207169621 207169621 Frame_Shift_Ins INS - ATATTCTAATGTC - ZDBF2 0insCATATTCTA p.K123fs
XH_P36 2 207171368 207171368 Frame_Shift_Ins INS - CTTCAGAAGA - ZDBF2 _2117insCTTCAG p.L706fs
XH_P36 2 207172364 207172364 Missense_Mutation SNP G A G ZDBF2 c.G3112A p.G1038S
XH_P36 2 207174428 207174428 Frame_Shift_Del DEL A - A ZDBF2 c.5176delA p.K1726fs
XH_P36 2 207175098 207175098 Nonsense_Mutation INS - GTAACCTT - ZDBF2 46_5847insGTAA949_C1950delinsRX
XH_P36 2 207527743 207527743 Missense_Mutation SNP G T G DYTN c.C1517A p.A506D
XH_P36 2 210840978 210840978 Missense_Mutation SNP G A G UNC80 c.G8525A p.R2842Q
XH_P36 2 217124353 217124353 Nonsense_Mutation INS - ACATCCTGAGT - MARCH4 _915insACTCAGGW305_Q306delinsX
XH_P36 2 218674638 218674638 Nonsense_Mutation INS - TCTACCTTCTCAT - TNS1 806insGATGAGA02_E1603delinsSMRRX
XH_P36 2 218674639 218674639 Missense_Mutation SNP G C G TNS1 c.C4805G p.S1602C
XH_P36 2 219892362 219892362 Missense_Mutation SNP G A G CFAP65 c.C2026T p.R676C
XH_P36 2 219896326 219896326 Missense_Mutation SNP C T C CFAP65 c.G505A p.G169S
XH_P36 2 220083200 220083200 Frame_Shift_Del DEL C - C ABCB6 c.196delG p.A66fs
XH_P36 2 220116337 220116337 Missense_Mutation SNP T C T TUBA4A c.A280G p.T94A
XH_P36 2 223917773 223917773 Silent SNP C T C KCNE4 c.C378T p.D126D
XH_P36 2 233323757 233323757 Silent SNP G A G ALPI c.G1488A p.A496A
XH_P36 2 233410400 233410400 Missense_Mutation SNP C T C CHRNG c.C1528T p.R510C
XH_P36 2 234365952 234365952 Frame_Shift_Del DEL G - G DGKD c.2426delG p.W809fs
XH_P36 2 239057734 239057734 Missense_Mutation SNP A G A KLHL30 c.A1426G p.I476V
XH_P36 2 239258015 239258015 Missense_Mutation SNP C T C TRAF3IP1 c.C1219T p.R407W
XH_P36 2 241885639 241885639 Missense_Mutation SNP C T C CROCC2 c.C2332T p.R778W
XH_P36 2 242179074 242179074 Silent SNP G A G HDLBP c.C2454T p.G818G
XH_P36 3 367670 367670 Silent SNP G A G CHL1 c.G120A p.Q40Q



XH_P36 3 1371501 1371501 Frame_Shift_Del DEL A - A CNTN6 c.934delA p.K312fs
XH_P36 3 5025215 5025215 In_Frame_Ins INS - CAT - BHLHE40 1077_1078insCAp.A359delinsAH
XH_P36 3 5025217 5025217 In_Frame_Ins INS - GGAGAAGTGCTG - BHLHE40 80insTGGAGAAGA360delinsAGEVLV
XH_P36 3 5252820 5252820 Silent SNP G A G EDEM1 c.G1599A p.T533T
XH_P36 3 10382200 10382200 Missense_Mutation SNP C T C ATP2B2 c.G2971A p.V991M
XH_P36 3 12641888 12641888 Frame_Shift_Ins INS - CCTGCCAATTAGG - RAF1 861insCCTAATTG p.S287fs
XH_P36 3 12942841 12942841 Frame_Shift_Del DEL G - G IQSEC1 c.2986delC p.H996fs
XH_P36 3 25654189 25654189 Silent SNP A G A TOP2B c.T3588C p.S1196S
XH_P36 3 25805772 25805772 Frame_Shift_Ins INS - T - NGLY1 c.276dupA p.A93fs
XH_P36 3 27233665 27233665 Frame_Shift_Ins INS - AAATAGTTACATG - NEK10 ATATTGCATGTAA p.M99fs
XH_P36 3 30691872 30691873 Frame_Shift_Del DEL AA - AA TGFBR2 c.374_375del p.E125fs
XH_P36 3 31574563 31574563 Missense_Mutation SNP G A G STT3B c.G73A p.A25T
XH_P36 3 31663787 31663787 Nonsense_Mutation INS - CTGAACTAGATAC - STT3B 1527insCTGAACTN509_L510delinsNX
XH_P36 3 36897022 36897022 Silent SNP C T C TRANK1 c.G4059A p.L1353L
XH_P36 3 38889230 38889230 Nonsense_Mutation INS - CTCTTTCTGATTA - SCN11A AAACATAATCAG444_M1445delinsRX
XH_P36 3 40528589 40528589 Silent SNP T G T ZNF619 c.T456G p.G152G
XH_P36 3 41275758 41275758 Silent SNP G T G CTNNB1 c.G1653T p.T551T
XH_P36 3 41275760 41275760 Frame_Shift_Ins INS - CTAAGGAATACA - CTNNB1 TACTTACTAAGG p.S552fs
XH_P36 3 42680096 42680096 Frame_Shift_Ins INS - AAGATTCTCTTTC - NKTR ATCAGAAAGATTC p.S967fs
XH_P36 3 44636110 44636110 In_Frame_Ins INS - TTTTCCACA - ZNF660 5_426insTTTTCC.A142delinsAFPH
XH_P36 3 44636112 44636112 Frame_Shift_Ins INS - CCTTACAC - ZNF660 27_428insCCTTA p.F143fs
XH_P36 3 44692631 44692631 Silent SNP A G A ZNF35 c.A72G p.E24E
XH_P36 3 45943194 45943194 Missense_Mutation SNP T C T CCR9 c.T878C p.I293T
XH_P36 3 46875151 46875151 Frame_Shift_Del DEL G - G PRSS42 c.230delC p.P77fs
XH_P36 3 47891256 47891256 Missense_Mutation SNP C T C DHX30 c.C3328T p.R1110C
XH_P36 3 48461122 48461122 Frame_Shift_Del DEL C - C PLXNB1 c.2573delG p.G858fs
XH_P36 3 48694444 48694444 Silent SNP C T C CELSR3 c.G4086A p.A1362A
XH_P36 3 49210370 49210370 Silent SNP G A G KLHDC8B c.G168A p.S56S
XH_P36 3 50005145 50005145 Frame_Shift_Del DEL G - G RBM6 c.287delG p.R96fs
XH_P36 3 50155888 50155891 Frame_Shift_Del DEL GAGA - GAGA RBM5 c.2447_2450del p.*816fs
XH_P36 3 50324240 50324240 Missense_Mutation SNP C T C LSMEM2 c.C305T p.A102V
XH_P36 3 50385747 50385747 Splice_Site SNP C T C NPRL2 . .
XH_P36 3 52437315 52437315 Splice_Site SNP C T C BAP1 . .
XH_P36 3 53263342 53263342 Silent SNP G A G TKT c.C1218T p.S406S
XH_P36 3 77623837 77623837 Frame_Shift_Ins INS - TCCTCATAACTAT - ROBO2 TTTCTGTCCTCAT p.Q720fs
XH_P36 3 77657037 77657037 Frame_Shift_Ins INS - C - ROBO2 c.3226dupC p.P1075fs
XH_P36 3 108139971 108139971 Silent SNP G A G MYH15 c.C3853T p.L1285L
XH_P36 3 108229398 108229398 Frame_Shift_Del DEL A - A MYH15 c.40delT p.W14fs
XH_P36 3 111828413 111828413 Silent SNP G A G C3orf52 c.G420A p.S140S
XH_P36 3 112538716 112538716 Silent SNP A G A CD200R1L c.T706C p.L236L
XH_P36 3 112648129 112648129 Missense_Mutation SNP C T C CD200R1 c.G359A p.R120H
XH_P36 3 112989730 112989730 Silent SNP C A C BOC c.C606A p.A202A
XH_P36 3 113377483 113377483 Missense_Mutation SNP T G T USF3 c.A3046C p.N1016H
XH_P36 3 113850142 113850142 Missense_Mutation SNP T C T DRD3 c.A829G p.K277E
XH_P36 3 119962621 119962621 Nonsense_Mutation INS - CTAG - GPR156 c.98_99insCTAG.T33_S34delinsTX
XH_P36 3 119962623 119962623 Nonsense_Mutation INS - GTATTGTGCTAAC - GPR156 nsTAGTTAGCACAp.T33_S34delinsX
XH_P36 3 121208048 121208048 Frame_Shift_Ins INS - GAAGATAGTTTCT - POLQ CCAGATAGAAAC p.T1244fs
XH_P36 3 121208707 121208707 Frame_Shift_Ins INS - GCTAAAAATGTAT - POLQ 071insGATACAT p.K1024fs
XH_P36 3 121208709 121208709 In_Frame_Ins INS - TGAGTG - POLQ 068_3069insCAC.T1023delinsTTQ
XH_P36 3 122943972 122943972 Missense_Mutation SNP G T G SEC22A c.G369T p.K123N
XH_P36 3 126707536 126707536 Missense_Mutation SNP G T G PLXNA1 c.G100T p.G34C
XH_P36 3 130361855 130361855 Nonsense_Mutation SNP C T C COL6A6 c.C5215T p.R1739X
XH_P36 3 132051057 132051057 Missense_Mutation SNP G A G ACPP c.G325A p.V109I
XH_P36 3 132319688 132319688 Frame_Shift_Ins INS - TGTACACATCT - ACKR4 _448insTGTACAC p.G149fs
XH_P36 3 133666246 133666246 Frame_Shift_Ins INS - TCTATTCTTTGCTG - SLCO2A1 sTGTACAGCAAA p.G383fs
XH_P36 3 136019877 136019877 Missense_Mutation SNP G A G PCCB c.G890A p.R297H
XH_P36 3 136240241 136240241 Nonsense_Mutation INS - CCTTTTCATTTAGT - STAG1 CAAAACTAAATGp.L164delinsKTX
XH_P36 3 138739338 138739338 Missense_Mutation SNP C T C PRR23B c.G166A p.A56T
XH_P36 3 142261555 142261555 Frame_Shift_Del DEL A - A ATR c.3402delT p.F1134fs
XH_P36 3 142269109 142269109 In_Frame_Ins INS - TTAAGTTTAAGTG - ATR CAAATCCACTTAA47delinsTQIHLNLSFT
XH_P36 3 143214258 143214258 Frame_Shift_Ins INS - AATGACTTACT - SLC9A9 _1122insAGTAAG p.N374fs
XH_P36 3 148459721 148459721 Frame_Shift_Del DEL T - T AGTR1 c.899delT p.L300fs
XH_P36 3 149485156 149485156 Frame_Shift_Ins INS - AG - ANKUB1 .1292_1293insC p.T431fs
XH_P36 3 153842199 153842199 Frame_Shift_Del DEL A - A ARHGEF26 c.1084delA p.K362fs
XH_P36 3 157816092 157816092 Silent SNP C T C SHOX2 c.G720A p.V240V
XH_P36 3 160231939 160231939 Missense_Mutation SNP C T C KPNA4 c.G1063A p.A355T
XH_P36 3 161221015 161221015 Missense_Mutation SNP A G A OTOL1 c.A719G p.D240G
XH_P36 3 167507164 167507164 Nonsense_Mutation INS - TTTACATATTAAT - SERPINI1 AACAATTTACATA_G84delinsNNNLHINYX
XH_P36 3 170856027 170856027 Missense_Mutation SNP A G A TNIK c.T1474C p.Y492H
XH_P36 3 170856028 170856028 Frame_Shift_Ins INS - TTTTGTTTTTGTTT - TNIK insAAAAAACAAA p.H491fs
XH_P36 3 175042056 175042056 Frame_Shift_Ins INS - T - NAALADL2 c.1033dupT p.T344fs
XH_P36 3 178952085 178952085 Missense_Mutation SNP A G A PIK3CA c.A3140G p.H1047R
XH_P36 3 179690970 179690970 Missense_Mutation SNP G A G PEX5L c.C70T p.R24W
XH_P36 3 183368801 183368801 Frame_Shift_Ins INS - CTTCACCTTTCCA - KLHL24 658insCTTCACCT p.D219fs
XH_P36 3 183368803 183368803 Missense_Mutation SNP A T A KLHL24 c.A659T p.E220V
XH_P36 3 183888195 183888195 Missense_Mutation SNP C G C DVL3 c.C1803G p.S601R
XH_P36 3 193854823 193854823 Missense_Mutation SNP G T G HES1 c.G278T p.R93L
XH_P36 3 194081622 194081622 Nonsense_Mutation INS - CAACCTCA - LRRC15 0_151insTGAGGp.L51_P52delinsX
XH_P36 3 195295892 195295892 Missense_Mutation SNP G A G APOD c.C449T p.A150V
XH_P36 3 195508661 195508661 Missense_Mutation SNP A G A MUC4 c.T9790C p.S3264P
XH_P36 4 154798 154798 Nonsense_Mutation INS - ATCTCCAGTATAT - ZNF718 GTTTTATCTCCAG08_E109delinsHILYIX
XH_P36 4 437209 437209 Silent SNP G A G ZNF721 c.C1047T p.Y349Y
XH_P36 4 515806 515806 In_Frame_Ins INS - TGCGCA - PIGG 423_1424insTGCp.R475delinsLRS
XH_P36 4 961739 961739 Missense_Mutation SNP G A G DGKQ c.C740T p.A247V
XH_P36 4 1719361 1719361 Missense_Mutation SNP C T C TMEM129 c.G722A p.R241Q
XH_P36 4 4304807 4304807 Missense_Mutation SNP G A G ZBTB49 c.G1244A p.R415Q
XH_P36 4 5018651 5018651 Missense_Mutation SNP G A G CYTL1 c.C239T p.S80L
XH_P36 4 8375308 8375308 Missense_Mutation SNP C T C ACOX3 c.G1876A p.V626I
XH_P36 4 20706377 20706377 Frame_Shift_Ins INS - CCCTCTGATT - PACRGL 7_148insCCCTCT p.E49fs
XH_P36 4 25278714 25278714 Missense_Mutation SNP C T C PI4K2B c.C1351T p.R451C
XH_P36 4 39458114 39458114 Nonsense_Mutation INS - TACTTAAGGGTTT - RPL9 GATATAAACCCT101_N102delinsMIX
XH_P36 4 39864524 39864524 Missense_Mutation SNP C T C PDS5A c.G2936A p.R979H
XH_P36 4 41748011 41748028 In_Frame_Del DEL CCGCCGCTGC - GCCGCCGCTGCC PHOX2B c.741_758del p.247_253del
XH_P36 4 47560133 47560133 Silent SNP G A G ATP10D c.G2277A p.L759L
XH_P36 4 48622707 48622707 Missense_Mutation SNP G A G FRYL c.C263T p.T88M
XH_P36 4 57179502 57179502 Frame_Shift_Ins INS - A - KIAA1211 c.495dupA p.P165fs
XH_P36 4 57889645 57889645 Frame_Shift_Ins INS - CACCCTTATTCCA - POLR2B GAATCACACCCTT p.K814fs
XH_P36 4 68488908 68488908 Nonsense_Mutation SNP C T C UBA6 c.G2873A p.W958X



XH_P36 4 70146409 70146409 Frame_Shift_Ins INS - CAAG - UGT2B28 .191_192insCAA p.F64fs
XH_P36 4 70146410 70146410 Frame_Shift_Ins INS - TCTTTCTCATACTT - UGT2B28 CTGTTTCTTTCTCA p.F64fs
XH_P36 4 70720027 70720027 Nonsense_Mutation INS - A - SULT1E1 c.276_277insT .K93_Q94delinsX
XH_P36 4 70720028 70720028 Frame_Shift_Ins INS - CTTTCATTGAATC - SULT1E1 CTATAGATTCAAT p.V92fs
XH_P36 4 71232641 71232641 In_Frame_Ins INS - TGG - SMR3A c.335_336insTGGp.Y112delinsYG
XH_P36 4 71232643 71232643 Frame_Shift_Ins INS - GGGAGAATTCAA - SMR3A insCAGGGAGAA p.P113fs
XH_P36 4 74021478 74021478 Nonsense_Mutation INS - AAAGTGATGTTT - ANKRD17 1insCTAAACATC177_A178delinsHX
XH_P36 4 77065318 77065318 Silent SNP C T C NUP54 c.G279A p.Q93Q
XH_P36 4 80905990 80905990 Frame_Shift_Del DEL C - C ANTXR2 c.1069delG p.A357fs
XH_P36 4 81791254 81791254 Frame_Shift_Del DEL A - A C4orf22 c.441delA p.G147fs
XH_P36 4 83989669 83989669 Frame_Shift_Ins INS - TAAGTTAACTGG - COPS4 insATTTTAAGTTA p.F361fs
XH_P36 4 88537426 88537426 Silent SNP T C T DSPP c.T3612C p.S1204S
XH_P36 4 89653284 89653284 Silent SNP G A G FAM13A c.C1650T p.T550T
XH_P36 4 90857025 90857025 Frame_Shift_Ins INS - ATCATTTAGT - MMRN1 4_2195insATCAT p.M732fs
XH_P36 4 90857027 90857027 In_Frame_Ins INS - CTC - MMRN1 2196_2197insCTp.M732delinsML
XH_P36 4 95173909 95173909 Frame_Shift_Ins INS - A - SMARCAD1 c.1033dupA p.R344fs
XH_P36 4 95191919 95191919 Silent SNP C T C SMARCAD1 c.C232T p.L78L
XH_P36 4 100478535 100478535 Silent SNP G A G TRMT10A c.C387T p.Y129Y
XH_P36 4 107156505 107156505 Frame_Shift_Del DEL T - T TBCK c.1181delA p.N394fs
XH_P36 4 110972797 110972797 Nonsense_Mutation INS - CT - ELOVL6 c.494_495insAGW165_F166delinsX
XH_P36 4 110972799 110972799 In_Frame_Ins INS - GCT - ELOVL6 c.492_493insAGCp.W165delinsSW
XH_P36 4 114275990 114275990 Silent SNP C A C ANK2 c.C6216A p.S2072S
XH_P36 4 114275991 114275991 Frame_Shift_Ins INS - TCCTCTCTGT - ANK2 7_6218insTCCTC p.I2073fs
XH_P36 4 114286281 114286281 Missense_Mutation SNP C T C ANK2 c.C4720T p.R1574C
XH_P36 4 119148049 119148049 Silent SNP C T C NDST3 c.C1731T p.C577C
XH_P36 4 120189503 120189503 Missense_Mutation SNP C A C USP53 c.C1216A p.Q406K
XH_P36 4 134071649 134071649 Frame_Shift_Del DEL C - C PCDH10 c.354delC p.N118fs
XH_P36 4 134072199 134072199 Missense_Mutation SNP G A G PCDH10 c.G904A p.G302R
XH_P36 4 134073341 134073341 Silent SNP C A C PCDH10 c.C2046A p.A682A
XH_P36 4 138442370 138442370 Missense_Mutation SNP C T C PCDH18 c.G3218A p.G1073E
XH_P36 4 138452170 138452170 Missense_Mutation SNP A C A PCDH18 c.T1073G p.L358R
XH_P36 4 145658978 145658978 Frame_Shift_Del DEL A - A HHIP c.1972delA p.K658fs
XH_P36 4 153268210 153268210 Nonsense_Mutation INS - GAAATGCCTCAC - FBXW7 4insAAGTGAGGCV82_P83delinsKX
XH_P36 4 156643278 156643278 Frame_Shift_Ins INS - TCTTAACTCTTTT - GUCY1A3 6insACTTCTTAAC p.T602fs
XH_P36 4 159573185 159573185 Missense_Mutation SNP C T C RXFP1 c.C2108T p.T703M
XH_P36 4 166946559 166946559 Frame_Shift_Ins INS - CTACAAGAATCC - TLL1 nsAACTCTACAA p.R378fs
XH_P36 4 183696222 183696222 Silent SNP C T C TENM3 c.C5220T p.G1740G
XH_P36 4 189022306 189022306 Missense_Mutation SNP C A C TRIML2 c.G384T p.Q128H
XH_P36 5 482774 482774 Silent SNP G A G SLC9A3 c.C1245T p.R415R
XH_P36 5 1212555 1212555 Missense_Mutation SNP G A G SLC6A19 c.G619A p.V207I
XH_P36 5 1882750 1882750 Silent SNP C T C IRX4 c.G12A p.P4P
XH_P36 5 5464054 5464054 Nonsense_Mutation INS - TCTGACACTGAA - ICE1 08insTATCTGAC536_S1537delinsAIX
XH_P36 5 9190436 9190436 Missense_Mutation SNP C T C SEMA5A c.G1216A p.A406T
XH_P36 5 15928091 15928091 Missense_Mutation SNP T C T FBXL7 c.T79C p.S27P
XH_P36 5 16179661 16179661 Silent SNP G A G MARCH11 c.C24T p.G8G
XH_P36 5 23526788 23526788 Frame_Shift_Ins INS - TTCTTTGATCTCT - PRDM9 92insCTTTCTTTG p.Q531fs
XH_P36 5 24492973 24492973 Frame_Shift_Del DEL A - A CDH10 c.1577delT p.F526fs
XH_P36 5 26906213 26906213 In_Frame_Ins INS - ACTTCTCAAATAC - CDH9 sTAGTGTATTTGA222delinsPSVFEKFL
XH_P36 5 32091037 32091037 Missense_Mutation SNP A G A PDZD2 c.A7483G p.K2495E
XH_P36 5 32780891 32780891 Nonsense_Mutation INS - TTCCTAAATTCTTA - NPR3 260insATTCCTAA0_M421delinsAFLNSX
XH_P36 5 36976160 36976160 In_Frame_Ins INS - ATCTGGTGGAAC - NIPBL 2insGATATCTGGN384delinsKISGGTS
XH_P36 5 36985241 36985241 Frame_Shift_Ins INS - GTGC - NIPBL 1959_1960insGT p.Q653fs
XH_P36 5 36985242 36985242 In_Frame_Ins INS - CATTACATTGTTT - NIPBL 961insTCATTACAN654delinsIITLFD
XH_P36 5 37438050 37438050 Silent SNP G A G WDR70 c.G453A p.S151S
XH_P36 5 55237462 55237462 In_Frame_Ins INS - CTACAATTAGTA - IL6ST _2022insTACTAA S674delinsSTNCR
XH_P36 5 55237464 55237464 Nonsense_Mutation INS - TCATGTAGATGG - IL6ST _2020insCCATCTAp.S674delinsPSTX
XH_P36 5 56171053 56171053 Nonsense_Mutation INS - ACACACACGATGA - MAP3K1 82insAAACACACA7_S628delinsIKHTRX
XH_P36 5 61847115 61847115 Frame_Shift_Del DEL T - T IPO11 c.2532delT p.S844fs
XH_P36 5 64867698 64867698 Missense_Mutation SNP G A G PPWD1 c.G86A p.C29Y
XH_P36 5 67589266 67589266 Nonsense_Mutation INS - TACCTTAGTGTA - PIK3R1 TGGCTTACCTTAG5_K56delinsPWLTLVX
XH_P36 5 68651571 68651571 In_Frame_Ins INS - TGTTGTTGTTTGT - AK6 ACAAAACAAACA74delinsETKQTTTIF
XH_P36 5 68716041 68716041 Frame_Shift_Ins INS - CGAC - MARVELD2 .829_830insCGA p.M277fs
XH_P36 5 68716042 68716042 Frame_Shift_Ins INS - TCATGTAGGA - MARVELD2 _831insTCATGTA p.M277fs
XH_P36 5 70766233 70766233 Frame_Shift_Del DEL T - T BDP1 c.931delT p.F311fs
XH_P36 5 71501039 71501039 Silent SNP C A C MAP1B c.C7002A p.S2334S
XH_P36 5 71756466 71756466 Silent SNP G A G ZNF366 c.C858T p.C286C
XH_P36 5 74016556 74016556 Nonsense_Mutation INS - TTCTTAAATGTTA - HEXB nsTTAATTCTTAAp.R533delinsLNSX
XH_P36 5 74134851 74134851 Missense_Mutation SNP T C T FAM169A c.A257G p.Q86R
XH_P36 5 76358967 76358967 Frame_Shift_Del DEL A - A AGGF1 c.2035delA p.K679fs
XH_P36 5 79733694 79733694 Frame_Shift_Ins INS - TCATCTCTTGAAT - ZFYVE16 AAATTTTCATCTCT p.F397fs
XH_P36 5 82816284 82816284 Missense_Mutation SNP T A T VCAN c.T2159A p.V720D
XH_P36 5 82834130 82834130 Frame_Shift_Ins INS - TGGTGAACATT - VCAN _2348insTGGTGA p.R783fs
XH_P36 5 89939712 89939712 In_Frame_Ins INS - AGAGGTGGTATC - ADGRV1 GACAAAAGAGGT2delinsKGQKRWYHFF
XH_P36 5 96062499 96062499 Missense_Mutation SNP C T C CAST c.C23T p.A8V
XH_P36 5 96443159 96443159 Missense_Mutation SNP C T C LIX1 c.G292A p.A98T
XH_P36 5 102895168 102895168 Frame_Shift_Ins INS - TT - NUDT12 c.153_154insAA p.C52fs
XH_P36 5 102895169 102895169 Nonsense_Mutation INS - ATTCGTTAGGAA - NUDT12 CTTGGTTCCTAACM51delinsISLGSX
XH_P36 5 111504782 111504782 In_Frame_Ins INS - TACAGTTCATCA - EPB41L4A 1760insTGATGAR587delinsLMNCS
XH_P36 5 111504784 111504784 Frame_Shift_Ins INS - TTAGTAATAGT - EPB41L4A _1758insACTATT p.I586fs
XH_P36 5 112769886 112769886 Silent SNP G A G TSSK1B c.C651T p.D217D
XH_P36 5 118324039 118324039 Missense_Mutation SNP C A C DTWD2 c.G168T p.W56C
XH_P36 5 121413097 121413097 Missense_Mutation SNP G T G LOX c.C584A p.P195H
XH_P36 5 134050742 134050742 Missense_Mutation SNP G A G SEC24A c.G2756A p.R919H
XH_P36 5 134364858 134364858 Missense_Mutation SNP C T C PITX1 c.G556A p.A186T
XH_P36 5 134367131 134367131 Silent SNP G A G PITX1 c.C237T p.G79G
XH_P36 5 137523102 137523102 Nonstop_Mutation SNP A C A KIF20A c.A2673C p.X891Y
XH_P36 5 138265000 138265000 Silent SNP C T C CTNNA1 c.C516T p.S172S
XH_P36 5 140047894 140047894 Silent SNP T C T WDR55 c.T267C p.A89A
XH_P36 5 140049102 140049102 Frame_Shift_Del DEL A - A WDR55 c.1015delA p.K339fs
XH_P36 5 140207965 140207965 Missense_Mutation SNP G C G PCDHA6 c.G289C p.G97R
XH_P36 5 140230590 140230590 Frame_Shift_Del DEL T - T PCDHA9 c.2510delT p.I837fs
XH_P36 5 140237134 140237134 Missense_Mutation SNP C T C PCDHA10 c.C1501T p.R501C
XH_P36 5 140475658 140475658 Missense_Mutation SNP C G C PCDHB2 c.C1284G p.F428L
XH_P36 5 140595217 140595217 Missense_Mutation SNP G A G PCDHB13 c.G1522A p.A508T
XH_P36 5 140604336 140604336 Missense_Mutation SNP C T C PCDHB14 c.C1259T p.T420M
XH_P36 5 140683367 140683367 Silent SNP C T C SLC25A2 c.G66A p.A22A
XH_P36 5 140769366 140769366 Missense_Mutation SNP C T C PCDHGB4 c.C1915T p.R639C
XH_P36 5 140778721 140778721 Nonsense_Mutation INS - GCTGACTC - PCDHGB5 27_1028insGCTGV343_T344delinsGX



XH_P36 5 140953309 140953309 Frame_Shift_Del DEL G - G DIAPH1 c.2081delC p.P694fs
XH_P36 5 140953564 140953569 In_Frame_Del DEL GGAGGA - GGAGGA DIAPH1 c.1821_1826del p.607_609del
XH_P36 5 143586393 143586393 Missense_Mutation SNP G A G KCTD16 c.G116A p.R39H
XH_P36 5 145547779 145547779 Frame_Shift_Del DEL G - G LARS c.182delC p.P61fs
XH_P36 5 146754725 146754725 Frame_Shift_Del DEL A - A STK32A c.976delA p.K326fs
XH_P36 5 147861099 147861099 Frame_Shift_Del DEL T - T HTR4 c.1170delA p.K390fs
XH_P36 5 148407222 148407222 Silent SNP G T G SH3TC2 c.C2073A p.A691A
XH_P36 5 149460507 149460507 Missense_Mutation SNP C A C CSF1R c.G130T p.G44C
XH_P36 5 149602668 149602668 Silent SNP G A G CAMK2A c.C1317T p.D439D
XH_P36 5 149901203 149901203 Silent SNP C T C NDST1 c.C387T p.G129G
XH_P36 5 154173390 154173390 Frame_Shift_Del DEL C - C LARP1 c.668delC p.A223fs
XH_P36 5 158139199 158139199 Silent SNP G T G EBF1 c.C1419A p.T473T
XH_P36 5 162917426 162917426 Frame_Shift_Del DEL A - A HMMR c.1732delA p.K578fs
XH_P36 5 167841357 167841357 Missense_Mutation SNP G A G WWC1 c.G946A p.A316T
XH_P36 5 168098430 168098430 Silent SNP G A G SLIT3 c.C3921T p.G1307G
XH_P36 5 168149299 168149299 Frame_Shift_Del DEL G - G SLIT3 c.2445delC p.P815fs
XH_P36 5 169129368 169129368 Missense_Mutation SNP G T G DOCK2 c.G1320T p.K440N
XH_P36 5 171523524 171523524 Missense_Mutation SNP C T C STK10 c.G911A p.R304Q
XH_P36 5 171638950 171638950 Frame_Shift_Del DEL A - A UBTD2 c.589delT p.S197fs
XH_P36 5 171765667 171765667 Silent SNP G A G SH3PXD2B c.C2442T p.G814G
XH_P36 5 174868783 174868783 In_Frame_Ins INS - CAAATACATTCCA - DRD1 320insCTGGAATGQ440delinsHWNVFG
XH_P36 5 174869195 174869195 In_Frame_Ins INS - ATGTTT - DRD1 907_908insAAACp.T303delinsKTS
XH_P36 5 175775279 175775279 Silent SNP C T C KIAA1191 c.G297A p.P99P
XH_P36 5 175843200 175843200 Silent SNP C T C CLTB c.G165A p.A55A
XH_P36 5 176813456 176813456 Missense_Mutation SNP G A G SLC34A1 c.G421A p.A141T
XH_P36 5 176863433 176863433 Frame_Shift_Del DEL G - G GRK6 c.1306delG p.G436fs
XH_P36 5 176885292 176885292 Missense_Mutation SNP C T C DBN1 c.G1543A p.V515M
XH_P36 5 177548988 177548988 Missense_Mutation SNP T C T N4BP3 c.T1621C p.S541P
XH_P36 5 178309945 178309945 In_Frame_Ins INS - ATTTTAGGTGTG - ZNF354B _493insATTTTAG G164delinsGILGV
XH_P36 5 178460353 178460353 Frame_Shift_Ins INS - ATTCTTTGCATGC - ZNF879 1405insATTCTTTG p.H468fs
XH_P36 5 179151749 179151749 Frame_Shift_Ins INS - TTACATGTTCATG - CANX TTTTGTTTACATG p.K537fs
XH_P36 6 15374448 15374448 Missense_Mutation SNP C T C JARID2 c.C146T p.A49V
XH_P36 6 21594968 21594968 Missense_Mutation SNP T C T SOX4 c.T203C p.V68A
XH_P36 6 22290504 22290504 Missense_Mutation SNP G A G PRL c.C391T p.R131C
XH_P36 6 24576806 24576806 Nonsense_Mutation INS - GCCTTCAGACTTT - KIAA0319 89insAAAAGTCTp.S463delinsSKVX
XH_P36 6 25606400 25606400 Nonsense_Mutation INS - TTAAGAGTATTTT - CARMIL1 GATGTTTTAAGAG43_S1244delinsSRMFX
XH_P36 6 25606402 25606402 Missense_Mutation SNP A T A CARMIL1 c.A3730T p.S1244C
XH_P36 6 25799032 25799032 Missense_Mutation SNP T C T SLC17A1 c.A1385G p.K462R
XH_P36 6 27861432 27861432 Missense_Mutation SNP C A C HIST1H2BO c.C192A p.N64K
XH_P36 6 28212908 28212908 Frame_Shift_Del DEL T - T ZKSCAN4 c.1159delA p.T387fs
XH_P36 6 28359148 28359148 Frame_Shift_Ins INS - GAAAAATGCTATC - ZSCAN12 9insCTGATAGCA p.C307fs
XH_P36 6 33653236 33653236 Missense_Mutation SNP C T C ITPR3 c.C5408T p.T1803M
XH_P36 6 35426163 35426163 Silent SNP T C T FANCE c.T1059C p.P353P
XH_P36 6 36931061 36931061 Nonsense_Mutation INS - GAGTCTGATGC - PI16 _944insGAGTCTG315_P316delinsRVX
XH_P36 6 41652798 41652798 Nonsense_Mutation SNP G A G TFEB c.C715T p.R239X
XH_P36 6 42073370 42073372 In_Frame_Del DEL AGG - AGG C6orf132 c.2278_2280del p.760_760del
XH_P36 6 42235991 42235991 Missense_Mutation SNP G C G TRERF1 c.C1338G p.S446R
XH_P36 6 42237313 42237313 Missense_Mutation SNP G T G TRERF1 c.C16A p.L6M
XH_P36 6 43307375 43307375 Frame_Shift_Ins INS - AGTGAGA - ZNF318 60_4361insTCTC p.P1454fs
XH_P36 6 43418816 43418816 Missense_Mutation SNP C T C DLK2 c.G502A p.A168T
XH_P36 6 44223300 44223300 Missense_Mutation SNP G A G SLC35B2 c.C43T p.R15C
XH_P36 6 44269193 44269193 Frame_Shift_Del DEL C - C AARS2 c.2607delG p.K869fs
XH_P36 6 46111312 46111312 Nonsense_Mutation INS - TAGGACAAAATA - ENPP4 298insTTAGGAC33_V434delinsFRTKX
XH_P36 6 46111314 46111314 Frame_Shift_Ins INS - TGCTTCTA - ENPP4 99_1300insTGCT p.S433fs
XH_P36 6 46826739 46826739 Frame_Shift_Del DEL C - C ADGRF5 c.2901delG p.G967fs
XH_P36 6 51947326 51947326 Nonsense_Mutation INS - ACGGAGGATGAG - PKHD1 insACTCTCATCC.V49delinsTLILRX
XH_P36 6 52343894 52343894 Silent SNP C T C EFHC1 c.C1338T p.T446T
XH_P36 6 53363590 53363590 Silent SNP T C T GCLC c.A1764G p.V588V
XH_P36 6 56480539 56480539 In_Frame_Ins INS - TCTTCCTAA - DST 5_7726insTTAGG.I2576delinsLGRI
XH_P36 6 56480541 56480541 In_Frame_Ins INS - GGACATGTTTAA - DST _7724insTTAAACS2575delinsFKHVP
XH_P36 6 62995837 62995837 Missense_Mutation SNP T C T KHDRBS2 c.A17G p.Y6C
XH_P36 6 64395565 64395565 Nonsense_Mutation INS - TTTTTCACAGATT - PHF3 943insGTTTTTCAE648delinsGFSQIX
XH_P36 6 66012756 66012756 Missense_Mutation SNP G T G LOC441155 c.G342T p.K114N
XH_P36 6 73952255 73952255 Splice_Site INS - TCATCA - KHDC1 . .
XH_P36 6 76660622 76660622 Nonsense_Mutation INS - TCTTTGTTGTTAT - IMPG1 ATAAAATAACAAC416_G417delinsQX
XH_P36 6 79675743 79675743 Missense_Mutation SNP G A G PHIP c.C3236T p.A1079V
XH_P36 6 80197020 80197020 Frame_Shift_Ins INS - GTGAAGGAAGAA - LCA5 1795insCTTCTTC p.E599fs
XH_P36 6 80751910 80751910 Frame_Shift_Del DEL A - A TTK c.2562delA p.G854fs
XH_P36 6 83847704 83847704 Frame_Shift_Ins INS - TTTAATCGTCTCTT - DOPEY1 917insTTTTAATC p.N1306fs
XH_P36 6 85446693 85446693 In_Frame_Ins INS - ACATATTTTCTTT - TBX18 nsAGAAAAAGAAA512delinsRKRKYVRQ
XH_P36 6 85446694 85446694 Missense_Mutation SNP G T G TBX18 c.C1533A p.N511K
XH_P36 6 86324630 86324630 Frame_Shift_Ins INS - TTTCCCTTTATGTA - SYNCRIP sATATATACATAA p.Q537fs
XH_P36 6 88318837 88318837 Frame_Shift_Ins INS - A - ORC3 c.175dupA p.S58fs
XH_P36 6 89793782 89793782 Frame_Shift_Ins INS - A - PNRC1 c.851_852insA p.F284fs
XH_P36 6 89793784 89793784 Frame_Shift_Ins INS - TTTCTGTCTGTTTA - PNRC1 TTGCTTTTCTGTC p.S285fs
XH_P36 6 90459404 90459404 Frame_Shift_Ins INS - GTAGTAAGAATG - MDN1 AACATTTCATTCT p.T1158fs
XH_P36 6 102074256 102074256 Silent SNP C A C GRIK2 c.C285A p.A95A
XH_P36 6 116263666 116263666 Nonsense_Mutation SNP G A G FRK c.C1429T p.R477X
XH_P36 6 116720492 116720492 Missense_Mutation SNP G A G DSE c.G79A p.E27K
XH_P36 6 116938286 116938286 Frame_Shift_Ins INS - GTCTTGT - RSPH4A 00_501insGTCTT p.S167fs
XH_P36 6 117609822 117609822 In_Frame_Ins INS - TTTGGTTTCAGTT - ROS1 877insCAACTGAA2293delinsQLKPNG
XH_P36 6 118229019 118229019 Frame_Shift_Ins INS - C - SLC35F1 c.131dupC p.S44fs
XH_P36 6 128403762 128403762 Frame_Shift_Ins INS - TTACAAATAGGA - PTPRK nsATCAATCCTAT p.S404fs
XH_P36 6 130031231 130031231 Frame_Shift_Del DEL G - G ARHGAP18 c.51delC p.P17fs
XH_P36 6 134323264 134323264 Missense_Mutation SNP A C A SLC2A12 c.T1571G p.L524R
XH_P36 6 136599393 136599393 Missense_Mutation SNP G A G BCLAF1 c.C620T p.S207F
XH_P36 6 139097330 139097330 Frame_Shift_Del DEL A - A CCDC28A c.343delA p.K115fs
XH_P36 6 142409404 142409404 Missense_Mutation SNP A G A NMBR c.T392C p.V131A
XH_P36 6 142711439 142711439 Missense_Mutation SNP C T C ADGRG6 c.C1183T p.R395C
XH_P36 6 146988003 146988003 Silent SNP G A G ADGB c.G804A p.A268A
XH_P36 6 147136338 147136338 In_Frame_Ins INS - TTCCTTTACCCT - ADGB _4990insTTCCTTK1663delinsKFLYP
XH_P36 6 155153431 155153431 Frame_Shift_Ins INS - G - SCAF8 c.2718_2719insG p.Q906fs
XH_P36 6 155153432 155153432 Frame_Shift_Ins INS - ATTTCAGAATT - SCAF8 _2720insATTTCA p.N907fs
XH_P36 6 155571012 155571012 Missense_Mutation SNP C T C TIAM2 c.C635T p.A212V
XH_P36 6 158508008 158508008 Frame_Shift_Ins INS - C - SYNJ2 c.2620dupC p.R873fs
XH_P36 6 158900956 158900956 Frame_Shift_Ins INS - C - TULP4 c.1201dupC p.L400fs
XH_P36 6 160679514 160679514 Silent SNP G A G SLC22A2 c.C276T p.Y92Y
XH_P36 6 163149397 163149397 Missense_Mutation SNP G T G PACRG c.G130T p.V44F



XH_P36 6 170110415 170110415 Missense_Mutation SNP G T G PHF10 c.C1030A p.Q344K
XH_P36 6 170110416 170110416 Nonsense_Mutation INS - TTTGCTTTATTTC - PHF10 1029insGAAATAA343_Q344delinsRKX
XH_P36 7 1482030 1482030 Silent SNP C T C MICALL2 c.G1509A p.S503S
XH_P36 7 4841442 4841442 Frame_Shift_Del DEL G - G RADIL c.2684delC p.P895fs
XH_P36 7 4862166 4862166 Missense_Mutation SNP C T C RADIL c.G1474A p.A492T
XH_P36 7 5780887 5780887 Missense_Mutation SNP C T C RNF216 c.G761A p.R254Q
XH_P36 7 5781027 5781027 Frame_Shift_Ins INS - AGTTAGCAAGTGA - RNF216 621insTCACTTGC p.E207fs
XH_P36 7 6502731 6502731 Missense_Mutation SNP G A G KDELR2 c.C427T p.R143W
XH_P36 7 6662266 6662266 Missense_Mutation SNP G T G ZNF853 c.G1644T p.K548N
XH_P36 7 7612451 7612451 Frame_Shift_Ins INS - ATCTATCAACATG - MIOS 46insATCTATCAA p.Q115fs
XH_P36 7 12420215 12420215 Frame_Shift_Ins INS - TATTTTTCTTTTTG - VWDE AAAACAAAAAGA p.R229fs
XH_P36 7 13975433 13975433 Frame_Shift_Ins INS - GTCATTTATAAAC - ETV1 0insATGTTTATAA p.S94fs
XH_P36 7 23728890 23728890 Missense_Mutation SNP A T A FAM221A c.A68T p.Y23F
XH_P36 7 24932053 24932053 Frame_Shift_Del DEL T - T OSBPL3 c.39delA p.K13fs
XH_P36 7 27183075 27183075 Missense_Mutation SNP C T C HOXA5 c.G152A p.G51D
XH_P36 7 30705147 30705147 Missense_Mutation SNP G A G CRHR2 c.C421T p.R141W
XH_P36 7 31682378 31682378 Missense_Mutation SNP C T C CCDC129 c.C1394T p.S465F
XH_P36 7 31793063 31793063 Missense_Mutation SNP T C T PDE1C c.A2065G p.M689V
XH_P36 7 37889877 37889877 Frame_Shift_Ins INS - A - NME8 c.10dupA p.S3fs
XH_P36 7 44560659 44560659 Silent SNP C T C NPC1L1 c.G3012A p.S1004S
XH_P36 7 45124001 45124001 Missense_Mutation SNP T C T NACAD c.A1778G p.D593G
XH_P36 7 45141471 45141471 Missense_Mutation SNP G A G TBRG4 c.C1190T p.A397V
XH_P36 7 53103788 53103788 Missense_Mutation SNP G A G POM121L12 c.G424A p.A142T
XH_P36 7 56156631 56156631 Missense_Mutation SNP T C T PHKG1 c.A4G p.T2A
XH_P36 7 57528754 57528754 In_Frame_Ins INS - ATCTTCTCA - ZNF716 7_588insATCTTC.M196delinsISSQ
XH_P36 7 57528755 57528755 Nonsense_Mutation INS - ACTTTTTGGAGT - ZNF716 nsTATCACTTTTTG6_L197delinsMYHFLEX
XH_P36 7 63674391 63674391 Missense_Mutation SNP G A G ZNF735 c.G167A p.G56D
XH_P36 7 64451956 64451956 Nonsense_Mutation SNP C T C ERV3-1 c.G1449A p.W483X
XH_P36 7 70255576 70255576 In_Frame_Ins INS - CCA - AUTS2 3302_3303insCCp.S1101delinsSH
XH_P36 7 70597900 70597900 Missense_Mutation SNP G A G GALNT17 c.G112A p.A38T
XH_P36 7 72436399 72436399 Missense_Mutation SNP C T C TRIM74 c.G290A p.S97N
XH_P36 7 73814818 73814818 Missense_Mutation SNP C T C CLIP2 c.C2894T p.A965V
XH_P36 7 77379007 77379007 Frame_Shift_Ins INS - TTTCTTTTTCTTCT - RSBN1L 1insTTTTTCTTTTT p.P324fs
XH_P36 7 77379009 77379009 Silent SNP A C A RSBN1L c.A972C p.P324P
XH_P36 7 77408086 77408086 Silent SNP C T C RSBN1L c.C2142T p.S714S
XH_P36 7 86813908 86813908 Nonsense_Mutation INS - ACCCTCTGGT - DMTF1 2_753insACCCTCW251_T252delinsX
XH_P36 7 89939531 89939531 Frame_Shift_Del DEL A - A CFAP69 c.2805delA p.P935fs
XH_P36 7 91631743 91631743 Frame_Shift_Ins INS - A - AKAP9 c.2513dupA p.Q838fs
XH_P36 7 91631745 91631745 Frame_Shift_Ins INS - GGTTTTCTTTTCA - AKAP9 2515insGGTTTTC p.Q838fs
XH_P36 7 94037202 94037202 Missense_Mutation SNP C G C COL1A2 c.C638G p.T213R
XH_P36 7 94919558 94919558 Nonsense_Mutation INS - AACTAGTTACATT - PPP1R9A 3217insAACTAGT072_S1073delinsKNX
XH_P36 7 94919560 94919560 Missense_Mutation SNP C G C PPP1R9A c.C3218G p.S1073C
XH_P36 7 99621198 99621198 Silent SNP C T C ZKSCAN1 c.C69T p.I23I
XH_P36 7 99758575 99758575 Frame_Shift_Ins INS - TTCCCCCAGA - GAL3ST4 _437insTCTGGG p.Q146fs
XH_P36 7 100451920 100451920 Missense_Mutation SNP C T C SLC12A9 c.C101T p.A34V
XH_P36 7 100552727 100552727 Missense_Mutation SNP G T G MUC3A c.G3308T p.R1103L
XH_P36 7 100641373 100641373 Missense_Mutation SNP G A G MUC12 c.G7529A p.S2510N
XH_P36 7 100676246 100676246 Missense_Mutation SNP T C T MUC17 c.T1549C p.S517P
XH_P36 7 100677523 100677523 Missense_Mutation SNP A C A MUC17 c.A2826C p.R942S
XH_P36 7 100677944 100677944 Missense_Mutation SNP T C T MUC17 c.T3247C p.S1083P
XH_P36 7 100681171 100681171 Missense_Mutation SNP C A C MUC17 c.C6474A p.D2158E
XH_P36 7 100681172 100681172 Missense_Mutation SNP A G A MUC17 c.A6475G p.R2159G
XH_P36 7 100681278 100681278 Missense_Mutation SNP A C A MUC17 c.A6581C p.N2194T
XH_P36 7 100683382 100683382 Silent SNP T C T MUC17 c.T8685C p.D2895D
XH_P36 7 100683723 100683723 Missense_Mutation SNP G C G MUC17 c.G9026C p.R3009T
XH_P36 7 100730930 100730930 Frame_Shift_Del DEL G - G TRIM56 c.337delG p.G113fs
XH_P36 7 100816663 100816663 Missense_Mutation SNP G A G NAT16 c.C451T p.H151Y
XH_P36 7 102964991 102964991 Frame_Shift_Ins INS - T - DNAJC2 c.590dupA p.N197fs
XH_P36 7 107234511 107234511 Nonsense_Mutation INS - CTCTATAAATGGA - BCAP29 GGTGCTCTATAA_N103delinsSRCSINGHX
XH_P36 7 112407656 112407656 Missense_Mutation SNP T C T TMEM168 c.A1690G p.I564V
XH_P36 7 116397525 116397525 Missense_Mutation SNP C T C MET c.C607T p.H203Y
XH_P36 7 117397929 117397929 Missense_Mutation SNP C A C CTTNBP2 c.G3268T p.G1090C
XH_P36 7 122033359 122033359 Nonsense_Mutation INS - TTTATTTGAGTTT - CADPS2 GCTTAAAAACTCAN971_S972delinsX
XH_P36 7 127978355 127978355 Missense_Mutation SNP G T G RBM28 c.C490A p.L164I
XH_P36 7 128455922 128455922 Silent SNP C T C CCDC136 c.C3300T p.D1100D
XH_P36 7 128485259 128485259 Missense_Mutation SNP C T C FLNC c.C3740T p.A1247V
XH_P36 7 128502976 128502976 Silent SNP G A G ATP6V1F c.G18A p.K6K
XH_P36 7 130040097 130040097 Splice_Site INS - GATAATGTTTGG - CEP41 . .
XH_P36 7 131012702 131012702 Missense_Mutation SNP T G T MKLN1 c.T44G p.L15R
XH_P36 7 131831415 131831415 Missense_Mutation SNP G A G PLXNA4 c.C4909T p.R1637W
XH_P36 7 137569816 137569816 Missense_Mutation SNP C T C CREB3L2 c.G1006A p.G336R
XH_P36 7 138363260 138363260 Silent SNP C T C SVOPL c.G93A p.T31T
XH_P36 7 139724377 139724377 Missense_Mutation SNP A T A PARP12 c.T2089A p.F697I
XH_P36 7 141631618 141631618 Frame_Shift_Ins INS - ATTTTAATAAATG - CLEC5A AGAAAACATTTAT p.L95fs
XH_P36 7 141750074 141750074 In_Frame_Ins INS - TCCTTATGGATGA - MGAM nsCTTTTCCTTAT76delinsSFSLWMNN
XH_P36 7 141795497 141795497 Missense_Mutation SNP C T C MGAM c.C4903T p.R1635W
XH_P36 7 141920186 141920186 Missense_Mutation SNP G A G MGAM2 c.G5875A p.D1959N
XH_P36 7 142565462 142565462 Missense_Mutation SNP C T C EPHB6 c.C971T p.A324V
XH_P36 7 150325284 150325284 Missense_Mutation SNP C T C GIMAP6 c.G178A p.V60I
XH_P36 7 150417615 150417615 Missense_Mutation SNP C T C GIMAP1 c.C523T p.R175C
XH_P36 7 150761288 150761288 Splice_Site SNP G A G SLC4A2 . .
XH_P36 7 151874148 151874148 Frame_Shift_Del DEL T - T KMT2C c.8390delA p.K2797fs
XH_P36 7 151875020 151875020 Frame_Shift_Ins INS - GGCCAGACTT - KMT2C _7518insAAGTC p.Q2506fs
XH_P36 7 151945313 151945313 Silent SNP A G A KMT2C c.T2206C p.L736L
XH_P36 7 152345760 152345760 Frame_Shift_Del DEL A - A XRCC2 c.810delT p.F270fs
XH_P36 7 158527147 158527147 Missense_Mutation SNP C T C ESYT2 c.G2602A p.A868T
XH_P36 7 158937413 158937413 Frame_Shift_Del DEL G - G VIPR2 c.51delC p.P17fs
XH_P36 8 2813125 2813125 Missense_Mutation SNP G A G CSMD1 c.C9980T p.S3327L
XH_P36 8 2824227 2824227 Missense_Mutation SNP T A T CSMD1 c.A8965T p.I2989F
XH_P36 8 3226804 3226804 Silent SNP C G C CSMD1 c.G2871C p.T957T
XH_P36 8 3265726 3265726 Missense_Mutation SNP G A G CSMD1 c.C1766T p.T589M
XH_P36 8 6289099 6289099 Frame_Shift_Del DEL A - A MCPH1 c.313delA p.K105fs
XH_P36 8 7806651 7806651 Missense_Mutation SNP G A G ZNF705B c.G13A p.E5K
XH_P36 8 8234868 8234868 In_Frame_Ins INS - GCCACT - PRAG1 050_1051insAGTp.A351delinsSGA
XH_P36 8 9953753 9953753 Splice_Site SNP G A G MSRA . .
XH_P36 8 10755632 10755632 Missense_Mutation SNP T C T XKR6 c.A1756G p.K586E
XH_P36 8 15998555 15998555 Splice_Site INS - ATGCTCATACCTC - MSR1 . .
XH_P36 8 17402081 17402081 Frame_Shift_Del DEL T - T SLC7A2 c.498delT p.D166fs



XH_P36 8 21981180 21981180 Missense_Mutation SNP G A G HR c.C1897T p.R633W
XH_P36 8 22548022 22548022 Frame_Shift_Del DEL G - G EGR3 c.1014delC p.P338fs
XH_P36 8 23560102 23560102 Silent SNP G A G NKX2-6 c.C768T p.Y256Y
XH_P36 8 36644913 36644913 Frame_Shift_Ins INS - ATATTTCATAAAA - KCNU1 ATTCAATATTTCA p.L95fs
XH_P36 8 37553551 37553551 Silent SNP C T C ZNF703 c.C54T p.S18S
XH_P36 8 37822872 37822872 Silent SNP G A G ADRB3 c.C1116T p.C372C
XH_P36 8 38186894 38186894 Splice_Site SNP A G A NSD3 . .
XH_P36 8 38205127 38205127 Nonsense_Mutation INS - CTGATGACCTCGG - NSD3 insAACCGAGGTCS188_K189delinsX
XH_P36 8 38874860 38874860 Missense_Mutation SNP C A C ADAM9 c.C533A p.S178Y
XH_P36 8 42040260 42040260 Silent SNP G A G PLAT c.C513T p.G171G
XH_P36 8 43037381 43037381 Missense_Mutation SNP C A C HGSNAT c.C1106A p.P369H
XH_P36 8 61736495 61736495 Missense_Mutation SNP C T C CHD7 c.C3298T p.R1100C
XH_P36 8 67417717 67417717 Silent SNP C T C C8orf46 c.C234T p.T78T
XH_P36 8 67873649 67873649 Missense_Mutation SNP C T C TCF24 c.G352A p.G118S
XH_P36 8 68151020 68151020 Missense_Mutation SNP T C T ARFGEF1 c.A3088G p.I1030V
XH_P36 8 72951256 72951256 Nonsense_Mutation INS - ATCAGGACTTTAT - TRPA1 TTTATAATAAAGT13_Y714delinsAGYLX
XH_P36 8 77619814 77619814 Missense_Mutation SNP C T C ZFHX4 c.C2624T p.A875V
XH_P36 8 86019547 86019547 Missense_Mutation SNP C T C LRRCC1 c.C17T p.A6V
XH_P36 8 92030736 92030736 Missense_Mutation SNP C T C TMEM55A c.G368A p.R123Q
XH_P36 8 95895095 95895095 Nonsense_Mutation INS - TGCTTTAAGAGT - CCNE2 AAAGAACTCTTAAD287delinsKSQRTLKAELX
XH_P36 8 98703408 98703408 Frame_Shift_Ins INS - TATGATTGCTTGA - MTDH CATTTCTATGATT p.S347fs
XH_P36 8 99146236 99146236 Silent SNP G A G POP1 c.G795A p.A265A
XH_P36 8 100789078 100789078 Nonsense_Mutation INS - GCCACTGCTCGCT - VPS13B AACTTTGCCACTGV2467delinsRVDSCFTPGX
XH_P36 8 100831011 100831011 Missense_Mutation SNP G T G VPS13B c.G8591T p.R2864M
XH_P36 8 104897908 104897908 Nonsense_Mutation SNP C T C RIMS2 c.C505T p.R169X
XH_P36 8 105361517 105361517 Nonsense_Mutation INS - GGAGAC - DCSTAMP 37_738insGGAG p.Y246delinsX
XH_P36 8 105361519 105361519 Missense_Mutation SNP A T A DCSTAMP c.A739T p.I247F
XH_P36 8 105521191 105521191 Missense_Mutation SNP T G T LRP12 c.A191C p.N64T
XH_P36 8 108970494 108970494 Frame_Shift_Ins INS - AAAAA - RSPO2 228_229insTTTT p.G77fs
XH_P36 8 108970495 108970495 In_Frame_Ins INS - AAGTATTTA - RSPO2 7_228insTAAATAp.E76delinsDKYL
XH_P36 8 110457532 110457532 Frame_Shift_Ins INS - AACTT - PKHD1L1 434_5435insAAC p.V1812fs
XH_P36 8 110464995 110464995 Frame_Shift_Ins INS - G - PKHD1L1 c.6557dupG p.W2186fs
XH_P36 8 110478806 110478806 Splice_Site SNP G T G PKHD1L1 . .
XH_P36 8 110587336 110587336 Silent SNP G A G SYBU c.C1401T p.G467G
XH_P36 8 110986446 110986446 Missense_Mutation SNP A T A KCNV1 c.T172A p.S58T
XH_P36 8 125326260 125326260 Missense_Mutation SNP A G A TMEM65 c.T664C p.F222L
XH_P36 8 125989809 125989809 In_Frame_Ins INS - TTGATAAGG - ZNF572 9_1300insTTGATp.T433delinsTLIR
XH_P36 8 125989810 125989810 In_Frame_Ins INS - TTTCTCCTGTATG - ZNF572 301insTTTTCTCCH434delinsLFSCMY
XH_P36 8 128750864 128750864 Missense_Mutation SNP C T C MYC c.C401T p.P134L
XH_P36 8 133764167 133764167 Missense_Mutation SNP T C T TMEM71 c.A178G p.T60A
XH_P36 8 139606411 139606411 Silent SNP G A G COL22A1 c.C4464T p.P1488P
XH_P36 8 139638440 139638440 Missense_Mutation SNP C T C COL22A1 c.G3710A p.G1237E
XH_P36 8 142151365 142151365 Frame_Shift_Ins INS - GTCGAAGTCTA - DENND3 _326insGTCGAAG p.A109fs
XH_P36 8 143956491 143956491 Missense_Mutation SNP C T C CYP11B1 c.G1280A p.R427H
XH_P36 8 144732584 144732584 Frame_Shift_Ins INS - GA - ZNF623 c.542_543insGA p.C181fs
XH_P36 8 144732585 144732585 Frame_Shift_Ins INS - CTTCC - ZNF623 543_544insCTTC p.C181fs
XH_P36 8 144940503 144940503 Missense_Mutation SNP C T C EPPK1 c.G6919A p.V2307I
XH_P36 8 144998402 144998402 Missense_Mutation SNP G A G PLEC c.C5653T p.R1885C
XH_P36 8 145109481 145109481 Frame_Shift_Del DEL C - C OPLAH c.2669delG p.G890fs
XH_P36 8 145154303 145154303 Missense_Mutation SNP C T C SHARPIN c.G799A p.V267M
XH_P36 8 145650341 145650341 Silent SNP G A G VPS28 c.C288T p.C96C
XH_P36 8 145693999 145693999 Silent SNP G A G KIFC2 c.G969A p.R323R
XH_P36 8 145737394 145737394 Missense_Mutation SNP G A G RECQL4 c.C3293T p.T1098I
XH_P36 9 977357 977357 Missense_Mutation SNP A C A DMRT3 c.A356C p.Q119P
XH_P36 9 1051712 1051712 Frame_Shift_Ins INS - C - DMRT2 c.100dupC p.T33fs
XH_P36 9 2047307 2047307 Missense_Mutation SNP C T C SMARCA2 c.C869T p.A290V
XH_P36 9 5233659 5233659 Missense_Mutation SNP G A G INSL4 c.G202A p.V68M
XH_P36 9 5742994 5742994 Missense_Mutation SNP A G A RIC1 c.A1027G p.T343A
XH_P36 9 5968044 5968044 Frame_Shift_Del DEL T - T KIAA2026 c.2187delA p.K729fs
XH_P36 9 6007719 6007719 Silent SNP G T G KIAA2026 c.C69A p.A23A
XH_P36 9 8524968 8524968 Silent SNP G A G PTPRD c.C627T p.S209S
XH_P36 9 14841546 14841546 Frame_Shift_Ins INS - TTTTGAAAGACTT - FREM1 80insAAAAGTCT p.G594fs
XH_P36 9 14841548 14841548 Nonsense_Mutation INS - TATCTATGTATTC - FREM1 insCACTGAATAC93_G594delinsTLNTX
XH_P36 9 16738425 16738425 Frame_Shift_Ins INS - CACTTCTT - BNC2 1_62insAAGAAG p.L21fs
XH_P36 9 18906821 18906821 Missense_Mutation SNP G A G ADAMTSL1 c.G5093A p.R1698H
XH_P36 9 27220063 27220063 Silent SNP C T C TEK c.C2676T p.C892C
XH_P36 9 27548256 27548256 Missense_Mutation SNP C T C C9orf72 c.G1424A p.R475Q
XH_P36 9 34623991 34623991 Missense_Mutation SNP C T C ARID3C c.G445A p.A149T
XH_P36 9 35091693 35091693 Frame_Shift_Del DEL G - G PIGO c.2191delC p.R731fs
XH_P36 9 35103049 35103049 Silent SNP T G T STOML2 c.A43C p.R15R
XH_P36 9 35105796 35105796 Nonsense_Mutation INS - TTTTAAATTTTTAT - FAM214B CATACATAAAAAT450delinsYICTYIHKNLKINX
XH_P36 9 35404027 35404027 Nonsense_Mutation INS - CAAGATAGAAGT - UNC13B 774insACAAGATA.S1591delinsSTRX
XH_P36 9 35607405 35607405 In_Frame_Ins INS - ACCCAAAGCCCT - TESK1 _620insACCCAAAR207delinsNPKPW
XH_P36 9 35722212 35722212 Frame_Shift_Ins INS - CCTAAGATTCCCA - TLN1 852insTGGGAATC p.K284fs
XH_P36 9 40772354 40772354 Missense_Mutation SNP G A G ZNF658 c.C2921T p.T974M
XH_P36 9 67968558 67968558 Missense_Mutation SNP C T C ANKRD20A1 c.C2117T p.T706I
XH_P36 9 67968560 67968560 Missense_Mutation SNP C A C ANKRD20A1 c.C2119A p.Q707K
XH_P36 9 72965343 72965343 Missense_Mutation SNP G T G SMC5 c.G3121T p.A1041S
XH_P36 9 72965344 72965344 Frame_Shift_Ins INS - TTTCACCTCCA - SMC5 _3123insTTTCAC p.A1041fs
XH_P36 9 73399023 73399023 Silent SNP G A G TRPM3 c.C1146T p.G382G
XH_P36 9 74332948 74332948 Frame_Shift_Ins INS - GCTGAATTTTGAA - TMEM2 TTATCGTTCAAAA p.A709fs
XH_P36 9 84606936 84606936 Silent SNP T C T SPATA31D1 c.T1551C p.P517P
XH_P36 9 84607834 84607834 Missense_Mutation SNP T G T SPATA31D1 c.T2449G p.S817A
XH_P36 9 90582462 90582462 Frame_Shift_Ins INS - G - CDK20 c.892dupC p.H298fs
XH_P36 9 91991856 91991856 Missense_Mutation SNP C T C SEMA4D c.G1774A p.A592T
XH_P36 9 95610784 95610784 Frame_Shift_Ins INS - TTTGGAGCCTATC - ZNF484 177insGATAGGCT p.V59fs
XH_P36 9 96422612 96422612 Frame_Shift_Del DEL A - A PHF2 c.1468delA p.K490fs
XH_P36 9 99381507 99381507 Missense_Mutation SNP T C T CDC14B c.A154G p.I52V
XH_P36 9 100850088 100850088 Silent SNP C T C TRIM14 c.G993A p.A331A
XH_P36 9 105767905 105767905 Missense_Mutation SNP C A C CYLC2 c.C992A p.A331E
XH_P36 9 107298869 107298869 In_Frame_Ins INS - GGCATTTGATCG - OR13C3 226insCGATCAAp.I76delinsRSNAI
XH_P36 9 113192205 113192205 Silent SNP T C T SVEP1 c.A5610G p.T1870T
XH_P36 9 114090063 114090063 Nonsense_Mutation INS - TATGAAGAAATTG - OR2K2 51insGCAATTTCT p.Y217delinsX
XH_P36 9 114449150 114449150 In_Frame_Ins INS - AATATGGCATGTA - C9orf84 sCAATGTTACATG373delinsAMLHAIFHC
XH_P36 9 115932129 115932129 Nonsense_Mutation INS - GTGTCAGGGAAG - FKBP15 _2860insCTTCCCTp.R954delinsLPX
XH_P36 9 116276868 116276868 Silent SNP G A G RGS3 c.G765A p.T255T
XH_P36 9 117139586 117139586 Missense_Mutation SNP C A C AKNA c.G144T p.Q48H
XH_P36 9 117848395 117848395 Nonsense_Mutation SNP G A G TNC c.C1615T p.Q539X



XH_P36 9 117848781 117848781 Missense_Mutation SNP T C T TNC c.A1229G p.N410S
XH_P36 9 127920568 127920568 Nonsense_Mutation SNP G A G PPP6C c.C265T p.R89X
XH_P36 9 130947831 130947831 Nonsense_Mutation SNP G A G CIZ1 c.C511T p.R171X
XH_P36 9 131483691 131483691 Missense_Mutation SNP C T C ZDHHC12 c.G601A p.V201I
XH_P36 9 131709317 131709317 Missense_Mutation SNP G T G DOLK c.C266A p.P89H
XH_P36 9 135277175 135277175 In_Frame_Ins INS - ACAGTCCCAACC - TTF1 4insTGAGGTTGG345delinsVRLGLWK
XH_P36 9 135926232 135926232 Missense_Mutation SNP G A G GTF3C5 c.G113A p.R38H
XH_P36 9 137801701 137801701 Silent SNP C T C FCN1 c.G924A p.A308A
XH_P36 9 138395457 138395457 Silent SNP G A G MRPS2 c.G369A p.T123T
XH_P36 9 139371084 139371084 Silent SNP C T C SEC16A c.G984A p.R328R
XH_P36 9 139390736 139390736 Frame_Shift_Del DEL G - G NOTCH1 c.7455delC p.P2485fs
XH_P36 9 139996032 139996032 Missense_Mutation SNP C T C MAN1B1 c.C1162T p.R388W
XH_P36 9 140001244 140001244 Missense_Mutation SNP C A C MAN1B1 c.C1549A p.R517S
XH_P36 9 140081973 140081973 Missense_Mutation SNP G A G ANAPC2 c.C700T p.R234C
XH_P36 9 140140197 140140197 Silent SNP C T C FAM166A c.G165A p.V55V
XH_P36 10 94773 94773 Missense_Mutation SNP C T C TUBB8 c.G137A p.R46H
XH_P36 10 8019267 8019267 Missense_Mutation SNP G A G TAF3 c.G2296A p.G766S
XH_P36 10 8100708 8100708 Missense_Mutation SNP G A G GATA3 c.G682A p.E228K
XH_P36 10 13481346 13481346 Nonsense_Mutation INS - TCTTGCTTATTTAT - BEND7 CACACATAAATA11_R412delinsTHTX
XH_P36 10 14816335 14816335 Missense_Mutation SNP C T C FAM107B c.G328A p.G110R
XH_P36 10 19981225 19981225 Missense_Mutation SNP G T G MALRD1 c.G6152T p.W2051L
XH_P36 10 20432247 20432247 Missense_Mutation SNP G A G PLXDC2 c.G418A p.V140I
XH_P36 10 25284588 25284588 Missense_Mutation SNP T C T ENKUR c.A248G p.Y83C
XH_P36 10 35484127 35484127 Frame_Shift_Ins INS - TAAACCAT - CREM 10_11insTAAACC p.T4fs
XH_P36 10 44788267 44788267 Frame_Shift_Del DEL C - C C10orf142 c.59delC p.T20fs
XH_P36 10 46999854 46999854 Missense_Mutation SNP C T C GPRIN2 c.C974T p.A325V
XH_P36 10 50732583 50732583 Frame_Shift_Ins INS - GCAGAGGGAGA - ERCC6 _893insTCTCCCT p.A298fs
XH_P36 10 50953853 50953853 Silent SNP G A G OGDHL c.C840T p.V280V
XH_P36 10 52005124 52005124 Missense_Mutation SNP G A G ASAH2 c.C218T p.S73F
XH_P36 10 52005126 52005126 In_Frame_Ins INS - CAAGTAATT - ASAH2 5_216insAATTACp.H72delinsQITC
XH_P36 10 64159513 64159513 Frame_Shift_Del DEL A - A ZNF365 c.1189delA p.K397fs
XH_P36 10 70332889 70332889 Missense_Mutation SNP A G A TET1 c.A794G p.N265S
XH_P36 10 70723214 70723214 Missense_Mutation SNP C T C DDX21 c.C571T p.R191C
XH_P36 10 71142432 71142432 Silent SNP G A G HK1 c.G1359A p.L453L
XH_P36 10 73466731 73466731 Missense_Mutation SNP G A G CDH23 c.G3031A p.E1011K
XH_P36 10 74666426 74666426 Nonsense_Mutation INS - TCCAGTATCATCA - OIT3 18insATCCAGTATp.C206delinsX
XH_P36 10 75435427 75435427 In_Frame_Ins INS - AAAAAGAAACAC - AGAP5 _991insGTGTTTCp.I331delinsVFLFI
XH_P36 10 78729786 78729786 Frame_Shift_Del DEL T - T KCNMA1 c.2132delA p.K711fs
XH_P36 10 81317157 81317157 Silent SNP G T G SFTPA2 c.C585A p.A195A
XH_P36 10 91497459 91497459 Frame_Shift_Ins INS - TGCTCTCAGTCCT - KIF20B 2862insTGCTCTC p.N954fs
XH_P36 10 92617011 92617011 Missense_Mutation SNP C T C HTR7 c.G418A p.V140I
XH_P36 10 93601946 93601946 Frame_Shift_Del DEL A - A TNKS2 c.1857delA p.T619fs
XH_P36 10 93999314 93999314 Missense_Mutation SNP C T C CPEB3 c.G794A p.G265D
XH_P36 10 95093644 95093644 Nonsense_Mutation INS - TCTCATTTTACAG - MYOF 51insACCTGTAAA17_D1518delinsPPVKX
XH_P36 10 98080475 98080475 Missense_Mutation SNP T C T DNTT c.T608C p.F203S
XH_P36 10 98741863 98741863 In_Frame_Ins INS - AGCTGTCTTGATG - LCOR 647insGAGCTGTCP549delinsPSCLDG
XH_P36 10 102242535 102242535 Frame_Shift_Ins INS - G - WNT8B c.1019dupG p.R340fs
XH_P36 10 102749036 102749036 Missense_Mutation SNP C T C TWNK c.C1069T p.R357C
XH_P36 10 103530166 103530166 Missense_Mutation SNP G A G FGF8 c.C343T p.R115C
XH_P36 10 103917038 103917038 Missense_Mutation SNP G A G NOLC1 c.G269A p.S90N
XH_P36 10 103990510 103990510 Frame_Shift_Ins INS - G - PITX3 c.669dupC p.G224fs
XH_P36 10 104404668 104404668 Frame_Shift_Del DEL C - C TRIM8 c.294delC p.G98fs
XH_P36 10 104632345 104632345 Frame_Shift_Ins INS - TAAATCTTATACA - AS3MT ACCACTAAATCTT p.T104fs
XH_P36 10 105233174 105233174 In_Frame_Ins INS - GTCTCAGGCACT - CALHM3 nsCGCAGTGCCTP277delinsPAVPETP
XH_P36 10 114925317 114925317 Frame_Shift_Del DEL A - A TCF7L2 c.1151delA p.E384fs
XH_P36 10 115601182 115601182 Missense_Mutation SNP T C T DCLRE1A c.A2803G p.M935V
XH_P36 10 118427804 118427804 Missense_Mutation SNP A G A C10orf82 c.T20C p.F7S
XH_P36 10 120789359 120789359 Frame_Shift_Ins INS - C - NANOS1 c.47dupC p.A16fs
XH_P36 10 121196221 121196221 Missense_Mutation SNP T C T GRK5 c.T797C p.M266T
XH_P36 10 127541779 127541779 Silent SNP A G A BCCIP c.A936G p.G312G
XH_P36 10 128150079 128150079 Frame_Shift_Ins INS - TCCCCTAA - C10orf90 9_1610insTTAGG p.P537fs
XH_P36 10 128150081 128150081 Frame_Shift_Ins INS - TT - C10orf90 .1607_1608insA p.E536fs
XH_P36 10 128973731 128973731 Missense_Mutation SNP G A G FAM196A c.C929T p.P310L
XH_P36 10 129903319 129903319 Missense_Mutation SNP A G A MKI67 c.T5705C p.V1902A
XH_P36 10 133955443 133955443 Missense_Mutation SNP C T C JAKMIP3 c.C1277T p.T426M
XH_P36 10 134563094 134563094 Missense_Mutation SNP G A G INPP5A c.G614A p.R205H
XH_P36 10 134942117 134942117 Missense_Mutation SNP C T C ADGRA1 c.C494T p.T165M
XH_P36 10 135012703 135012703 Silent SNP G A G KNDC1 c.G2691A p.T897T
XH_P36 10 135176380 135176380 Missense_Mutation SNP C A C ECHS1 c.G865T p.D289Y
XH_P36 11 308213 308213 Silent SNP C A C IFITM2 c.C21A p.T7T
XH_P36 11 618713 618713 Missense_Mutation SNP C T C CDHR5 c.G1828A p.G610S
XH_P36 11 1016425 1016425 Frame_Shift_Ins INS - CCTCTACTACC - MUC6 _6376insGGTAGT p.Q2126fs
XH_P36 11 1016513 1016513 Frame_Shift_Ins INS - ATCGCCTTCTG - MUC6 _6288insCAGAAG p.Q2096fs
XH_P36 11 2432968 2432968 Missense_Mutation SNP C T C TRPM5 c.G2504A p.R835H
XH_P36 11 3114178 3114178 Missense_Mutation SNP C T C OSBPL5 c.G1847A p.R616Q
XH_P36 11 3848989 3848989 Missense_Mutation SNP C T C RHOG c.G380A p.R127Q
XH_P36 11 4661623 4661623 Silent SNP C A C OR51D1 c.C603A p.S201S
XH_P36 11 4881339 4881339 Silent SNP G A G OR51H1 c.C456T p.T152T
XH_P36 11 5275557 5275557 Missense_Mutation SNP A G A HBG2 c.T280C p.C94R
XH_P36 11 5364256 5364256 Missense_Mutation SNP A G A OR51B5 c.T499C p.C167R
XH_P36 11 5686526 5686526 Missense_Mutation SNP C T C TRIM5 c.G995A p.R332Q
XH_P36 11 5878544 5878544 Frame_Shift_Ins INS - TATCTCTCTTGTT - OR52E8 insGTAACAAGAG p.I130fs
XH_P36 11 6472654 6472654 In_Frame_Ins INS - AAGATTCTGCTT - TRIM3 1191insAAGCAG.E397delinsESRIL
XH_P36 11 7817937 7817937 Frame_Shift_Ins INS - GTGGTGTCTGTG - OR5P2 3insAACACAGAC p.C185fs
XH_P36 11 7960556 7960556 Frame_Shift_Ins INS - CTTACAC - OR10A3 11_512insGTGTA p.P171fs
XH_P36 11 9861142 9861142 Missense_Mutation SNP G A G SBF2 c.C3358T p.R1120C
XH_P36 11 12316345 12316353 In_Frame_Del DEL CTCCTCCTC - CTCCTCCTC MICALCL c.1367_1375del p.456_459del
XH_P36 11 14498554 14498554 Nonsense_Mutation SNP G A G COPB1 c.C1366T p.R456X
XH_P36 11 17758073 17758073 Missense_Mutation SNP G A G KCNC1 c.G524A p.R175H
XH_P36 11 18428876 18428876 Frame_Shift_Ins INS - GACTTACAGTCTC - LDHA CCAAGACTTACA p.L260fs
XH_P36 11 20066788 20066788 Silent SNP C T C NAV2 c.C732T p.L244L
XH_P36 11 20181600 20181600 Missense_Mutation SNP G A G DBX1 c.C271T p.R91W
XH_P36 11 20676326 20676326 Missense_Mutation SNP G A G SLC6A5 c.G1604A p.R535H
XH_P36 11 27520343 27520343 Frame_Shift_Ins INS - TG - LIN7C c.446_447insCA p.E149fs
XH_P36 11 27520345 27520345 Frame_Shift_Ins INS - TTATAAATGCCTA - LIN7C nsAAAATAGGCAT p.E149fs
XH_P36 11 30255300 30255300 Nonsense_Mutation SNP C T C FSHB c.C343T p.R115X
XH_P36 11 32608690 32608690 Frame_Shift_Ins INS - ACAATCTCAAATT - EIF3M 76insCACAATCTC p.D59fs
XH_P36 11 32635937 32635937 Frame_Shift_Ins INS - AAGA - CCDC73 1926_1927insTC p.Q643fs



XH_P36 11 32635939 32635939 In_Frame_Ins INS - ATAAAAATGTCCA - CCDC73 nsACTATGGACA642delinsYYGHFYLS
XH_P36 11 33308862 33308862 Frame_Shift_Ins INS - AAGAAAAT - HIPK3 2_903insAAGAA p.P301fs
XH_P36 11 33308864 33308864 Frame_Shift_Ins INS - AGGAC - HIPK3 904_905insAGGA p.I302fs
XH_P36 11 33596351 33596351 Missense_Mutation SNP T G T KIAA1549L c.T3443G p.I1148S
XH_P36 11 34489930 34489930 Silent SNP C T C CAT c.C1422T p.I474I
XH_P36 11 43425610 43425613 Frame_Shift_Del DEL GAGT - GAGT TTC17 c.1395_1398del p.Q465fs
XH_P36 11 45671512 45671512 Missense_Mutation SNP C G C CHST1 c.G962C p.G321A
XH_P36 11 47261725 47261725 Missense_Mutation SNP C T C ACP2 c.G1025A p.R342Q
XH_P36 11 47611863 47611863 Missense_Mutation SNP C T C C1QTNF4 c.G500A p.R167H
XH_P36 11 48347449 48347449 Frame_Shift_Del DEL A - A OR4C3 c.957delA p.V319fs
XH_P36 11 55798310 55798310 Missense_Mutation SNP G A G OR5AS1 c.G416A p.R139K
XH_P36 11 55860958 55860958 Frame_Shift_Ins INS - TAATCAAATT - OR8I2 5_176insTAATCA p.M59fs
XH_P36 11 55860960 55860960 In_Frame_Ins INS - ACT - OR8I2 c.177_178insACTp.M59delinsMT
XH_P36 11 56237708 56237708 Frame_Shift_Ins INS - T - OR5M3 c.265dupA p.T89fs
XH_P36 11 57310811 57310811 Frame_Shift_Ins INS - TGTCTCTGTCATT - SMTNL1 697insTGTCTCTG p.A232fs
XH_P36 11 60506456 60506456 Missense_Mutation SNP C A C MS4A18 c.C610A p.L204I
XH_P36 11 61018732 61018732 Silent SNP C T C PGA5 c.C1146T p.V382V
XH_P36 11 62289913 62289913 Silent SNP T A T AHNAK c.A11976T p.P3992P
XH_P36 11 62295576 62295576 Missense_Mutation SNP G A G AHNAK c.C6313T p.L2105F
XH_P36 11 63277289 63277289 Missense_Mutation SNP C T C LGALS12 c.C295T p.R99W
XH_P36 11 64037690 64037690 Frame_Shift_Del DEL G - G BAD c.498delC p.P166fs
XH_P36 11 64572093 64572093 Frame_Shift_Del DEL G - G MEN1 c.1561delC p.R521fs
XH_P36 11 64596977 64596977 Silent SNP G A G CDC42BPG c.C3933T p.H1311H
XH_P36 11 65307555 65307555 Frame_Shift_Del DEL C - C LTBP3 c.3314delG p.R1105fs
XH_P36 11 65396411 65396411 Silent SNP C T C PCNX3 c.C3933T p.R1311R
XH_P36 11 65733371 65733371 Missense_Mutation SNP C T C SART1 c.C752T p.A251V
XH_P36 11 65780794 65780794 Missense_Mutation SNP C T C CST6 c.C373T p.R125C
XH_P36 11 66083251 66083251 Silent SNP C T C CD248 c.G1248A p.E416E
XH_P36 11 66999319 66999319 Frame_Shift_Ins INS - CTCCAAATCTACC - KDM2A 68insAACTCCAAA p.F456fs
XH_P36 11 67072394 67072394 Silent SNP C A C SSH3 c.C255A p.S85S
XH_P36 11 67187007 67187007 Missense_Mutation SNP G A G CARNS1 c.G533A p.R178H
XH_P36 11 67258296 67258296 Missense_Mutation SNP C T C AIP c.C817T p.R273C
XH_P36 11 67261809 67261809 Missense_Mutation SNP G A G PITPNM1 c.C2762T p.A921V
XH_P36 11 67264838 67264838 Silent SNP G A G PITPNM1 c.C2010T p.P670P
XH_P36 11 67800693 67800693 Silent SNP A G A NDUFS8 c.A315G p.P105P
XH_P36 11 68080214 68080214 In_Frame_Ins INS - GCT - LRP5 c.32_33insGCT p.P11delinsPL
XH_P36 11 68334537 68334537 Missense_Mutation SNP G A G PPP6R3 c.G1031A p.R344Q
XH_P36 11 68517872 68517872 Frame_Shift_Del DEL C - C TESMIN c.257delG p.G86fs
XH_P36 11 70319341 70319341 Frame_Shift_Ins INS - TCACTTA - SHANK2 18_3419insTAAG p.A1140fs
XH_P36 11 71195477 71195477 Missense_Mutation SNP C T C NADSYN1 c.C1439T p.A480V
XH_P36 11 71712654 71712654 Frame_Shift_Del DEL G - G IL18BP c.563delG p.W188fs
XH_P36 11 71727133 71727133 Missense_Mutation SNP C A C NUMA1 c.G1416T p.Q472H
XH_P36 11 75623053 75623053 Missense_Mutation SNP G A G UVRAG c.G563A p.R188H
XH_P36 11 82966931 82966931 Frame_Shift_Del DEL A - A ANKRD42 c.1509delA p.V503fs
XH_P36 11 83676491 83676491 In_Frame_Ins INS - ATACTTCAGAGG - DLG2 sTACTCCCTCTGA203delinsDTPSEVFP
XH_P36 11 85420388 85420388 Frame_Shift_Del DEL T - T SYTL2 c.279delA p.K93fs
XH_P36 11 88583231 88583231 Missense_Mutation SNP C T C GRM5 c.G754A p.A252T
XH_P36 11 89223652 89223652 Missense_Mutation SNP A G A NOX4 c.T127C p.Y43H
XH_P36 11 89447527 89447527 Frame_Shift_Ins INS - ATCAGCTATTCTG - TRIM77 TCCTTATCAGCTA p.L225fs
XH_P36 11 89914834 89914834 Nonsense_Mutation INS - TAGAAAATATAA - NAALAD2 AATTAGTAGAAA602_F603delinsDPX
XH_P36 11 92532469 92532469 Missense_Mutation SNP C T C FAT3 c.C6290T p.A2097V
XH_P36 11 94599175 94599175 Missense_Mutation SNP G A G AMOTL1 c.G2180A p.R727H
XH_P36 11 95546700 95546700 Nonsense_Mutation SNP C T C CEP57 c.C451T p.R151X
XH_P36 11 101323754 101323754 Missense_Mutation SNP C A C TRPC6 c.G2728T p.A910S
XH_P36 11 101833918 101833918 In_Frame_Ins INS - TGACTGTTTTCAG - CEP126 nsTGAATGACTGT718delinsVNDCFQHC
XH_P36 11 102587116 102587116 Frame_Shift_Ins INS - ATCGGAATTTTTT - MMP8 nsTATAAAAAATT p.P273fs
XH_P36 11 102661218 102661218 In_Frame_Ins INS - TTTAGAATGTAG - MMP1 AAAGGGCTACATdelinsYQYKKGYILNSKKIC
XH_P36 11 108384793 108384793 Frame_Shift_Del DEL A - A EXPH5 c.877delT p.W293fs
XH_P36 11 113694379 113694379 Frame_Shift_Ins INS - CT - USP28 c.231_232insAG p.C78fs
XH_P36 11 115109355 115109355 Missense_Mutation SNP A C A CADM1 c.T289G p.F97V
XH_P36 11 118526386 118526386 Missense_Mutation SNP C T C PHLDB1 c.C3805T p.R1269C
XH_P36 11 119216273 119216273 Frame_Shift_Del DEL G - G MFRP c.498delC p.P166fs
XH_P36 11 121000749 121000749 Missense_Mutation SNP C A C TECTA c.C2770A p.L924M
XH_P36 11 121475863 121475863 Missense_Mutation SNP G T G SORL1 c.G4693T p.A1565S
XH_P36 11 123448124 123448124 Missense_Mutation SNP C T C GRAMD1B c.C73T p.R25W
XH_P36 11 123814451 123814451 Frame_Shift_Ins INS - CTGACTTC - OR6T1 4_95insGAAGTC p.M32fs
XH_P36 11 124266349 124266349 Missense_Mutation SNP A G A OR8B3 c.T899C p.L300P
XH_P36 11 124637789 124637789 Frame_Shift_Ins INS - GGAA - MSANTD2 .272_273insTTC p.N91fs
XH_P36 11 124637790 124637790 In_Frame_Ins INS - GTTGTTCAA - MSANTD2 1_272insTTGAACp.N91delinsIEQH
XH_P36 11 124845049 124845049 Frame_Shift_Del DEL A - A CCDC15 c.574delA p.K192fs
XH_P36 11 125221249 125221249 Silent SNP G A G PKNOX2 c.G48A p.T16T
XH_P36 12 2907038 2907041 Splice_Site DEL GTGA - GTGA FKBP4 . .
XH_P36 12 4735969 4735969 Missense_Mutation SNP G A G AKAP3 c.C2099T p.S700F
XH_P36 12 4766968 4766968 Missense_Mutation SNP G A G NDUFA9 c.G373A p.V125M
XH_P36 12 6131192 6131192 Missense_Mutation SNP A G A VWF c.T3548C p.L1183P
XH_P36 12 9221371 9221371 Missense_Mutation SNP G A G A2M c.C3881T p.P1294L
XH_P36 12 10762506 10762506 In_Frame_Ins INS - TTAATTTTA - MAGOHB 9_50insTAAAATTp.K17delinsIKLK
XH_P36 12 10762508 10762508 Frame_Shift_Ins INS - TCTT - MAGOHB c.47_48insAAGA p.L16fs
XH_P36 12 11286385 11286385 Nonsense_Mutation INS - TCATATCAGTTTG - TAS2R30 9insTACAAACTGA53_W154delinsVTNX
XH_P36 12 12814973 12814973 Missense_Mutation SNP G A G GPR19 c.C410T p.T137M
XH_P36 12 13238177 13238177 Frame_Shift_Ins INS - CA - GSG1 c.485_486insTG p.Y162fs
XH_P36 12 13238179 13238179 Splice_Site INS - CTGTCTCTG - GSG1 . .
XH_P36 12 18876416 18876416 Missense_Mutation SNP T A T PLCZ1 c.A196T p.I66F
XH_P36 12 26752988 26752988 In_Frame_Ins INS - GTG - ITPR2 3732_3733insCAp.F1245delinsHF
XH_P36 12 26752989 26752989 Frame_Shift_Ins INS - ATATCTTTTTTTT - ITPR2 3732insAAAAAAA p.N1244fs
XH_P36 12 30805220 30805220 Nonsense_Mutation INS - ATATTTTTTCATTT - IPO8 sAATACAAATGAA488_M489delinsKYKX
XH_P36 12 30863059 30863059 Missense_Mutation SNP A G A CAPRIN2 c.T2159C p.L720P
XH_P36 12 40672017 40672017 Missense_Mutation SNP G A G LRRK2 c.G2195A p.G732E
XH_P36 12 42523647 42523648 Frame_Shift_Del DEL TT - TT GXYLT1 c.227_228del p.K76fs
XH_P36 12 43862460 43862460 Nonsense_Mutation INS - TTATTAGTGTAAT - ADAMTS20 insGAAAATTACA89_N390delinsRKLHX
XH_P36 12 44149036 44149036 Frame_Shift_Ins INS - TTAGAAGATGGA - PUS7L insCTTCCATCTTC p.T5fs
XH_P36 12 48141379 48141379 Nonsense_Mutation SNP G A G RAPGEF3 c.C1378T p.R460X
XH_P36 12 49521893 49521893 Missense_Mutation SNP G A G TUBA1B c.C1204T p.R402C
XH_P36 12 50747903 50747903 Frame_Shift_Ins INS - AGCAACCCTTGT - FAM186A 2insAAACACAAGG p.E904fs
XH_P36 12 50747905 50747905 Nonsense_Mutation INS - ATTT - FAM186A 2709_2710insAAE904_E905delinsKX
XH_P36 12 51399180 51399180 Missense_Mutation SNP C T C SLC11A2 c.G211A p.G71R
XH_P36 12 52684997 52684997 Missense_Mutation SNP C T C KRT81 c.G253A p.E85K
XH_P36 12 53038849 53038849 Missense_Mutation SNP C T C KRT2 c.G1874A p.S625N



XH_P36 12 53162773 53162775 In_Frame_Del DEL ACT - ACT KRT76 c.1639_1641del p.547_547del
XH_P36 12 56398615 56398615 Missense_Mutation SNP G A G SUOX c.G1442A p.R481H
XH_P36 12 56494905 56494905 Missense_Mutation SNP C T C ERBB3 c.C3262T p.P1088S
XH_P36 12 56558476 56558476 Missense_Mutation SNP A T A SMARCC2 c.T3179A p.M1060K
XH_P36 12 56558477 56558477 In_Frame_Ins INS - CCTTGCCTC - SMARCC2 7_3178insGAGGCM1060delinsEARM
XH_P36 12 56559113 56559113 Frame_Shift_Del DEL G - G SMARCC2 c.3128delC p.P1043fs
XH_P36 12 56572601 56572601 Missense_Mutation SNP G A G SMARCC2 c.C1172T p.T391M
XH_P36 12 56661723 56661723 Missense_Mutation SNP G T G COQ10A c.G184T p.G62W
XH_P36 12 56994169 56994169 Nonsense_Mutation SNP C A C BAZ2A c.G4708T p.G1570X
XH_P36 12 57389231 57389231 Missense_Mutation SNP C T C GPR182 c.C238T p.R80C
XH_P36 12 57906594 57906594 Frame_Shift_Ins INS - GTCCCTTC - MARS 14_1815insGTCC p.D605fs
XH_P36 12 57911097 57911097 Silent SNP T C T DDIT3 c.A162G p.S54S
XH_P36 12 58025103 58025103 Frame_Shift_Del DEL C - C B4GALNT1 c.263delG p.G88fs
XH_P36 12 63087738 63087738 Frame_Shift_Ins INS - G - PPM1H c.1114dupC p.L372fs
XH_P36 12 64055225 64055225 Missense_Mutation SNP C A C DPY19L2 c.G487T p.A163S
XH_P36 12 65226072 65226072 Nonsense_Mutation INS - ATTTTCAAAAATA - TBC1D30 ACAATATTTTCAA_D195delinsGKQYFQKX
XH_P36 12 65226073 65226073 Missense_Mutation SNP G T G TBC1D30 c.G583T p.D195Y
XH_P36 12 71834023 71834023 Missense_Mutation SNP C A C LGR5 c.C163A p.L55M
XH_P36 12 75687029 75687029 Missense_Mutation SNP T A T CAPS2 c.A974T p.K325I
XH_P36 12 75804272 75804272 Missense_Mutation SNP C T C GLIPR1L2 c.C293T p.T98M
XH_P36 12 77244718 77244718 Nonsense_Mutation INS - ATACATGAATT - ZDHHC17 _1853insATACAT618_I619delinsNTX
XH_P36 12 78400815 78400815 Frame_Shift_Ins INS - GTTAAAACCTTCC - NAV3 8insACTGTTAAAA p.T499fs
XH_P36 12 78515938 78515938 In_Frame_Ins INS - AAG - NAV3 3968_3969insAAp.I1323delinsIR
XH_P36 12 78593137 78593137 Missense_Mutation SNP A G A NAV3 c.A6475G p.T2159A
XH_P36 12 88487681 88487681 Nonsense_Mutation DEL T - T CEP290 c.3175delA p.I1059X
XH_P36 12 88589253 88589253 Frame_Shift_Ins INS - GATTGTGTTTTCC - TMTC3 2573insGATTGTG p.I858fs
XH_P36 12 89745700 89745700 Silent SNP G A G DUSP6 c.C117T p.C39C
XH_P36 12 89997947 89997947 Silent SNP G A G ATP2B1 c.C2619T p.G873G
XH_P36 12 91498041 91498041 Silent SNP G T G LUM c.C918A p.I306I
XH_P36 12 91498042 91498042 Nonsense_Mutation INS - AATTTAGTGTTTT - LUM ATAAAAAAACACT306_K307delinsKX
XH_P36 12 93173078 93173078 Splice_Site INS - CTTCCTTTTTCAC - EEA1 . .
XH_P36 12 94543030 94543030 Frame_Shift_Del DEL C - C PLXNC1 c.283delC p.P95fs
XH_P36 12 94797019 94797019 Nonsense_Mutation INS - GGTGCGTTTCTTT - CEP83 AAAATAAAGAAA p.L115delinsX
XH_P36 12 97186181 97186181 Silent SNP G A G CFAP54 c.G8754A p.T2918T
XH_P36 12 101473003 101473003 Nonsense_Mutation SNP C T C ANO4 c.C1345T p.R449X
XH_P36 12 104697824 104697824 Missense_Mutation SNP C T C EID3 c.C112T p.R38C
XH_P36 12 107236579 107236579 Frame_Shift_Ins INS - CACTT - RIC8B 001_1002insCAC p.E334fs
XH_P36 12 107236581 107236581 Frame_Shift_Ins INS - CACTTACTATG - RIC8B _1004insCACTTA p.K335fs
XH_P36 12 108169390 108169390 Missense_Mutation SNP C T C ASCL4 c.C398T p.A133V
XH_P36 12 108954836 108954836 Missense_Mutation SNP G T G SART3 c.C95A p.A32D
XH_P36 12 109536183 109536183 Missense_Mutation SNP C T C UNG c.C52T p.P18S
XH_P36 12 113445730 113445730 Missense_Mutation SNP G A G OAS2 c.G1877A p.S626N
XH_P36 12 117217097 117217097 Missense_Mutation SNP G A G RNFT2 c.G826A p.A276T
XH_P36 12 118681299 118681299 Nonsense_Mutation INS - GTTATCAGTATTT - TAOK3 5insTTAAATACTG72_V73delinsVKYX
XH_P36 12 118681301 118681301 Missense_Mutation SNP C A C TAOK3 c.G213T p.K71N
XH_P36 12 120760118 120760118 Nonsense_Mutation INS - TATTTATTTTTTC - PLA2G1B nsCTAGAAAAAAT9_N110delinsLEKINTX
XH_P36 12 123875311 123875311 Silent SNP C T C KMT5A c.C96T p.A32A
XH_P36 12 124832387 124832387 Silent SNP G A G NCOR2 c.C4026T p.R1342R
XH_P36 12 124887093 124887093 In_Frame_Ins INS - TGT - NCOR2 1493_1494insACp.Q498delinsQQ
XH_P36 12 125396488 125396488 Silent SNP T C T UBC c.A1830G p.Q610Q
XH_P36 12 125397037 125397037 Silent SNP C T C UBC c.G1281A p.G427G
XH_P36 12 125397439 125397439 Silent SNP A G A UBC c.T879C p.S293S
XH_P36 12 130647740 130647740 Missense_Mutation SNP T G T FZD10 c.T253G p.F85V
XH_P36 12 130830392 130830392 Missense_Mutation SNP G T G PIWIL1 c.G285T p.Q95H
XH_P36 12 130830394 130830394 In_Frame_Ins INS - AACAAT - PIWIL1 287_288insAACAp.N96delinsKTI
XH_P36 12 130935836 130935836 Silent SNP C T C RIMBP2 c.G357A p.R119R
XH_P36 12 131620642 131620642 Silent SNP C T C ADGRD1 c.C2328T p.G776G
XH_P36 12 133327262 133327262 Frame_Shift_Del DEL T - T ANKLE2 c.814delA p.T272fs
XH_P36 12 133463877 133463877 Missense_Mutation SNP G T G CHFR c.C38A p.P13Q
XH_P36 12 133696963 133696963 Silent SNP T C T ZNF891 c.A1542G p.K514K
XH_P36 13 20244471 20244471 In_Frame_Ins INS - CTGGAAAAGACT - MPHOSPH8 2426insCTGGAAL809delinsPGKDL
XH_P36 13 20333558 20333558 Frame_Shift_Ins INS - GTCTACATGGAA - PSPC1 5insCATTCCATG p.T225fs
XH_P36 13 25670813 25670813 Silent SNP C T C PABPC3 c.C477T p.N159N
XH_P36 13 26542799 26542799 Missense_Mutation SNP G A G ATP8A2 c.G3164A p.R1055Q
XH_P36 13 26789433 26789433 Nonsense_Mutation SNP G A G RNF6 c.C586T p.R196X
XH_P36 13 27216440 27216440 Silent SNP G A G WASF3 c.G33A p.R11R
XH_P36 13 28712860 28712910 In_Frame_Del DEL CCCCGCCGGG - GCCCCGCCGGGG PAN3 c.66_116del p.22_39del
XH_P36 13 30801573 30801573 Frame_Shift_Del DEL T - T KATNAL1 c.1123delA p.R375fs
XH_P36 13 31714404 31714404 Nonsense_Mutation INS - AGAGAACCTATCA - HSPH1 AAATATTTGATAG7_A558delinsKYLIGSLFX
XH_P36 13 32910998 32910998 Frame_Shift_Ins INS - AATGTTGTACTG - BRCA2 sTTTTGAATGTTG p.P836fs
XH_P36 13 33344888 33344888 Frame_Shift_Del DEL A - A PDS5B c.4161delA p.P1387fs
XH_P36 13 36905543 36905543 Missense_Mutation SNP C T C SPG20 c.G1001A p.R334Q
XH_P36 13 39265390 39265390 Silent SNP G A G FREM2 c.G3909A p.T1303T
XH_P36 13 40175192 40175192 Silent SNP C T C LHFP c.G162A p.V54V
XH_P36 13 45008838 45008838 Frame_Shift_Del DEL G - G TSC22D1 c.185delC p.P62fs
XH_P36 13 46632361 46632361 Missense_Mutation SNP A G A CPB2 c.T841C p.F281L
XH_P36 13 52604544 52604544 Frame_Shift_Ins INS - C - UTP14C c.1604_1605insC p.Q535fs
XH_P36 13 52604545 52604545 Missense_Mutation SNP G C G UTP14C c.G1605C p.Q535H
XH_P36 13 52639565 52639565 Missense_Mutation SNP C T C NEK5 c.G2105A p.S702N
XH_P36 13 53421509 53421509 Missense_Mutation SNP C T C PCDH8 c.G1063A p.A355T
XH_P36 13 77529556 77529556 Missense_Mutation SNP C T C ACOD1 c.C355T p.P119S
XH_P36 13 77641983 77641983 Nonsense_Mutation INS - TGATTTTCAATTC - MYCBP2 8insCCTGGAATT63_R4064delinsTWNX
XH_P36 13 84454271 84454271 Missense_Mutation SNP C T C SLITRK1 c.G1372A p.A458T
XH_P36 13 92560239 92560239 Frame_Shift_Ins INS - TA - GPC5 .1329_1330insT p.N443fs
XH_P36 13 92560240 92560240 Nonsense_Mutation INS - TGTTTTTTGATAC - GPC5 331insTTGTTTTTT444_E445delinsLVFX
XH_P36 13 95121040 95121040 Frame_Shift_Del DEL A - A DCT c.555delT p.F185fs
XH_P36 13 98828558 98828558 Silent SNP C T C RNF113B c.G933A p.L311L
XH_P36 13 99091450 99091450 Silent SNP G A G FARP1 c.G2433A p.T811T
XH_P36 13 103390256 103390256 Missense_Mutation SNP T C T CCDC168 c.A12791G p.E4264G
XH_P36 13 103515102 103515102 Frame_Shift_Ins INS - GAGCTCTCTT - BIVM-ERCC5 3_1604insGAGCT p.K535fs
XH_P36 13 110434690 110434690 Silent SNP C T C IRS2 c.G3711A p.S1237S
XH_P36 13 111110449 111110449 Missense_Mutation SNP C T C COL4A2-AS2 c.G257A p.R86Q
XH_P36 13 111371669 111371669 Missense_Mutation SNP C T C ING1 c.C179T p.A60V
XH_P36 13 113439523 113439523 Missense_Mutation SNP G T G ATP11A c.G114T p.E38D
XH_P36 14 19553760 19553760 Missense_Mutation SNP G A G POTEG c.G344A p.S115N
XH_P36 14 21550439 21550439 Silent SNP T C T ARHGEF40 c.T1146C p.C382C
XH_P36 14 21555623 21555623 Splice_Site SNP G A G ARHGEF40 . .
XH_P36 14 21569511 21569511 Silent SNP T C T TMEM253 c.T9C p.D3D



XH_P36 14 23745293 23745293 In_Frame_Ins INS - GATATACAACCC - HOMEZ 1144insGGGTTG.R382delinsGLYIR
XH_P36 14 31642477 31642477 Silent SNP G A G HECTD1 c.C1041T p.G347G
XH_P36 14 37736246 37736246 Nonsense_Mutation INS - AGCTTTAAACAT - MIPOL1 CTCTTTAGCTTTA_S42delinsKHSLALNIX
XH_P36 14 39649809 39649809 Missense_Mutation SNP G A G PNN c.G896A p.R299H
XH_P36 14 39901278 39901278 Missense_Mutation SNP A C A FBXO33 c.T89G p.L30R
XH_P36 14 50626388 50626388 Missense_Mutation SNP G A G SOS2 c.C1613T p.A538V
XH_P36 14 51210171 51210171 Missense_Mutation SNP G A G NIN c.C3125T p.A1042V
XH_P36 14 57269043 57269043 Missense_Mutation SNP G A G OTX2 c.C304T p.R102C
XH_P36 14 59107555 59107555 In_Frame_Ins INS - TTCACTAAA - DACT1 7_448insTTCACTp.E149delinsEFTK
XH_P36 14 59992099 59992099 Frame_Shift_Ins INS - T - CCDC175 c.1895dupA p.N632fs
XH_P36 14 60712698 60712698 Frame_Shift_Ins INS - ATCCTGTCCTGTG - PPM1A 34insATCCTGTC p.R45fs
XH_P36 14 61186779 61186779 Missense_Mutation SNP C A C SIX4 c.G1248T p.Q416H
XH_P36 14 68044071 68044071 Silent SNP C T C PLEKHH1 c.C2514T p.Y838Y
XH_P36 14 68045918 68045918 Missense_Mutation SNP C T C PLEKHH1 c.C2917T p.R973W
XH_P36 14 71199421 71199421 Frame_Shift_Ins INS - CTCTTTCCACTTCG - MAP3K9 64insCCGAAGTG p.K622fs
XH_P36 14 71206835 71206835 Frame_Shift_Ins INS - GTCTCTCTCCA - MAP3K9 _696insTGGAGAG p.K232fs
XH_P36 14 72056027 72056027 Missense_Mutation SNP T C T SIPA1L1 c.T1438C p.Y480H
XH_P36 14 74138302 74138302 Splice_Site INS - ATAATTTCATAAC - DNAL1 . .
XH_P36 14 74203800 74203800 Silent SNP G A G ELMSAN1 c.C1650T p.D550D
XH_P36 14 75359617 75359617 Frame_Shift_Del DEL C - C DLST c.523delC p.P175fs
XH_P36 14 75513561 75513561 In_Frame_Ins INS - AGGTGA - MLH3 797_2798insTCAp.G933delinsVTC
XH_P36 14 75513562 75513562 In_Frame_Ins INS - CAAAATGGA - MLH3 6_2797insTCCATp.G933delinsSILG
XH_P36 14 75515373 75515376 Frame_Shift_Del DEL TCAA - TCAA MLH3 c.983_986del p.I328fs
XH_P36 14 76429801 76429801 Nonsense_Mutation SNP C A C TGFB3 c.G784T p.G262X
XH_P36 14 86088585 86088585 Missense_Mutation SNP T C T FLRT2 c.T727C p.S243P
XH_P36 14 91444862 91444862 Frame_Shift_Ins INS - TTTGGGT - RPS6KA5 81_182insACCCA p.G61fs
XH_P36 14 91444863 91444863 Frame_Shift_Ins INS - TTAAGTT - RPS6KA5 80_181insAACTT p.G61fs
XH_P36 14 92471769 92471769 In_Frame_Ins INS - GCAAAAGAAGGA - TRIP11 sTCCATTTCCTTC850delinsSISFFCSCK
XH_P36 14 93404844 93404844 Missense_Mutation SNP C T C ITPK1 c.G929A p.G310D
XH_P36 14 93761193 93761193 Frame_Shift_Del DEL T - T BTBD7 c.173delA p.K58fs
XH_P36 14 94107567 94107567 Silent SNP C T C UNC79 c.C5463T p.D1821D
XH_P36 14 94395508 94395508 Nonstop_Mutation SNP T C T FAM181A c.T877C p.X293Q
XH_P36 14 94417346 94417346 Silent SNP G A G ASB2 c.C735T p.Y245Y
XH_P36 14 95675732 95675732 Silent SNP G A G CLMN c.C885T p.A295A
XH_P36 14 97022519 97022519 Silent SNP G A G PAPOLA c.G1023A p.S341S
XH_P36 14 99642353 99642353 Missense_Mutation SNP C T C BCL11B c.G604A p.V202M
XH_P36 14 100126651 100126651 Silent SNP G T G HHIPL1 c.G1410T p.T470T
XH_P36 14 103336573 103336573 Missense_Mutation SNP C T C TRAF3 c.C35T p.A12V
XH_P36 14 103996592 103996592 Missense_Mutation SNP G A G TRMT61A c.G277A p.A93T
XH_P36 14 105353222 105353222 Frame_Shift_Ins INS - C - CEP170B c.2437dupC p.K812fs
XH_P36 14 105408144 105408144 Missense_Mutation SNP C A C AHNAK2 c.G13344T p.K4448N
XH_P36 14 105408615 105408615 Silent SNP T C T AHNAK2 c.A12873G p.V4291V
XH_P36 14 105408617 105408617 Missense_Mutation SNP C T C AHNAK2 c.G12871A p.V4291I
XH_P36 14 105944635 105944635 Missense_Mutation SNP C T C CRIP2 c.C298T p.H100Y
XH_P36 15 22742754 22742754 Missense_Mutation SNP G A G GOLGA6L1 c.G1139A p.R380Q
XH_P36 15 22743174 22743174 Missense_Mutation SNP G A G GOLGA6L1 c.G1559A p.R520K
XH_P36 15 22743191 22743191 Silent SNP A C A GOLGA6L1 c.A1576C p.R526R
XH_P36 15 23021239 23021239 Frame_Shift_Del DEL T - T NIPA2 c.98delA p.K33fs
XH_P36 15 23889902 23889902 Silent SNP G A G MAGEL2 c.C2988T p.V996V
XH_P36 15 23891598 23891598 Missense_Mutation SNP C T C MAGEL2 c.G1292A p.R431Q
XH_P36 15 24921544 24921544 Missense_Mutation SNP G T G NPAP1 c.G530T p.R177M
XH_P36 15 24924254 24924254 Silent SNP A G A NPAP1 c.A3240G p.G1080G
XH_P36 15 24924255 24924255 Missense_Mutation SNP T C T NPAP1 c.T3241C p.Y1081H
XH_P36 15 26806145 26806145 Silent SNP C T C GABRB3 c.G759A p.R253R
XH_P36 15 27160004 27160004 Silent SNP G A G GABRA5 c.G552A p.A184A
XH_P36 15 27188381 27188381 Silent SNP C T C GABRA5 c.C897T p.T299T
XH_P36 15 28413663 28413663 Missense_Mutation SNP C T C HERC2 c.G10303A p.A3435T
XH_P36 15 28419605 28419605 Silent SNP C T C HERC2 c.G9993A p.T3331T
XH_P36 15 28437288 28437288 Missense_Mutation SNP G A G HERC2 c.C8270T p.A2757V
XH_P36 15 30659672 30659672 Silent SNP G A G CHRFAM7A c.C396T p.I132I
XH_P36 15 35178833 35178833 Nonsense_Mutation INS - TTTTTTGAGTAGA - AQR TTCTAATCTACTC_R905delinsPYILIYSKKX
XH_P36 15 39874834 39874834 Missense_Mutation SNP G A G THBS1 c.G508A p.D170N
XH_P36 15 42159792 42159792 Nonsense_Mutation SNP G A G SPTBN5 c.C6256T p.Q2086X
XH_P36 15 42300063 42300063 Frame_Shift_Ins INS - TGTTTGCCCCT - PLA2G4E _257insAGGGGCA p.L86fs
XH_P36 15 43814792 43814792 Frame_Shift_Ins INS - AGGTCCT - MAP1A 21_1122insAGGT p.P374fs
XH_P36 15 43896265 43896265 Missense_Mutation SNP T C T STRC c.A4304G p.E1435G
XH_P36 15 44907750 44907750 Frame_Shift_Del DEL A - A SPG11 c.2849delT p.L950fs
XH_P36 15 45409422 45409422 Missense_Mutation SNP G A G DUOXA2 c.G688A p.V230M
XH_P36 15 49776644 49776644 Frame_Shift_Del DEL A - A FGF7 c.528delA p.G176fs
XH_P36 15 50773790 50773790 Missense_Mutation SNP G A G USP8 c.G1100A p.R367H
XH_P36 15 50925185 50925185 Missense_Mutation SNP G A G TRPM7 c.C1012T p.L338F
XH_P36 15 51857323 51857323 Nonsense_Mutation DEL A - A DMXL2 c.326delT p.L109X
XH_P36 15 52901069 52901069 Frame_Shift_Del DEL T - T FAM214A c.2063delA p.N688fs
XH_P36 15 55621922 55621922 Frame_Shift_Del DEL T - T PIGB c.523delT p.F175fs
XH_P36 15 55759217 55759217 Nonsense_Mutation INS - GTAAATCTATTCA - DNAAF4 8insTGTGAATAGAQ183_K184delinsLX
XH_P36 15 55912219 55912219 Frame_Shift_Del DEL G - G PRTG c.3444delC p.P1148fs
XH_P36 15 62986516 62986516 Missense_Mutation SNP A G A TLN2 c.A1217G p.K406R
XH_P36 15 63102142 63102142 Missense_Mutation SNP G A G TLN2 c.G6682A p.D2228N
XH_P36 15 64791850 64791850 Frame_Shift_Ins INS - CTTTCCTATT - ZNF609 2_233insCTTTCC p.V78fs
XH_P36 15 65499170 65499170 Missense_Mutation SNP C T C CILP c.G374A p.R125Q
XH_P36 15 66030257 66030257 Nonsense_Mutation INS - TTGACAGATCTTT - DENND4A sATGGAAAGATCTp.Y276delinsX
XH_P36 15 69331298 69331298 Silent SNP C T C NOX5 c.C1389T p.P463P
XH_P36 15 73660540 73660540 Nonsense_Mutation SNP C T C HCN4 c.G72A p.W24X
XH_P36 15 75498563 75498563 Silent SNP C T C C15orf39 c.C174T p.A58A
XH_P36 15 75969242 75969242 Missense_Mutation SNP T C T CSPG4 c.A5618G p.Q1873R
XH_P36 15 79058543 79058543 Missense_Mutation SNP C T C ADAMTS7 c.G3710A p.S1237N
XH_P36 15 85164712 85164712 Missense_Mutation SNP G A G ZSCAN2 c.G1286A p.R429H
XH_P36 15 85407795 85407795 Missense_Mutation SNP C T C ALPK3 c.C5228T p.P1743L
XH_P36 15 89398826 89398826 Missense_Mutation SNP A G A ACAN c.A3010G p.T1004A
XH_P36 15 89719201 89719201 Missense_Mutation SNP G A G ABHD2 c.G697A p.V233M
XH_P36 15 100591929 100591929 Missense_Mutation SNP A G A ADAMTS17 c.T2303C p.L768S
XH_P36 15 102242559 102242559 Silent SNP C T C TARSL2 c.G1104A p.P368P
XH_P36 15 102346763 102346763 Missense_Mutation SNP G A G OR4F6 c.G841A p.V281I
XH_P36 16 314836 314836 Missense_Mutation SNP G A G FAM234A c.G1474A p.A492T
XH_P36 16 842546 842546 Frame_Shift_Del DEL G - G CHTF18 c.1434delG p.E478fs
XH_P36 16 1412305 1412305 Frame_Shift_Del DEL C - C GNPTG c.510delC p.H170fs
XH_P36 16 1709929 1709929 Missense_Mutation SNP G A G CRAMP1 c.G2278A p.A760T
XH_P36 16 1779576 1779600 Frame_Shift_Del DEL GCGGGGCGC - ACGCGGGGCGCG MAPK8IP3 c.599_602del p.R200fs



XH_P36 16 2762695 2762695 Missense_Mutation SNP C T C PRSS27 c.G493A p.A165T
XH_P36 16 2903887 2903887 Missense_Mutation SNP C A C PRSS22 c.G696T p.E232D
XH_P36 16 2983964 2983964 Silent SNP G A G FLYWCH1 c.G1497A p.A499A
XH_P36 16 3119304 3119304 Frame_Shift_Ins INS - G - IL32 c.488_489insG p.D163fs
XH_P36 16 3170007 3170007 Missense_Mutation SNP C T C ZNF205 c.C1346T p.P449L
XH_P36 16 4802553 4802553 Missense_Mutation SNP G A G ZNF500 c.C1267T p.H423Y
XH_P36 16 5061152 5061152 Frame_Shift_Del DEL C - C SEC14L5 c.1857delC p.S619fs
XH_P36 16 10867203 10867203 Frame_Shift_Del DEL A - A TVP23A c.420delT p.F140fs
XH_P36 16 14970537 14970537 Missense_Mutation SNP A C A NOMO1 c.A2533C p.S845R
XH_P36 16 15457764 15457764 Missense_Mutation SNP G A G NPIPA5 c.C805T p.R269C
XH_P36 16 16228273 16228273 Missense_Mutation SNP G A G ABCC1 c.G4033A p.E1345K
XH_P36 16 19063046 19063046 Silent SNP G A G TMC7 c.G753A p.P251P
XH_P36 16 19126240 19126240 Missense_Mutation SNP C T C ITPRIPL2 c.C457T p.R153C
XH_P36 16 19883839 19883839 Missense_Mutation SNP G A G GPRC5B c.C722T p.T241M
XH_P36 16 20359850 20359850 Nonsense_Mutation SNP C T C UMOD c.G773A p.W258X
XH_P36 16 20948007 20948007 Silent SNP G A G DNAH3 c.C11685T p.Y3895Y
XH_P36 16 22326502 22326502 Nonsense_Mutation SNP G A G POLR3E c.G507A p.W169X
XH_P36 16 24582721 24582721 Nonsense_Mutation INS - TCTCAGGATACTT - RBBP6 CTTTCTTTCTCAGG1_S1412delinsHFLSQDTX
XH_P36 16 24807240 24807240 Frame_Shift_Del DEL A - A TNRC6A c.3541delA p.K1181fs
XH_P36 16 28354502 28354502 Missense_Mutation SNP A C A NPIPB6 c.T704G p.M235R
XH_P36 16 28354503 28354503 Frame_Shift_Ins INS - CTCC - NPIPB6 702_703insGGA p.M235fs
XH_P36 16 28898983 28898983 Missense_Mutation SNP C T C ATP2A1 c.C493T p.R165C
XH_P36 16 28913639 28913639 Frame_Shift_Ins INS - C - ATP2A1 c.2082dupC p.R694fs
XH_P36 16 29891248 29891248 Frame_Shift_Ins INS - G - SEZ6L2 c.1167dupC p.N390fs
XH_P36 16 30018105 30018105 Splice_Site SNP C T C DOC2A . .
XH_P36 16 30680561 30680561 Silent SNP C A C FBRS c.C2538A p.A846A
XH_P36 16 30793666 30793666 Silent SNP G T G ZNF629 c.C1983A p.T661T
XH_P36 16 30794963 30795046 In_Frame_Del DEL AGCTGAAGCA - CCAGCTGAAGCAC ZNF629 c.603_686del p.201_229del
XH_P36 16 31121549 31121549 Silent SNP C A C BCKDK c.C447A p.A149A
XH_P36 16 31142287 31142287 Nonsense_Mutation SNP C T C KAT8 c.C1378T p.Q460X
XH_P36 16 46836971 46836971 In_Frame_Ins INS - TTTACCAAGGAGT - C16orf87 75insTACTCCTTGK59delinsYSLVNK
XH_P36 16 48595224 48595224 Nonsense_Mutation INS - AACCATTATTGCT - N4BP1 AAGAGCAATAAT445delinsVFLESFIFFFNFLX
XH_P36 16 49670972 49670972 Silent SNP G A G ZNF423 c.C1740T p.C580C
XH_P36 16 53265642 53265642 Frame_Shift_Del DEL A - A CHD9 c.2457delA p.A819fs
XH_P36 16 53706815 53706815 Missense_Mutation SNP A T A RPGRIP1L c.T996A p.H332Q
XH_P36 16 55983808 55983808 Frame_Shift_Ins INS - CTCACCTCTGGTT - CES5A nsCCAACCAGAGG p.R17fs
XH_P36 16 67006630 67006630 Missense_Mutation SNP A T A CES3 c.A418T p.T140S
XH_P36 16 67472507 67472507 Missense_Mutation SNP C T C ATP6V0D1 c.G980A p.R327H
XH_P36 16 67687145 67687145 Frame_Shift_Del DEL G - G CARMIL2 c.3108delG p.P1036fs
XH_P36 16 67964372 67964372 Silent SNP G A G CTRL c.C438T p.N146N
XH_P36 16 68021792 68021792 Missense_Mutation SNP C T C DPEP2 c.G695A p.R232H
XH_P36 16 70328814 70328814 Frame_Shift_Del DEL G - G DDX19B c.66delG p.V22fs
XH_P36 16 72138457 72138457 Frame_Shift_Del DEL T - T DHX38 c.2083delT p.F695fs
XH_P36 16 72142164 72142164 Silent SNP C T C DHX38 c.C3003T p.F1001F
XH_P36 16 72153907 72153907 Silent SNP G A G PMFBP1 c.C2850T p.A950A
XH_P36 16 74660379 74660379 Silent SNP G A G RFWD3 c.C2043T p.I681I
XH_P36 16 75258768 75258768 Missense_Mutation SNP C T C CTRB1 c.C662T p.P221L
XH_P36 16 75564074 75564074 Missense_Mutation SNP G A G CHST5 c.C209T p.S70L
XH_P36 16 77325354 77325354 Missense_Mutation SNP C T C ADAMTS18 c.G2695A p.G899S
XH_P36 16 81047739 81047739 Splice_Site INS - CACTTTTAACTTTT - CENPN . .
XH_P36 16 81047740 81047740 Splice_Site INS - TTAAAAATTAACT - CENPN . .
XH_P36 16 81095653 81095653 Missense_Mutation SNP C T C C16orf46 c.G301A p.D101N
XH_P36 16 81301689 81301689 Missense_Mutation SNP C T C BCO1 c.C796T p.R266W
XH_P36 16 84494362 84494362 Silent SNP C T C ATP2C2 c.C1983T p.S661S
XH_P36 16 85721176 85721176 Frame_Shift_Ins INS - C - GINS2 c.94dupG p.D32fs
XH_P36 16 87636771 87636771 Missense_Mutation SNP T C T JPH3 c.T19C p.F7L
XH_P36 16 88496785 88496785 Silent SNP G A G ZNF469 c.G2907A p.S969S
XH_P36 16 88870993 88870993 Missense_Mutation SNP C A C CDT1 c.C269A p.A90D
XH_P36 16 89614422 89614422 Missense_Mutation SNP G A G SPG7 c.G1564A p.A522T
XH_P36 16 90001937 90001937 Missense_Mutation SNP G A G TUBB3 c.G862A p.G288S
XH_P36 17 3563601 3563601 Missense_Mutation SNP G A G CTNS c.G1042A p.V348I
XH_P36 17 3643130 3643130 Nonsense_Mutation INS - ACTTATTATCTCAA - ITGAE 491insTTGAGAT831_E832delinsLRX
XH_P36 17 3643131 3643131 Silent SNP G T G ITGAE c.C2490A p.V830V
XH_P36 17 6531438 6531438 Frame_Shift_Del DEL T - T KIAA0753 c.717delA p.K239fs
XH_P36 17 7127698 7127698 Missense_Mutation SNP C T C ACADVL c.C1525T p.R509W
XH_P36 17 7217630 7217630 Frame_Shift_Del DEL T - T GPS2 c.297delA p.K99fs
XH_P36 17 15234782 15234782 Nonsense_Mutation INS - TAACCAACTATCA - TEKT3 121insTGATAGTTp.N41_L42delinsX
XH_P36 17 15961041 15961041 In_Frame_Ins INS - GACAAA - NCOR1 869_5870insTTTp.T1957delinsICP
XH_P36 17 15961042 15961042 In_Frame_Ins INS - CCAGGG - NCOR1 868_5869insCCCT.T1957delinsPWT
XH_P36 17 16097954 16097954 Splice_Site INS - TATCTTTTTTTTTT - NCOR1 . .
XH_P36 17 17696400 17696400 Silent SNP C T C RAI1 c.C138T p.L46L
XH_P36 17 18651334 18651334 Missense_Mutation SNP T C T FBXW10 c.T586C p.W196R
XH_P36 17 20163582 20163582 Missense_Mutation SNP G A G SPECC1 c.G2672A p.C891Y
XH_P36 17 21318768 21318768 Silent SNP G A G KCNJ12 c.G114A p.T38T
XH_P36 17 25910015 25910015 Frame_Shift_Ins INS - C - KSR1 c.454dupC p.T151fs
XH_P36 17 26708249 26708249 Silent SNP C T C SARM1 c.C495T p.G165G
XH_P36 17 26712159 26712159 Missense_Mutation SNP C T C SARM1 c.C1492T p.R498C
XH_P36 17 27002460 27002460 Frame_Shift_Del DEL A - A SUPT6H c.580delA p.K194fs
XH_P36 17 27044426 27044426 Missense_Mutation SNP T A T RAB34 c.A301T p.T101S
XH_P36 17 27239943 27239943 Missense_Mutation SNP C T C PHF12 c.G1646A p.G549D
XH_P36 17 27903116 27903116 Missense_Mutation SNP C T C GIT1 c.G1645A p.V549I
XH_P36 17 28380517 28380517 Nonsense_Mutation INS - AGCTATTAAATT - EFCAB5 insTTAGAGCTAT9_Q460delinsELELLNX
XH_P36 17 28380902 28380902 Frame_Shift_Ins INS - TCTACTTGACCCT - EFCAB5 3insCCTTCTACTT p.I588fs
XH_P36 17 28706682 28706682 Frame_Shift_Ins INS - C - CPD c.685dupC p.E228fs
XH_P36 17 29527509 29527509 Missense_Mutation SNP G A G NF1 c.G958A p.A320T
XH_P36 17 29632268 29632268 Silent SNP G A G EVI2B c.C360T p.A120A
XH_P36 17 33348680 33348680 Frame_Shift_Ins INS - C - RFFL c.300dupG p.L101fs
XH_P36 17 33348682 33348682 Missense_Mutation SNP T A T RFFL c.A299T p.E100V
XH_P36 17 34062267 34062267 Missense_Mutation SNP C T C RASL10B c.C64T p.R22C
XH_P36 17 34893857 34893857 Missense_Mutation SNP C T C PIGW c.C907T p.R303C
XH_P36 17 35914047 35914047 Frame_Shift_Ins INS - CTTTGCAGATTTT - SYNRG 95insATAAAATC p.P432fs
XH_P36 17 37650828 37650828 Nonsense_Mutation INS - CTTACACGAGAT - CDK12 TTAATGCTTACACp.F767delinsLLX
XH_P36 17 38936698 38936698 Missense_Mutation SNP C T C KRT27 c.G538A p.E180K
XH_P36 17 39340696 39340696 Silent SNP G A G KRTAP4-1 c.C354T p.C118C
XH_P36 17 40042503 40042503 Missense_Mutation SNP T G T ACLY c.A2066C p.N689T
XH_P36 17 40940193 40940193 Frame_Shift_Ins INS - C - WNK4 c.902dupC p.S301fs
XH_P36 17 41154724 41154724 Missense_Mutation SNP G A G RPL27 c.G286A p.V96I
XH_P36 17 45234298 45234298 Missense_Mutation SNP G C G CDC27 c.C640G p.L214V



XH_P36 17 45234343 45234343 Missense_Mutation SNP T G T CDC27 c.A595C p.N199H
XH_P36 17 46154355 46154355 Frame_Shift_Del DEL T - T CBX1 c.12delA p.K4fs
XH_P36 17 46925466 46925466 Missense_Mutation SNP G T G CALCOCO2 c.G5T p.W2L
XH_P36 17 48470257 48470257 Missense_Mutation SNP G A G LRRC59 c.C167T p.S56L
XH_P36 17 48647125 48647125 Missense_Mutation SNP C T C CACNA1G c.C547T p.R183C
XH_P36 17 48676979 48676979 Missense_Mutation SNP G A G CACNA1G c.G3380A p.R1127Q
XH_P36 17 48692826 48692826 Missense_Mutation SNP G A G CACNA1G c.G4762A p.G1588R
XH_P36 17 53392628 53392628 Silent SNP T C T HLF c.T237C p.I79I
XH_P36 17 54520274 54520274 Missense_Mutation SNP C T C ANKFN1 c.C1088T p.P363L
XH_P36 17 56329792 56329792 Missense_Mutation SNP C A C LPO c.C781A p.L261M
XH_P36 17 56385030 56385030 Missense_Mutation SNP G A G TSPOAP1 c.C4745T p.S1582L
XH_P36 17 56388417 56388417 Missense_Mutation SNP G A G TSPOAP1 c.C3059T p.P1020L
XH_P36 17 56400068 56400068 Missense_Mutation SNP G A G TSPOAP1 c.C1084T p.R362C
XH_P36 17 56438293 56438293 Nonsense_Mutation SNP G A G RNF43 c.C319T p.Q107X
XH_P36 17 56676693 56676693 Silent SNP C T C TEX14 c.G2031A p.A677A
XH_P36 17 57746175 57746175 Missense_Mutation SNP C A C CLTC c.C2178A p.S726R
XH_P36 17 59465981 59465981 Frame_Shift_Del DEL A - A BCAS3 c.2662delA p.K888fs
XH_P36 17 59560599 59560599 Missense_Mutation SNP C G C TBX4 c.C1360G p.R454G
XH_P36 17 59560601 59560601 Frame_Shift_Ins INS - TCTGGGGTGGAC - TBX4 3insTGTCTGGGG p.R454fs
XH_P36 17 60042378 60042378 Missense_Mutation SNP A C A MED13 c.T4833G p.D1611E
XH_P36 17 61497894 61497894 Frame_Shift_Del DEL C - C TANC2 c.4551delC p.S1517fs
XH_P36 17 65908303 65908303 Nonsense_Mutation INS - TTTATTTGATCAC - BPTF TTTAGCTTTATTTG435_V1436delinsIFX
XH_P36 17 66416494 66416494 Missense_Mutation SNP C A C ARSG c.C1468A p.L490I
XH_P36 17 73555417 73555417 Silent SNP C T C LLGL2 c.C456T p.N152N
XH_P36 17 73646720 73646720 Nonstop_Mutation SNP T C T RECQL5 c.A1308G p.X436W
XH_P36 17 73759512 73759512 Frame_Shift_Del DEL G - G GALK1 c.364delC p.L122fs
XH_P36 17 73914025 73914025 Silent SNP G A G FBF1 c.C2373T p.D791D
XH_P36 17 74015081 74015081 Missense_Mutation SNP G A G EVPL c.C1198T p.R400W
XH_P36 17 74072983 74072983 Missense_Mutation SNP G A G GALR2 c.G635A p.R212H
XH_P36 17 77758181 77758181 Silent SNP C T C CBX2 c.C939T p.S313S
XH_P36 17 78090823 78090823 Missense_Mutation SNP C T C GAA c.C2246T p.A749V
XH_P36 17 79210603 79210603 Splice_Site SNP T C T TEPSIN . .
XH_P36 17 79249771 79249771 Missense_Mutation SNP G T G SLC38A10 c.C910A p.Q304K
XH_P36 17 79769608 79769608 Missense_Mutation SNP C A C GCGR c.C739A p.L247M
XH_P36 17 79792754 79792754 Missense_Mutation SNP C T C PPP1R27 c.G76A p.V26M
XH_P36 17 79826463 79826463 Frame_Shift_Del DEL G - G ARHGDIA c.792delC p.P264fs
XH_P36 18 2775745 2775745 Missense_Mutation SNP C T C SMCHD1 c.C5189T p.A1730V
XH_P36 18 3116424 3116424 Frame_Shift_Del DEL C - C MYOM1 c.2920delG p.V974fs
XH_P36 18 8824907 8824907 Silent SNP C T C MTCL1 c.C3399T p.A1133A
XH_P36 18 9221979 9221979 Missense_Mutation SNP G A G ANKRD12 c.G856A p.D286N
XH_P36 18 9221980 9221980 Frame_Shift_Ins INS - CCTCAACTAC - ANKRD12 7_858insCCTCAA p.D286fs
XH_P36 18 9530853 9530853 Nonsense_Mutation INS - TGTG - RALBP1 1369_1370insTGQ457_E458delinsLX
XH_P36 18 9530855 9530855 In_Frame_Ins INS - ACTCAATTCTGGT - RALBP1 nsAAATACTCAAT457delinsQKYSILVN
XH_P36 18 10807272 10807272 Frame_Shift_Ins INS - T - PIEZO2 c.917_918insA p.R306fs
XH_P36 18 10807273 10807273 Splice_Site INS - AGTGTTCTGGGT - PIEZO2 . .
XH_P36 18 13057634 13057634 Missense_Mutation SNP G A G CEP192 c.G4159A p.G1387R
XH_P36 18 13114225 13114225 Frame_Shift_Ins INS - ACTCTGTC - CEP192 64_7265insACTC p.S2422fs
XH_P36 18 13731800 13731800 Nonsense_Mutation INS - CTTGTAAACACTA - RNMT TATTACTTGTAAA95_G96delinsWYYLX
XH_P36 18 13746253 13746253 Frame_Shift_Del DEL A - A RNMT c.1174delA p.K392fs
XH_P36 18 14538206 14538206 Silent SNP T C T POTEC c.A564G p.V188V
XH_P36 18 21921518 21921518 Missense_Mutation SNP C T C OSBPL1A c.G387A p.M129I
XH_P36 18 22057387 22057387 In_Frame_Ins INS - GAA - HRH4 c.770_771insGAAp.W257delinsWK
XH_P36 18 22057389 22057389 Frame_Shift_Ins INS - AATTGTATTGCTA - HRH4 773insAATTGTAT p.L258fs
XH_P36 18 24127013 24127013 Frame_Shift_Del DEL G - G KCTD1 c.1488delC p.P496fs
XH_P36 18 28710536 28710536 Nonsense_Mutation INS - GTTTGTTAATTCT - DSC1 AAAAGAGAATTAF876delinsHIKENX
XH_P36 18 32825748 32825748 Missense_Mutation SNP G A G ZNF397 c.G1079A p.R360Q
XH_P36 18 43223957 43223957 Missense_Mutation SNP G A G SLC14A2 c.G1183A p.V395M
XH_P36 18 44102168 44102168 Missense_Mutation SNP G A G LOXHD1 c.C1360T p.R454C
XH_P36 18 47753971 47753971 Frame_Shift_Ins INS - TTCTTTTTTCCCT - CFAP53 5insTCAGGGAAA p.R442fs
XH_P36 18 47753973 47753973 Frame_Shift_Ins INS - TTGTGTAA - CFAP53 22_1323insTTACA p.Q441fs
XH_P36 18 55103822 55103822 Missense_Mutation SNP C A C ONECUT2 c.C874A p.L292M
XH_P36 18 56651438 56651438 Missense_Mutation SNP G A G ZNF532 c.G3646A p.V1216I
XH_P36 18 57013194 57013194 Frame_Shift_Del DEL T - T LMAN1 c.912delA p.K304fs
XH_P36 18 57022886 57022886 In_Frame_Ins INS - TCTTTTGACAATG - LMAN1 CCATCATTGTCAA3delinsAFPSLSKESKN
XH_P36 18 57022888 57022888 Missense_Mutation SNP C T C LMAN1 c.G217A p.A73T
XH_P36 18 66377374 66377374 Missense_Mutation SNP G A G TMX3 c.C149T p.A50V
XH_P36 18 74091072 74091072 Missense_Mutation SNP G A G ZNF516 c.C2998T p.R1000C
XH_P36 18 76753476 76753476 Silent SNP G A G SALL3 c.G1485A p.S495S
XH_P36 18 77624107 77624107 Missense_Mutation SNP C T C KCNG2 c.C440T p.A147V
XH_P36 19 436668 436668 Missense_Mutation SNP G T G SHC2 c.C736A p.H246N
XH_P36 19 629605 629605 Missense_Mutation SNP G A G POLRMT c.C757T p.R253W
XH_P36 19 808433 808433 Silent SNP C T C PTBP1 c.C1149T p.D383D
XH_P36 19 1000483 1000483 Missense_Mutation SNP G A G GRIN3B c.G47A p.G16E
XH_P36 19 1012099 1012099 Silent SNP G A G TMEM259 c.C807T p.S269S
XH_P36 19 1254317 1254317 Frame_Shift_Del DEL G - G MIDN c.536delG p.R179fs
XH_P36 19 1585169 1585169 Missense_Mutation SNP T C T MBD3 c.A155G p.Y52C
XH_P36 19 1611736 1611736 Silent SNP G A G TCF3 c.C1926T p.S642S
XH_P36 19 1816767 1816767 Missense_Mutation SNP C T C REXO1 c.G3247A p.D1083N
XH_P36 19 1819941 1819941 Missense_Mutation SNP C T C REXO1 c.G2642A p.G881D
XH_P36 19 3831790 3831790 Missense_Mutation SNP C T C ZFR2 c.G466A p.G156R
XH_P36 19 3907867 3907867 Missense_Mutation SNP G A G ATCAY c.G494A p.R165H
XH_P36 19 4207239 4207239 Missense_Mutation SNP C T C ANKRD24 c.C467T p.A156V
XH_P36 19 4322990 4322990 Silent SNP G A G FSD1 c.G1047A p.T349T
XH_P36 19 5245795 5245795 Missense_Mutation SNP G A G PTPRS c.C941T p.T314M
XH_P36 19 6047495 6047495 Missense_Mutation SNP C T C RFX2 c.G13A p.E5K
XH_P36 19 6213976 6213976 Frame_Shift_Del DEL G - G MLLT1 c.1381delC p.Q461fs
XH_P36 19 6477251 6477251 Frame_Shift_Del DEL G - G DENND1C c.359delC p.P120fs
XH_P36 19 6750380 6750380 Frame_Shift_Del DEL C - C TRIP10 c.1305delC p.D435fs
XH_P36 19 7970711 7970711 Missense_Mutation SNP G T G MAP2K7 c.G143T p.S48I
XH_P36 19 8156455 8156455 Missense_Mutation SNP C A C FBN3 c.G5925T p.E1975D
XH_P36 19 9018533 9018533 Silent SNP G T G MUC16 c.C37641A p.T12547T
XH_P36 19 9046704 9046704 In_Frame_Ins INS - GACAACAATCTC - MUC16 34927insGAGATS11643delinsEIVVS
XH_P36 19 9067934 9067934 In_Frame_Ins INS - ATAGCAGTAACC - MUC16 12insATTGGTTA6504delinsSLVTAMF
XH_P36 19 9068827 9068827 Frame_Shift_Ins INS - AG - MUC16 18618_18619ins p.V6207fs
XH_P36 19 9068829 9068829 In_Frame_Ins INS - ACACACACAATG - MUC16 _18617insCATTGD6206delinsALCVY
XH_P36 19 9084742 9084742 In_Frame_Ins INS - ACACCTATTCTCT - MUC16 nsATCAAGAGAAT358delinsHQENRCYW
XH_P36 19 9086879 9086879 Missense_Mutation SNP C A C MUC16 c.G4936T p.G1646C
XH_P36 19 9087185 9087185 In_Frame_Ins INS - ACAAACATT - MUC16 9_4630insAATGTW1544delinsNVCW



XH_P36 19 9271744 9271744 Missense_Mutation SNP G A G ZNF317 c.G1327A p.E443K
XH_P36 19 9577251 9577251 Nonstop_Mutation INS - TTTTTTTTTTTTTG - ZNF560 nsCATCAAAAAAAX685delinsSSKKKKE
XH_P36 19 9767278 9767278 Missense_Mutation SNP C T C ZNF562 c.G77A p.R26Q
XH_P36 19 9965152 9965152 Missense_Mutation SNP G A G OLFM2 c.C841T p.R281W
XH_P36 19 10446365 10446365 Frame_Shift_Del DEL G - G ICAM3 c.631delC p.R211fs
XH_P36 19 10577862 10577862 Silent SNP C T C PDE4A c.C1509T p.V503V
XH_P36 19 10812678 10812678 Missense_Mutation SNP C A C QTRT1 c.C296A p.P99H
XH_P36 19 11141507 11141507 Missense_Mutation SNP G A G SMARCA4 c.G3484A p.G1162S
XH_P36 19 11725438 11725438 Frame_Shift_Ins INS - CCAAACATTTATTT - ZNF627 nsTTTCCAAACAT p.R34fs
XH_P36 19 11728278 11728278 In_Frame_Ins INS - CATAAGGTTTCTC - ZNF627 1insTTCATAAGGTA210delinsAFIRFLS
XH_P36 19 11891280 11891280 Frame_Shift_Ins INS - GAGGTCTTTCATG - ZNF441 642insGAGGTCTT p.L214fs
XH_P36 19 12060335 12060335 Frame_Shift_Ins INS - TGCTTGC - ZNF700 05_1506insTGCT p.I502fs
XH_P36 19 12060336 12060336 Frame_Shift_Ins INS - TTTAT - ZNF700 506_1507insTTT p.I502fs
XH_P36 19 12461585 12461585 Frame_Shift_Ins INS - AAGACACATGAT - ZNF442 14insTTATCATGT p.K272fs
XH_P36 19 12502590 12502590 Frame_Shift_Del DEL A - A ZNF799 c.622delT p.W208fs
XH_P36 19 12812581 12812581 Silent SNP C T C TNPO2 c.G2496A p.P832P
XH_P36 19 13246192 13246192 Silent SNP C T C NACC1 c.C171T p.D57D
XH_P36 19 13319692 13319694 In_Frame_Del DEL GAT - GAT CACNA1A c.6659_6661delp.2220_2221del
XH_P36 19 14584381 14584381 Missense_Mutation SNP C T C PTGER1 c.G752A p.R251H
XH_P36 19 14938341 14938341 Nonsense_Mutation INS - AACTTGCTCCTTC - OR7A5 sAATAGAAGGAGF238_S239delinsX
XH_P36 19 14939035 14939035 Frame_Shift_Ins INS - TACTTCCACC - OR7A5 _19insGGTGGAA p.T7fs
XH_P36 19 14939037 14939037 Missense_Mutation SNP T C T OR7A5 c.A17G p.D6G
XH_P36 19 15291600 15291600 Missense_Mutation SNP C T C NOTCH3 c.G3034A p.G1012R
XH_P36 19 15562864 15562864 Missense_Mutation SNP T C T RASAL3 c.A2884G p.K962E
XH_P36 19 16633994 16633994 Frame_Shift_Del DEL G - G CHERP c.1849delC p.H617fs
XH_P36 19 17397466 17397501 In_Frame_Del DEL GTGTGTGTGT - GTGTGTGTGTGTG ANKLE1 c.1898_1933del p.633_645del
XH_P36 19 17449476 17449476 Missense_Mutation SNP C T C GTPBP3 c.C517T p.R173W
XH_P36 19 17611422 17611422 Silent SNP C T C SLC27A1 c.C1452T p.G484G
XH_P36 19 17716896 17716896 Silent SNP G A G UNC13A c.C5079T p.S1693S
XH_P36 19 18377405 18377405 Frame_Shift_Ins INS - ATGCCCACAA - KIAA1683 _945insTTGTGG p.Q315fs
XH_P36 19 19137021 19137021 Nonsense_Mutation INS - CAGGTCA - SUGP2 35_136insTGACCp.V46_P47delinsX
XH_P36 19 19368961 19368961 Missense_Mutation SNP C T C HAPLN4 c.G874A p.A292T
XH_P36 19 19646214 19646214 Missense_Mutation SNP G T G YJEFN3 c.G348T p.Q116H
XH_P36 19 19654762 19654762 Frame_Shift_Del DEL C - C CILP2 c.1408delC p.P470fs
XH_P36 19 20116817 20116817 Silent SNP C T C ZNF682 c.G1398A p.T466T
XH_P36 19 21132847 21132847 Silent SNP A C A ZNF85 c.A1335C p.P445P
XH_P36 19 21366317 21366317 Missense_Mutation SNP T A T ZNF431 c.T1214A p.V405E
XH_P36 19 21366318 21366318 Silent SNP G A G ZNF431 c.G1215A p.V405V
XH_P36 19 21476830 21476830 Missense_Mutation SNP C A C ZNF708 c.G746T p.C249F
XH_P36 19 21476831 21476831 Missense_Mutation SNP A G A ZNF708 c.T745C p.C249R
XH_P36 19 21606900 21606900 Missense_Mutation SNP G A G ZNF493 c.G1055A p.R352K
XH_P36 19 21991466 21991466 Missense_Mutation SNP A T A ZNF43 c.T1178A p.V393E
XH_P36 19 22155346 22155346 Silent SNP T C T ZNF208 c.A2490G p.E830E
XH_P36 19 22156714 22156714 Silent SNP G A G ZNF208 c.C1122T p.C374C
XH_P36 19 22363189 22363189 Missense_Mutation SNP C T C ZNF676 c.G1330A p.A444T
XH_P36 19 22375871 22375871 Nonsense_Mutation INS - TTACAGTGATAG - ZNF676 TTGGCTATCACT26_G27delinsLWLSLX
XH_P36 19 22497408 22497408 Missense_Mutation SNP G A G ZNF729 c.G1189A p.V397I
XH_P36 19 22499464 22499464 Missense_Mutation SNP A G A ZNF729 c.A3245G p.D1082G
XH_P36 19 22574593 22574593 Missense_Mutation SNP C T C ZNF98 c.G1444A p.V482I
XH_P36 19 22941717 22941717 Missense_Mutation SNP G T G ZNF99 c.C994A p.Q332K
XH_P36 19 23543701 23543701 Missense_Mutation SNP T C T ZNF91 c.A1984G p.T662A
XH_P36 19 23544625 23544625 Missense_Mutation SNP C T C ZNF91 c.G1060A p.A354T
XH_P36 19 23927290 23927290 Silent SNP G A G ZNF681 c.C1062T p.T354T
XH_P36 19 30312660 30312660 Missense_Mutation SNP C T C CCNE1 c.C494T p.A165V
XH_P36 19 30313453 30313453 Silent SNP C T C CCNE1 c.C918T p.G306G
XH_P36 19 30500119 30500124 In_Frame_Del DEL TGATGA - TGATGA URI1 c.840_845del p.280_282del
XH_P36 19 30934880 30934880 Frame_Shift_Del DEL G - G ZNF536 c.411delG p.K137fs
XH_P36 19 30934881 30934881 Missense_Mutation SNP C A C ZNF536 c.C412A p.R138S
XH_P36 19 31768042 31768042 Missense_Mutation SNP G A G TSHZ3 c.C2657T p.T886M
XH_P36 19 31768155 31768155 Silent SNP G A G TSHZ3 c.C2544T p.S848S
XH_P36 19 33167417 33167417 Frame_Shift_Ins INS - G - RGS9BP c.249dupG p.S83fs
XH_P36 19 33167776 33167776 Frame_Shift_Del DEL G - G RGS9BP c.607delG p.G203fs
XH_P36 19 35449607 35449607 Silent SNP A G A ZNF792 c.T1152C p.H384H
XH_P36 19 35524868 35524868 Missense_Mutation SNP C T C SCN1B c.C673T p.R225C
XH_P36 19 36018393 36018393 Missense_Mutation SNP A G A SBSN c.T791C p.V264A
XH_P36 19 36223175 36223175 Frame_Shift_Del DEL C - C KMT2B c.5725delC p.P1909fs
XH_P36 19 36303630 36303630 Silent SNP G A G PRODH2 c.C306T p.G102G
XH_P36 19 36362899 36362899 Missense_Mutation SNP C T C APLP1 c.C811T p.P271S
XH_P36 19 36370092 36370092 Silent SNP C T C APLP1 c.C1830T p.Y610Y
XH_P36 19 36940815 36940815 Frame_Shift_Del DEL T - T ZNF566 c.9delA p.K3fs
XH_P36 19 37005981 37005981 Missense_Mutation SNP A T A ZNF260 c.T160A p.S54T
XH_P36 19 37039180 37039180 Nonsense_Mutation INS - CATACTGGTGGA - ZNF529 GTTTTTTCCACCAp.D76_I77delinsX
XH_P36 19 37240584 37240584 Missense_Mutation SNP T C T ZNF850 c.A1262G p.E421G
XH_P36 19 37368718 37368718 Frame_Shift_Ins INS - CTTACCACATTCA - ZNF345 AAGGCCTTACCAC p.L329fs
XH_P36 19 38028415 38028415 Frame_Shift_Del DEL T - T ZNF793 c.855delT p.C285fs
XH_P36 19 38655461 38655461 Missense_Mutation SNP G A G SIPA1L3 c.G4123A p.G1375S
XH_P36 19 38885396 38885396 Frame_Shift_Ins INS - C - SPRED3 c.538dupC p.T179fs
XH_P36 19 39200039 39200039 Missense_Mutation SNP A G A ACTN4 c.A656G p.D219G
XH_P36 19 39360822 39360822 Missense_Mutation SNP A G A RINL c.T1103C p.L368P
XH_P36 19 39379738 39379738 Missense_Mutation SNP A G A SIRT2 c.T379C p.C127R
XH_P36 19 39734782 39734782 Missense_Mutation SNP C T C IFNL3 c.G274A p.V92M
XH_P36 19 41518269 41518269 Missense_Mutation SNP C T C CYP2B6 c.C1031T p.A344V
XH_P36 19 41631436 41631436 Silent SNP C T C CYP2F1 c.C1191T p.Y397Y
XH_P36 19 43528843 43528843 Silent SNP G A G PSG11 c.C430T p.L144L
XH_P36 19 44169554 44169554 Frame_Shift_Ins INS - ATCCCCAACTCAT - PLAUR 224insATGAGTTG p.R75fs
XH_P36 19 44660972 44660972 Nonsense_Mutation INS - TGAGATGTAA - ZNF234 _804insTGAGAT68_F269delinsAEMX
XH_P36 19 44660973 44660973 Frame_Shift_Ins INS - AGAAGCTT - ZNF234 04_805insAGAAG p.A268fs
XH_P36 19 44933181 44933181 Frame_Shift_Ins INS - TGAATAAGAAGA - ZNF229 nsTCGGTTCTTCTT p.R586fs
XH_P36 19 44980744 44980744 Missense_Mutation SNP G T G ZNF180 c.C1879A p.Q627K
XH_P36 19 44980745 44980745 Frame_Shift_Ins INS - ATTTTAAGGTAGT - ZNF180 ACATGTACTACCT p.H626fs
XH_P36 19 45573321 45573321 Missense_Mutation SNP G A G CLASRP c.G1730A p.R577H
XH_P36 19 46116858 46116858 Missense_Mutation SNP C T C EML2 c.G1765A p.A589T
XH_P36 19 46289347 46289347 Silent SNP C T C DMWD c.G1407A p.T469T
XH_P36 19 48184060 48184060 Missense_Mutation SNP G A G BICRA c.G1633A p.A545T
XH_P36 19 49000877 49000877 Missense_Mutation SNP A G A LMTK3 c.T3536C p.L1179P
XH_P36 19 49657889 49657889 In_Frame_Ins INS - TCCTCC - HRC 05_606insGGAGp.E202delinsEEE
XH_P36 19 49860534 49860534 Nonsense_Mutation SNP G T G TEAD2 c.C335A p.S112X
XH_P36 19 51170969 51170969 Silent SNP C T C SHANK1 c.G4248A p.A1416A



XH_P36 19 51601912 51601912 Frame_Shift_Del DEL C - C CTU1 c.993delG p.G331fs
XH_P36 19 52716080 52716080 Silent SNP C T C PPP2R1A c.C645T p.D215D
XH_P36 19 53086110 53086110 Silent SNP T A T ZNF701 c.T798A p.G266G
XH_P36 19 53643823 53643823 Missense_Mutation SNP G A G ZNF347 c.C2261T p.A754V
XH_P36 19 53644695 53644695 Silent SNP G A G ZNF347 c.C1389T p.C463C
XH_P36 19 53855284 53855284 Silent SNP G A G ZNF845 c.G1356A p.S452S
XH_P36 19 55481600 55481600 Missense_Mutation SNP C A C NLRP2 c.C217A p.L73I
XH_P36 19 56127331 56127331 Frame_Shift_Del DEL G - G ZNF865 c.2347delG p.G783fs
XH_P36 19 56953857 56953857 Frame_Shift_Ins INS - GATGTCATCCCTT - ZNF667 AGTAAAAGGGAT p.E169fs
XH_P36 19 57036570 57036570 In_Frame_Ins INS - CTTACATTTATAT - ZNF471 13insCCTTACATTI304delinsIPYIYM
XH_P36 19 57050528 57050528 Silent SNP G A G ZFP28 c.G141A p.P47P
XH_P36 19 57133248 57133248 Missense_Mutation SNP G A G ZNF71 c.G593A p.R198H
XH_P36 19 57640277 57640277 Nonsense_Mutation INS - TCATCCACATATA - USP29 5insCTCATCCAC78_N79delinsNLIHIX
XH_P36 19 57932842 57932842 Frame_Shift_Ins INS - ATTTG - ZNF17 982_1983insATT p.T661fs
XH_P36 19 58049281 58049281 In_Frame_Ins INS - CCCTGCTTC - ZNF549 0_871insCCCTGCp.S290delinsSPCF
XH_P36 19 58050159 58050159 Nonsense_Mutation INS - TTTTGTGATGCTT - ZNF549 GTGGATTTTGTGY583_K584delinsX
XH_P36 19 58152336 58152336 Missense_Mutation SNP C T C ZNF211 c.C299T p.A100V
XH_P36 19 58213374 58213374 Missense_Mutation SNP T C T ZNF154 c.A943G p.S315G
XH_P36 19 58485478 58485478 Missense_Mutation SNP G A G C19orf18 c.C215T p.S72L
XH_P36 19 58629726 58629726 Missense_Mutation SNP G A G ZSCAN18 c.C38T p.T13M
XH_P36 20 1460483 1460483 Frame_Shift_Ins INS - CAACAATACATAT - SIRPB2 TACAAATATGTA p.P105fs
XH_P36 20 3003413 3003413 Silent SNP C T C PTPRA c.C1380T p.D460D
XH_P36 20 3003414 3003414 Missense_Mutation SNP G A G PTPRA c.G1381A p.V461M
XH_P36 20 4228843 4228843 Silent SNP G A G ADRA1D c.C762T p.Y254Y
XH_P36 20 5903414 5903414 Frame_Shift_Del DEL A - A CHGB c.624delA p.I208fs
XH_P36 20 14307546 14307546 Missense_Mutation SNP G A G FLRT3 c.C607T p.R203C
XH_P36 20 16347868 16347868 Missense_Mutation SNP C T C KIF16B c.G4102A p.A1368T
XH_P36 20 18286958 18286958 Missense_Mutation SNP A T A ZNF133 c.A180T p.K60N
XH_P36 20 18296347 18296347 Silent SNP G A G ZNF133 c.G795A p.T265T
XH_P36 20 23345348 23345348 Frame_Shift_Ins INS - AG - GZF1 c.328_329insAG p.L110fs
XH_P36 20 23345349 23345349 Nonsense_Mutation INS - GGTTAAATGGGG - GZF1 30insAGGTTAAA110_E111delinsLGX
XH_P36 20 25000780 25000780 Missense_Mutation SNP C T C ACSS1 c.G749A p.R250Q
XH_P36 20 25457670 25457670 Missense_Mutation SNP C T C NINL c.G2257A p.A753T
XH_P36 20 30606904 30606904 Frame_Shift_Del DEL G - G CCM2L c.625delG p.G209fs
XH_P36 20 32664877 32664877 Silent SNP C T C RALY c.C654T p.G218G
XH_P36 20 33328811 33328811 In_Frame_Ins INS - CCC - NCOA6 5248_5249insGGp.S1750delinsWA
XH_P36 20 33328812 33328812 Frame_Shift_Ins INS - GTCT - NCOA6 5247_5248insAG p.S1750fs
XH_P36 20 33345744 33345744 Silent SNP C T C NCOA6 c.G807A p.Q269Q
XH_P36 20 33589096 33589096 Missense_Mutation SNP G A G MYH7B c.G5650A p.E1884K
XH_P36 20 34022391 34022391 Missense_Mutation SNP C T C GDF5 c.C802T p.R268W
XH_P36 20 34208670 34208670 Missense_Mutation SNP C T C SPAG4 c.C911T p.S304L
XH_P36 20 36031782 36031782 Nonstop_Mutation SNP G T G SRC c.G1611T p.X537Y
XH_P36 20 37357196 37357196 Missense_Mutation SNP G A G SLC32A1 c.G1492A p.V498I
XH_P36 20 42788776 42788776 Silent SNP G A G JPH2 c.C651T p.G217G
XH_P36 20 43850774 43850774 Nonsense_Mutation INS - GTATGTTGTTGGT - SEMG2 ATTTAGTATGTTGp.W167delinsWIX
XH_P36 20 44530971 44530971 Silent SNP G A G PLTP c.C825T p.D275D
XH_P36 20 45002133 45002133 Frame_Shift_Del DEL G - G ELMO2 c.1321delC p.H441fs
XH_P36 20 56090848 56090848 Missense_Mutation SNP G A G CTCFL c.C316T p.R106C
XH_P36 20 57768838 57768838 Missense_Mutation SNP C A C ZNF831 c.C2764A p.P922T
XH_P36 20 57768886 57768886 Frame_Shift_Ins INS - C - ZNF831 c.2813dupC p.S938fs
XH_P36 20 60584133 60584133 Missense_Mutation SNP A G A TAF4 c.T1859C p.V620A
XH_P36 20 60705321 60705321 Silent SNP C T C LSM14B c.C642T p.D214D
XH_P36 20 60776082 60776082 Silent SNP C T C MTG2 c.C1170T p.D390D
XH_P36 20 61982271 61982271 Silent SNP G A G CHRNA4 c.C492T p.D164D
XH_P36 20 62196336 62196336 Missense_Mutation SNP A G A HELZ2 c.T2132C p.L711P
XH_P36 20 62199927 62199927 Missense_Mutation SNP C G C HELZ2 c.G1514C p.R505T
XH_P36 20 62591287 62591287 Frame_Shift_Del DEL C - C ZNF512B c.2633delG p.G878fs
XH_P36 21 10908835 10908835 Nonsense_Mutation SNP C A C TPTE c.G1096T p.E366X
XH_P36 21 10908837 10908837 Frame_Shift_Ins INS - TTTGTTCTTGAGA - TPTE AGTGGGTCTCAA p.I365fs
XH_P36 21 22664532 22664532 Missense_Mutation SNP A T A NCAM2 c.A590T p.D197V
XH_P36 21 30343059 30343059 Nonsense_Mutation INS - ATTCATTAAATAC - LTN1 TTAAAAGTATTTAp.C376delinsX
XH_P36 21 32589885 32589885 Missense_Mutation SNP C T C TIAM1 c.G2126A p.R709Q
XH_P36 21 42866456 42866456 Missense_Mutation SNP G A G TMPRSS2 c.C176T p.P59L
XH_P36 21 43510462 43510462 Missense_Mutation SNP G A G UMODL1 c.G845A p.C282Y
XH_P36 21 45389100 45389100 Missense_Mutation SNP G T G AGPAT3 c.G450T p.E150D
XH_P36 21 45877262 45877262 Silent SNP C T C LRRC3 c.C735T p.S245S
XH_P36 21 47648492 47648492 Silent SNP G C G LSS c.C36G p.G12G
XH_P36 22 17601702 17601702 Frame_Shift_Ins INS - G - CECR6 c.315dupC p.A106fs
XH_P36 22 18300932 18300932 Frame_Shift_Del DEL G - G MICAL3 c.4495delC p.R1499fs
XH_P36 22 19808804 19808804 Silent SNP C T C GNB1L c.G75A p.A25A
XH_P36 22 20843349 20843349 Silent SNP G A G KLHL22 c.C150T p.F50F
XH_P36 22 21800025 21800025 Frame_Shift_Del DEL C - C HIC2 c.841delC p.P281fs
XH_P36 22 24124503 24124503 Missense_Mutation SNP C T C MMP11 c.C1166T p.A389V
XH_P36 22 24836696 24836696 Missense_Mutation SNP G A G ADORA2A c.G478A p.G160R
XH_P36 22 24837032 24837032 Missense_Mutation SNP C A C ADORA2A c.C814A p.L272M
XH_P36 22 25625546 25625546 Splice_Site SNP G A G CRYBB2 . .
XH_P36 22 26239838 26239838 Silent SNP C A C MYO18B c.C3348A p.P1116P
XH_P36 22 29446275 29446275 Frame_Shift_Del DEL G - G ZNRF3 c.2106delG p.K702fs
XH_P36 22 29837600 29837600 Missense_Mutation SNP G A G RFPL1 c.G443A p.R148Q
XH_P36 22 30074208 30074208 Silent SNP G A G NF2 c.G1221A p.P407P
XH_P36 22 31998711 31998711 Missense_Mutation SNP A G A SFI1 c.A1580G p.H527R
XH_P36 22 32937634 32937634 Silent SNP G A G SYN3 c.C840T p.Y280Y
XH_P36 22 34022242 34022242 Silent SNP G A G LARGE1 c.C477T p.S159S
XH_P36 22 36624038 36624038 Missense_Mutation SNP T G T APOL2 c.A426C p.E142D
XH_P36 22 37770438 37770438 Silent SNP C T C ELFN2 c.G1137A p.T379T
XH_P36 22 38621499 38621499 Missense_Mutation SNP A T A TMEM184B c.T719A p.L240H
XH_P36 22 38621500 38621500 Missense_Mutation SNP G T G TMEM184B c.C718A p.L240I
XH_P36 22 39262986 39262986 Missense_Mutation SNP G A G CBX6 c.C413T p.T138M
XH_P36 22 40800400 40800400 Missense_Mutation SNP C T C SGSM3 c.C118T p.R40C
XH_P36 22 40802644 40802644 Missense_Mutation SNP G A G SGSM3 c.G974A p.G325D
XH_P36 22 40815071 40815071 Frame_Shift_Del DEL G - G MKL1 c.1371delC p.P457fs
XH_P36 22 42024155 42024155 Frame_Shift_Del DEL T - T XRCC6 c.116delT p.I39fs
XH_P36 22 44276750 44276750 Silent SNP G A G PNPLA5 c.C873T p.R291R
XH_P36 22 44681360 44681360 Missense_Mutation SNP G A G KIAA1644 c.C547T p.R183W
XH_P36 22 46654519 46654519 Frame_Shift_Ins INS - ACGAGGA - PKDREJ 00_4701insTCCT p.K1567fs
XH_P36 22 46932163 46932163 Missense_Mutation SNP G A G CELSR1 c.C905T p.T302M
XH_P36 22 50297990 50297990 Frame_Shift_Ins INS - G - ALG12 c.1156dupC p.Q386fs
XH_P36 22 50591520 50591520 Missense_Mutation SNP T C T MOV10L1 c.T320C p.M107T



XH_P36 22 50658895 50658895 Frame_Shift_Del DEL G - G TUBGCP6 c.3893delC p.P1298fs
XH_P36 22 50728589 50728589 Missense_Mutation SNP G A G PLXNB2 c.C425T p.S142F
XH_P36 22 50987509 50987509 Missense_Mutation SNP G A G KLHDC7B c.G914A p.G305D
XH_P36 X 2773043 2773043 Missense_Mutation SNP A G A GYG2 c.A334G p.N112D
XH_P36 X 3240378 3240378 Nonsense_Mutation INS - AGCACCTGACATT - MXRA5 48insTTAATGTCA1116_V1117delinsTX
XH_P36 X 5811016 5811016 Missense_Mutation SNP G A G NLGN4X c.C2293T p.R765C
XH_P36 X 5821876 5821876 Silent SNP G A G NLGN4X c.C843T p.G281G
XH_P36 X 11197525 11197525 Frame_Shift_Ins INS - TTTCCTGATAACT - ARHGAP6 CAAAAAGTTATCA p.E279fs
XH_P36 X 12904643 12904643 Frame_Shift_Ins INS - C - TLR7 c.1017dupC p.L339fs
XH_P36 X 14599388 14599388 Frame_Shift_Ins INS - T - GLRA2 c.355dupT p.D118fs
XH_P36 X 17750296 17750296 Silent SNP C T C NHS c.C4074T p.S1358S
XH_P36 X 21444726 21444726 Missense_Mutation SNP G A G CNKSR2 c.G176A p.R59H
XH_P36 X 22056595 22056595 Missense_Mutation SNP G T G PHEX c.G127T p.G43C
XH_P36 X 22292144 22292144 Frame_Shift_Ins INS - A - ZNF645 c.1037dupA p.Q346fs
XH_P36 X 23410920 23410920 Missense_Mutation SNP G T G PTCHD1 c.G1285T p.G429C
XH_P36 X 24734566 24734566 Missense_Mutation SNP G A G POLA1 c.G613A p.A205T
XH_P36 X 24859773 24859773 Silent SNP T C T POLA1 c.T3741C p.L1247L
XH_P36 X 27481249 27481249 Missense_Mutation SNP C A C PPP4R3CP c.G165T p.Q55H
XH_P36 X 30327013 30327013 Silent SNP C T C NR0B1 c.G468A p.T156T
XH_P36 X 30327352 30327352 Silent SNP G A G NR0B1 c.C129T p.C43C
XH_P36 X 30877624 30877624 Missense_Mutation SNP C T C TAB3 c.G82A p.V28M
XH_P36 X 31986601 31986601 Missense_Mutation SNP T C T DMD c.A2446G p.T816A
XH_P36 X 32361392 32361392 Frame_Shift_Ins INS - TTGATGCATTTCC - DMD 75insAAGGAAAT p.S525fs
XH_P36 X 36321999 36321999 Missense_Mutation SNP C T C CFAP47 c.C8006T p.T2669M
XH_P36 X 37028698 37028698 Missense_Mutation SNP C T C FAM47C c.C2215T p.R739C
XH_P36 X 39923654 39923654 Missense_Mutation SNP T C T BCOR c.A3383G p.E1128G
XH_P36 X 45023492 45023492 Frame_Shift_Ins INS - GC - CXorf36 c.500_501insGC p.D167fs
XH_P36 X 45023493 45023493 Frame_Shift_Ins INS - A - CXorf36 c.499_500insT p.D167fs
XH_P36 X 47271966 47271966 Frame_Shift_Ins INS - GTATAAAATTAA - ZNF157 5insCAGTATAAA p.H165fs
XH_P36 X 47516631 47516631 Silent SNP G A G UXT c.C343T p.L115L
XH_P36 X 48418176 48418176 Missense_Mutation SNP C T C TBC1D25 c.C928T p.R310C
XH_P36 X 48559092 48559092 Missense_Mutation SNP G A G SUV39H1 c.G809A p.R270H
XH_P36 X 49088214 49088214 Silent SNP C T C CACNA1F c.G201A p.R67R
XH_P36 X 53106544 53106544 Silent SNP C T C GPR173 c.C741T p.A247A
XH_P36 X 53115191 53115191 Silent SNP C T C TSPYL2 c.C1617T p.Y539Y
XH_P36 X 53564586 53564586 Missense_Mutation SNP C T C HUWE1 c.G12068A p.R4023H
XH_P36 X 54112348 54112348 In_Frame_Ins INS - AAAGAATGAGGT - FAM120C nsTAAATACCTCA880delinsVNTSFFGT
XH_P36 X 66765862 66765862 Missense_Mutation SNP G T G AR c.G874T p.G292C
XH_P36 X 69510571 69510571 Frame_Shift_Ins INS - CTTCCTTC - KIF4A 51_152insCTTCC p.Y51fs
XH_P36 X 69510573 69510573 Silent SNP C T C KIF4A c.C153T p.Y51Y
XH_P36 X 69669650 69669650 Missense_Mutation SNP G T G DLG3 c.G644T p.R215L
XH_P36 X 70472854 70472854 Frame_Shift_Del DEL C - C ZMYM3 c.252delG p.G84fs
XH_P36 X 70586340 70586340 Missense_Mutation SNP A T A TAF1 c.A176T p.D59V
XH_P36 X 71426778 71426778 Nonsense_Mutation INS - AGAAAGCTCAA - ERCC6L _1839insTTGAG 613_N614delinsNX
XH_P36 X 74318786 74318786 Silent SNP A G A ABCB7 c.T366C p.G122G
XH_P36 X 76938995 76938995 In_Frame_Ins INS - AGATGAAGAATG - ATRX _1639insCATTCT.E547delinsHSSSE
XH_P36 X 77224989 77224989 Silent SNP G T G PGAM4 c.C147A p.G49G
XH_P36 X 77268382 77268382 Missense_Mutation SNP G A G ATP7A c.G2179A p.G727R
XH_P36 X 79699009 79699009 Nonsense_Mutation INS - TCAGGTTTCCTGG - FAM46D TCTCTTCAGGTTTL324_I325delinsLX
XH_P36 X 79989683 79989683 Frame_Shift_Ins INS - AATTT - BRWD3 019_1020insAAA p.H340fs
XH_P36 X 82763673 82763673 Frame_Shift_Del DEL G - G POU3F4 c.341delG p.W114fs
XH_P36 X 91132649 91132649 Silent SNP C T C PCDH11X c.C1410T p.F470F
XH_P36 X 91133364 91133364 Missense_Mutation SNP G A G PCDH11X c.G2125A p.A709T
XH_P36 X 95993734 95993734 Missense_Mutation SNP A T A DIAPH2 c.A315T p.E105D
XH_P36 X 99884976 99884976 Nonstop_Mutation INS - CCCTCTGAAACA - TSPAN6 sCCAGTGTTTCAGX138delinsSSVSEGY
XH_P36 X 100297082 100297082 Frame_Shift_Ins INS - T - TRMT2B c.196dupA p.S66fs
XH_P36 X 100503224 100503224 Missense_Mutation SNP A G A DRP2 c.A1165G p.N389D
XH_P36 X 100667681 100667681 Frame_Shift_Ins INS - TATTCTTTCCTTGT - HNRNPH2 06insCTATTCTTTC p.A235fs
XH_P36 X 100747417 100747417 Missense_Mutation SNP G A G ARMCX4 c.G3841A p.A1281T
XH_P36 X 101970716 101970716 Missense_Mutation SNP A G A RMCX5-GPRASP c.A919G p.R307G
XH_P36 X 102864157 102864157 Frame_Shift_Ins INS - CTTCATTTTTATT - TCEAL3 insTTCCTTCATTT p.G55fs
XH_P36 X 103080247 103080247 Missense_Mutation SNP T G T RAB9B c.A468C p.K156N
XH_P36 X 105450411 105450411 Missense_Mutation SNP A T A MUM1L1 c.A986T p.D329V
XH_P36 X 105450735 105450735 Missense_Mutation SNP G A G MUM1L1 c.G1310A p.R437K
XH_P36 X 106038848 106038848 Frame_Shift_Ins INS - CCTCTAATAATTA - RNF128 15insTACCTCTAA p.V372fs
XH_P36 X 106038850 106038850 In_Frame_Ins INS - ATTTAT - RNF128 116_1117insATTp.V372delinsVIY
XH_P36 X 106845186 106845186 Frame_Shift_Del DEL G - G FRMPD3 c.4016delG p.R1339fs
XH_P36 X 107978741 107978741 Missense_Mutation SNP C A C IRS4 c.G834T p.Q278H
XH_P36 X 109693960 109693960 Missense_Mutation SNP G A G RTL9 c.G115A p.V39I
XH_P36 X 112065649 112065649 Nonsense_Mutation SNP G A G AMOT c.C706T p.R236X
XH_P36 X 114082653 114082653 Frame_Shift_Ins INS - CAGATTATGTCTG - HTR2C TCTTTCAGATTAT p.C146fs
XH_P36 X 114424574 114424574 Silent SNP C A C RBMXL3 c.C570A p.G190G
XH_P36 X 114426364 114426364 Missense_Mutation SNP T A T RBMXL3 c.T2360A p.L787H
XH_P36 X 117043403 117043403 Nonsense_Mutation INS - TGTAGTTAGGGTT - KLHL13 AAAATAAAACCCTp.D403delinsEX
XH_P36 X 118723709 118723709 Frame_Shift_Ins INS - GAGATAGGCTCCC - NKRF 9insTACGGGAGC p.R560fs
XH_P36 X 118920652 118920652 Missense_Mutation SNP G T G RPL39 c.C151A p.L51I
XH_P36 X 119602985 119602985 Missense_Mutation SNP G A G LAMP2 c.C40T p.L14F
XH_P36 X 119674393 119674393 In_Frame_Ins INS - GGTTGCTTAGCTG - CUL4B ATATACCAGCTAA90delinsDIPAKQPQTN
XH_P36 X 119694376 119694376 Nonsense_Mutation INS - AATAAGAGTATA - CUL4B insTTAATATACTC40_L41delinsLIYSYFX
XH_P36 X 122387364 122387364 Missense_Mutation SNP A G A GRIA3 c.A479G p.K160R
XH_P36 X 123200251 123200251 Missense_Mutation SNP C A C STAG2 c.C2230A p.Q744K
XH_P36 X 123514660 123514660 Missense_Mutation SNP T C T TENM1 c.A7904G p.Y2635C
XH_P36 X 123637491 123637491 Missense_Mutation SNP C T C TENM1 c.G3364A p.V1122I
XH_P36 X 123663816 123663816 Missense_Mutation SNP C T C TENM1 c.G2669A p.R890Q
XH_P36 X 123680932 123680932 In_Frame_Ins INS - ACA - TENM1 2442_2443insTGp.T815delinsCT
XH_P36 X 123680934 123680934 Frame_Shift_Ins INS - TTATTTTATTCCT - TENM1 sCACTAAGGAATA p.L814fs
XH_P36 X 124454042 124454042 Missense_Mutation SNP T C T TEX13C c.T74C p.V25A
XH_P36 X 124454575 124454575 Missense_Mutation SNP C T C TEX13C c.C607T p.P203S
XH_P36 X 125685317 125685317 Missense_Mutation SNP T G T DCAF12L1 c.A1275C p.E425D
XH_P36 X 128621013 128621013 Missense_Mutation SNP A T A SMARCA1 c.T2163A p.D721E
XH_P36 X 129147458 129147458 Missense_Mutation SNP T A T BCORL1 c.T710A p.V237D
XH_P36 X 129147932 129147932 Missense_Mutation SNP C A C BCORL1 c.C1184A p.T395K
XH_P36 X 129270637 129270637 Missense_Mutation SNP T C T AIFM1 c.A128G p.K43R
XH_P36 X 131212863 131212863 Silent SNP C T C FRMD7 c.G1137A p.E379E
XH_P36 X 135313108 135313108 Frame_Shift_Ins INS - AAAAAGGGATTTA - MAP7D3 1326insTAAATCC p.K442fs
XH_P36 X 135630842 135630842 Silent SNP C T C VGLL1 c.C309T p.N103N
XH_P36 X 136649264 136649264 Silent SNP G A G ZIC3 c.G414A p.G138G
XH_P36 X 142718126 142718126 Frame_Shift_Ins INS - GAAAAATATACAG - SLITRK4 sATAGACTGTATA p.G267fs



XH_P36 X 148037594 148037594 Frame_Shift_Ins INS - GTTTCTGGAATTT - AFF2 nsTTTGTTTCTGG p.A314fs
XH_P36 X 148627313 148627313 Missense_Mutation SNP G T G CXorf40A c.G137T p.R46M
XH_P36 X 148794840 148794840 Frame_Shift_Ins INS - G - MAGEA11 c.22dupG p.R7fs
XH_P36 X 150906974 150906974 Missense_Mutation SNP G T G CNGA2 c.G19T p.G7C
XH_P36 X 152139042 152139042 Missense_Mutation SNP G A G ZNF185 c.G941A p.R314H
XH_P36 X 152686163 152686163 Frame_Shift_Del DEL G - G ZFP92 c.328delG p.G110fs
XH_P36 X 152710513 152710513 Missense_Mutation SNP G T G TREX2 c.C376A p.L126M
XH_P36 X 153048467 153048467 Silent SNP G A G SRPK3 c.G642A p.K214K
XH_P36 X 153050304 153050304 Missense_Mutation SNP G A G SRPK3 c.G1345A p.A449T
XH_P36 X 153178731 153178731 Missense_Mutation SNP C T C ARHGAP4 c.G1352A p.R451Q
XH_P36 X 153692348 153692348 Missense_Mutation SNP G T G PLXNA3 c.G1602T p.E534D
XH_P36 X 153714260 153714260 Silent SNP G A G UBL4A c.C213T p.V71V
XH_P36 X 153944567 153944567 Missense_Mutation SNP C T C GAB3 c.G110A p.R37H
XH_P36 X 154754286 154754286 Frame_Shift_Del DEL T - T TMLHE c.189delA p.K63fs
XH_P36 1 115258747 115258747 Missense_Mutation SNV C T T NRAS c.35G>A P.G12D
XH_P36 1 1268888 1268888 Missense_Mutation SNV G A A TAS1R3 c.1603G>A P.D535N
XH_P36 1 13635049 13635049 Missense_Mutation SNV C T T PRAMEF33P c.1195C>T P.R399C
XH_P36 1 144922225 144922225 Nonsense_Mutation SNV G A A PDE4DIP c.1141C>T P.R381*
XH_P36 1 1461921 1461921 Splice_Site SNV C T T ATAD3A c.1337+10C>T
XH_P36 1 148341948 148341948 Missense_Mutation SNV T C C NBPF9 c.625A>G P.I209V
XH_P36 1 149895835 149895835 Missense_Mutation SNV A T T SF3B4 c.985T>A P.S329T
XH_P36 1 151804203 151804203 Missense_Mutation SNV C T T RORC c.38G>A P.R13Q
XH_P36 1 152275289 152275289 Missense_Mutation SNV G A A FLG c.12073C>T P.P4025S
XH_P36 1 152770502 152770502 Missense_Mutation SNV C T T LCE1D c.232C>T P.R78C
XH_P36 1 154246391 154246391 Frame_Shift_Del INDEL C - - HAX1 c.319delC P.Q107fs
XH_P36 1 155148566 155148566 Frame_Shift_Ins INDEL - C C TRIM46 c.464dupC P.P156fs
XH_P36 1 155580268 155580268 Frame_Shift_Ins INDEL - C C MSTO1 c.141dupC P.D48fs
XH_P36 1 155722346 155722346 Nonsense_Mutation SNV G A A GON4L c.5878C>T P.R1960*
XH_P36 1 158325766 158325766 Missense_Mutation SNV G A A CD1E c.775G>A P.V259I
XH_P36 1 158735706 158735706 Missense_Mutation SNV A G G OR6N1 c.767T>C P.L256P
XH_P36 1 158985772 158985772 Missense_Mutation SNV G C C IFI16 c.376G>C P.A126P
XH_P36 1 159779252 159779252 Missense_Mutation SNV A G G FCRL6 c.665A>G P.D222G
XH_P36 1 161953527 161953527 Missense_Mutation SNV G A A OLFML2B c.2194C>T P.R732C
XH_P36 1 162731166 162731166 Nonsense_Mutation SNV C T T DDR2 c.1021C>T P.R341*
XH_P36 1 162766447 162766447 Silent SNV T G G HSD17B7 c.312T>G P.L104L
XH_P36 1 164769110 164769110 Nonsense_Mutation SNV C T T PBX1 c.685C>T P.R229*
XH_P36 1 166896414 166896414 Missense_Mutation SNV C T T ILDR2 c.884G>A P.R295H
XH_P36 1 171553156 171553156 Missense_Mutation SNV G A A PRRC2C c.7465G>A P.A2489T
XH_P36 1 173772575 173772575 Silent SNV G A A CENPL c.627C>T P.C209C
XH_P36 1 174200408 174200408 Missense_Mutation SNV C T T RABGAP1L c.457C>T P.R153W
XH_P36 1 175355157 175355157 Splice_Site SNV C T T TNR c.778+11G>A
XH_P36 1 176659361 176659361 Silent SNV C T T PAPPA2 c.2226C>T P.Y742Y
XH_P36 1 179604781 179604781 Splice_Site INDEL T - - TDRD5 c.1300-12delT
XH_P36 1 182550367 182550367 Missense_Mutation SNV G A A RNASEL c.1898C>T P.T633M
XH_P36 1 19180874 19180874 Missense_Mutation SNV C T T TAS1R2 c.1090G>A P.D364N
XH_P36 1 19183876 19183876 Silent SNV G T T TAS1R2 c.432C>A P.S144S
XH_P36 1 19566360 19566360 Silent SNV C T T EMC1 c.906G>A P.L302L
XH_P36 1 196309709 196309709 Splice_Site INDEL A - - KCNT2 c.1554-9delT
XH_P36 1 197091176 197091176 Splice_Site INDEL A - - ASPM c.3742-3delT
XH_P36 1 197297540 197297540 Splice_Site INDEL A - - CRB1 c.71-12delA
XH_P36 1 203668744 203668744 Missense_Mutation SNV G A A ATP2B4 c.548G>A P.R183H
XH_P36 1 203821253 203821253 Splice_Site INDEL - T T ZC3H11A c.2175-8dupT
XH_P36 1 206758543 206758543 Frame_Shift_Del INDEL C - - RASSF5 c.1024delC P.L342fs
XH_P36 1 21267982 21267982 Splice_Site SNV A G G EIF4G3 c.1492+2T>C
XH_P36 1 2238077 2238077 Missense_Mutation SNV A G G SKI c.2060A>G P.D687G
XH_P36 1 226340081 226340081 Missense_Mutation SNV T C C ACBD3 c.1330A>G P.S444G
XH_P36 1 228399732 228399732 Missense_Mutation SNV G A A OBSCN c.248G>A P.R83H
XH_P36 1 228494956 228494956 Splice_Site SNV G A A OBSCN c.12194-4G>A
XH_P36 1 228506757 228506757 Silent SNV G A A OBSCN c.14304G>A P.S4768S
XH_P36 1 233464042 233464042 Missense_Mutation SNV G T T MLK4 c.268G>T P.G90C
XH_P36 1 235275431 235275431 Splice_Site INDEL A - - TOMM20 c.394-8delT
XH_P36 1 235658047 235658047 Silent SNV G A A B3GALNT2 c.327C>T P.N109N
XH_P36 1 235940392 235940392 Missense_Mutation SNV T A A LYST c.5431A>T P.T1811S
XH_P36 1 242042491 242042491 Missense_Mutation SNV C T T EXO1 c.1952C>T P.S651L
XH_P36 1 245927412 245927412 Silent SNV T C C SMYD3 c.1116A>G P.Q372Q
XH_P36 1 248028086 248028086 Missense_Mutation SNV G A A TRIM58 c.596G>A P.R199Q
XH_P36 1 248436586 248436586 Silent SNV G A A OR2T33 c.531C>T P.C177C
XH_P36 1 248436712 248436712 Missense_Mutation SNV G T T OR2T33 c.405C>A P.S135R
XH_P36 1 2572878 2572878 Missense_Mutation SNV C T T TTC34 c.1630G>A P.D544N
XH_P36 1 25889626 25889626 Frame_Shift_Ins INDEL - C C LDLRAP1 c.603dupC P.S202fs
XH_P36 1 28116067 28116067 Splice_Site INDEL C - - STX12 c.119-3delC
XH_P36 1 28785730 28785730 Frame_Shift_Del INDEL A - - PHACTR4 c.160delA P.S54fs
XH_P36 1 32208473 32208473 Silent SNV C T T ADGRB2 c.1218G>A P.L406L
XH_P36 1 34666397 34666397 Frame_Shift_Ins INDEL - A A C1orf94 c.1040dupA P.Q349fs
XH_P36 1 35226919 35226919 Missense_Mutation SNV C T T GJB4 c.64C>T P.R22C
XH_P36 1 3541774 3541774 Silent SNV C T T TPRG1L c.138C>T P.L46L
XH_P36 1 36030900 36030900 Missense_Mutation SNV C T T NCDN c.1826C>T P.A609V
XH_P36 1 36367904 36367904 Missense_Mutation SNV G A A AGO1 c.1363G>A P.A455T
XH_P36 1 36380979 36380979 Nonsense_Mutation SNV C T T AGO1 c.1864C>T P.R622*
XH_P36 1 38265467 38265467 Missense_Mutation SNV G A A MANEAL c.300G>A P.M100I
XH_P36 1 39823033 39823033 Splice_Site INDEL T - - MACF1 c.5239-6delT
XH_P36 1 42047087 42047087 Missense_Mutation SNV C T T HIVEP3 c.3382G>A P.V1128I
XH_P36 1 44466534 44466534 Missense_Mutation SNV G A A SLC6A9 c.1441C>T P.R481W
XH_P36 1 47748086 47748086 Silent SNV G A A STIL c.1179C>T P.H393H
XH_P36 1 48917261 48917261 Silent SNV G A A SPATA6 c.201C>T P.D67D
XH_P36 1 50941243 50941243 Missense_Mutation SNV G A A FAF1 c.1762C>T P.R588W
XH_P36 1 52825774 52825774 Missense_Mutation SNV G C C CC2D1B c.735C>G P.D245E
XH_P36 1 63876949 63876949 Frame_Shift_Ins INDEL - T T ALG6 c.634dupT P.C212fs
XH_P36 1 67147843 67147843 Missense_Mutation SNV A G G SGIP1 c.1106A>G P.N369S
XH_P36 1 76257129 76257129 Splice_Site INDEL T - - RABGGTB c.469-9delT
XH_P36 1 78309060 78309060 Missense_Mutation SNV G A A MIGA1 c.964G>A P.A322T
XH_P36 1 78433883 78433883 Silent SNV T C C FUBP1 c.216A>G P.Q72Q
XH_P36 1 86591275 86591275 Silent SNV G A A COL24A1 c.744C>T P.Y248Y
XH_P36 1 874456 874456 Missense_Mutation SNV G A A SAMD11 c.467G>A P.R156H
XH_P36 1 90179646 90179646 Frame_Shift_Ins INDEL - C C LRRC8C c.1524dupC P.W509fs
XH_P36 1 91967357 91967357 Frame_Shift_Del INDEL A - - CDC7 c.92delA P.N31fs
XH_P36 1 93306137 93306137 Silent SNV T G G RPL5 c.735T>G P.A245A
XH_P36 1 94140186 94140186 Missense_Mutation SNV C T T BCAR3 c.301G>A P.E101K



XH_P36 1 94502756 94502756 Missense_Mutation SNV G A A ABCA4 c.3758C>T P.T1253M
XH_P36 1 99772074 99772074 Silent SNV G A A PLPPR4 c.1626G>A P.T542T
XH_P36 10 102242535 102242535 Frame_Shift_Ins INDEL - G G WNT8B c.1025dupG P.A343fs
XH_P36 10 102250651 102250651 Splice_Site INDEL A - - SEC31B c.2473-11delT
XH_P36 10 102749036 102749036 Missense_Mutation SNV C T T C10orf2 c.1069C>T P.R357C
XH_P36 10 114154663 114154663 Splice_Site INDEL T - - ACSL5 c.140-4delT
XH_P36 10 114925317 114925317 Frame_Shift_Del INDEL A - - TCF7L2 c.1385delA P.K462fs
XH_P36 10 115601182 115601182 Missense_Mutation SNV T C C DCLRE1A c.2803A>G P.M935V
XH_P36 10 120789359 120789359 Frame_Shift_Ins INDEL - C C NANOS1 c.53dupC P.P19fs
XH_P36 10 121196221 121196221 Missense_Mutation SNV T C C GRK5 c.797T>C P.M266T
XH_P36 10 124917228 124917228 Splice_Site INDEL T - - BUB3 c.266-9delT
XH_P36 10 12708722 12708722 Splice_Site INDEL T - - CAMK1D c.225-4delT
XH_P36 10 128780162 128780162 Splice_Site INDEL T - - DOCK1 c.172-11delT
XH_P36 10 133955443 133955443 Missense_Mutation SNV C T T JAKMIP3 c.1493C>T P.T498M
XH_P36 10 134942117 134942117 Missense_Mutation SNV C T T ADGRA1 c.785C>T P.T262M
XH_P36 10 135012703 135012703 Silent SNV G A A KNDC1 c.2691G>A P.T897T
XH_P36 10 17363356 17363356 Splice_Site INDEL A - - ST8SIA6 c.729-11delT
XH_P36 10 19981225 19981225 Missense_Mutation SNV G T T MALRD1 c.6152G>T P.W2051L
XH_P36 10 26534838 26534838 Splice_Site INDEL T - - GAD2 c.841-5delT
XH_P36 10 46999854 46999854 Missense_Mutation SNV C T T GPRIN2 c.974C>T P.A325V
XH_P36 10 50953853 50953853 Silent SNV G A A OGDHL c.1296C>T P.V432V
XH_P36 10 64159513 64159513 Frame_Shift_Del INDEL A - - ZNF365 c.1196delA P.K399fs
XH_P36 10 70332889 70332889 Missense_Mutation SNV A G G TET1 c.794A>G P.N265S
XH_P36 10 70723214 70723214 Missense_Mutation SNV C T T DDX21 c.571C>T P.R191C
XH_P36 10 71142432 71142432 Silent SNV G A A HK1 c.1455G>A P.L485L
XH_P36 10 73466731 73466731 Missense_Mutation SNV G A A CDH23 c.3031G>A P.E1011K
XH_P36 10 78729786 78729786 Frame_Shift_Del INDEL T - - KCNMA1 c.2144delA P.K715fs
XH_P36 10 8019267 8019267 Missense_Mutation SNV G A A TAF3 c.2296G>A P.G766S
XH_P36 10 8100708 8100708 Missense_Mutation SNV G A A GATA3 c.682G>A P.E228K
XH_P36 10 81317157 81317157 Silent SNV G T T SFTPA2 c.555C>A P.A185A
XH_P36 10 89272866 89272866 Splice_Site INDEL T - - MINPP1 c.836-9delT
XH_P36 10 92617011 92617011 Missense_Mutation SNV C T T HTR7 c.418G>A P.V140I
XH_P36 10 93601946 93601946 Frame_Shift_Del INDEL A - - TNKS2 c.1865delA P.N622fs
XH_P36 10 93999314 93999314 Missense_Mutation SNV C T T CPEB3 c.794G>A P.G265D
XH_P36 10 94773 94773 Missense_Mutation SNV C T T TUBB8 c.137G>A P.R46H
XH_P36 10 95995659 95995659 Splice_Site INDEL T - - PLCE1 c.1291-5delT
XH_P36 10 98080475 98080475 Missense_Mutation SNV T C C DNTT c.608T>C P.F203S
XH_P36 11 101323754 101323754 Missense_Mutation SNV C A A TRPC6 c.2728G>T P.A910S
XH_P36 11 108384793 108384793 Frame_Shift_Del INDEL A - - EXPH5 c.1213delT P.W405fs
XH_P36 11 111366044 111366044 Splice_Site INDEL A - - BTG4 c.511-5delT
XH_P36 11 112020784 112020784 Splice_Site INDEL A - - IL18 c.214+11delT
XH_P36 11 113694379 113694379 Frame_Shift_Ins INDEL - CT CT USP28 c.854_855dupAG P.C286fs
XH_P36 11 123448124 123448124 Missense_Mutation SNV C T T GRAMD1B c.73C>T P.R25W
XH_P36 11 124845049 124845049 Frame_Shift_Del INDEL A - - CCDC15 c.581delA P.K194fs
XH_P36 11 125221249 125221249 Silent SNV G A A PKNOX2 c.48G>A P.T16T
XH_P36 11 130066453 130066453 Splice_Site INDEL C - - ST14 c.1224-6delC
XH_P36 11 14280928 14280928 Missense_Mutation SNV C T T SPON1 c.1592C>T P.P531L
XH_P36 11 14793470 14793470 Splice_Site INDEL T - - PDE3B c.979-5delT
XH_P36 11 17758073 17758073 Missense_Mutation SNV G A A KCNC1 c.524G>A P.R175H
XH_P36 11 20066788 20066788 Silent SNV C T T NAV2 c.3282C>T P.L1094L
XH_P36 11 2432968 2432968 Missense_Mutation SNV C T T TRPM5 c.2504G>A P.R835H
XH_P36 11 27405964 27405964 Splice_Site INDEL A - - LGR4 c.618-10delT
XH_P36 11 30255300 30255300 Nonsense_Mutation SNV C T T FSHB c.343C>T P.R115*
XH_P36 11 3114178 3114178 Missense_Mutation SNV C T T OSBPL5 c.1847G>A P.R616Q
XH_P36 11 33596351 33596351 Missense_Mutation SNV T G G KIAA1549L c.3443T>G P.I1148S
XH_P36 11 34489930 34489930 Silent SNV C T T CAT c.1422C>T P.I474I
XH_P36 11 3848989 3848989 Missense_Mutation SNV C T T RHOG c.380G>A P.R127Q
XH_P36 11 43425610 43425613 Frame_Shift_Del INDEL GAGT - - TTC17 1397_1400delGT P.S466fs
XH_P36 11 45671512 45671512 Missense_Mutation SNV C G G CHST1 c.962G>C P.G321A
XH_P36 11 4661623 4661623 Silent SNV C A A OR51D1 c.603C>A P.S201S
XH_P36 11 47611863 47611863 Missense_Mutation SNV C T T C1QTNF4 c.500G>A P.R167H
XH_P36 11 48347449 48347449 Frame_Shift_Del INDEL A - - OR4C3 c.962delA P.N321fs
XH_P36 11 5275557 5275557 Missense_Mutation SNV A G G HBG2 c.280T>C P.C94R
XH_P36 11 5364256 5364256 Missense_Mutation SNV A G G OR51B5 c.499T>C P.C167R
XH_P36 11 60506456 60506456 Missense_Mutation SNV C A A MS4A18 c.610C>A P.L204I
XH_P36 11 60666410 60666410 Splice_Site INDEL A - - PRPF19 c.985-7delT
XH_P36 11 63277289 63277289 Missense_Mutation SNV C T T LGALS12 c.481C>T P.R161W
XH_P36 11 63997883 63997885 Splice_Site INDEL TTT - - DNAJC4 23-11_-423-9delTTT
XH_P36 11 65396411 65396411 Silent SNV C T T PCNX3 c.3933C>T P.R1311R
XH_P36 11 65733371 65733371 Missense_Mutation SNV C T T SART1 c.752C>T P.A251V
XH_P36 11 65780794 65780794 Missense_Mutation SNV C T T CST6 c.373C>T P.R125C
XH_P36 11 67072394 67072394 Silent SNV C A A SSH3 c.255C>A P.S85S
XH_P36 11 67187007 67187007 Missense_Mutation SNV G A A CARNS1 c.902G>A P.R301H
XH_P36 11 67258296 67258296 Missense_Mutation SNV C T T AIP c.817C>T P.R273C
XH_P36 11 67261809 67261809 Missense_Mutation SNV G A A PITPNM1 c.2762C>T P.A921V
XH_P36 11 67263644 67263644 Splice_Site SNV C A A PITPNM1 c.2314+5G>T
XH_P36 11 67264838 67264838 Silent SNV G A A PITPNM1 c.2010C>T P.P670P
XH_P36 11 67800693 67800693 Silent SNV A G G NDUFS8 c.315A>G P.P105P
XH_P36 11 69962552 69962552 Splice_Site INDEL T - - ANO1 c.856-6delT
XH_P36 11 7059779 7059779 Splice_Site INDEL T - - NLRP14 c.-21-11delT
XH_P36 11 71195477 71195477 Missense_Mutation SNV C T T NADSYN1 c.1439C>T P.A480V
XH_P36 11 71850756 71850756 Missense_Mutation SNV G A A FOLR3 c.616G>A P.G206S
XH_P36 11 75623053 75623053 Missense_Mutation SNV G A A UVRAG c.563G>A P.R188H
XH_P36 11 78282493 78282493 Splice_Site SNV A C C NARS2 c.-540-4T>G
XH_P36 11 82536174 82536174 Splice_Site INDEL A - - PRCP c.960-10delT
XH_P36 11 82966931 82966931 Frame_Shift_Del INDEL A - - ANKRD42 c.1517delA P.K506fs
XH_P36 11 85420388 85420388 Frame_Shift_Del INDEL T - - SYTL2 c.1986delA P.K662fs
XH_P36 11 865495 865495 Splice_Site INDEL C - - TSPAN4 c.331-11delC
XH_P36 11 88068257 88068259 Splice_Site INDEL AAA - - CTSC 173-9_173-7delTTT
XH_P36 11 88583231 88583231 Missense_Mutation SNV C T T GRM5 c.754G>A P.A252T
XH_P36 11 92532469 92532469 Missense_Mutation SNV C T T FAT3 c.6290C>T P.A2097V
XH_P36 11 93439896 93439896 Splice_Site INDEL T - - CEP295 c.5597-10delT
XH_P36 11 94599175 94599175 Missense_Mutation SNV G A A AMOTL1 c.2180G>A P.R727H
XH_P36 11 9861142 9861142 Missense_Mutation SNV G A A SBF2 c.3358C>T P.R1120C
XH_P36 12 100489623 100489623 Splice_Site INDEL A - - UHRF1BP1L c.670-8delT
XH_P36 12 101473003 101473003 Nonsense_Mutation SNV C T T ANO4 c.1345C>T P.R449*
XH_P36 12 101689237 101689237 Splice_Site INDEL T - - UTP20 c.1252-12delT
XH_P36 12 104697824 104697824 Missense_Mutation SNV C T T EID3 c.112C>T P.R38C



XH_P36 12 109536183 109536183 Missense_Mutation SNV C T T UNG c.52C>T P.P18S
XH_P36 12 113445730 113445730 Missense_Mutation SNV G A A OAS2 c.1877G>A P.S626N
XH_P36 12 117217097 117217097 Missense_Mutation SNV G A A RNFT2 c.826G>A P.A276T
XH_P36 12 124832387 124832387 Silent SNV G A A NCOR2 c.4026C>T P.R1342R
XH_P36 12 130647740 130647740 Missense_Mutation SNV T G G FZD10 c.253T>G P.F85V
XH_P36 12 130935836 130935836 Silent SNV C T T RIMBP2 c.357G>A P.R119R
XH_P36 12 130941035 130941035 Splice_Site SNV G A A RIMBP2 c.307+6C>T
XH_P36 12 131620642 131620642 Silent SNV C T T ADGRD1 c.2328C>T P.G776G
XH_P36 12 133463877 133463877 Missense_Mutation SNV G T T CHFR c.38C>A P.P13Q
XH_P36 12 18876416 18876416 Missense_Mutation SNV T A A PLCZ1 c.196A>T P.I66F
XH_P36 12 21727271 21727271 Splice_Site INDEL A - - GYS2 c.496-11delT
XH_P36 12 2907038 2907041 Splice_Site INDEL GTGA - - FKBP4 93+4_393+7delAGTG
XH_P36 12 29614779 29614779 Splice_Site SNV C T T OVCH1 c.2280+8G>A
XH_P36 12 40838232 40838232 Silent SNV C A A MUC19 c.4494C>A P.A1498A
XH_P36 12 4766968 4766968 Missense_Mutation SNV G A A NDUFA9 c.373G>A P.V125M
XH_P36 12 48141379 48141379 Nonsense_Mutation SNV G A A RAPGEF3 c.1504C>T P.R502*
XH_P36 12 49992526 49992526 Splice_Site SNV C T T FAM186B c.2364+12G>A
XH_P36 12 50026780 50026781 Splice_Site INDEL CC - - PRPF40B 349-8_349-7delCC
XH_P36 12 51399180 51399180 Missense_Mutation SNV C T T SLC11A2 c.223G>A P.G75R
XH_P36 12 52684997 52684997 Missense_Mutation SNV C T T KRT81 c.253G>A P.E85K
XH_P36 12 53038849 53038849 Missense_Mutation SNV C T T KRT2 c.1874G>A P.S625N
XH_P36 12 56398615 56398615 Missense_Mutation SNV G A A SUOX c.1442G>A P.R481H
XH_P36 12 56494905 56494905 Missense_Mutation SNV C T T ERBB3 c.3262C>T P.P1088S
XH_P36 12 56559113 56559113 Frame_Shift_Del INDEL G - - SMARCC2 c.3221delC P.P1074fs
XH_P36 12 56661723 56661723 Missense_Mutation SNV G T T COQ10A c.184G>T P.G62W
XH_P36 12 57389231 57389231 Missense_Mutation SNV C T T GPR182 c.238C>T P.R80C
XH_P36 12 57911097 57911097 Silent SNV T C C DDIT3 c.162A>G P.S54S
XH_P36 12 64055225 64055225 Missense_Mutation SNV C A A DPY19L2 c.487G>T P.A163S
XH_P36 12 69085736 69085736 Splice_Site INDEL T - - NUP107 c.217-4delT
XH_P36 12 71537999 71537999 Splice_Site INDEL - A A TSPAN8 c.61-7dupT
XH_P36 12 72009100 72009100 Splice_Site INDEL A - - ZFC3H1 c.5145-4delT
XH_P36 12 72024509 72024509 Splice_Site INDEL A - - ZFC3H1 c.3603-8delT
XH_P36 12 75687029 75687029 Missense_Mutation SNV T A A CAPS2 c.974A>T P.K325I
XH_P36 12 75804272 75804272 Missense_Mutation SNV C T T GLIPR1L2 c.293C>T P.T98M
XH_P36 12 78593137 78593137 Missense_Mutation SNV A G G NAV3 c.6541A>G P.T2181A
XH_P36 12 89745700 89745700 Silent SNV G A A DUSP6 c.117C>T P.C39C
XH_P36 12 9221371 9221371 Missense_Mutation SNV G A A A2M c.4331C>T P.P1444L
XH_P36 12 94543030 94543030 Frame_Shift_Del INDEL C - - PLXNC1 c.288delC P.A97fs
XH_P36 12 97186181 97186181 Silent SNV G A A CFAP54 c.8754G>A P.T2918T
XH_P36 13 103390256 103390256 Missense_Mutation SNV T C C CCDC168 c.12791A>G P.E4264G
XH_P36 13 110434690 110434690 Silent SNV C T T IRS2 c.3711G>A P.S1237S
XH_P36 13 111110449 111110449 Missense_Mutation SNV C T T COL4A2-AS2 c.257G>A P.R86Q
XH_P36 13 113439523 113439523 Missense_Mutation SNV G T T ATP11A c.114G>T P.E38D
XH_P36 13 114538617 114538617 Splice_Site INDEL A - - GAS6 c.590-9delT
XH_P36 13 20656139 20656141 Splice_Site INDEL TTT - - ZMYM2 454-7_3454-5delTTT
XH_P36 13 26542799 26542799 Missense_Mutation SNV G A A ATP8A2 c.3164G>A P.R1055Q
XH_P36 13 26789433 26789433 Nonsense_Mutation SNV G A A RNF6 c.586C>T P.R196*
XH_P36 13 27216440 27216440 Silent SNV G A A WASF3 c.33G>A P.R11R
XH_P36 13 31036852 31036852 Splice_Site INDEL A - - HMGB1 c.297-3delT
XH_P36 13 36905543 36905543 Missense_Mutation SNV C T T SPG20 c.1001G>A P.R334Q
XH_P36 13 39265390 39265390 Silent SNV G A A FREM2 c.3909G>A P.T1303T
XH_P36 13 41897181 41897181 Splice_Site INDEL T - - NAA16 c.403-3delT
XH_P36 13 46632361 46632361 Missense_Mutation SNV A G G CPB2 c.841T>C P.F281L
XH_P36 13 50087175 50087175 Splice_Site INDEL T - - PHF11 c.217-12delT
XH_P36 13 53007887 53007887 Splice_Site INDEL A - - VPS36 c.415-4delT
XH_P36 13 73547716 73547716 Splice_Site INDEL T - - PIBF1 c.1965-4delT
XH_P36 13 77529556 77529556 Missense_Mutation SNV C T T ACOD1 c.355C>T P.P119S
XH_P36 13 79908574 79908574 Splice_Site INDEL - A A RBM26 c.2740-10dupT
XH_P36 13 84454271 84454271 Missense_Mutation SNV C T T SLITRK1 c.1372G>A P.A458T
XH_P36 14 100126651 100126651 Silent SNV G T T HHIPL1 c.1410G>T P.T470T
XH_P36 14 100380645 100380645 Splice_Site SNV C T T EML1 c.1677+4C>T
XH_P36 14 103336573 103336573 Missense_Mutation SNV C T T TRAF3 c.35C>T P.A12V
XH_P36 14 103996592 103996592 Missense_Mutation SNV G A A TRMT61A c.277G>A P.A93T
XH_P36 14 105353222 105353222 Frame_Shift_Ins INDEL - C C CEP170B c.2653dupC P.H885fs
XH_P36 14 105408144 105408144 Missense_Mutation SNV C A A AHNAK2 c.13644G>T P.K4548N
XH_P36 14 105944635 105944635 Missense_Mutation SNV C T T CRIP2 c.298C>T P.H100Y
XH_P36 14 20002302 20002302 Splice_Site INDEL A - - POTEM c.1127-7delT
XH_P36 14 21569511 21569511 Silent SNV T C C TMEM253 c.9T>C P.D3D
XH_P36 14 21957314 21957314 Splice_Site INDEL - T T TOX4 c.511-12dupT
XH_P36 14 31642477 31642477 Silent SNV G A A HECTD1 c.1041C>T P.G347G
XH_P36 14 35497275 35497275 Splice_Site INDEL T - - SRP54 c.1181-9delT
XH_P36 14 39649809 39649809 Missense_Mutation SNV G A A PNN c.896G>A P.R299H
XH_P36 14 39901278 39901278 Missense_Mutation SNV A C C FBXO33 c.89T>G P.L30R
XH_P36 14 50626388 50626388 Missense_Mutation SNV G A A SOS2 c.1613C>T P.A538V
XH_P36 14 51210171 51210171 Missense_Mutation SNV G A A NIN c.3125C>T P.A1042V
XH_P36 14 53101641 53101641 Splice_Site INDEL T - - GPR137C c.1113-8delT
XH_P36 14 55203729 55203729 Splice_Site INDEL T - - SAMD4A c.716-5delT
XH_P36 14 57103323 57103323 Splice_Site SNV T C C TMEM260 c.1869+7T>C
XH_P36 14 57269043 57269043 Missense_Mutation SNV G A A OTX2 c.280C>T P.R94C
XH_P36 14 60581403 60581403 Splice_Site INDEL T - - PCNX4 c.690-7delT
XH_P36 14 61186779 61186779 Missense_Mutation SNV C A A SIX4 c.1248G>T P.Q416H
XH_P36 14 61278692 61278692 Splice_Site INDEL - T T MNAT1 c.421-8dupT
XH_P36 14 68044071 68044071 Silent SNV C T T PLEKHH1 c.2514C>T P.Y838Y
XH_P36 14 68045918 68045918 Missense_Mutation SNV C T T PLEKHH1 c.2917C>T P.R973W
XH_P36 14 72056027 72056027 Missense_Mutation SNV T C C SIPA1L1 c.1438T>C P.Y480H
XH_P36 14 74203800 74203800 Silent SNV G A A ELMSAN1 c.1650C>T P.D550D
XH_P36 14 74534275 74534275 Splice_Site INDEL A - - ALDH6A1 c.814-3delT
XH_P36 14 75359617 75359617 Frame_Shift_Del INDEL C - - DLST c.527delC P.P176fs
XH_P36 14 75515373 75515376 Frame_Shift_Del INDEL TCAA - - MLH3 .983_986delTTG P.I328fs
XH_P36 14 76429801 76429801 Nonsense_Mutation SNV C A A TGFB3 c.784G>T P.G262*
XH_P36 14 94107567 94107567 Silent SNV C T T UNC79 c.5463C>T P.D1821D
XH_P36 14 94417346 94417346 Splice_Site SNV G A A ASB2 c.879C>T P.Y293Y
XH_P36 14 95675732 95675732 Splice_Site SNV G A A CLMN c.885C>T P.A295A
XH_P36 14 97022519 97022519 Silent SNV G A A PAPOLA c.1770G>A P.S590S
XH_P36 15 100591929 100591929 Missense_Mutation SNV A G G ADAMTS17 c.2303T>C P.L768S
XH_P36 15 101865128 101865128 Silent SNV G A A PCSK6 c.2079C>T P.R693R
XH_P36 15 102242559 102242559 Silent SNV C T T TARSL2 c.1104G>A P.P368P
XH_P36 15 102346763 102346763 Missense_Mutation SNV G A A OR4F6 c.841G>A P.V281I



XH_P36 15 22742754 22742754 Missense_Mutation SNV G A A GOLGA6L22 c.1103G>A P.R368Q
XH_P36 15 23891598 23891598 Missense_Mutation SNV C T T MAGEL2 c.1292G>A P.R431Q
XH_P36 15 27160004 27160004 Silent SNV G A A GABRA5 c.552G>A P.A184A
XH_P36 15 27188381 27188381 Silent SNV C T T GABRA5 c.897C>T P.T299T
XH_P36 15 28263537 28263537 Splice_Site SNV C T T OCA2 c.807+6G>A
XH_P36 15 28437288 28437288 Missense_Mutation SNV G A A HERC2 c.8270C>T P.A2757V
XH_P36 15 30659672 30659672 Silent SNV G A A CHRFAM7A c.669C>T P.I223I
XH_P36 15 40510642 40510642 Splice_Site INDEL T - - BUB1B c.2851-11delT
XH_P36 15 42159792 42159792 Nonsense_Mutation SNV G A A SPTBN5 c.6256C>T P.Q2086*
XH_P36 15 44964203 44964203 Splice_Site SNV C T T PATL2 c.657+10G>A
XH_P36 15 45409422 45409422 Missense_Mutation SNV G A A DUOXA2 c.688G>A P.V230M
XH_P36 15 50773790 50773790 Missense_Mutation SNV G A A USP8 c.1331G>A P.R444H
XH_P36 15 50925185 50925185 Missense_Mutation SNV G A A TRPM7 c.1012C>T P.L338F
XH_P36 15 55621922 55621922 Frame_Shift_Del INDEL T - - PIGB c.529delT P.C177fs
XH_P36 15 56720550 56720550 Splice_Site INDEL T - - TEX9 c.874-6delT
XH_P36 15 57545439 57545439 Splice_Site INDEL T - - TCF12 c.751-12delT
XH_P36 15 60747651 60747651 Splice_Site INDEL A - - ICE2 c.256-10delT
XH_P36 15 69331298 69331298 Silent SNV C T T NOX5 c.1389C>T P.P463P
XH_P36 15 69747754 69747755 Splice_Site INDEL TT - - RPLP1 266-6_266-5delTT
XH_P36 15 73660540 73660540 Nonsense_Mutation SNV C T T HCN4 c.72G>A P.W24*
XH_P36 15 75498563 75498563 Silent SNV C T T C15orf39 c.174C>T P.A58A
XH_P36 15 75969242 75969242 Missense_Mutation SNV T C C CSPG4 c.5618A>G P.Q1873R
XH_P36 15 79058543 79058543 Missense_Mutation SNV C T T ADAMTS7 c.3710G>A P.S1237N
XH_P36 15 85164712 85164712 Missense_Mutation SNV G A A ZSCAN2 c.1286G>A P.R429H
XH_P36 15 89719201 89719201 Missense_Mutation SNV G A A ABHD2 c.697G>A P.V233M
XH_P36 16 1412305 1412305 Frame_Shift_Del INDEL C - - GNPTG c.514delC P.H172fs
XH_P36 16 14970537 14970537 Missense_Mutation SNV A C C NOMO1 c.2533A>C P.S845R
XH_P36 16 1709929 1709929 Missense_Mutation SNV G A A CRAMP1 c.2278G>A P.A760T
XH_P36 16 19063046 19063046 Silent SNV G A A TMC7 c.1449G>A P.P483P
XH_P36 16 19126240 19126240 Missense_Mutation SNV C T T ITPRIPL2 c.457C>T P.R153C
XH_P36 16 19883839 19883839 Missense_Mutation SNV G A A GPRC5B c.722C>T P.T241M
XH_P36 16 20948007 20948007 Silent SNV G A A DNAH3 c.11823C>T P.Y3941Y
XH_P36 16 2279560 2279560 Splice_Site SNV C A A E4F1 c.310-11C>A
XH_P36 16 2762695 2762695 Missense_Mutation SNV C T T PRSS27 c.493G>A P.A165T
XH_P36 16 28913639 28913639 Frame_Shift_Ins INDEL - C C ATP2A1 c.2089dupC P.R697fs
XH_P36 16 2903887 2903887 Missense_Mutation SNV C A A PRSS22 c.696G>T P.E232D
XH_P36 16 2983964 2983964 Silent SNV G A A FLYWCH1 c.1497G>A P.A499A
XH_P36 16 29891248 29891248 Frame_Shift_Ins INDEL - G G SEZ6L2 c.1299dupC P.N434fs
XH_P36 16 30018105 30018105 Splice_Site SNV C T T DOC2A c.878+1G>A
XH_P36 16 30680561 30680561 Silent SNV C A A FBRS c.2538C>A P.A846A
XH_P36 16 31121549 31121549 Silent SNV C A A BCKDK c.447C>A P.A149A
XH_P36 16 31142287 31142287 Nonsense_Mutation SNV C T T KAT8 c.1378C>T P.Q460*
XH_P36 16 314836 314836 Missense_Mutation SNV G A A FAM234A c.1474G>A P.A492T
XH_P36 16 46726279 46726279 Splice_Site INDEL T - - ORC6 c.196-11delT
XH_P36 16 4855316 4855316 Splice_Site INDEL A - - GLYR1 c.1570-5delT
XH_P36 16 49670972 49670972 Silent SNV G A A ZNF423 c.1911C>T P.C637C
XH_P36 16 53265642 53265642 Frame_Shift_Del INDEL A - - CHD9 c.2461delA P.I821fs
XH_P36 16 53706815 53706815 Missense_Mutation SNV A T T RPGRIP1L c.996T>A P.H332Q
XH_P36 16 67006630 67006630 Missense_Mutation SNV A T T CES3 c.418A>T P.T140S
XH_P36 16 67687145 67687145 Frame_Shift_Del INDEL G - - CARMIL2 c.3113delG P.G1038fs
XH_P36 16 67964372 67964372 Silent SNV G A A CTRL c.438C>T P.N146N
XH_P36 16 68021792 68021792 Missense_Mutation SNV C T T DPEP2 c.695G>A P.R232H
XH_P36 16 70328814 70328814 Frame_Shift_Del INDEL G - - DDX19B c.68delG P.G23fs
XH_P36 16 72142164 72142164 Silent SNV C T T DHX38 c.3003C>T P.F1001F
XH_P36 16 72153907 72153907 Silent SNV G A A PMFBP1 c.2475C>T P.A825A
XH_P36 16 74660379 74660379 Silent SNV G A A RFWD3 c.2043C>T P.I681I
XH_P36 16 75258768 75258768 Missense_Mutation SNV C T T CTRB1 c.662C>T P.P221L
XH_P36 16 75564074 75564074 Missense_Mutation SNV G A A CHST5 c.209C>T P.S70L
XH_P36 16 77325354 77325354 Missense_Mutation SNV C T T ADAMTS18 c.2695G>A P.G899S
XH_P36 16 81058306 81058306 Splice_Site INDEL T - - CENPN c.634-7delT
XH_P36 16 81095653 81095653 Missense_Mutation SNV C T T C16orf46 c.301G>A P.D101N
XH_P36 16 81173227 81173227 Silent SNV C T T PKD1L2 c.3453G>A P.A1151A
XH_P36 16 81301689 81301689 Missense_Mutation SNV C T T BCO1 c.796C>T P.R266W
XH_P36 16 83214458 83214458 Splice_Site INDEL T - - CDH13 c.484-8delT
XH_P36 16 842546 842546 Frame_Shift_Del INDEL G - - CHTF18 c.1440delG P.L481fs
XH_P36 16 84494362 84494362 Silent SNV C T T ATP2C2 c.2523C>T P.S841S
XH_P36 16 89614422 89614422 Missense_Mutation SNV G A A SPG7 c.1564G>A P.A522T
XH_P36 16 89778933 89778933 Splice_Site INDEL G - - VPS9D1 c.544-3delC
XH_P36 16 90001937 90001937 Missense_Mutation SNV G A A TUBB3 c.862G>A P.G288S
XH_P36 17 16676799 16676799 Splice_Site INDEL T - - CCDC144A c.4252-4delT
XH_P36 17 17898307 17898307 Splice_Site SNV C A A DRC3 c.712-6C>A
XH_P36 17 20163582 20163582 Missense_Mutation SNV G A A SPECC1 c.2915G>A P.C972Y
XH_P36 17 20859933 20859933 Splice_Site INDEL T - - LOC339260 n.641-7delT
XH_P36 17 25910015 25910015 Frame_Shift_Ins INDEL - C C KSR1 c.461dupC P.P155fs
XH_P36 17 26708249 26708249 Silent SNV C T T SARM1 c.492C>T P.G164G
XH_P36 17 26712159 26712159 Missense_Mutation SNV C T T SARM1 c.1489C>T P.R497C
XH_P36 17 27002460 27002460 Frame_Shift_Del INDEL A - - SUPT6H c.585delA P.K195fs
XH_P36 17 27044426 27044426 Missense_Mutation SNV T A A NARR c.301A>T P.T101S
XH_P36 17 27239943 27239943 Missense_Mutation SNV C T T PHF12 c.1646G>A P.G549D
XH_P36 17 27903116 27903116 Missense_Mutation SNV C T T GIT1 c.1672G>A P.V558I
XH_P36 17 28706682 28706682 Frame_Shift_Ins INDEL - C C CPD c.690dupC P.A231fs
XH_P36 17 29632268 29632268 Silent SNV G A A EVI2B c.360C>T P.A120A
XH_P36 17 34062267 34062267 Missense_Mutation SNV C T T RASL10B c.64C>T P.R22C
XH_P36 17 34893857 34893857 Missense_Mutation SNV C T T PIGW c.907C>T P.R303C
XH_P36 17 3563601 3563601 Missense_Mutation SNV G A A CTNS c.1042G>A P.V348I
XH_P36 17 39888649 39888649 Splice_Site INDEL G - - HAP1 c.574-3delC
XH_P36 17 40042503 40042503 Missense_Mutation SNV T G G ACLY c.1934A>C P.N645T
XH_P36 17 40940193 40940193 Frame_Shift_Ins INDEL - C C WNK4 c.906dupC P.G303fs
XH_P36 17 41154724 41154724 Missense_Mutation SNV G A A RPL27 c.286G>A P.V96I
XH_P36 17 48470257 48470257 Missense_Mutation SNV G A A LRRC59 c.167C>T P.S56L
XH_P36 17 48647125 48647125 Missense_Mutation SNV C T T CACNA1G c.547C>T P.R183C
XH_P36 17 53392628 53392628 Silent SNV T C C HLF c.492T>C P.I164I
XH_P36 17 54520274 54520274 Missense_Mutation SNV C T T ANKFN1 c.1088C>T P.P363L
XH_P36 17 56400068 56400068 Missense_Mutation SNV G A A TSPOAP1 c.1264C>T P.R422C
XH_P36 17 56438293 56438293 Nonsense_Mutation SNV G A A RNF43 c.700C>T P.Q234*
XH_P36 17 56676693 56676693 Silent SNV C T T TEX14 c.2031G>A P.A677A
XH_P36 17 57746175 57746175 Missense_Mutation SNV C A A CLTC c.2178C>A P.S726R
XH_P36 17 59465981 59465981 Frame_Shift_Del INDEL A - - BCAS3 c.2670delA P.G891fs



XH_P36 17 60042378 60042378 Missense_Mutation SNV A C C MED13 c.4833T>G P.D1611E
XH_P36 17 61497894 61497894 Frame_Shift_Del INDEL C - - TANC2 c.4556delC P.P1519fs
XH_P36 17 7127698 7127698 Missense_Mutation SNV C T T ACADVL c.1591C>T P.R531W
XH_P36 17 73555417 73555417 Silent SNV C T T LLGL2 c.456C>T P.N152N
XH_P36 17 73646720 73646720 Nonstop_Mutation SNV T C C RECQL5 c.1308A>G P.Ter436Wext*?
XH_P36 17 73914025 73914025 Silent SNV G A A FBF1 c.2373C>T P.D791D
XH_P36 17 74015081 74015081 Missense_Mutation SNV G A A EVPL c.1198C>T P.R400W
XH_P36 17 74072983 74072983 Missense_Mutation SNV G A A GALR2 c.635G>A P.R212H
XH_P36 17 77758181 77758181 Silent SNV C T T CBX2 c.939C>T P.S313S
XH_P36 17 79210603 79210603 Splice_Site SNV T C C TEPSIN c.214-2A>G
XH_P36 17 79249771 79249771 Missense_Mutation SNV G T T SLC38A10 c.910C>A P.Q304K
XH_P36 17 79769608 79769608 Missense_Mutation SNV C A A GCGR c.739C>A P.L247M
XH_P36 17 79792754 79792754 Missense_Mutation SNV C T T PPP1R27 c.76G>A P.V26M
XH_P36 17 80129734 80129734 Splice_Site INDEL - A A CCDC57 c.1730-6dupT
XH_P36 18 13057634 13057634 Missense_Mutation SNV G A A CEP192 c.4159G>A P.G1387R
XH_P36 18 13746253 13746253 Frame_Shift_Del INDEL A - - RNMT c.1180delA P.T394fs
XH_P36 18 14523456 14523456 Splice_Site SNV G A A POTEC c.1242+6C>T
XH_P36 18 14538206 14538206 Silent SNV T C C POTEC c.564A>G P.V188V
XH_P36 18 21921518 21921518 Missense_Mutation SNV C T T OSBPL1A c.387G>A P.M129I
XH_P36 18 265533 265533 Splice_Site INDEL A - - THOC1 c.55-3delT
XH_P36 18 2775745 2775745 Missense_Mutation SNV C T T SMCHD1 c.5189C>T P.A1730V
XH_P36 18 30275527 30275528 Splice_Site INDEL AA - - KLHL14 70-13_1070-12delTT
XH_P36 18 3116424 3116424 Frame_Shift_Del INDEL C - - MYOM1 c.3208delG P.V1070fs
XH_P36 18 55103822 55103822 Missense_Mutation SNV C A A ONECUT2 c.874C>A P.L292M
XH_P36 18 56651438 56651438 Missense_Mutation SNV G A A ZNF532 c.3646G>A P.V1216I
XH_P36 18 66377374 66377374 Missense_Mutation SNV G A A TMX3 c.149C>T P.A50V
XH_P36 18 66678157 66678157 Splice_Site INDEL T - - CCDC102B c.1264-11delT
XH_P36 18 74091072 74091072 Missense_Mutation SNV G A A ZNF516 c.2998C>T P.R1000C
XH_P36 18 76753476 76753476 Silent SNV G A A SALL3 c.1485G>A P.S495S
XH_P36 18 77624107 77624107 Missense_Mutation SNV C T T KCNG2 c.440C>T P.A147V
XH_P36 18 8824907 8824907 Silent SNV C T T MTCL1 c.3399C>T P.A1133A
XH_P36 19 10577862 10577862 Silent SNV C T T PDE4A c.2226C>T P.V742V
XH_P36 19 10812678 10812678 Missense_Mutation SNV C A A QTRT1 c.296C>A P.P99H
XH_P36 19 1105178 1105178 Splice_Site SNV C A A GPX4 c.85-7C>A
XH_P36 19 11141507 11141507 Missense_Mutation SNV G A A SMARCA4 c.3484G>A P.G1162S
XH_P36 19 13319692 13319694 Missense_Mutation INDEL GAT - - CACNA1A 6668_6670delAT P.H2223del
XH_P36 19 1585169 1585169 Missense_Mutation SNV T C C MBD3 c.155A>G P.Y52C
XH_P36 19 1819941 1819941 Missense_Mutation SNV C T T REXO1 c.2642G>A P.G881D
XH_P36 19 19654762 19654762 Frame_Shift_Del INDEL C - - CILP2 c.1412delC P.P471fs
XH_P36 19 20116817 20116817 Silent SNV C T T ZNF682 c.1398G>A P.T466T
XH_P36 19 23927290 23927290 Silent SNV G A A ZNF681 c.1062C>T P.T354T
XH_P36 19 30312660 30312660 Missense_Mutation SNV C T T CCNE1 c.641C>T P.A214V
XH_P36 19 30313453 30313453 Silent SNV C T T CCNE1 c.1053C>T P.G351G
XH_P36 19 31768042 31768042 Missense_Mutation SNV G A A TSHZ3 c.2657C>T P.T886M
XH_P36 19 31768155 31768155 Silent SNV G A A TSHZ3 c.2544C>T P.S848S
XH_P36 19 33167417 33167417 Frame_Shift_Ins INDEL - G G RGS9BP c.251dupG P.C85fs
XH_P36 19 35524868 35524868 Missense_Mutation SNV C T T SCN1B c.673C>T P.R225C
XH_P36 19 36223175 36223175 Frame_Shift_Del INDEL C - - KMT2B c.5730delC P.R1911fs
XH_P36 19 36362899 36362899 Missense_Mutation SNV C T T APLP1 c.811C>T P.P271S
XH_P36 19 36370092 36370092 Silent SNV C T T APLP1 c.1830C>T P.Y610Y
XH_P36 19 36940815 36940815 Frame_Shift_Del INDEL T - - ZNF566 c.324delA P.K108fs
XH_P36 19 37005981 37005981 Missense_Mutation SNV A T T ZNF260 c.160T>A P.S54T
XH_P36 19 38028415 38028415 Frame_Shift_Del INDEL T - - ZNF793 c.862delT P.C288fs
XH_P36 19 3831790 3831790 Missense_Mutation SNV C T T ZFR2 c.466G>A P.G156R
XH_P36 19 38655461 38655461 Missense_Mutation SNV G A A SIPA1L3 c.4123G>A P.G1375S
XH_P36 19 38885396 38885396 Frame_Shift_Ins INDEL - C C SPRED3 c.544dupC P.Q182fs
XH_P36 19 39360822 39360822 Missense_Mutation SNV A G G RINL c.1103T>C P.L368P
XH_P36 19 39379738 39379738 Missense_Mutation SNV A G G SIRT2 c.379T>C P.C127R
XH_P36 19 41518269 41518269 Missense_Mutation SNV C T T CYP2B6 c.1031C>T P.A344V
XH_P36 19 41631436 41631436 Silent SNV C T T CYP2F1 c.1191C>T P.Y397Y
XH_P36 19 4207239 4207239 Missense_Mutation SNV C T T ANKRD24 c.467C>T P.A156V
XH_P36 19 4445624 4445624 Splice_Site SNV C A A UBXN6 c.1042-4G>T
XH_P36 19 45803051 45803051 Splice_Site INDEL - CCCCT CCCCT MARK4 8-7_1878-3dupCCCCT
XH_P36 19 46116858 46116858 Missense_Mutation SNV C T T EML2 c.2368G>A P.A790T
XH_P36 19 46289347 46289347 Silent SNV C T T DMWD c.1407G>A P.T469T
XH_P36 19 48184060 48184060 Missense_Mutation SNV G A A GLTSCR1 c.1633G>A P.A545T
XH_P36 19 49000877 49000877 Missense_Mutation SNV A G G LMTK3 c.3536T>C P.L1179P
XH_P36 19 49657889 49657889 Missense_Mutation INDEL - TCCTCC TCCTCC HRC 00_605dupGGAGP.E201_E202dup
XH_P36 19 49860534 49860534 Nonsense_Mutation SNV G T T TEAD2 c.335C>A P.S112*
XH_P36 19 49934716 49934716 Splice_Site INDEL G - - SLC17A7 c.1151-11delC
XH_P36 19 5245795 5245795 Missense_Mutation SNV G A A PTPRS c.980C>T P.T327M
XH_P36 19 52716080 52716080 Silent SNV C T T PPP2R1A c.645C>T P.D215D
XH_P36 19 53644695 53644695 Silent SNV G A A ZNF347 c.1389C>T P.C463C
XH_P36 19 55481600 55481600 Missense_Mutation SNV C A A NLRP2 c.217C>A P.L73I
XH_P36 19 55598073 55598073 Splice_Site SNV C T T EPS8L1 c.1397-9C>T
XH_P36 19 56127331 56127331 Frame_Shift_Del INDEL G - - ZNF865 c.2351delG P.G784fs
XH_P36 19 58152336 58152336 Missense_Mutation SNV C T T ZNF211 c.677C>T P.A226V
XH_P36 19 58213374 58213374 Missense_Mutation SNV T C C ZNF154 c.943A>G P.S315G
XH_P36 19 58485478 58485478 Missense_Mutation SNV G A A C19orf18 c.215C>T P.S72L
XH_P36 19 6750380 6750380 Frame_Shift_Del INDEL C - - TRIP10 c.1479delC P.A494fs
XH_P36 19 7512066 7512066 Splice_Site SNV T A A ARHGEF18 c.1173+12T>A
XH_P36 19 8156455 8156455 Missense_Mutation SNV C A A FBN3 c.5925G>T P.E1975D
XH_P36 19 9018533 9018533 Silent SNV G T T MUC16 c.37641C>A P.T12547T
XH_P36 2 102482928 102482928 Missense_Mutation SNV A C C MAP4K4 c.2009A>C P.K670T
XH_P36 2 112705139 112705139 Missense_Mutation SNV T C C MERTK c.752T>C P.V251A
XH_P36 2 112942828 112942828 Missense_Mutation SNV T C C FBLN7 c.721T>C P.C241R
XH_P36 2 120303807 120303807 Frame_Shift_Del INDEL A - - CFAP221 c.106delA P.R36fs
XH_P36 2 120677822 120677822 Splice_Site SNV G A A PTPN4 c.1001+5G>A
XH_P36 2 122205058 122205058 Silent SNV C T T CLASP1 c.1767G>A P.V589V
XH_P36 2 128467115 128467115 Missense_Mutation SNV G A A WDR33 c.3514C>T P.R1172C
XH_P36 2 128477850 128477850 Silent SNV G A A WDR33 c.1749C>T P.L583L
XH_P36 2 131803707 131803707 Missense_Mutation SNV G A A ARHGEF4 c.2018G>A P.R673H
XH_P36 2 141773495 141773495 Splice_Site INDEL A - - LRP1B c.1971-11delT
XH_P36 2 143798030 143798030 Frame_Shift_Del INDEL A - - KYNU c.1080delA P.K360fs
XH_P36 2 148657041 148657041 Frame_Shift_Del INDEL A - - ACVR2A c.285delA P.D96fs
XH_P36 2 148683686 148683686 Frame_Shift_Del INDEL A - - ACVR2A c.1310delA P.K437fs
XH_P36 2 160075810 160075810 Missense_Mutation SNV C T T TANC1 c.3416C>T P.T1139M
XH_P36 2 166785799 166785799 Missense_Mutation SNV C T T TTC21B c.1232G>A P.R411Q



XH_P36 2 170366973 170366973 Frame_Shift_Ins INDEL - A A KLHL41 c.690dupA P.Y231fs
XH_P36 2 170460581 170460581 Frame_Shift_Del INDEL T - - PPIG c.36delT P.F12fs
XH_P36 2 172549339 172549339 Frame_Shift_Del INDEL A - - DYNC1I2 c.169delA P.R57fs
XH_P36 2 179478981 179478981 Silent SNV A G G TTN c.44220T>C P.S14740S
XH_P36 2 179575449 179575449 Missense_Mutation SNV C T T TTN c.27424G>A P.V9142I
XH_P36 2 182763804 182763804 Silent SNV C A A SSFA2 c.468C>A P.S156S
XH_P36 2 186662103 186662103 Frame_Shift_Del INDEL A - - FSIP2 c.10247delA P.K3416fs
XH_P36 2 187615880 187615880 Silent SNV G A A FAM171B c.744G>A P.L248L
XH_P36 2 189866275 189866275 Frame_Shift_Del INDEL C - - COL3A1 c.2355delC P.G786fs
XH_P36 2 191941055 191941055 Splice_Site INDEL A - - STAT4 c.274-4delT
XH_P36 2 202149545 202149545 Missense_Mutation SNV T C C CASP8 c.860T>C P.L287S
XH_P36 2 207172364 207172364 Missense_Mutation SNV G A A ZDBF2 c.3106G>A P.G1036S
XH_P36 2 207174428 207174428 Frame_Shift_Del INDEL A - - ZDBF2 c.5178delA P.K1726fs
XH_P36 2 20870507 20870507 Frame_Shift_Del INDEL C - - GDF7 c.682delC P.R228fs
XH_P36 2 210840978 210840978 Missense_Mutation SNV G A A UNC80 c.8525G>A P.R2842Q
XH_P36 2 219892362 219892362 Missense_Mutation SNV G A A CFAP65 c.2188C>T P.R730C
XH_P36 2 219896326 219896326 Missense_Mutation SNV C T T CFAP65 c.667G>A P.G223S
XH_P36 2 233410400 233410400 Missense_Mutation SNV C T T CHRNG c.1528C>T P.R510C
XH_P36 2 234112838 234112838 Silent SNV C T T INPP5D c.2955C>T P.P985P
XH_P36 2 234365952 234365952 Frame_Shift_Del INDEL G - - DGKD c.2432delG P.G811fs
XH_P36 2 23865497 23865497 Silent SNV C T T KLHL29 c.717C>T P.P239P
XH_P36 2 239057734 239057734 Missense_Mutation SNV A G G KLHL30 c.1426A>G P.I476V
XH_P36 2 239258015 239258015 Missense_Mutation SNV C T T TRAF3IP1 c.1219C>T P.R407W
XH_P36 2 242179074 242179074 Silent SNV G A A HDLBP c.2454C>T P.G818G
XH_P36 2 27248517 27248517 Frame_Shift_Del INDEL C - - MAPRE3 c.543delC P.C182fs
XH_P36 2 29016762 29016762 Nonsense_Mutation SNV C T T PPP1CB c.778C>T P.R260*
XH_P36 2 29455174 29455174 Silent SNV G A A ALK c.2628C>T P.A876A
XH_P36 2 31010045 31010045 Missense_Mutation SNV C A A CAPN13 c.147G>T P.Q49H
XH_P36 2 36704119 36704119 Frame_Shift_Del INDEL A - - CRIM1 c.1080delA P.G362fs
XH_P36 2 37347123 37347123 Frame_Shift_Del INDEL T - - EIF2AK2 c.1227delA P.K409fs
XH_P36 2 3750103 3750103 Missense_Mutation SNV C T T ALLC c.1126C>T P.R376W
XH_P36 2 39559136 39559136 Splice_Site INDEL A - - MAP4K3 c.458-6delT
XH_P36 2 42720141 42720141 Silent SNV C T T KCNG3 c.501G>A P.S167S
XH_P36 2 42922889 42922891 Splice_Site INDEL TTT - - MTA3 724-6_724-4delTTT
XH_P36 2 50765682 50765682 Frame_Shift_Ins INDEL - C C NRXN1 c.1971dupG P.L658fs
XH_P36 2 54028522 54028522 Splice_Site INDEL T - - ERLEC1 c.526-4delT
XH_P36 2 60987361 60987361 Missense_Mutation SNV A G G PAPOLG c.110A>G P.Y37C
XH_P36 2 61577527 61577527 Splice_Site INDEL A - - USP34 c.1378-3delT
XH_P36 2 71046551 71046551 Silent SNV C T T CLEC4F c.204G>A P.P68P
XH_P36 2 73518631 73518631 Missense_Mutation SNV T C C EGR4 c.1724A>G P.K575R
XH_P36 2 74326498 74326498 Silent SNV G T T TET3 c.3363G>T P.T1121T
XH_P36 2 74900900 74900900 Missense_Mutation SNV G A A SEMA4F c.767G>A P.R256Q
XH_P36 2 84942754 84942754 Splice_Site INDEL A - - DNAH6 c.9611+9delA
XH_P36 2 85043102 85043102 Missense_Mutation SNV C T T DNAH6 c.12268C>T P.P4090S
XH_P36 2 97475131 97475131 Silent SNV G A A CNNM4 c.2205G>A P.G735G
XH_P36 2 97638040 97638040 Silent SNV G A A FAM178B c.162C>T P.T54T
XH_P36 20 14307546 14307546 Missense_Mutation SNV G A A FLRT3 c.607C>T P.R203C
XH_P36 20 16347868 16347868 Missense_Mutation SNV C T T KIF16B c.4102G>A P.A1368T
XH_P36 20 18286958 18286958 Missense_Mutation SNV A T T ZNF133 c.138A>T P.K46N
XH_P36 20 25000780 25000780 Missense_Mutation SNV C T T ACSS1 c.1112G>A P.R371Q
XH_P36 20 25457670 25457670 Missense_Mutation SNV C T T NINL c.2257G>A P.A753T
XH_P36 20 259074 259074 Splice_Site SNV C T T C20orf96 c.463-4G>A
XH_P36 20 3003414 3003414 Missense_Mutation SNV G A A PTPRA c.1408G>A P.V470M
XH_P36 20 30606904 30606904 Frame_Shift_Del INDEL G - - CCM2L c.629delG P.G210fs
XH_P36 20 33345744 33345744 Silent SNV C T T NCOA6 c.807G>A P.Q269Q
XH_P36 20 33589096 33589096 Missense_Mutation SNV G A A MYH7B c.5650G>A P.E1884K
XH_P36 20 34022391 34022391 Silent SNV C T T GDF5 c.822G>A P.P274P
XH_P36 20 34208670 34208670 Missense_Mutation SNV C T T SPAG4 c.911C>T P.S304L
XH_P36 20 36031782 36031782 Nonstop_Mutation SNV G T T SRC c.1611G>T P.Ter537Yext*?
XH_P36 20 37357196 37357196 Missense_Mutation SNV G A A SLC32A1 c.1492G>A P.V498I
XH_P36 20 42204858 42204858 Splice_Site INDEL C - - SGK2 c.694-3delC
XH_P36 20 4228843 4228843 Silent SNV G A A ADRA1D c.762C>T P.Y254Y
XH_P36 20 42788776 42788776 Silent SNV G A A JPH2 c.651C>T P.G217G
XH_P36 20 44530971 44530971 Splice_Site SNV G A A PLTP c.825C>T P.D275D
XH_P36 20 56090848 56090848 Missense_Mutation SNV G A A CTCFL c.1102C>T P.R368C
XH_P36 20 57768838 57768838 Missense_Mutation SNV C A A ZNF831 c.2764C>A P.P922T
XH_P36 20 57768886 57768886 Frame_Shift_Ins INDEL - C C ZNF831 c.2817dupC P.K940fs
XH_P36 20 5903414 5903414 Frame_Shift_Del INDEL A - - CHGB c.630delA P.E211fs
XH_P36 20 60705321 60705321 Silent SNV C T T LSM14B c.642C>T P.D214D
XH_P36 20 60963347 60963348 Splice_Site INDEL TT - - RPS21 187-8_187-7delTT
XH_P36 20 62196336 62196336 Missense_Mutation SNV A G G HELZ2 c.3839T>C P.L1280P
XH_P36 20 62199927 62199927 Missense_Mutation SNV C G G HELZ2 c.1514G>C P.R505T
XH_P36 21 17203704 17203704 Splice_Site INDEL T - - USP25 c.1765-10delT
XH_P36 21 22664532 22664532 Missense_Mutation SNV A T T NCAM2 c.590A>T P.D197V
XH_P36 21 42866456 42866456 Missense_Mutation SNV G A A TMPRSS2 c.176C>T P.P59L
XH_P36 21 43510462 43510462 Missense_Mutation SNV G A A UMODL1 c.845G>A P.C282Y
XH_P36 21 45877262 45877262 Silent SNV C T T LRRC3 c.735C>T P.S245S
XH_P36 22 16269950 16269950 Splice_Site INDEL A - - POTEH c.1238-7delT
XH_P36 22 18096096 18096096 Splice_Site SNV A C C ATP6V1E1 c.34-10T>G
XH_P36 22 20843349 20843349 Silent SNV G A A KLHL22 c.150C>T P.F50F
XH_P36 22 25625546 25625546 Splice_Site SNV G A A CRYBB2 c.449+1G>A
XH_P36 22 26239838 26239838 Silent SNV C A A MYO18B c.3348C>A P.P1116P
XH_P36 22 29446275 29446275 Frame_Shift_Del INDEL G - - ZNRF3 c.2111delG P.G704fs
XH_P36 22 30074208 30074208 Silent SNV G A A NF2 c.1470G>A P.P490P
XH_P36 22 32937634 32937634 Silent SNV G A A SYN3 c.837C>T P.Y279Y
XH_P36 22 34022242 34022242 Silent SNV G A A LARGE1 c.477C>T P.S159S
XH_P36 22 36624038 36624038 Missense_Mutation SNV T G G APOL2 c.426A>C P.E142D
XH_P36 22 39262986 39262986 Missense_Mutation SNV G A A CBX6 c.413C>T P.T138M
XH_P36 22 42024155 42024155 Frame_Shift_Del INDEL T - - XRCC6 c.122delT P.L41fs
XH_P36 22 44583645 44583645 Splice_Site SNV G A A PARVG c.145-11G>A
XH_P36 22 44681360 44681360 Missense_Mutation SNV G A A KIAA1644 c.547C>T P.R183W
XH_P36 22 46932163 46932163 Missense_Mutation SNV G A A CELSR1 c.905C>T P.T302M
XH_P36 22 50591520 50591520 Missense_Mutation SNV T C C MOV10L1 c.2939T>C P.M980T
XH_P36 22 50728589 50728589 Missense_Mutation SNV G A A PLXNB2 c.425C>T P.S142F
XH_P36 22 50987509 50987509 Missense_Mutation SNV G A A KLHDC7B c.914G>A P.G305D
XH_P36 22 51042673 51042673 Silent SNV C T T MAPK8IP2 c.945C>T P.A315A
XH_P36 3 10301806 10301806 Splice_Site INDEL T - - TATDN2 c.415-6delT
XH_P36 3 108139971 108139971 Silent SNV G A A MYH15 c.3853C>T P.L1285L



XH_P36 3 111828413 111828413 Silent SNV G A A C3orf52 c.420G>A P.S140S
XH_P36 3 111940075 111940075 Splice_Site INDEL A - - SLC9C1 c.1429-3delT
XH_P36 3 112538716 112538716 Silent SNV A G G CD200R1L c.706T>C P.L236L
XH_P36 3 112648129 112648129 Missense_Mutation SNV C T T CD200R1 c.428G>A P.R143H
XH_P36 3 113377483 113377483 Missense_Mutation SNV T G G USF3 c.3046A>C P.N1016H
XH_P36 3 122811188 122811188 Splice_Site INDEL T - - PDIA5 c.170-5delT
XH_P36 3 130107403 130107403 Splice_Site INDEL T - - COL6A5 c.1862-12delT
XH_P36 3 132051057 132051057 Missense_Mutation SNV G A A ACPP c.325G>A P.V109I
XH_P36 3 136191339 136191339 Splice_Site INDEL - A A STAG1 c.1126-6dupT
XH_P36 3 1371501 1371501 Frame_Shift_Del INDEL A - - CNTN6 c.1253delA P.K418fs
XH_P36 3 138739338 138739338 Missense_Mutation SNV C T T PRR23B c.166G>A P.A56T
XH_P36 3 148459721 148459721 Frame_Shift_Del INDEL T - - AGTR1 c.904delT P.Y302fs
XH_P36 3 150285470 150285470 Splice_Site INDEL T - - EIF2A c.401-3delT
XH_P36 3 153842199 153842199 Frame_Shift_Del INDEL A - - ARHGEF26 c.1090delA P.M364fs
XH_P36 3 160231939 160231939 Missense_Mutation SNV C T T KPNA4 c.1063G>A P.A355T
XH_P36 3 161221015 161221015 Missense_Mutation SNV A G G OTOL1 c.719A>G P.D240G
XH_P36 3 175042056 175042056 Frame_Shift_Ins INDEL - T T NAALADL2 c.1034dupT P.M346fs
XH_P36 3 178952085 178952085 Missense_Mutation SNV A G G PIK3CA c.3140A>G P.H1047R
XH_P36 3 183888195 183888195 Missense_Mutation SNV C G G DVL3 c.1803C>G P.S601R
XH_P36 3 195295892 195295892 Missense_Mutation SNV G A A APOD c.449C>T P.A150V
XH_P36 3 25654189 25654189 Silent SNV A G G TOP2B c.3588T>C P.S1196S
XH_P36 3 25657082 25657082 Splice_Site INDEL A - - TOP2B c.3337-5delT
XH_P36 3 30691872 30691873 Frame_Shift_Del INDEL AA - - TGFBR2 c.457_458delAA P.K153fs
XH_P36 3 367670 367670 Silent SNV G A A CHL1 c.120G>A P.Q40Q
XH_P36 3 44692631 44692631 Silent SNV A G G ZNF35 c.72A>G P.E24E
XH_P36 3 50005145 50005145 Frame_Shift_Del INDEL G - - RBM6 c.293delG P.G98fs
XH_P36 3 50324240 50324240 Missense_Mutation SNV C T T LSMEM2 c.305C>T P.A102V
XH_P36 3 52437315 52437315 Splice_Site SNV C T T BAP1 c.1730-1G>A
XH_P36 3 53263342 53263342 Silent SNV G A A TKT c.1218C>T P.S406S
XH_P36 3 55018615 55018615 Splice_Site INDEL T - - CACNA2D3 c.2557-11delT
XH_P36 3 57440505 57440505 Silent SNV C T T DNAH12 c.3453G>A P.T1151T
XH_P36 3 77657037 77657037 Frame_Shift_Ins INDEL - C C ROBO2 c.3173dupC P.V1059fs
XH_P36 3 9970326 9970326 Splice_Site SNV G A A IL17RC c.1110+12G>A
XH_P36 4 107156505 107156505 Frame_Shift_Del INDEL T - - TBCK c.1370delA P.N457fs
XH_P36 4 114286281 114286281 Missense_Mutation SNV C T T ANK2 c.4693C>T P.R1565C
XH_P36 4 120189503 120189503 Missense_Mutation SNV C A A USP53 c.1216C>A P.Q406K
XH_P36 4 123270296 123270296 Splice_Site INDEL T - - KIAA1109 c.13281-11delT
XH_P36 4 134071649 134071649 Frame_Shift_Del INDEL C - - PCDH10 c.360delC P.S121fs
XH_P36 4 134073341 134073341 Silent SNV C A A PCDH10 c.2046C>A P.A682A
XH_P36 4 138442370 138442370 Missense_Mutation SNV C T T PCDH18 c.3218G>A P.G1073E
XH_P36 4 155467079 155467079 Splice_Site SNV G T T PLRG1 c.378-4C>A
XH_P36 4 155470090 155470090 Splice_Site INDEL A - - PLRG1 c.10-3delT
XH_P36 4 184431426 184431426 Splice_Site INDEL T - - ING2 c.53-3delT
XH_P36 4 189022306 189022306 Missense_Mutation SNV C A A TRIML2 c.384G>T P.Q128H
XH_P36 4 22820431 22820431 Missense_Mutation SNV G A A GBA3 c.374G>A P.R125Q
XH_P36 4 25278714 25278714 Missense_Mutation SNV C T T PI4K2B c.1351C>T P.R451C
XH_P36 4 2896294 2896294 Splice_Site INDEL T - - ADD1 c.592-9delT
XH_P36 4 38126762 38126762 Splice_Site SNV A G G TBC1D1 c.3105+10A>G
XH_P36 4 39511531 39511532 Splice_Site INDEL AA - - UGDH 463-5_463-4delTT
XH_P36 4 39864524 39864524 Missense_Mutation SNV C T T PDS5A c.2936G>A P.R979H
XH_P36 4 4304807 4304807 Missense_Mutation SNV G A A ZBTB49 c.1244G>A P.R415Q
XH_P36 4 5018651 5018651 Missense_Mutation SNV G A A CYTL1 c.239C>T P.S80L
XH_P36 4 57179502 57179502 Frame_Shift_Ins INDEL - A A KIAA1211 c.501dupA P.Q168fs
XH_P36 4 68488908 68488908 Nonsense_Mutation SNV C T T UBA6 c.2873G>A P.W958*
XH_P36 4 70825805 70825805 Splice_Site INDEL A - - CSN2 c.52-8delT
XH_P36 4 81791254 81791254 Frame_Shift_Del INDEL A - - C4orf22 c.499delA P.R167fs
XH_P36 4 89653284 89653284 Silent SNV G A A FAM13A c.1734C>T P.T578T
XH_P36 4 95173909 95173909 Frame_Shift_Ins INDEL - A A SMARCAD1 c.1040dupA P.N347fs
XH_P36 4 95191919 95191919 Silent SNV C T T SMARCAD1 c.1522C>T P.L508L
XH_P36 4 961739 961739 Missense_Mutation SNV G A A DGKQ c.740C>T P.A247V
XH_P36 4 99339795 99339795 Splice_Site INDEL T - - RAP1GDS1 c.1043-4delT
XH_P36 5 112346433 112346436 Splice_Site INDEL TTTT - - DCP2 43-10_943-7delTTTT
XH_P36 5 112769886 112769886 Silent SNV G A A TSSK1B c.651C>T P.D217D
XH_P36 5 118324039 118324039 Missense_Mutation SNV C A A DTWD2 c.168G>T P.W56C
XH_P36 5 1212555 1212555 Missense_Mutation SNV G A A SLC6A19 c.619G>A P.V207I
XH_P36 5 121413097 121413097 Missense_Mutation SNV G T T LOX c.584C>A P.P195H
XH_P36 5 134050742 134050742 Missense_Mutation SNV G A A SEC24A c.2756G>A P.R919H
XH_P36 5 138265000 138265000 Silent SNV C T T CTNNA1 c.1965C>T P.S655S
XH_P36 5 140047894 140047894 Silent SNV T C C WDR55 c.267T>C P.A89A
XH_P36 5 140049102 140049102 Frame_Shift_Del INDEL A - - WDR55 c.1022delA P.K341fs
XH_P36 5 140230590 140230590 Frame_Shift_Del INDEL T - - PCDHA9 c.2517delT P.L840fs
XH_P36 5 140237134 140237134 Missense_Mutation SNV C T T PCDHA10 c.1501C>T P.R501C
XH_P36 5 140568218 140568218 Silent SNV G A A PCDHB9 c.1326G>A P.P442P
XH_P36 5 140604336 140604336 Missense_Mutation SNV C T T PCDHB14 c.1259C>T P.T420M
XH_P36 5 140683367 140683367 Silent SNV C T T SLC25A2 c.66G>A P.A22A
XH_P36 5 140769366 140769366 Missense_Mutation SNV C T T PCDHGB4 c.1915C>T P.R639C
XH_P36 5 140953564 140953569 Missense_Mutation INDEL GGAGGA - - DIAPH1 821_1826delTCCP.P608_P609del
XH_P36 5 143586393 143586393 Missense_Mutation SNV G A A KCTD16 c.116G>A P.R39H
XH_P36 5 145547779 145547779 Frame_Shift_Del INDEL G - - LARS c.344delC P.P115fs
XH_P36 5 146754725 146754725 Frame_Shift_Del INDEL A - - STK32A c.983delA P.K328fs
XH_P36 5 148407222 148407222 Silent SNV G T T SH3TC2 c.2073C>A P.A691A
XH_P36 5 149602668 149602668 Silent SNV G A A CAMK2A c.1350C>T P.D450D
XH_P36 5 149901203 149901203 Silent SNV C T T NDST1 c.387C>T P.G129G
XH_P36 5 154173390 154173390 Frame_Shift_Del INDEL C - - LARP1 c.675delC P.T226fs
XH_P36 5 15928091 15928091 Missense_Mutation SNV T C C FBXL7 c.79T>C P.S27P
XH_P36 5 16179661 16179661 Silent SNV G A A MARCH11 c.24C>T P.G8G
XH_P36 5 162917426 162917426 Frame_Shift_Del INDEL A - - HMMR c.2001delA P.K667fs
XH_P36 5 167841357 167841357 Missense_Mutation SNV G A A WWC1 c.946G>A P.A316T
XH_P36 5 169129368 169129368 Missense_Mutation SNV G T T DOCK2 c.1320G>T P.K440N
XH_P36 5 171523524 171523524 Missense_Mutation SNV C T T STK10 c.911G>A P.R304Q
XH_P36 5 175775279 175775279 Silent SNV C T T KIAA1191 c.483G>A P.P161P
XH_P36 5 176813456 176813456 Missense_Mutation SNV G A A SLC34A1 c.421G>A P.A141T
XH_P36 5 176863433 176863433 Frame_Shift_Del INDEL G - - GRK6 c.1310delG P.G437fs
XH_P36 5 176916634 176916634 Splice_Site SNV G A A PDLIM7 c.635-6C>T
XH_P36 5 178140631 178140631 Splice_Site INDEL A - - ZNF354A c.131-9delT
XH_P36 5 1882750 1882750 Silent SNV C T T IRX4 c.12G>A P.P4P
XH_P36 5 32091037 32091037 Missense_Mutation SNV A G G PDZD2 c.7483A>G P.K2495E
XH_P36 5 37438050 37438050 Silent SNV G A A WDR70 c.519G>A P.S173S



XH_P36 5 38903971 38903971 Splice_Site INDEL T - - OSMR c.992-6delT
XH_P36 5 482774 482774 Silent SNV G A A SLC9A3 c.1245C>T P.R415R
XH_P36 5 5466430 5466430 Splice_Site INDEL T - - ICE1 c.5893-9delT
XH_P36 5 61847115 61847115 Frame_Shift_Del INDEL T - - IPO11 c.2539delT P.S847fs
XH_P36 5 64867698 64867698 Missense_Mutation SNV G A A PPWD1 c.464G>A P.C155Y
XH_P36 5 70766233 70766233 Frame_Shift_Del INDEL T - - BDP1 c.938delT P.L313fs
XH_P36 5 71501039 71501039 Silent SNV C A A MAP1B c.7002C>A P.S2334S
XH_P36 5 71756466 71756466 Silent SNV G A A ZNF366 c.858C>T P.C286C
XH_P36 5 76358967 76358967 Frame_Shift_Del INDEL A - - AGGF1 c.2042delA P.N681fs
XH_P36 5 82816284 82816284 Missense_Mutation SNV T A A VCAN c.2159T>A P.V720D
XH_P36 5 86705190 86705190 Splice_Site INDEL A - - CCNH c.82-10delT
XH_P36 5 87502325 87502328 Splice_Site INDEL GAAA - - TMEM161B 99-12_599-9delTTTC
XH_P36 5 9190436 9190436 Missense_Mutation SNV C T T SEMA5A c.1216G>A P.A406T
XH_P36 5 96062499 96062499 Missense_Mutation SNV C T T CAST c.23C>T P.A8V
XH_P36 5 96443159 96443159 Missense_Mutation SNV C T T LIX1 c.292G>A P.A98T
XH_P36 6 102074256 102074256 Splice_Site SNV C A A GRIK2 c.285C>A P.A95A
XH_P36 6 116263666 116263666 Nonsense_Mutation SNV G A A FRK c.1429C>T P.R477*
XH_P36 6 118229019 118229019 Frame_Shift_Ins INDEL - C C SLC35F1 c.133dupC P.R45fs
XH_P36 6 118635181 118635181 Splice_Site INDEL - T T SLC35F1 c.1003-3dupT
XH_P36 6 132190481 132190481 Splice_Site INDEL T - - ENPP1 c.1274-8delT
XH_P36 6 139097330 139097330 Frame_Shift_Del INDEL A - - CCDC28A c.350delA P.N117fs
XH_P36 6 142409404 142409404 Missense_Mutation SNV A G G NMBR c.392T>C P.V131A
XH_P36 6 142711439 142711439 Missense_Mutation SNV C T T ADGRG6 c.1183C>T P.R395C
XH_P36 6 15374448 15374448 Missense_Mutation SNV C T T JARID2 c.146C>T P.A49V
XH_P36 6 160431705 160431705 Splice_Site INDEL T - - IGF2R c.415-6delT
XH_P36 6 163149397 163149397 Missense_Mutation SNV G T T PACRG c.130G>T P.V44F
XH_P36 6 21594968 21594968 Missense_Mutation SNV T C C SOX4 c.203T>C P.V68A
XH_P36 6 22290504 22290504 Missense_Mutation SNV G A A PRL c.391C>T P.R131C
XH_P36 6 25799032 25799032 Missense_Mutation SNV T C C SLC17A1 c.1385A>G P.K462R
XH_P36 6 26598138 26598138 Splice_Site SNV G A A ABT1 c.242-4G>A
XH_P36 6 33653236 33653236 Missense_Mutation SNV C T T ITPR3 c.5408C>T P.T1803M
XH_P36 6 35426163 35426163 Silent SNV T C C FANCE c.1059T>C P.P353P
XH_P36 6 41652798 41652798 Nonsense_Mutation SNV G A A TFEB c.970C>T P.R324*
XH_P36 6 42235991 42235991 Missense_Mutation SNV G C C TRERF1 c.1338C>G P.S446R
XH_P36 6 43418816 43418816 Missense_Mutation SNV C T T DLK2 c.502G>A P.A168T
XH_P36 6 43420878 43420878 Splice_Site SNV C T T DLK2 c.141-5G>A
XH_P36 6 43476493 43476493 Splice_Site SNV C T T LRRC73 c.433+5G>A
XH_P36 6 52343894 52343894 Silent SNV C T T EFHC1 c.1281C>T P.T427T
XH_P36 6 52962507 52962507 Splice_Site INDEL T - - FBXO9 c.1236-5delT
XH_P36 6 53363590 53363590 Silent SNV T C C GCLC c.1764A>G P.V588V
XH_P36 6 56047462 56047462 Splice_Site INDEL - A A COL21A1 c.-38-9dupT
XH_P36 6 62995837 62995837 Missense_Mutation SNV T C C KHDRBS2 c.17A>G P.Y6C
XH_P36 6 66012756 66012756 Missense_Mutation SNV G T T LOC441155 c.342G>T P.K114N
XH_P36 6 69785876 69785876 Splice_Site INDEL T - - ADGRB3 c.2437-3delT
XH_P36 6 80751910 80751910 Frame_Shift_Del INDEL A - - TTK c.2568delA P.K856fs
XH_P36 6 84645930 84645930 Splice_Site INDEL T - - CYB5R4 c.956-5delT
XH_P36 6 86387221 86387222 Splice_Site INDEL AA - - SNHG5 54-12_254-11delTT
XH_P36 6 88221098 88221099 Splice_Site INDEL TT - - SLC35A1 710-10_710-9delTT
XH_P36 6 88318837 88318837 Frame_Shift_Ins INDEL - A A ORC3 c.181dupA P.R61fs
XH_P36 7 100730930 100730930 Frame_Shift_Del INDEL G - - TRIM56 c.342delG P.P115fs
XH_P36 7 103301977 103301977 Splice_Site INDEL A - - RELN c.1290-3delT
XH_P36 7 112407656 112407656 Missense_Mutation SNV T C C TMEM168 c.1690A>G P.I564V
XH_P36 7 116397525 116397525 Missense_Mutation SNV C T T MET c.1897C>T P.H633Y
XH_P36 7 127978355 127978355 Missense_Mutation SNV G T T RBM28 c.490C>A P.L164I
XH_P36 7 128485259 128485259 Missense_Mutation SNV C T T FLNC c.3740C>T P.A1247V
XH_P36 7 128502976 128502976 Silent SNV G A A ATP6V1F c.18G>A P.K6K
XH_P36 7 131012702 131012702 Missense_Mutation SNV T G G MKLN1 c.44T>G P.L15R
XH_P36 7 131831415 131831415 Missense_Mutation SNV G A A PLXNA4 c.4909C>T P.R1637W
XH_P36 7 134852563 134852563 Splice_Site INDEL A - - C7orf49 c.175-4delT
XH_P36 7 137151696 137151696 Splice_Site INDEL A - - DGKI c.2444-8delT
XH_P36 7 138363260 138363260 Silent SNV C T T SVOPL c.93G>A P.T31T
XH_P36 7 139724377 139724377 Missense_Mutation SNV A T T PARP12 c.2089T>A P.F697I
XH_P36 7 142565462 142565462 Missense_Mutation SNV C T T EPHB6 c.971C>T P.A324V
XH_P36 7 150721484 150721484 Frame_Shift_Del INDEL C - - ATG9B c.27delG P.R10fs
XH_P36 7 150761288 150761288 Splice_Site SNV G A A SLC4A2 c.52-1G>A
XH_P36 7 151945313 151945313 Silent SNV A G G KMT2C c.2206T>C P.L736L
XH_P36 7 158527147 158527147 Missense_Mutation SNV C T T ESYT2 c.2602G>A P.A868T
XH_P36 7 27183075 27183075 Missense_Mutation SNV C T T HOXA5 c.152G>A P.G51D
XH_P36 7 28858716 28858716 Splice_Site INDEL T - - CREB5 c.947-9delT
XH_P36 7 31682378 31682378 Missense_Mutation SNV C T T CCDC129 c.1424C>T P.S475F
XH_P36 7 31793063 31793063 Missense_Mutation SNV T C C PDE1C c.2245A>G P.M749V
XH_P36 7 34997686 34997686 Splice_Site SNV G A A DPY19L1 c.874-4C>T
XH_P36 7 37889877 37889877 Frame_Shift_Ins INDEL - A A NME8 c.15dupA P.R6fs
XH_P36 7 44560659 44560659 Silent SNV C T T NPC1L1 c.3012G>A P.S1004S
XH_P36 7 45124001 45124001 Missense_Mutation SNV T C C NACAD c.1778A>G P.D593G
XH_P36 7 53103788 53103788 Missense_Mutation SNV G A A POM121L12 c.424G>A P.A142T
XH_P36 7 56156631 56156631 Missense_Mutation SNV T C C PHKG1 c.4A>G P.T2A
XH_P36 7 5780887 5780887 Missense_Mutation SNV C T T RNF216 c.761G>A P.R254Q
XH_P36 7 64451956 64451956 Nonsense_Mutation SNV C T T ERV3-1 c.1449G>A P.W483*
XH_P36 7 6485741 6485742 Splice_Site INDEL AA - - DAGLB c.96-7_96-6delTT
XH_P36 7 6502731 6502731 Missense_Mutation SNV G A A KDELR2 c.427C>T P.R143W
XH_P36 7 6565850 6565850 Splice_Site SNV C T T GRID2IP c.919+5G>A
XH_P36 7 6662266 6662266 Missense_Mutation SNV G T T ZNF853 c.1644G>T P.K548N
XH_P36 7 70597900 70597900 Missense_Mutation SNV G A A WBSCR17 c.112G>A P.A38T
XH_P36 7 73814818 73814818 Missense_Mutation SNV C T T CLIP2 c.2999C>T P.A1000V
XH_P36 7 77408086 77408086 Silent SNV C T T RSBN1L c.2142C>T P.S714S
XH_P36 7 84671610 84671610 Splice_Site INDEL A - - SEMA3D c.862-9delT
XH_P36 7 89939531 89939531 Frame_Shift_Del INDEL A - - CFAP69 c.2810delA P.K937fs
XH_P36 7 94037202 94037202 Missense_Mutation SNV C G G COL1A2 c.638C>G P.T213R
XH_P36 7 99312312 99312312 Splice_Site INDEL A - - CYP3A7 c.671-7delT
XH_P36 8 104897908 104897908 Nonsense_Mutation SNV C T T RIMS2 c.1081C>T P.R361*
XH_P36 8 105521191 105521191 Missense_Mutation SNV T G G LRP12 c.191A>C P.N64T
XH_P36 8 10755632 10755632 Missense_Mutation SNV T C C XKR6 c.1756A>G P.K586E
XH_P36 8 110464995 110464995 Frame_Shift_Ins INDEL - G G PKHD1L1 c.6563dupG P.S2190fs
XH_P36 8 110478806 110478806 Splice_Site SNV G T T PKHD1L1 c.8414-1G>T
XH_P36 8 110587336 110587336 Silent SNV G A A SYBU c.1788C>T P.G596G
XH_P36 8 110986446 110986446 Missense_Mutation SNV A T T KCNV1 c.172T>A P.S58T
XH_P36 8 117862854 117862854 Splice_Site SNV T C C RAD21 c.1620+3A>G



XH_P36 8 121587323 121587323 Splice_Site SNV T A A SNTB1 c.1136+3A>T
XH_P36 8 125326260 125326260 Missense_Mutation SNV A G G TMEM65 c.664T>C P.F222L
XH_P36 8 128750864 128750864 Missense_Mutation SNV C T T MYC c.401C>T P.P134L
XH_P36 8 133056743 133056743 Splice_Site SNV G A A OC90 c.113-7C>T
XH_P36 8 133764167 133764167 Missense_Mutation SNV T C C TMEM71 c.178A>G P.T60A
XH_P36 8 139638440 139638440 Missense_Mutation SNV C T T COL22A1 c.3710G>A P.G1237E
XH_P36 8 143956491 143956491 Missense_Mutation SNV C T T CYP11B1 c.1280G>A P.R427H
XH_P36 8 144940503 144940503 Missense_Mutation SNV C T T EPPK1 c.6919G>A P.V2307I
XH_P36 8 144998402 144998402 Missense_Mutation SNV G A A PLEC c.5776C>T P.R1926C
XH_P36 8 145650341 145650341 Silent SNV G A A VPS28 c.288C>T P.C96C
XH_P36 8 145693999 145693999 Silent SNV G A A KIFC2 c.969G>A P.R323R
XH_P36 8 145737394 145737394 Missense_Mutation SNV G A A RECQL4 c.3293C>T P.T1098I
XH_P36 8 17402081 17402081 Frame_Shift_Del INDEL T - - SLC7A2 c.504delT P.F168fs
XH_P36 8 21981180 21981180 Missense_Mutation SNV G A A HR c.1897C>T P.R633W
XH_P36 8 2813125 2813125 Missense_Mutation SNV G A A CSMD1 c.9980C>T P.S3327L
XH_P36 8 2824227 2824227 Missense_Mutation SNV T A A CSMD1 c.8965A>T P.I2989F
XH_P36 8 3226804 3226804 Silent SNV C G G CSMD1 c.2871G>C P.T957T
XH_P36 8 37553551 37553551 Silent SNV C T T ZNF703 c.54C>T P.S18S
XH_P36 8 38186894 38186894 Splice_Site SNV A G G WHSC1L1 c.1581+2T>C
XH_P36 8 38874860 38874860 Missense_Mutation SNV C A A ADAM9 c.533C>A P.S178Y
XH_P36 8 42040260 42040260 Silent SNV G A A PLAT c.780C>T P.G260G
XH_P36 8 61736495 61736495 Missense_Mutation SNV C T T CHD7 c.3298C>T P.R1100C
XH_P36 8 6289099 6289099 Frame_Shift_Del INDEL A - - MCPH1 c.321delA P.K107fs
XH_P36 8 65517426 65517426 Splice_Site SNV A C C CYP7B1 c.1058-12T>G
XH_P36 8 67417717 67417717 Silent SNV C T T C8orf46 c.234C>T P.T78T
XH_P36 8 68151020 68151020 Missense_Mutation SNV T C C ARFGEF1 c.3088A>G P.I1030V
XH_P36 8 77619814 77619814 Missense_Mutation SNV C T T ZFHX4 c.2624C>T P.A875V
XH_P36 8 82588523 82588523 Splice_Site SNV A T T IMPA1 c.480-9T>A
XH_P36 8 92030736 92030736 Missense_Mutation SNV C T T TMEM55A c.368G>A P.R123Q
XH_P36 8 9609110 9609110 Splice_Site INDEL T - - TNKS c.2833-3delT
XH_P36 8 99146236 99146236 Silent SNV G A A POP1 c.795G>A P.A265A
XH_P36 8 9953753 9953753 Splice_Site SNV G A A MSRA c.-131-1G>A
XH_P36 9 105340676 105340676 Splice_Site SNV C T T LINC00587 n.196C>T
XH_P36 9 106885379 106885379 Splice_Site INDEL T - - SMC2 c.2133-6delT
XH_P36 9 113192205 113192205 Silent SNV T C C SVEP1 c.5610A>G P.T1870T
XH_P36 9 116276868 116276868 Silent SNV G A A RGS3 c.1278G>A P.T426T
XH_P36 9 117139586 117139586 Missense_Mutation SNV C A A AKNA c.501G>T P.Q167H
XH_P36 9 117848395 117848395 Nonsense_Mutation SNV G A A TNC c.1615C>T P.Q539*
XH_P36 9 124089770 124089770 Splice_Site SNV G A A GSN c.1915+10G>A
XH_P36 9 124545797 124545797 Splice_Site INDEL T - - DAB2IP c.3390-11delT
XH_P36 9 127920568 127920568 Nonsense_Mutation SNV G A A PPP6C c.442C>T P.R148*
XH_P36 9 128691915 128691915 Splice_Site INDEL T - - PBX3 c.292-11delT
XH_P36 9 130947831 130947831 Nonsense_Mutation SNV G A A CIZ1 c.583C>T P.R195*
XH_P36 9 131483691 131483691 Missense_Mutation SNV C T T ZDHHC12 c.601G>A P.V201I
XH_P36 9 131709317 131709317 Missense_Mutation SNV G T T DOLK c.266C>A P.P89H
XH_P36 9 133231492 133231492 Missense_Mutation SNV G A A HMCN2 c.3599G>A P.R1200H
XH_P36 9 133269250 133269250 Frame_Shift_Ins INDEL - G G HMCN2 c.8686dupG P.E2896fs
XH_P36 9 133281350 133281350 Silent SNV C T T HMCN2 c.10674C>T P.D3558D
XH_P36 9 135271808 135271808 Splice_Site INDEL - T T TTF1 c.311+11dupA
XH_P36 9 135534128 135534128 Splice_Site INDEL A - - DDX31 c.839-6delT
XH_P36 9 135926232 135926232 Missense_Mutation SNV G A A GTF3C5 c.635G>A P.R212H
XH_P36 9 137801701 137801701 Silent SNV C T T FCN1 c.924G>A P.A308A
XH_P36 9 138395457 138395457 Silent SNV G A A MRPS2 c.369G>A P.T123T
XH_P36 9 139371084 139371084 Silent SNV C T T SEC16A c.984G>A P.R328R
XH_P36 9 139996032 139996032 Missense_Mutation SNV C T T MAN1B1 c.1162C>T P.R388W
XH_P36 9 140001244 140001244 Missense_Mutation SNV C A A MAN1B1 c.1549C>A P.R517S
XH_P36 9 140081973 140081973 Missense_Mutation SNV G A A ANAPC2 c.700C>T P.R234C
XH_P36 9 140126103 140126103 Splice_Site INDEL - C C SLC34A3 c.-39-6dupC
XH_P36 9 140140197 140140197 Silent SNV C T T FAM166A c.165G>A P.V55V
XH_P36 9 140732961 140732961 Splice_Site INDEL C - - MIR602 n.96delC
XH_P36 9 18906821 18906821 Missense_Mutation SNV G A A ADAMTSL1 c.5093G>A P.R1698H
XH_P36 9 19300171 19300171 Splice_Site INDEL T - - DENND4C n.1253-7delT
XH_P36 9 2047307 2047307 Missense_Mutation SNV C T T SMARCA2 c.869C>T P.A290V
XH_P36 9 26906080 26906081 Splice_Site INDEL AA - - PLAA 823-7_1823-6delTT
XH_P36 9 26928300 26928300 Splice_Site SNV C A A PLAA c.444+6G>T
XH_P36 9 27220063 27220063 Silent SNV C T T TEK c.3120C>T P.C1040C
XH_P36 9 27548256 27548256 Missense_Mutation SNV C T T C9orf72 c.1424G>A P.R475Q
XH_P36 9 2827162 2827162 Splice_Site INDEL A - - PUM3 c.957-11delT
XH_P36 9 35103049 35103049 Splice_Site SNV T G G STOML2 c.43A>C P.R15R
XH_P36 9 36102078 36102078 Splice_Site INDEL T - - RECK c.915-5delT
XH_P36 9 37733708 37733708 Splice_Site INDEL T - - FRMPD1 c.1123-11delT
XH_P36 9 40772354 40772354 Missense_Mutation SNV G A A ZNF658 c.2921C>T P.T974M
XH_P36 9 5233659 5233659 Missense_Mutation SNV G A A INSL4 c.202G>A P.V68M
XH_P36 9 5742994 5742994 Missense_Mutation SNV A G G RIC1 c.1027A>G P.T343A
XH_P36 9 73399023 73399023 Splice_Site SNV G A A TRPM3 c.687C>T P.G229G
XH_P36 9 73458046 73458046 Splice_Site INDEL A - - TRPM3 c.218-3delT
XH_P36 9 84606936 84606936 Silent SNV T C C SPATA31D1 c.1551T>C P.P517P
XH_P36 9 8524968 8524968 Silent SNV G A A PTPRD c.636C>T P.S212S
XH_P36 9 86503511 86503511 Splice_Site INDEL A - - KIF27 c.1980-4delT
XH_P36 9 90582462 90582462 Frame_Shift_Ins INDEL - G G CDK20 c.955dupC P.H319fs
XH_P36 9 96422612 96422612 Frame_Shift_Del INDEL A - - PHF2 c.1475delA P.K492fs
XH_P36 9 977357 977357 Missense_Mutation SNV A C C DMRT3 c.356A>C P.Q119P
XH_P36 9 99381507 99381507 Missense_Mutation SNV T C C CDC14B c.154A>G P.I52V
XH_P36 X 100503224 100503224 Missense_Mutation SNV A G G DRP2 c.1165A>G P.N389D
XH_P36 X 101970716 101970716 Missense_Mutation SNV A G G GPRASP2 c.919A>G P.R307G
XH_P36 X 105450411 105450411 Missense_Mutation SNV A T T MUM1L1 c.986A>T P.D329V
XH_P36 X 106845186 106845186 Frame_Shift_Del INDEL G - - FRMPD3 c.4022delG P.G1341fs
XH_P36 X 114347904 114347904 Splice_Site INDEL - A A LRCH2 c.2128-7dupT
XH_P36 X 114424574 114424574 Silent SNV C A A RBMXL3 c.570C>A P.G190G
XH_P36 X 117530913 117530914 Splice_Site INDEL TT - - WDR44 054-10_1054-9delTT
XH_P36 X 118920652 118920652 Missense_Mutation SNV G T T RPL39 c.151C>A P.L51I
XH_P36 X 123514660 123514660 Missense_Mutation SNV T C C TENM1 c.7925A>G P.Y2642C
XH_P36 X 123663816 123663816 Missense_Mutation SNV C T T TENM1 c.2669G>A P.R890Q
XH_P36 X 125685317 125685317 Missense_Mutation SNV T G G DCAF12L1 c.1275A>C P.E425D
XH_P36 X 12904643 12904643 Frame_Shift_Ins INDEL - C C TLR7 c.1020dupC P.S341fs
XH_P36 X 129147932 129147932 Missense_Mutation SNV C A A BCORL1 c.1184C>A P.T395K
XH_P36 X 129270637 129270637 Missense_Mutation SNV T C C AIFM1 c.128A>G P.K43R
XH_P36 X 14599388 14599388 Frame_Shift_Ins INDEL - T T GLRA2 c.356dupT P.L119fs



XH_P36 X 147003514 147003514 Splice_Site SNV C T T FMR1 c.104+11C>T
XH_P36 X 148627313 148627313 Missense_Mutation SNV G T T CXorf40A c.137G>T P.R46M
XH_P36 X 148794840 148794840 Frame_Shift_Ins INDEL - G G MAGEA11 c.26dupG P.L10fs
XH_P36 X 151808938 151808938 Splice_Site SNV T A A GABRQ c.238+11T>A
XH_P36 X 152686163 152686163 Frame_Shift_Del INDEL G - - ZFP92 c.331delG P.A111fs
XH_P36 X 153178731 153178731 Missense_Mutation SNV C T T ARHGAP4 c.1352G>A P.R451Q
XH_P36 X 153692348 153692348 Missense_Mutation SNV G T T PLXNA3 c.1602G>T P.E534D
XH_P36 X 153944567 153944567 Missense_Mutation SNV C T T GAB3 c.110G>A P.R37H
XH_P36 X 17750296 17750296 Silent SNV C T T NHS c.4137C>T P.S1379S
XH_P36 X 22056595 22056595 Missense_Mutation SNV G T T PHEX c.127G>T P.G43C
XH_P36 X 22292144 22292144 Frame_Shift_Ins INDEL - A A ZNF645 c.1040dupA P.N347fs
XH_P36 X 23397692 23397692 Splice_Site INDEL T - - PTCHD1 c.352-10delT
XH_P36 X 23410920 23410920 Missense_Mutation SNV G T T PTCHD1 c.1285G>T P.G429C
XH_P36 X 2773043 2773043 Missense_Mutation SNV A G G GYG2 c.334A>G P.N112D
XH_P36 X 30327013 30327013 Silent SNV C T T NR0B1 c.468G>A P.T156T
XH_P36 X 30877624 30877624 Missense_Mutation SNV C T T TAB3 c.82G>A P.V28M
XH_P36 X 32366648 32366648 Splice_Site INDEL A - - DMD c.5302-3delT
XH_P36 X 36321999 36321999 Missense_Mutation SNV C T T CFAP47 c.8006C>T P.T2669M
XH_P36 X 37028698 37028698 Missense_Mutation SNV C T T FAM47C c.2215C>T P.R739C
XH_P36 X 47516631 47516631 Silent SNV G A A UXT c.307C>T P.L103L
XH_P36 X 53115191 53115191 Silent SNV C T T TSPYL2 c.1617C>T P.Y539Y
XH_P36 X 53564586 53564586 Missense_Mutation SNV C T T HUWE1 c.12068G>A P.R4023H
XH_P36 X 54569370 54569370 Splice_Site INDEL T - - GNL3L c.307-10delT
XH_P36 X 65822649 65822649 Splice_Site INDEL A - - EDA2R c.353-10delT
XH_P36 X 7023887 7023887 Splice_Site INDEL A - - PUDP c.131-8delT
XH_P36 X 70586340 70586340 Missense_Mutation SNV A T T TAF1 c.176A>T P.D59V
XH_P36 X 74318786 74318786 Silent SNV A G G ABCB7 c.444T>C P.G148G
XH_P36 X 76845413 76845413 Splice_Site INDEL A - - ATRX c.6111-3delT
XH_P36 X 77224989 77224989 Silent SNV G T T PGAM4 c.147C>A P.G49G
XH_P36 X 77268382 77268382 Missense_Mutation SNV G A A ATP7A c.2179G>A P.G727R
XH_P36 X 79279670 79279670 Splice_Site SNV G T T TBX22 c.458+7G>T
XH_P36 X 82763673 82763673 Frame_Shift_Del INDEL G - - POU3F4 c.346delG P.A116fs
XH_P36 X 95993734 95993734 Missense_Mutation SNV A T T DIAPH2 c.315A>T P.E105D
XH_P37 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
XH_P37 1 78426078 78426078 Missense_Mutation SNP G T T FUBP1 c.1447C>A p.P483T
XH_P37 1 977395 977395 Missense_Mutation SNP C A C AGRN c.C1237A p.R413S
XH_P37 1 1858140 1858140 Frame_Shift_Ins INS - TCTCCCGAGG - CFAP74 _3723insCCTCGG p.V1241fs
XH_P37 1 3742991 3742991 Nonsense_Mutation INS - GTAACTTAAAATA - CEP104 AAAGGATATTTTG733delinsAERIFX
XH_P37 1 4772675 4772675 In_Frame_Ins INS - ATGAACTCA - AJAP1 5_746insATGAAC.G249delinsDELR
XH_P37 1 5993378 5993378 Silent SNP G A G NPHP4 c.C1131T p.V377V
XH_P37 1 5993379 5993379 Nonsense_Mutation INS - TAGGTATTTCTTA - NPHP4 sATGCATAAGAAA377_T378delinsDAX
XH_P37 1 6712973 6712973 Frame_Shift_Ins INS - ACAACTCAGCCA - DNAJC11 GTCTATTGGCTGA p.G182fs
XH_P37 1 7798488 7798488 Frame_Shift_Ins INS - AGAGGCT - CAMTA1 57_1258insAGAG p.S419fs
XH_P37 1 9796012 9796012 Silent SNP G A G CLSTN1 c.C1608T p.I536I
XH_P37 1 10357279 10357279 Frame_Shift_Ins INS - AGGAG - KIF1B 952_1953insAGG p.D651fs
XH_P37 1 10468171 10468171 Frame_Shift_Ins INS - CTAA - PGD .427_428insCTA p.G143fs
XH_P37 1 10468173 10468173 Frame_Shift_Ins INS - CTACAGGT - PGD 29_430insCTACA p.G143fs
XH_P37 1 12837291 12837291 Missense_Mutation SNP T C T PRAMEF12 c.T1001C p.F334S
XH_P37 1 14108446 14108446 Nonsense_Mutation INS - AAAGCTTGGGTAA - PRDM2 3554insAAAGCTT1185_D1186delinsX
XH_P37 1 15382667 15382667 Silent SNP T C T KAZN c.T525C p.N175N
XH_P37 1 15495247 15495247 Frame_Shift_Ins INS - ACAGC - C1orf195 124_125insGCTG p.V42fs
XH_P37 1 15987798 15987798 Nonsense_Mutation INS - TTTCTGATTGACA - RSC1A1 insTGGTTTCTGA79_T480delinsMVSDX
XH_P37 1 16134066 16134066 Frame_Shift_Ins INS - CAACTTGAAATAA - UQCRHL ACATTTATTTCAA p.V27fs
XH_P37 1 16245978 16245978 Missense_Mutation SNP C T C SPEN c.C1601T p.T534I
XH_P37 1 16245980 16245980 Missense_Mutation SNP C G C SPEN c.C1603G p.R535G
XH_P37 1 16641752 16641752 Nonsense_Mutation INS - CCTCCCTTAAATG - FBXO42 AATACATTTAAG V54_L55delinsVX
XH_P37 1 17084504 17084504 Missense_Mutation SNP G A G MST1L c.C1594T p.R532W
XH_P37 1 17084505 17084505 Missense_Mutation SNP C G C MST1L c.G1593C p.Q531H
XH_P37 1 19524505 19524505 Nonsense_Mutation INS - CGGAGAAGCTAC - UBR4 _687insGTAGCTTp.Q229delinsQX
XH_P37 1 19524507 19524507 Frame_Shift_Ins INS - CGTGT - UBR4 684_685insACAC p.Q229fs
XH_P37 1 20020998 20020998 In_Frame_Ins INS - AAAGAT - TMCO4 428_1429insATCp.L477delinsIFL
XH_P37 1 20020999 20020999 Frame_Shift_Ins INS - ATAAGAATTTATT - TMCO4 1428insAATAAAT p.Q476fs
XH_P37 1 22175460 22175460 Frame_Shift_Ins INS - CATCACCT - HSPG2 3_7514insAGGT p.R2505fs
XH_P37 1 22198813 22198813 Nonsense_Mutation SNP G A G HSPG2 c.C4090T p.R1364X
XH_P37 1 23520411 23520411 Nonsense_Mutation INS - GCCTTCTACA - HTR1D _302insTGTAGA101_H102delinsMX
XH_P37 1 23885748 23885748 Frame_Shift_Ins INS - TTCCCTCTTTTCCT - ID3 70insAGGAAAAG p.G57fs
XH_P37 1 24020359 24020359 Frame_Shift_Ins INS - ATTTTCCCAT - RPL11 0_221insATTTTC p.V74fs
XH_P37 1 24997974 24997974 Frame_Shift_Ins INS - GTATTCAAAAGTC - SRRM1 99insAAGTATTCA p.K833fs
XH_P37 1 26751971 26751971 Frame_Shift_Ins INS - AGGAACTCTTATT - LIN28A nsACAAGGAACT p.G136fs
XH_P37 1 27684800 27684800 Frame_Shift_Ins INS - ACTCTAACTTG - MAP3K6 _2763insCAAGTT p.S921fs
XH_P37 1 28320072 28320072 Splice_Site INS - TTTTA - EYA3 . .
XH_P37 1 28477055 28477055 Nonsense_Mutation INS - CTGTTTCCTCACC - PTAFR TCTTGGTGAGGA160delinsFLVRKQX
XH_P37 1 29314413 29314413 Frame_Shift_Ins INS - GGAGAATAGTCG - EPB41 5insGAGGAGAAT p.T155fs
XH_P37 1 31414971 31414971 Splice_Site INS - GAATCTTGTGGTT - PUM1 . .
XH_P37 1 31532354 31532354 In_Frame_Ins INS - CTACTTCTTTCAG - PUM1 0insTCTGAAAGAAP20delinsPLKEVV
XH_P37 1 32118445 32118445 Frame_Shift_Ins INS - T - COL16A1 c.4621_4622insA p.G1541fs
XH_P37 1 32118446 32118446 In_Frame_Ins INS - CAGGTTGTGAATG - COL16A1 AAAAAACATTCA541delinsKKHSQPVTG
XH_P37 1 32154468 32154468 Nonsense_Mutation INS - ACATAATTCCTAT - COL16A1 1761insATAGGAAG587_L588delinsGX
XH_P37 1 32790122 32790122 In_Frame_Ins INS - CTGCATCAAGTT - HDAC1 _324insCTGCATC.E108delinsDCIKL
XH_P37 1 34023424 34023424 Missense_Mutation SNP G A G CSMD2 c.C8653T p.R2885W
XH_P37 1 35480736 35480736 Frame_Shift_Ins INS - TGTATGTGTGTG - ZMYM6 6insAAACACACAC p.I152fs
XH_P37 1 35579116 35579116 Frame_Shift_Ins INS - AACAACTGGCAT - ZMYM1 GGCAGAACAACT p.L487fs
XH_P37 1 36028099 36028099 Frame_Shift_Ins INS - ATAATACAACTA - NCDN nsAGAAATAATA p.L400fs
XH_P37 1 36215412 36215412 Frame_Shift_Ins INS - A - CLSPN c.1836_1837insT p.T613fs
XH_P37 1 36215413 36215413 Splice_Site INS - GGTAAG - CLSPN . .
XH_P37 1 36299771 36299771 Frame_Shift_Ins INS - TTTTTCATTTCAG - AGO4 ACGGTTTTTTTCA p.V520fs
XH_P37 1 38338723 38338723 Nonsense_Mutation INS - ATGCCTACC - INPP5B 3_1574insGGTAGp.K525delinsRX
XH_P37 1 39341321 39341321 Frame_Shift_Ins INS - GCAATCTATAGCC - GJA9 ATAGTGGCTATAG p.R150fs
XH_P37 1 39816687 39816687 Nonsense_Mutation INS - TCCTGTAAATCCT - MACF1 sTGTCATCCTGTA670delinsECHPVNPX
XH_P37 1 39877142 39877142 Nonsense_Mutation INS - TCCATCATA - KIAA0754 5_1206insTCCATp.P402delinsPPSX
XH_P37 1 39877144 39877144 Missense_Mutation SNP G T G KIAA0754 c.G1207T p.A403S
XH_P37 1 40704533 40704533 Frame_Shift_Ins INS - CTGCCTATTGGTG - RLF sTATGGCTGCCTA p.H1387fs
XH_P37 1 40960979 40960979 In_Frame_Ins INS - GAGACTTTTCTC - ZFP69 _833insGAGACTTE278delinsGDFSQ
XH_P37 1 40960981 40960981 Frame_Shift_Ins INS - CGTGGAAT - ZFP69 4_835insCGTGG p.E278fs
XH_P37 1 41012624 41012624 In_Frame_Ins INS - GCG - ZNF684 c.629_630insGCGp.N210delinsKR
XH_P37 1 41012625 41012625 Nonsense_Mutation INS - TTCTATTATATTTA - ZNF684 ATAACTTCTATTATG211delinsNFLQYNFYYIX
XH_P37 1 41514547 41514547 In_Frame_Ins INS - AAGGCA - SCMH1 616_617insTGCCp.N206delinsMPY
XH_P37 1 42046033 42046033 Frame_Shift_Ins INS - GTCAGAAACG - HIVEP3 5_4436insCGTTT p.K1479fs



XH_P37 1 43055136 43055136 Frame_Shift_Ins INS - GGTATGTGTCTAT - CCDC30 sGTAGGGTATGT p.E455fs
XH_P37 1 43896275 43896275 In_Frame_Ins INS - TGAAAACTCCAG - SZT2 4419insTGAAAAS1473delinsSENSR
XH_P37 1 43903330 43903330 Frame_Shift_Ins INS - TGGTAAACAAAC - SZT2 185insCTGGTAA p.L2062fs
XH_P37 1 45292590 45292590 Frame_Shift_Ins INS - TTCCTCTT - PTCH2 8_2679insAAGA p.T893fs
XH_P37 1 45292591 45292591 Missense_Mutation SNP G C G PTCH2 c.C2678G p.T893R
XH_P37 1 45478986 45478986 Frame_Shift_Ins INS - GTTTTATCTAGAT - UROD 237insGTTTTATC p.D79fs
XH_P37 1 45484528 45484528 In_Frame_Ins INS - TCGCCACTATGG - ZSWIM5 3156insCCATAGTL1052delinsLHSGE
XH_P37 1 46070690 46070690 Splice_Site INS - AAGTGACATTAAA - NASP . .
XH_P37 1 46543274 46543274 Nonsense_Mutation INS - TTTCCAGTCTGGC - C110117498-PIKAATTAGCCAGAC22_D123delinsILNVX
XH_P37 1 47110905 47110905 Silent SNP C T C ATPAF1 c.G348A p.R116R
XH_P37 1 47110907 47110907 In_Frame_Ins INS - ACTACTTCTGGTT - ATPAF1 46insGAACCAGAAR116delinsEPEVVR
XH_P37 1 47746544 47746544 Nonsense_Mutation INS - AAGCCCTTCAAA - STIL AATGCTTTTGAA .G529delinsECFX
XH_P37 1 48460195 48460195 Frame_Shift_Ins INS - CTATGCTGACTAC - TRABD2B insAGGTAGTCAG p.V59fs
XH_P37 1 52442702 52442702 Frame_Shift_Ins INS - TCCAGGAGGTTTT - RAB3B ACATAAAACCTCC p.N30fs
XH_P37 1 52891135 52891135 Frame_Shift_Ins INS - AACAAAATCTCCA - ZCCHC11 AAGTAATGGAGA p.A1586fs
XH_P37 1 53504718 53504718 Missense_Mutation SNP G A G SCP2 c.G256A p.D86N
XH_P37 1 53504719 53504719 Splice_Site INS - TGTTTAAATAGAT - SCP2 . .
XH_P37 1 55080512 55080512 Frame_Shift_Ins INS - CC - FAM151A c.435_436insGG p.N146fs
XH_P37 1 55080514 55080514 Frame_Shift_Ins INS - CTTCCTCCAA - FAM151A _434insTTGGAG p.K145fs
XH_P37 1 56977824 56977824 Frame_Shift_Ins INS - TAAGTAGCAT - PLPP3 3_634insATGCTA p.L212fs
XH_P37 1 57233602 57233602 Frame_Shift_Ins INS - ACCATCTTATTTC - C1orf168 insAAGAAATAAG p.N321fs
XH_P37 1 58999933 58999933 Nonsense_Mutation INS - TTCACTGGATTTT - OMA1 ATTTAAAAATCCA7_C268delinsHYLKIQX
XH_P37 1 59148073 59148073 Nonsense_Mutation INS - ACACTGTATATTTA - MYSM1 AGGATAAATATA p.E215delinsX
XH_P37 1 60499180 60499180 Missense_Mutation SNP G C G C1orf87 c.C997G p.R333G
XH_P37 1 61554336 61554336 In_Frame_Ins INS - GCTTTTCATGTT - NFIA _544insGCTTTTCY181delinsYAFHV
XH_P37 1 63097073 63097073 Frame_Shift_Ins INS - TTTTTTGAGATG - DOCK7 120insCCATCTCA p.K374fs
XH_P37 1 63999881 63999881 Frame_Shift_Ins INS - CTTCTAATAAGAA - EFCAB7 TGGGCTTCTAAT p.L266fs
XH_P37 1 65858477 65858477 Frame_Shift_Ins INS - TGCTTTTTGCTGG - DNAJC6 1833insTGCTTTT p.A611fs
XH_P37 1 66102089 66102089 Missense_Mutation SNP C G C LEPR c.C2889G p.N963K
XH_P37 1 66102091 66102091 Frame_Shift_Ins INS - TAAAGAACATAA - LEPR sAATAATAAAGA p.F964fs
XH_P37 1 67359077 67359077 Frame_Shift_Ins INS - CTTTCTTTCTTTCT - WDR78 AGAAAGAAAGAA p.T122fs
XH_P37 1 67558986 67558986 In_Frame_Ins INS - TGCCTCATAAAAT - C1orf141 ATAATATTTTATGdelinsIAAYIIFYEAFKISFD
XH_P37 1 68624857 68624857 In_Frame_Ins INS - TTTCCT - WLS 79_180insAGGAp.M60delinsIGK
XH_P37 1 68624858 68624858 Frame_Shift_Ins INS - ACTTTGC - WLS 78_179insGCAAA p.M60fs
XH_P37 1 68947873 68947873 Nonsense_Mutation INS - AGTTGCTTAATTT - DEPDC1 18insAAAAATTA540_G541delinsKNX
XH_P37 1 70226052 70226052 Nonsense_Mutation INS - TTCTTGTAATATT - LRRC7 AGGCATTCTTGTAN56delinsALGRHSCNIX
XH_P37 1 70883662 70883662 Frame_Shift_Ins INS - AAAATCT - CTH 93_294insAAAAT p.T98fs
XH_P37 1 70883664 70883664 In_Frame_Ins INS - TTTTCT - CTH 295_296insTTTT p.H99delinsLFY
XH_P37 1 71478166 71478166 In_Frame_Ins INS - ATAATGAGATAG - PTGER3 99insGCCTATCTCI300delinsSLSHYL
XH_P37 1 71536613 71536613 Nonsense_Mutation INS - AAATTTAATTCAA - ZRANB2 sTGATTTGAATTAp.N194delinsX
XH_P37 1 74670532 74670532 In_Frame_Ins INS - AAA - FPGT c.840_841insAAAp.Y280delinsYK
XH_P37 1 74670533 74670533 Frame_Shift_Ins INS - TTCAATATCA - FPGT 1_842insTTCAAT p.V281fs
XH_P37 1 76878101 76878101 Frame_Shift_Ins INS - CAACTCGAATCAT - ST6GALNAC3 428insCAACTCGA p.R143fs
XH_P37 1 77620307 77620307 Splice_Site INS - AAGAGGCAAAAG - PIGK . .
XH_P37 1 77629619 77629619 Nonsense_Mutation INS - GTTTTTAAAAGA - PIGK AGTTTTTCTTTTAA6_N167delinsNSQFFFX
XH_P37 1 78958788 78958788 In_Frame_Ins INS - GCAGGTTGTGTT - PTGFR 361insGCAGGTTL120delinsLAGCV
XH_P37 1 85589805 85589805 Silent SNP A T A WDR63 c.A1866T p.S622S
XH_P37 1 86123593 86123593 Nonsense_Mutation INS - TCTAAGAGCGTA - ZNHIT6 AGATTATACGCT37_Y438delinsKIIRSX
XH_P37 1 86437068 86437068 In_Frame_Ins INS - GTT - COL24A1 c.272_273insAAC p.L91delinsLT
XH_P37 1 86437069 86437069 Nonsense_Mutation INS - TTATATATTTAGA - COL24A1 CTCTGTCTAAATA91_G92delinsQDSVX
XH_P37 1 87031076 87031076 Frame_Shift_Ins INS - CTATGGTACCATG - CLCA4 678insCTATGGTA p.F226fs
XH_P37 1 87031078 87031078 Missense_Mutation SNP C A C CLCA4 c.C679A p.P227T
XH_P37 1 89846188 89846188 In_Frame_Ins INS - ATGTTTGAACTC - GBP6 ATTGGATGTTTG160delinsKIGCLNSGI
XH_P37 1 90178875 90178875 Missense_Mutation SNP G T G LRRC8C c.G746T p.R249M
XH_P37 1 90178876 90178876 In_Frame_Ins INS - TTGTTCTTC - LRRC8C 7_748insTTGTTCp.R249delinsRLFF
XH_P37 1 90493113 90493113 Frame_Shift_Ins INS - TTTTACTTGCC - ZNF326 _985insTTTTACT p.N328fs
XH_P37 1 91406594 91406594 Frame_Shift_Ins INS - TTGTTATCAGATG - ZNF644 nsCTACATCTGATA p.E106fs
XH_P37 1 91978805 91978805 Nonsense_Mutation INS - GTAACATTGTAAT - CDC7 64insAGTAACATT p.S255delinsX
XH_P37 1 92446722 92446722 In_Frame_Ins INS - GAACTGTTGTTTC - BRDT 0insATGAACTGT533delinsPMNCCFL
XH_P37 1 92642493 92642493 In_Frame_Ins INS - ATATTTTATGTTT - KIAA1107 ATATAATATTTTA8delinsSLTYNILCFQKP
XH_P37 1 92642755 92642755 Frame_Shift_Ins INS - TTTATACTATTTCT - KIAA1107 TTTTATTTATACT p.A156fs
XH_P37 1 92646066 92646066 Nonsense_Mutation INS - GAGACTGAAGAT - KIAA1107 nsTGAAGAGACTP429_P430delinsPX
XH_P37 1 92944237 92944237 Frame_Shift_Ins INS - GTTATTCTCTGCT - GFI1 98insGAGCAGAG p.I333fs
XH_P37 1 93575967 93575967 Frame_Shift_Ins INS - A - MTF2 c.186_187insA p.Y62fs
XH_P37 1 93575968 93575968 Nonsense_Mutation INS - TATTTTATATGTT - MTF2 GGGATATTTTATL63delinsPVGYFICX
XH_P37 1 93736231 93736231 Frame_Shift_Ins INS - AAATTTTGGATCT - CCDC18 11insGCAAATTTT p.K1404fs
XH_P37 1 94645455 94645455 Frame_Shift_Ins INS - AAAG - ARHGAP29 2113_2114insCT p.E705fs
XH_P37 1 94645456 94645456 Frame_Shift_Ins INS - CTAGAACATTTAT - ARHGAP29 CCCATTAATAAAT p.E705fs
XH_P37 1 95712410 95712410 Frame_Shift_Ins INS - ATTATACCTTTTG - RWDD3 9insAAATTATACC p.L263fs
XH_P37 1 98039406 98039406 In_Frame_Ins INS - AGTTAAGAAGTA - DPYD TGCTTTTACTTCT417delinsCFYFLTRRG
XH_P37 1 98165039 98165039 Nonsense_Mutation INS - GCTCACAGATGG - DPYD 548insACCATCTG183_E184delinsYHLX
XH_P37 1 100214245 100214245 Frame_Shift_Ins INS - AGTAGTCTGTGT - FRRS1 0insTACACAGAC p.K27fs
XH_P37 1 100480954 100480954 In_Frame_Ins INS - TCCAAATAATTTTA - SLC35A3 insATTCCAAATAT286delinsTFQIILH
XH_P37 1 100598841 100598841 Missense_Mutation SNP A T A TRMT13 c.A117T p.R39S
XH_P37 1 100598842 100598842 Nonsense_Mutation INS - AGAAGC - TRMT13 18_119insAGAA p.F40delinsX
XH_P37 1 100949886 100949886 Missense_Mutation SNP G A G CDC14A c.G137A p.R46Q
XH_P37 1 104118078 104118078 Nonsense_Mutation INS - TAAATTCTTTCTCT - AMY2B AAGATTAAATTC39_V340delinsASEDX
XH_P37 1 104118080 104118080 Frame_Shift_Ins INS - TATTC - AMY2B 019_1020insTAT p.V340fs
XH_P37 1 109241942 109241942 Nonsense_Mutation INS - AATAAAACATAT - PRPF38B CAATGAATAAAA9_R170delinsENFNEX
XH_P37 1 109268510 109268510 Missense_Mutation SNP C A C FNDC7 c.C995A p.T332K
XH_P37 1 109268512 109268512 Nonsense_Mutation INS - TTTAATGAC - FNDC7 7_998insTTTAATp.S333delinsFX
XH_P37 1 109493048 109493048 Frame_Shift_Ins INS - ATGATTTTAGTTC - CLCC1 CTAAGAACTAAA p.S4fs
XH_P37 1 110022151 110022151 Nonsense_Mutation INS - AATTTGTGAGAA - SYPL2 01insGAATTTGT 67_A268delinsGNLX
XH_P37 1 110051264 110051264 Nonsense_Mutation INS - AAACTCTACTT - AMIGO1 _271insAAGTAGA.L91_L92delinsKX
XH_P37 1 112042935 112042935 In_Frame_Ins INS - CATCATCTACTTT - ADORA3 CCATTAAAGTAGA98delinsLTIKVDDAVD
XH_P37 1 112308541 112308541 Nonsense_Mutation INS - GTAAGACCCATCC - DDX20 496insTGTAAGACp.N499delinsMX
XH_P37 1 112318853 112318853 Nonsense_Mutation INS - CTATATACAACTT - KCND3 ATTACCAAGTTGT586delinsYQKLPSCIX
XH_P37 1 112999050 112999050 Frame_Shift_Ins INS - GTTGTTCCCTTTC - CTTNBP2NL TCTCAGTTGTTCC p.C312fs
XH_P37 1 114165602 114165602 Frame_Shift_Ins INS - CTCTTGTGAAGT - MAGI3 47insATCTCTTGT p.G449fs
XH_P37 1 114680299 114680299 Missense_Mutation SNP T A T SYT6 c.A634T p.N212Y
XH_P37 1 114680300 114680300 Frame_Shift_Ins INS - AGCCCTGT - SYT6 2_633insACAGG p.E211fs
XH_P37 1 114968344 114968344 Frame_Shift_Ins INS - ATAGAAATTATGA - TRIM33 2insGCTTCATAAT p.G474fs
XH_P37 1 120296007 120296007 Nonsense_Mutation INS - TTATTATTAATAG - HMGCS2 nsTTTGCTATTAAp.H355delinsLCYX
XH_P37 1 120387075 120387075 Nonsense_Mutation INS - ACTAAATGCTCT - NBPF7 84insAGAGCATT p.W28delinsX
XH_P37 1 120438805 120438805 Missense_Mutation SNP C A C ADAM30 c.G155T p.R52L
XH_P37 1 120438806 120438806 Frame_Shift_Ins INS - TTTTGAACAT - ADAM30 _154insATGTTC p.R52fs
XH_P37 1 120468290 120468290 Nonsense_Mutation INS - ATTATATCAACAA - NOTCH2 149insGTTGTTGAC1383delinsWLLIX
XH_P37 1 144881520 144881520 Missense_Mutation SNP G A G PDE4DIP c.C4165T p.R1389C



XH_P37 1 144892529 144892529 Frame_Shift_Ins INS - ACCCACCTTTG - PDE4DIP _3365insCAAAGG p.E1122fs
XH_P37 1 144911948 144911948 In_Frame_Ins INS - CTGAAGAAC - PDE4DIP 9_2650insGTTCT.P884delinsVLQP
XH_P37 1 144911950 144911950 Missense_Mutation SNP A G A PDE4DIP c.T2648C p.I883T
XH_P37 1 145608291 145608291 Frame_Shift_Ins INS - ATTGTGGATTCTT - POLR3C sCAAGAAGAATC p.G149fs
XH_P37 1 145608636 145608636 Frame_Shift_Ins INS - GCAAACTGACA - POLR3C _210insTGTCAGT p.L70fs
XH_P37 1 145608638 145608638 Missense_Mutation SNP G T G POLR3C c.C208A p.L70I
XH_P37 1 145650529 145650529 In_Frame_Ins INS - CTATTAAAGGAA - RNF115 209insCTATTAAA.H70delinsPIKGN
XH_P37 1 147092428 147092428 Nonsense_Mutation INS - TCTTCTGAGGT - BCL9 _2468insTCTTCT823_P824delinsIFX
XH_P37 1 149783767 149783767 Frame_Shift_Ins INS - AGAGTGTGCAAG - HIST2H2BF 112insCCTTGCAC p.Y38fs
XH_P37 1 150936029 150936029 Frame_Shift_Ins INS - TTTTTTTTTCAAG - SETDB1 482insGTTTTTTTT p.V1161fs
XH_P37 1 152127601 152127601 In_Frame_Ins INS - TCAGCCCCTCACC - RPTN 74insTGGTGAGGH658delinsHGEGLS
XH_P37 1 152187559 152187559 In_Frame_Ins INS - CTAGGA - HRNR 545_6546insTCCTp.S2182delinsSPS
XH_P37 1 152191626 152191626 In_Frame_Ins INS - CGAGGA - HRNR 478_2479insTCCp.G827delinsSSG
XH_P37 1 152192114 152192114 Missense_Mutation SNP C T C HRNR c.G1991A p.R664Q
XH_P37 1 152192683 152192683 Missense_Mutation SNP A C A HRNR c.T1422G p.H474Q
XH_P37 1 152193659 152193659 Frame_Shift_Ins INS - CAGTCAGCATGG - HRNR 46insTCCATGCT p.K149fs
XH_P37 1 152280355 152280355 In_Frame_Ins INS - GGA - FLG 7006_7007insTCp.Q2336delinsLQ
XH_P37 1 152281490 152281490 Missense_Mutation SNP C T C FLG c.G5872A p.G1958R
XH_P37 1 152281491 152281491 Silent SNP A G A FLG c.T5871C p.P1957P
XH_P37 1 152327966 152327966 Missense_Mutation SNP C G C FLG2 c.G2296C p.G766R
XH_P37 1 152636719 152636742 In_Frame_Del DEL GGTCCCAGCT - TGGTCCCAGCTCT LCE2D c.138_161del p.46_54del
XH_P37 1 153641033 153641033 Nonsense_Mutation INS - AGGGTTTAATTGT - ILF2 09insAACAATTAAp.C37delinsNNX
XH_P37 1 153945498 153945498 Frame_Shift_Ins INS - ACGCT - CREB3L4 687_688insACGC p.Q229fs
XH_P37 1 153945929 153945929 Frame_Shift_Ins INS - ATGTACTC - CREB3L4 86_887insATGTA p.T296fs
XH_P37 1 153974459 153974459 Frame_Shift_Ins INS - ATCGGGGAGATA - NUP210L nsTACTCTTATCTC p.V1645fs
XH_P37 1 154145660 154145660 Nonsense_Mutation INS - GGCTTCCTTATTC - TPM3 nsGAGAATAAGGE29_N30delinsGEX
XH_P37 1 154569676 154569676 Missense_Mutation SNP C T C ADAR c.G1117A p.A373T
XH_P37 1 154680718 154680718 Nonsense_Mutation INS - CAGTTGCTAAAT - KCNN3 0insTTTATTTAGp.E644delinsFIX
XH_P37 1 155142305 155142305 Missense_Mutation SNP A T A KRTCAP2 c.T330A p.F110L
XH_P37 1 155142306 155142306 Nonsense_Mutation INS - GTGTCTTCCCT - KRTCAP2 _329insAGGGAAGF110_A111delinsX
XH_P37 1 155160832 155160832 Frame_Shift_Ins INS - ACTGTCCACACCC - MUC1 5insAAGGGTGTG p.T232fs
XH_P37 1 155174744 155174744 Frame_Shift_Ins INS - TCTCCAATACACC - THBS3 48insGGGTGTAT p.F183fs
XH_P37 1 155207975 155207975 Nonsense_Mutation INS - CTTTTTATTTTTCT - GBA AAGAAGAAAAAT0_G151delinsKKEEKX
XH_P37 1 155209781 155209781 Missense_Mutation SNP G A G GBA c.C203T p.P68L
XH_P37 1 155218094 155218094 In_Frame_Ins INS - TTATTGATGATG - FAM189B _1292insCATCAT.G431delinsASSIR
XH_P37 1 155218095 155218095 Splice_Site INS - CCTTTCTTG - FAM189B . .
XH_P37 1 155447927 155447927 In_Frame_Ins INS - GACACT - ASH1L 733_4734insAGT.D1578delinsEVS
XH_P37 1 155450723 155450723 Nonsense_Mutation INS - TTTAAAAACGTTT - ASH1L 938insGAAACGT46_S647delinsMKRFX
XH_P37 1 155646500 155646500 Nonsense_Mutation INS - CTTACACTGGGGT - YY1AP1 GTTAAACCCCAGTH44_Q45delinsGX
XH_P37 1 155698914 155698914 Splice_Site INS - AGTTCATTT - DAP3 . .
XH_P37 1 155912213 155912213 Frame_Shift_Ins INS - CTGTGAT - RXFP4 13_714insCTGTG p.R238fs
XH_P37 1 156235714 156235714 Frame_Shift_Ins INS - AATGACCTCTC - SMG5 _1575insGAGAG p.S525fs
XH_P37 1 156263355 156263355 Frame_Shift_Ins INS - GCCCTGGC - GLMP 2_553insGCCAG p.L185fs
XH_P37 1 156268868 156268868 Frame_Shift_Ins INS - TTAA - VHLL .112_113insTTA p.A38fs
XH_P37 1 156445012 156445012 Frame_Shift_Ins INS - CTACTTATGGTTA - MEF2D 3insGTTAACCATA p.L291fs
XH_P37 1 156928653 156928653 Frame_Shift_Ins INS - TT - ARHGEF11 .1262_1263insA p.T421fs
XH_P37 1 156928654 156928654 Frame_Shift_Ins INS - CCTGA - ARHGEF11 261_1262insTCA p.T421fs
XH_P37 1 157665202 157665202 Nonsense_Mutation INS - TCTTCCTAGTGAT - FCRL3 nsTGTAATCACTAp.A443delinsVX
XH_P37 1 158390303 158390303 Nonsense_Mutation INS - GATTGTCATCTTC - OR10K2 AGCATGAAGATG_G119delinsIQSMKMTIX
XH_P37 1 158390535 158390535 Nonsense_Mutation INS - CTGCTCTCACTCC - OR10K2 22insAGGAGTGAT41_N42delinsKEX
XH_P37 1 158607956 158607956 Nonsense_Mutation INS - AGCACTACTTCAT - SPTA1 GCAAACATGAAG86_K1687delinsANMKX
XH_P37 1 158653270 158653270 Missense_Mutation SNP T G T SPTA1 c.A281C p.H94P
XH_P37 1 158653272 158653272 Frame_Shift_Ins INS - ATGATGGGATAT - SPTA1 ACGAAGATATCCC p.K93fs
XH_P37 1 158908296 158908296 Silent SNP C A C PYHIN1 c.C375A p.L125L
XH_P37 1 158946506 158946506 Nonsense_Mutation INS - AAAGGGAAACTT - PYHIN1 6insGCTAAAGGGp.D459delinsGX
XH_P37 1 159021716 159021716 Missense_Mutation SNP G A G IFI16 c.G1745A p.R582H
XH_P37 1 159505073 159505073 Nonsense_Mutation INS - CTTAATGGATTG - OR10J5 ATAATCCAATCCAS242_H243delinsX
XH_P37 1 160000980 160000980 Frame_Shift_Ins INS - ACTTTTCTCCGTA - PIGM 0insAGTACGGAG p.V184fs
XH_P37 1 160268972 160268972 Frame_Shift_Ins INS - TTTTTTTTTTCTTT - COPA 77insAAAAGAAA p.E593fs
XH_P37 1 160523764 160523764 Frame_Shift_Ins INS - C - CD84 c.218_219insG p.Q73fs
XH_P37 1 160970882 160970882 Frame_Shift_Ins INS - CACTGGGACAT - F11R _169insATGTCCC p.S57fs
XH_P37 1 161173285 161173285 Missense_Mutation SNP A T A NDUFS2 c.A154T p.M52L
XH_P37 1 161173286 161173286 Nonsense_Mutation INS - TTTTGTTTTTTGT - NDUFS2 GTTTTGTTTTGTTT_Y53delinsILFCFVFCFFX
XH_P37 1 161206305 161206305 Nonsense_Mutation INS - GGCATCCTACATC - NR1I3 51insGATGTAGGQ17_A18delinsQMX
XH_P37 1 161967854 161967854 Frame_Shift_Ins INS - TGACATCCGGAA - OLFML2B 238insATTCCGG p.P413fs
XH_P37 1 162487951 162487951 Nonsense_Mutation INS - CAACACATAGTA - UHMK1 sAAGGCAACACATV288delinsEGNTX
XH_P37 1 162492339 162492339 Frame_Shift_Ins INS - CCACCTTTAATAT - UHMK1 1038insCCACCTTp.X346delinsYHLX
XH_P37 1 163318837 163318837 Nonsense_Mutation INS - AAACACAATTCTA - NUF2 nsAGGCAAACACA9_D410delinsKRQTQFX
XH_P37 1 167358984 167358984 Nonsense_Mutation INS - AAAAACACGTGA - POU2F1 TGAGGAAAAACA262_G263delinsQX
XH_P37 1 169762110 169762110 Missense_Mutation SNP C A C METTL18 c.G727T p.D243Y
XH_P37 1 169822119 169822119 Frame_Shift_Ins INS - ATATAAAGAACC - C1orf112 49insAAATATAAA p.T716fs
XH_P37 1 169890891 169890891 Nonsense_Mutation INS - TGGGTCTGTGTT - KIFAP3 AAAAACAAACACA_I726delinsIKIKTNTDPQX
XH_P37 1 171070276 171070276 Frame_Shift_Ins INS - CTCTCCATCTTAA - FMO3 AATCTCTCCATCT p.M1fs
XH_P37 1 171080113 171080113 Frame_Shift_Ins INS - TT - FMO3 c.613_614insTT p.N205fs
XH_P37 1 171080114 171080114 Nonsense_Mutation INS - CCATTTGTAGTGG - FMO3 GTGACCATTTGTN205_Y206delinsKX
XH_P37 1 171605699 171605699 Frame_Shift_Ins INS - TGACTTGG - MYOC 80_881insCCAAG p.D294fs
XH_P37 1 171605701 171605701 Silent SNP C T C MYOC c.G879A p.T293T
XH_P37 1 172501694 172501694 In_Frame_Ins INS - TTTTCC - SUCO c.82_83insTTTTCp.G28delinsVFR
XH_P37 1 172501695 172501695 Frame_Shift_Ins INS - CCAATCAGATGAG - SUCO GCAACCAATCAGA p.G28fs
XH_P37 1 172558670 172558670 Frame_Shift_Ins INS - GACTGAGAAAGA - SUCO 41insGACTGAGA p.D247fs
XH_P37 1 172571847 172571847 Nonsense_Mutation INS - GAATTCCACATTT - SUCO TTCCTTTGAATTCC9_Y500delinsSSFEFHIX
XH_P37 1 172579276 172579276 In_Frame_Ins INS - GAAAAG - SUCO 53_1954insGAAp.K651delinsKEK
XH_P37 1 172579278 172579278 Frame_Shift_Ins INS - AATGATACTTCCC - SUCO 6insAGTAATGATA p.L652fs
XH_P37 1 173503730 173503730 Missense_Mutation SNP G A G SLC9C2 c.C1867T p.P623S
XH_P37 1 173503732 173503732 Frame_Shift_Ins INS - TTTGAATTTTCCA - SLC9C2 TAAACTTGGAAAA p.Y622fs
XH_P37 1 173545865 173545865 Nonsense_Mutation INS - CAG - SLC9C2 c.836_837insCTGp.L279delinsFX
XH_P37 1 173545867 173545867 Frame_Shift_Ins INS - ACCAT - SLC9C2 834_835insATGG p.L279fs
XH_P37 1 173840118 173840118 Frame_Shift_Ins INS - CTTAGCTCTCT - ZBTB37 _756insCTTAGCT p.E252fs
XH_P37 1 175375683 175375683 Frame_Shift_Ins INS - CGAGATGCTG - TNR 7_168insCAGCAT p.T56fs
XH_P37 1 179077263 179077263 Frame_Shift_Ins INS - TAGC - ABL2 3075_3076insGC p.P1026fs
XH_P37 1 179084127 179084127 Nonsense_Mutation INS - TTAAAGAGTTTA - ABL2 _1384insTAAACT p.M462delinsX
XH_P37 1 179084129 179084129 Nonsense_Mutation INS - ATCAGCCAGTTGT - ABL2 sATATGACAACT1_M462delinsDMTTGX
XH_P37 1 179414304 179414304 Missense_Mutation SNP A T A AXDND1 c.A1763T p.Y588F
XH_P37 1 179414305 179414305 Frame_Shift_Ins INS - CATTCAGGATCTA - AXDND1 TTTTCTCATTCAG p.Y588fs
XH_P37 1 180044257 180044257 Frame_Shift_Ins INS - ACTACTCTTCTCT - CEP350 69insATACTACTC p.R1890fs
XH_P37 1 180471302 180471302 Frame_Shift_Ins INS - AATGCCACATCTT - ACBD6 GGGAGAAGATGT p.P34fs
XH_P37 1 183498669 183498669 Splice_Site INS - AGGCACTGGC - SMG7 . .
XH_P37 1 186063458 186063458 Frame_Shift_Ins INS - AAATG - HMCN1 247_10248insAA p.S3416fs



XH_P37 1 186063460 186063460 In_Frame_Ins INS - ATTTATTCT - HMCN1 9_10250insATTTN3417delinsNLFY
XH_P37 1 186123113 186123113 Nonsense_Mutation INS - TAATTTTTTTCCC - HMCN1 CTCATACTAATTT_K5085delinsWLILIFFPX
XH_P37 1 186275835 186275835 Frame_Shift_Ins INS - TTTATTGTGTTGG - PRG4 3insACTTTATTGT p.L194fs
XH_P37 1 186286733 186286733 Splice_Site INS - AAACTTGTTTGTG - TPR . .
XH_P37 1 186302419 186302419 Frame_Shift_Ins INS - TATATATCTTGAG - TPR AGAATACTCAAGA p.L1764fs
XH_P37 1 186355199 186355199 Nonsense_Mutation INS - ATAAAACTATCTG - C1orf27 TATAAATAAAACTQ105delinsHLKTTLX
XH_P37 1 193038362 193038362 Frame_Shift_Ins INS - GAAAA - TROVE2 178_179insGAAA p.A60fs
XH_P37 1 193038363 193038363 In_Frame_Ins INS - TTTACTGAAATG - TROVE2 GTAGGTTTACTG0delinsAKCRFTEMLLTL
XH_P37 1 193150487 193150487 Frame_Shift_Ins INS - GGCTTAAGTATTA - B3GALT2 206insTAATACTT p.S69fs
XH_P37 1 193150489 193150489 Silent SNP C G C B3GALT2 c.G204C p.R68R
XH_P37 1 196227577 196227577 In_Frame_Ins INS - AAAACTACT - KCNT2 5_2886insAGTAGp.S962delinsSVVF
XH_P37 1 196227578 196227578 Frame_Shift_Ins INS - GTGATTTCTTGCC - KCNT2 ACTAATGGCAAG p.S962fs
XH_P37 1 196642293 196642293 Frame_Shift_Ins INS - TTCTTCTTGGAG - CFH TGTATTTCTTCTT p.K82fs
XH_P37 1 196646746 196646746 Nonsense_Mutation INS - TGGAATTTTAAAA - CFH TCTAATGGAATT0_H191delinsNTCNVFX
XH_P37 1 197072248 197072248 Nonsense_Mutation INS - TTTAAAATGCAT - ASPM TGACTGATGCAT5_A2046delinsLFLTDAFX
XH_P37 1 197169310 197169310 Frame_Shift_Ins INS - TGGAAGACTATCA - ZBTB41 TTATTTGATAGTC p.E98fs
XH_P37 1 197407801 197407801 Nonsense_Mutation INS - AGCTACAAATGC - CRB1 539insGAGCTACA1180delinsGATNAX
XH_P37 1 197627500 197627500 Splice_Site INS - CATTGTATCATCT - DENND1B . .
XH_P37 1 198668822 198668822 Nonsense_Mutation INS - ATTGCGATTATAG - PTPRC 429insATTGCGAT43_A144delinsKLRLX
XH_P37 1 198725307 198725307 Nonsense_Mutation INS - CTTCTTGATGGTT - PTPRC TTTTATCTTCTTGA45_X1146delinsSILSSX
XH_P37 1 200376643 200376643 Frame_Shift_Ins INS - ATCACTAACTCTA - ZNF281 sCCATTAGAGTTA p.S731fs
XH_P37 1 200534609 200534609 Nonsense_Mutation INS - AATCCAGTCACTT - KIF14 377insTAAGTGAA793_H794delinsX
XH_P37 1 200539051 200539051 Nonsense_Mutation INS - TATTTCAAAGCCT - KIF14 6insAAAAGGCTTp.S726delinsKRLX
XH_P37 1 200817364 200817364 Frame_Shift_Ins INS - TTTGAAATTACAT - CAMSAP2 0insTTATTTGAAA p.E473fs
XH_P37 1 201038658 201038658 Frame_Shift_Ins INS - TACTGTT - CACNA1S 31_2432insAACA p.L811fs
XH_P37 1 201176107 201176107 Frame_Shift_Ins INS - AA - IGFN1 .2086_2087insA p.G696fs
XH_P37 1 201176109 201176109 Frame_Shift_Ins INS - CTCTA - IGFN1 088_2089insCTC p.G696fs
XH_P37 1 201195059 201195059 Missense_Mutation SNP T G T IGFN1 c.T10594G p.Y3532D
XH_P37 1 202397994 202397994 In_Frame_Ins INS - TCCTTTAAATATAG - PPP1R12B insAATCCTTTAAAP286delinsPNPLNIE
XH_P37 1 202702982 202702982 Frame_Shift_Ins INS - AGAGAAAA - KDM5B 20_3321insTTTT p.E1107fs
XH_P37 1 202702983 202702983 Frame_Shift_Ins INS - TCTG - KDM5B 3319_3320insCA p.E1107fs
XH_P37 1 203036913 203036913 Frame_Shift_Ins INS - ACTCCCTTTCTCTG - PPFIA4 5insGTTACTCCCT p.E1038fs
XH_P37 1 203036915 203036915 Missense_Mutation SNP T A T PPFIA4 c.T3116A p.I1039N
XH_P37 1 204091066 204091066 Frame_Shift_Ins INS - A - SOX13 c.814_815insA p.P272fs
XH_P37 1 204091067 204091067 Frame_Shift_Ins INS - TCTAAAT - SOX13 15_816insTCTAA p.P272fs
XH_P37 1 204192711 204192711 Nonsense_Mutation INS - AGCCATCTATGC - PLEKHA6 3034insGCATAGp.Q1012delinsAX
XH_P37 1 205589694 205589694 Frame_Shift_Ins INS - GGAG - ELK4 .479_480insCTC p.V160fs
XH_P37 1 207196539 207196539 Frame_Shift_Ins INS - AAACA - C1orf116 569_570insTGTT p.A190fs
XH_P37 1 207196540 207196540 Nonsense_Mutation INS - TCTCAAC - C1orf116 68_569insGTTGAA190_L191delinsGX
XH_P37 1 212560386 212560386 In_Frame_Ins INS - GTATTTGTGGTA - TMEM206 _190insTACCACA.N64delinsYHKYN
XH_P37 1 214543029 214543029 Nonsense_Mutation INS - TTTTTATGTAAGT - PTPN14 sAAAAACACTTAC14_G1015delinsGKTLTX
XH_P37 1 214788329 214788329 Nonsense_Mutation INS - AGATACAGCTGCA - CENPF nsCTGAGATACAG106_G107delinsSX
XH_P37 1 214815121 214815121 In_Frame_Ins INS - TGGTGTTCCTTTG - CENPF AATTCTTGGTGTT47delinsKNSWCSFANA
XH_P37 1 214820283 214820283 In_Frame_Ins INS - TATTTTTGCTTTTA - CENPF 71insTCTATTTTTG2457delinsLLFLLLG
XH_P37 1 214820672 214820672 Nonsense_Mutation INS - CACTCTCTCATTG - CENPF 7760insCACTCTC87_S2588delinsPLSHX
XH_P37 1 214830554 214830554 Nonsense_Mutation INS - AAG - CENPF 8764_8765insAAp.S2922delinsX
XH_P37 1 214830556 214830556 Frame_Shift_Ins INS - AGGAACAG - CENPF 6_8767insAGGA p.S2922fs
XH_P37 1 215793626 215793626 Nonsense_Mutation INS - GCTGCTTCATGGG - KCTD3 insGTAGCTGCTTN703_I704delinsKX
XH_P37 1 215848937 215848937 Frame_Shift_Ins INS - AAAAATAATTCG - USH2A sTTCATAGCGAA p.G4106fs
XH_P37 1 215953192 215953192 In_Frame_Ins INS - ATCAAACACACA - USH2A sCAGGGGTGTGT644delinsTRGVCLIYE
XH_P37 1 215953194 215953194 Missense_Mutation SNP T G T USH2A c.A10930C p.T3644P
XH_P37 1 216166380 216166380 Missense_Mutation SNP C T C USH2A c.G6787A p.E2263K
XH_P37 1 216172382 216172382 In_Frame_Ins INS - CTCCCC - USH2A 03_6504insGGG.K2168delinsKGR
XH_P37 1 220152861 220152861 Nonsense_Mutation INS - ACTGTGTGTATTA - EPRS 8insAAATAATACp.Q1270delinsKX
XH_P37 1 220363108 220363108 In_Frame_Ins INS - ATGAGAGGCTGAA - RAB3GAP2 716insCTTCAGCCD572delinsDFSLSC
XH_P37 1 220363110 220363110 Splice_Site INS - TCTTTTCACATTT - RAB3GAP2 . .
XH_P37 1 220835431 220835431 Frame_Shift_Ins INS - CCCT - MARK1 2200_2201insCC p.R734fs
XH_P37 1 220835432 220835432 Frame_Shift_Ins INS - ATGTA - MARK1 201_2202insATG p.R734fs
XH_P37 1 222802636 222802636 Nonsense_Mutation INS - AGAACTAATTCCT - MIA3 075insAAGAACTAp.F692delinsX
XH_P37 1 225555701 225555701 In_Frame_Ins INS - TAACTATTTTCAA - DNAH14 2007insGTAACTAN4002delinsNVTIFK
XH_P37 1 225607437 225607437 Nonsense_Mutation INS - TTAATGCAGTAG - LBR TTAATGCTACTGCA144_P145delinsHX
XH_P37 1 228475843 228475843 Frame_Shift_Ins INS - A - OBSCN c.9893_9894insA p.S3298fs
XH_P37 1 228475845 228475845 In_Frame_Ins INS - CTTACC - OBSCN 895_9896insCTT .K3299delinsTYQ
XH_P37 1 228646198 228646198 Nonsense_Mutation INS - GTAGATAGAA - HIST3H2BB _369insGTAGATT123_S124delinsTX
XH_P37 1 228646199 228646199 Silent SNP C T C HIST3H2BB c.C369T p.T123T
XH_P37 1 231401514 231401514 In_Frame_Ins INS - CTGAACAAACACA - GNPAT sCTTCCTGAACAA190delinsKLPEQTQL
XH_P37 1 231678354 231678354 Frame_Shift_Ins INS - CT - TSNAX c.364_365insCT p.T122fs
XH_P37 1 231678356 231678356 Frame_Shift_Ins INS - AACTATTCATAGT - TSNAX 7insAAACTATTC p.T122fs
XH_P37 1 232942566 232942566 In_Frame_Ins INS - TCGTGTGCTGCA - MAP10 1798insTCGTGT C599delinsCSCAA
XH_P37 1 234596085 234596085 Frame_Shift_Ins INS - TTAATATTGGGAT - TARBP1 ATCCCAATCCCAA p.P486fs
XH_P37 1 235973306 235973306 Missense_Mutation SNP A T A LYST c.T812A p.F271Y
XH_P37 1 235973307 235973307 Frame_Shift_Ins INS - GAGCCCTT - LYST 0_811insAAGGG p.F271fs
XH_P37 1 236205459 236205459 Frame_Shift_Ins INS - GATGTGGATG - NID1 5_886insCATCCA p.Y296fs
XH_P37 1 236990174 236990174 Nonsense_Mutation INS - TTTATACCATTTAA - MTR AATCCTTTATACCA25_S326delinsEILYTIX
XH_P37 1 237791334 237791334 Frame_Shift_Ins INS - AAAGTCATTATG - RYR2 sGCTGCAAAGTC p.V2132fs
XH_P37 1 237947363 237947363 Frame_Shift_Ins INS - CGTGTAGTGCTT - RYR2 2352insGCGTGT p.T4117fs
XH_P37 1 241767869 241767869 Frame_Shift_Ins INS - TCCTTTGTGCTTTT - OPN3 TAAGAAAAGCAC p.I129fs
XH_P37 1 242253238 242253238 Missense_Mutation SNP C G C PLD5 c.G905C p.C302S
XH_P37 1 242253240 242253240 Frame_Shift_Ins INS - AACACTTTAATAT - PLD5 AGAGACATATTAA p.N301fs
XH_P37 1 243388519 243388519 Frame_Shift_Ins INS - AAGTTCTAAGTC - CEP170 TTCAAGACTTAGA p.M22fs
XH_P37 1 244724247 244724247 Frame_Shift_Ins INS - AAGAATGGATCCG - CATSPERE sAAGAAGAATGG p.F285fs
XH_P37 1 246755170 246755170 Frame_Shift_Ins INS - TCTATTTGCAGAT - CNST TGGTTCTATTTG p.L102fs
XH_P37 1 247013112 247013112 Nonsense_Mutation INS - TGGTTATTTGTCC - AHCTF1 TTTTTAGGACAAA66_E2067delinsNHFX
XH_P37 1 247695765 247695772 Frame_Shift_Del DEL CCAGGAGG - CCAGGAGG OR2C3 c.42_49del p.V14fs
XH_P37 1 247751935 247751935 Frame_Shift_Ins INS - TGCCGATGTATT - OR2G2 TCATATGCCGAT p.M92fs
XH_P37 1 248020603 248020603 Missense_Mutation SNP T C T TRIM58 c.T55C p.C19R
XH_P37 1 248185868 248185868 Missense_Mutation SNP G T G OR2L5 c.G619T p.V207L
XH_P37 1 248185870 248185870 In_Frame_Ins INS - TCATACGGATGGG - OR2L5 22insCTCATACGGV207delinsVLIRMG
XH_P37 1 248458482 248458482 In_Frame_Ins INS - CGCTCT - OR2T12 98_399insAGAGp.L133delinsLER
XH_P37 1 248487387 248487387 Frame_Shift_Ins INS - AAAGCTTT - OR2M7 83_484insAAAGC p.A162fs
XH_P37 1 248487389 248487389 Frame_Shift_Ins INS - CTACTTGTTC - OR2M7 _482insGAACAA p.V161fs
XH_P37 1 248652023 248652023 Frame_Shift_Ins INS - GATTTGAGTATA - OR2T5 35insGGATTTGA p.G45fs
XH_P37 1 248790372 248790372 Missense_Mutation SNP C A C OR2T11 c.G58T p.A20S
XH_P37 1 248790373 248790373 Frame_Shift_Ins INS - ATGGT - OR2T11 c.56_57insACCAT p.E19fs
XH_P37 1 248844806 248844806 In_Frame_Ins INS - AAAAAAAACCTG - OR14I1 _800insCAGGTTT.I267delinsTGFFF
XH_P37 1 248845216 248845216 Nonsense_Mutation INS - TTATTCTCATGAT - OR14I1 AGATCATCATGAGp.Y130delinsX
XH_P37 2 1653285 1653285 Frame_Shift_Ins INS - CTGCTTCTCTG - PXDN _2267insCAGAGA p.W756fs
XH_P37 2 1653286 1653286 Missense_Mutation SNP A T A PXDN c.T2266A p.W756R



XH_P37 2 1926932 1926932 Nonsense_Mutation INS - ATTATGCAGACAG - MYT1L sCATGCTGTCTGK203delinsNMLSAX
XH_P37 2 3653819 3653819 Nonsense_Mutation INS - CATAATTAAACAT - COLEC11 nsAACATAATTAAp.P13delinsPTX
XH_P37 2 7030374 7030374 In_Frame_Ins INS - AACTTTCAAAAAC - RSAD2 ATATAAACTTTCA9delinsLLKYKLSKTCLDY
XH_P37 2 9595879 9595879 Frame_Shift_Ins INS - GCACC - CPSF3 485_1486insGCA p.K495fs
XH_P37 2 9770460 9770460 Missense_Mutation SNP C T C YWHAQ c.G122A p.R41H
XH_P37 2 11341261 11341261 Nonsense_Mutation INS - CTTTGATCTCCAG - ROCK2 AAAGAGCTGGAGL825_A826delinsX
XH_P37 2 11341263 11341263 Silent SNP A T A ROCK2 c.T2472A p.S824S
XH_P37 2 11341436 11341436 Missense_Mutation SNP C G C ROCK2 c.G2465C p.R822P
XH_P37 2 11341437 11341437 Frame_Shift_Ins INS - AAGATGCTACAA - ROCK2 4insGCAATTGTA p.R822fs
XH_P37 2 11761106 11761106 In_Frame_Ins INS - CAAAGA - GREB1 120_4121insCAAp.V1374delinsAKI
XH_P37 2 11780490 11780490 Silent SNP C T C GREB1 c.C5760T p.D1920D
XH_P37 2 15417060 15417060 Nonsense_Mutation INS - GCTAATCGACTTT - NBAS ATAACTAAAGTC8_C1769delinsKIITKVDX
XH_P37 2 15427299 15427299 Nonsense_Mutation INS - TATA - NBAS 5035_5036insTA1679_E1680delinsVX
XH_P37 2 15427300 15427300 Nonsense_Mutation INS - ACACCTTTACCAT - NBAS AATGAATGGTAA679_E1680delinsHQX
XH_P37 2 15760478 15760478 Nonsense_Mutation INS - GAACTTTTATAAT - DDX1 TGAGATGAACTTTp.K451delinsKLRX
XH_P37 2 17890014 17890014 Frame_Shift_Ins INS - AGAAACTGGTTG - SMC6 7insAAATCAACCA p.A579fs
XH_P37 2 21250721 21250721 In_Frame_Ins INS - TGACTTCTTAAC - APOB 2046insGTTAAG.F682delinsLLRSH
XH_P37 2 21255429 21255429 Silent SNP A T A APOB c.T1149A p.V383V
XH_P37 2 21255430 21255430 Frame_Shift_Ins INS - TTTCT - APOB 147_1148insAGA p.V383fs
XH_P37 2 21361270 21361270 Nonsense_Mutation INS - ACATTTCCACAATA - TDRD15 insTAACATTTCCAQ311delinsLTFPQX
XH_P37 2 24261327 24261327 In_Frame_Ins INS - AAA - WDCP 1037_1038insTTp.A346delinsAL
XH_P37 2 24261328 24261328 Frame_Shift_Ins INS - AAAAAAGTTAAT - WDCP ACTTTCAATTAAC p.A346fs
XH_P37 2 25469121 25469121 Frame_Shift_Ins INS - AA - DNMT3A c.880_881insTT p.A294fs
XH_P37 2 25469122 25469122 Missense_Mutation SNP C G C DNMT3A c.G880C p.A294P
XH_P37 2 26676298 26676298 In_Frame_Ins INS - GAAAAGTTTACA - DRC1 AAACCAGAAAAG00delinsEEKPEKFTESD
XH_P37 2 27606331 27606331 Nonsense_Mutation INS - ATTCCTGTGAAA - PPM1G TAGTTATTTCACA8_E369delinsLSYFTGIX
XH_P37 2 27668197 27668197 Missense_Mutation SNP G T G IFT172 c.C5034A p.S1678R
XH_P37 2 27668198 27668198 Nonsense_Mutation INS - ATCATTTTT - IFT172 2_5033insAAAAAp.S1678delinsKKX
XH_P37 2 27801022 27801022 In_Frame_Ins INS - TTGTTAGCCCCAT - C2orf16 584insTTTGTTAGT528delinsTLLAPL
XH_P37 2 27801632 27801632 Missense_Mutation SNP C G C C2orf16 c.C2193G p.F731L
XH_P37 2 27878435 27878435 Frame_Shift_Ins INS - TT - SUPT7L c.373_374insAA p.I125fs
XH_P37 2 27878437 27878437 Frame_Shift_Ins INS - AGTACTTTTTG - SUPT7L _372insCAAAAAG p.R124fs
XH_P37 2 27884020 27884020 Nonsense_Mutation INS - TAATTTTTTGAGT - SUPT7L TAAGCACTCAAAAQ84delinsSKHSKNX
XH_P37 2 29039033 29039033 Frame_Shift_Ins INS - TC - SPDYA c.153_154insTC p.H51fs
XH_P37 2 29039034 29039034 Frame_Shift_Ins INS - TTTCATAT - SPDYA 54_155insTTTCA p.N52fs
XH_P37 2 30748605 30748605 Nonsense_Mutation INS - GATATAAAAAAG - LCLAT1 TGAAAGATATAAA.W50_L51delinsX
XH_P37 2 37121145 37121145 Missense_Mutation SNP C T C STRN c.G827A p.G276D
XH_P37 2 37255237 37255237 Nonsense_Mutation INS - AAATCAGTACTTT - HEATR5B sGGGAAAAAGTA28_T1229delinsGKKYX
XH_P37 2 37455137 37455137 Frame_Shift_Ins INS - CTTTTTTCGGACT - CEBPZ 1199insAGTCCGA p.T400fs
XH_P37 2 37518081 37518081 Frame_Shift_Ins INS - G - PRKD3 c.488_489insC p.K163fs
XH_P37 2 37518082 37518082 In_Frame_Ins INS - TGACTAGGG - PRKD3 7_488insCCCTAGp.K163delinsTLVK
XH_P37 2 37543600 37543600 In_Frame_Ins INS - CTGTCTTTATCT - PRKD3 68insAGATAAAGp.L23delinsQIKTV
XH_P37 2 39213128 39213128 Frame_Shift_Ins INS - AGTTCCTCTGTA - SOS1 nsCCAGTACAGA p.Q1280fs
XH_P37 2 45645665 45645665 In_Frame_Ins INS - ATACAACAGTGA - SRBD1 2insTGCTCACTGL724delinsLAHCCIP
XH_P37 2 47184037 47184037 In_Frame_Ins INS - AAAATTCTCCTATG - TTC7A insATAAAATTCTS136delinsSIKFSYE
XH_P37 2 48033493 48033493 Frame_Shift_Ins INS - AAAGCAACATCG - MSH6 08insGAAAAGCA p.H1136fs
XH_P37 2 48848396 48848396 Missense_Mutation SNP C A C GTF2A1L c.C112A p.H38N
XH_P37 2 48915547 48915547 Frame_Shift_Ins INS - AATTTGTGCTTGC - LHCGR nsTGTAGCAAGC p.E463fs
XH_P37 2 54001615 54001615 Nonsense_Mutation INS - GTTGTGGTTCTGT - CHAC2 sGACTGTTGTGGTp.L170delinsX
XH_P37 2 54080474 54080474 Missense_Mutation SNP G A G GPR75 c.C1420T p.P474S
XH_P37 2 54080476 54080476 Nonsense_Mutation INS - GATCTTATGTAA - GPR75 AACTGTTTACATA.T473delinsKLFTX
XH_P37 2 54080632 54080632 In_Frame_Ins INS - ACCTTACTACAGC - GPR75 2insGATGCTGTA421delinsRCCSKVQ
XH_P37 2 54859817 54859817 In_Frame_Ins INS - AGGATCTCATTTT - SPTBN1 641insAAGGATCA1214delinsEGSHFP
XH_P37 2 55253970 55253970 Nonsense_Mutation INS - TTTGTTAGGAGAT - RTN4 insGGATCTCCTA216_K217delinsRISX
XH_P37 2 55523564 55523564 Frame_Shift_Ins INS - TCAGA - CCDC88A 836_4837insTCT p.S1613fs
XH_P37 2 55523566 55523566 Frame_Shift_Ins INS - TTTTTTTTTTT - CCDC88A _4835insAAAAAA p.S1612fs
XH_P37 2 55615993 55615993 Frame_Shift_Ins INS - GAATG - CCDC88A 193_194insCATT p.N65fs
XH_P37 2 55615995 55615995 Frame_Shift_Ins INS - TATTTAATAATTT - CCDC88A ATTAGAAAATTAT p.V64fs
XH_P37 2 55785925 55785925 Nonsense_Mutation INS - GTAGAATTTTATT - PPP4R3B AAAATAAAATAA29_T730delinsNKIKX
XH_P37 2 58373584 58373584 Nonsense_Mutation INS - AATAATATATAAT - VRK2 AAGTAATAATAT268_L269delinsGIEX
XH_P37 2 58386822 58386822 In_Frame_Ins INS - TGGGAAACTGTT - VRK2 168insGTGGGAAF389delinsFVGNCL
XH_P37 2 61546454 61546454 Frame_Shift_Ins INS - TGTTGTTTACACT - USP34 nsAAACAGTGTA p.L1008fs
XH_P37 2 61575319 61575319 Nonsense_Mutation INS - TGGGAATGAATTA - USP34 sTTAAATAATTCAD657_S658delinsDX
XH_P37 2 62066865 62066865 Frame_Shift_Ins INS - TAAGATGTGCAG - FAM161A 74insCACCTGCAC p.R425fs
XH_P37 2 62450075 62450075 Frame_Shift_Ins INS - G - B3GNT2 c.721dupG p.F240fs
XH_P37 2 62450077 62450077 In_Frame_Ins INS - TCCCTGCGTTGC - B3GNT2 _723insTCCCTGCV241delinsVPCVA
XH_P37 2 64323729 64323729 Nonsense_Mutation INS - ATACTAGCTTTCAT - PELI1 TGGAATGAAAGC07_S108delinsWNESX
XH_P37 2 67631307 67631307 Nonsense_Mutation INS - TCTTGACGTATTT - ETAA1 nsTTGCTCTTGAC498_V499delinsICSX
XH_P37 2 67631641 67631641 Nonsense_Mutation INS - ACACTGGTTTTAC - ETAA1 TTACTAACACTGG609_L610delinsLGYX
XH_P37 2 68692191 68692191 Frame_Shift_Ins INS - GGAAATGAGTTAA - FBXO48 insCTTTAACTCAT p.E29fs
XH_P37 2 68692193 68692193 Missense_Mutation SNP C T C FBXO48 c.G85A p.E29K
XH_P37 2 69741837 69741837 In_Frame_Ins INS - CAGCGG - AAK1 541_1542insCCG.Q514delinsHRW
XH_P37 2 69741838 69741838 Frame_Shift_Ins INS - AA - AAK1 c.1540_1541insT p.Q514fs
XH_P37 2 70052627 70052627 Nonsense_Mutation INS - AATATAGCCTATT - ANXA4 TTAACAATATAGC16_C317delinsHLTIX
XH_P37 2 70070394 70070394 Splice_Site INS - GAAAAGAAAGAA - GMCL1 . .
XH_P37 2 70106073 70106073 Frame_Shift_Ins INS - C - GMCL1 c.1486dupC p.L495fs
XH_P37 2 70106075 70106075 Frame_Shift_Ins INS - ACTGTAAGATGG - GMCL1 488insCACTGTAA p.L496fs
XH_P37 2 70408629 70408629 In_Frame_Ins INS - GCGGTAGGTGGT - C2orf42 89insATACCACCTP163delinsPYHLPL
XH_P37 2 71351640 71351640 Frame_Shift_Ins INS - ATGGAGTATCTGT - MCEE AACAACAGATAC p.T25fs
XH_P37 2 71592759 71592759 Frame_Shift_Ins INS - CT - ZNF638 .1918_1919insC p.K640fs
XH_P37 2 71592760 71592760 Nonsense_Mutation INS - TTCTAATGCTTTT - ZNF638 nsCATCTTCTAAT640_S641delinsNIFX
XH_P37 2 71645759 71645759 Nonsense_Mutation INS - ACACACAATAACT - ZNF638 0insGTCACACACA97_K1098delinsGHTQX
XH_P37 2 71650361 71650361 Frame_Shift_Ins INS - TCTTCTTTGAC - ZNF638 _3718insTCTTCT p.I1239fs
XH_P37 2 72692440 72692440 Frame_Shift_Ins INS - TTTCCTTATAATT - EXOC6B nsAACTAAATTATA p.I565fs
XH_P37 2 73437917 73437917 Frame_Shift_Ins INS - CATTCATTCATCTG - NOTO nsCACCATTCATT p.N206fs
XH_P37 2 73679956 73679956 Frame_Shift_Ins INS - TGGGCTTCTCTAT - ALMS1 300insTTGGGCTT p.S2100fs
XH_P37 2 73989984 73989984 Nonsense_Mutation INS - TGACTTTTAATTA - DUSP11 TGAACTAATTAAAp.K313delinsTX
XH_P37 2 74043031 74043031 Nonsense_Mutation INS - CTGATTTACCTTG - C2orf78 682insCCTGATTTR561_I562delinsTX
XH_P37 2 74044025 74044025 Frame_Shift_Ins INS - AACAAGATGATGT - C2orf78 76insGAACAAGA p.N892fs
XH_P37 2 80101217 80101217 Frame_Shift_Ins INS - CCTCTTCA - CTNNA2 01_602insCCTCT p.H201fs
XH_P37 2 80101219 80101219 Frame_Shift_Ins INS - CTCT - CTNNA2 .603_604insCTC p.H201fs
XH_P37 2 84838942 84838942 Frame_Shift_Ins INS - CTTTTTCCTTGAG - DNAH6 CTGTATCTTTTTC p.R1147fs
XH_P37 2 84940357 84940357 Nonsense_Mutation INS - ATTAAAATGGATA - DNAH6 AAGCAATTAAAA_P3174delinsKKQLKWIAX
XH_P37 2 85768421 85768421 Frame_Shift_Ins INS - TCAGTTTCTTTAA - MAT2A CTGGCTCAGTTTC p.I71fs
XH_P37 2 86371519 86371519 Nonsense_Mutation INS - GCAGGTTTACAA - IMMT sCAGTACTTGTAA16_R717delinsQYLX
XH_P37 2 96259924 96259924 Missense_Mutation SNP C G C TRIM43 c.C153G p.N51K
XH_P37 2 96259925 96259925 In_Frame_Ins INS - TTGAATCAGATC - TRIM43 _155insTTGAATC .C52delinsFESDR
XH_P37 2 96521901 96521901 In_Frame_Ins INS - AAACGATAGCCT - ANKRD36C _5206insAGGCTAL1736delinsRLSFL



XH_P37 2 96952204 96952204 Frame_Shift_Ins INS - ATGTGCTCTGT - SNRNP200 _3848insACAGAG p.P1283fs
XH_P37 2 96993664 96993664 In_Frame_Ins INS - TGAAGCTGGTGG - ITPRIPL1 TGTTCCTGAAGC40delinsHLFLKLVGRF
XH_P37 2 96993852 96993852 Frame_Shift_Ins INS - TTTAAAACAGCTC - ITPRIPL1 TACCATTTTAAAA p.I503fs
XH_P37 2 97637754 97637754 Missense_Mutation SNP G C G FAM178B c.C448G p.L150V
XH_P37 2 97637755 97637755 Silent SNP C T C FAM178B c.G447A p.E149E
XH_P37 2 97847519 97847519 Frame_Shift_Ins INS - ATCACTCACATGT - ANKRD36 27insTAATCACTC p.Q609fs
XH_P37 2 98173423 98173423 Missense_Mutation SNP A G A ANKRD36B c.T1046C p.M349T
XH_P37 2 98377355 98377355 Frame_Shift_Ins INS - ATTGAACGTCCAT - TMEM131 12insCAATGGAC p.N1638fs
XH_P37 2 98428976 98428976 Nonsense_Mutation INS - TTTAATTATCTTT - TMEM131 TTACAAAAAGATA_E592delinsLVLQKDNX
XH_P37 2 98866899 98866899 Nonsense_Mutation INS - TACATAGTTGTA - VWA3B TACATCTACATA K588delinsNTSTX
XH_P37 2 99013119 99013134 Frame_Shift_Del DEL AAGCTGCGAC - GAAGCTGCGACC CNGA3 c.1432_1447del p.L478fs
XH_P37 2 100019486 100019486 Nonsense_Mutation SNP T A T REV1 c.A3247T p.K1083X
XH_P37 2 100019488 100019488 Nonsense_Mutation INS - TAATATACCTGGA - REV1 ACATTATCCAGGT2_K1083delinsHIIQVYX
XH_P37 2 100910699 100910699 Nonsense_Mutation INS - TTTTCTTTATCCCC - LONRF2 9insATGGGGATA.E583delinsEWGX
XH_P37 2 102460702 102460702 Nonsense_Mutation INS - CATATCTTCTTTTA - MAP4K4 AGTCCCATATCTT8delinsIYNSIVPYLLLLIX
XH_P37 2 103068372 103068372 Nonsense_Mutation INS - ATTTGCAATGGAT - IL18RAP nsGATTATTTGCA p.L511delinsX
XH_P37 2 108487451 108487451 Frame_Shift_Ins INS - CTTTCCTTTTCTT - RGPD4 _2992insCTTTCCT p.S997fs
XH_P37 2 108487453 108487453 Missense_Mutation SNP G A G RGPD4 c.G2993A p.G998D
XH_P37 2 108487693 108487693 In_Frame_Ins INS - GTTTGCTTTATTG - RGPD4 4insGTGTTTGCT1078delinsKCLLYWP
XH_P37 2 108626789 108626789 Nonsense_Mutation INS - CAAAGAATGAGA - SLC5A7 TTAGGCAAAGAA p.L300delinsLIX
XH_P37 2 109116167 109116167 Frame_Shift_Ins INS - AACTCATGTATTT - GCC2 nsACTGAACTCAT p.Q1647fs
XH_P37 2 109347339 109347339 In_Frame_Ins INS - CCAAATTTTTCTC - RANBP2 nsTTTACCAAATTTR84delinsIYQIFLQW
XH_P37 2 109380677 109380677 Nonsense_Mutation INS - CATGATTCTTGTTT - RANBP2 insTCTCATGATT228_K1229delinsVSX
XH_P37 2 109382444 109382444 Nonsense_Mutation INS - GTTTGATTTTGTT - RANBP2 50insTAGTTTGAT817_P1818delinsVVX
XH_P37 2 109382958 109382958 In_Frame_Ins INS - TTGAATCCTTGCT - RANBP2 4insATTTGAATC1988delinsKFESLLC
XH_P37 2 112767580 112767580 Frame_Shift_Ins INS - CTTTCAGA - MERTK 16_2017insCTTTC p.P672fs
XH_P37 2 113174876 113174876 Frame_Shift_Ins INS - TCATTATTTCTATA - RGPD5 nsCATTATAGAAA p.S226fs
XH_P37 2 113260636 113260636 In_Frame_Ins INS - TGCATATTATATA - TTL sTTTCTGCATATTK251delinsKFLHIIYI
XH_P37 2 113332919 113332919 Frame_Shift_Ins INS - ATTAACATCCCAA - POLR1B 2389insATTAACA p.S796fs
XH_P37 2 114202593 114202593 Missense_Mutation SNP G A G CBWD2 c.G391A p.D131N
XH_P37 2 114202594 114202594 Frame_Shift_Ins INS - CTCACTTCTAACC - CBWD2 393insCTCACTTC p.D131fs
XH_P37 2 118854223 118854223 Frame_Shift_Ins INS - ACGGTACCACATC - INSIG2 insAACGGTACCA p.R31fs
XH_P37 2 120414028 120414028 Frame_Shift_Ins INS - GTTAGTGATAGTT - CFAP221 2506insGTTAGTG p.T835fs
XH_P37 2 120620219 120620219 In_Frame_Ins INS - TTTATGCCAGAG - PTPN4 247insTTTATGCC.P82delinsPFMPE
XH_P37 2 120925501 120925501 In_Frame_Ins INS - GTTTGTTTTGTTT - EPB41L5 ATGACTGTTTGTT4delinsIIMTVCFVFLNYS
XH_P37 2 122106266 122106266 Frame_Shift_Ins INS - TGCCTAACTTGAA - CLASP1 4insTACTTCAAGT p.S1345fs
XH_P37 2 122144748 122144748 Frame_Shift_Ins INS - AATGTTCTCTC - CLASP1 _3240insGAGAGA p.T1080fs
XH_P37 2 128707517 128707517 Frame_Shift_Ins INS - TGTGTGTATTTAT - SAP130 5insCCAATAAATA p.L872fs
XH_P37 2 129025797 129025797 Missense_Mutation SNP G A G HS6ST1 c.C1175T p.A392V
XH_P37 2 130934202 130934202 Frame_Shift_Ins INS - ACTACAGGACCTT - SMPD4 nsCCAAGGTCCTG p.A27fs
XH_P37 2 130952659 130952659 Missense_Mutation SNP C T C TUBA3E c.G368A p.R123H
XH_P37 2 132235907 132235907 Nonsense_Mutation INS - AATCGATATTTCC - TUBA3D TTCACAATCGATA8_G59delinsAFTIDISX
XH_P37 2 133070479 133070479 Frame_Shift_Ins INS - TGTGTCCTTA - ZNF806 3_54insTGTGTCC p.T18fs
XH_P37 2 135711691 135711691 Frame_Shift_Ins INS - ACTCTTTTCCTTTT - CCNT2 667insCACTCTTT p.H556fs
XH_P37 2 135711884 135711884 Frame_Shift_Ins INS - CT - CCNT2 .1859_1860insC p.R620fs
XH_P37 2 135711885 135711885 Frame_Shift_Ins INS - TGTCTTT - CCNT2 60_1861insTGTC p.R620fs
XH_P37 2 135745134 135745134 Frame_Shift_Ins INS - ATGACAAGCATA - MAP3K19 TCATCTTATGCTT p.E323fs
XH_P37 2 135908069 135908069 In_Frame_Ins INS - ACAAGATGAGTA - RAB3GAP1 2055insACAAGAS685delinsSQDEY
XH_P37 2 135988261 135988261 Frame_Shift_Ins INS - T - ZRANB3 c.1775dupA p.E592fs
XH_P37 2 135988263 135988263 In_Frame_Ins INS - GATAACCTGTGCT - ZRANB3 774insAAGCACAGE592delinsKHRLSE
XH_P37 2 136615557 136615557 Nonsense_Mutation INS - TCAGTGTGTAAT - MCM6 sACAGCATTACA0_E461delinsEQHYTLKX
XH_P37 2 138722089 138722089 Nonsense_Mutation INS - GAATTTAA - HNMT 28_29insGAATTTp.S10_D11delinsX
XH_P37 2 138722090 138722090 Frame_Shift_Ins INS - A - HNMT c.29_30insA p.S10fs
XH_P37 2 139322517 139322517 Nonsense_Mutation INS - AATGAAAACATAA - SPOPL TCCAAAATGAAAA30_L331delinsAYYPKX
XH_P37 2 141115676 141115676 Frame_Shift_Ins INS - ACTAAAATGT - LRP1B 6_11267insACAT p.T3756fs
XH_P37 2 141253294 141253294 Frame_Shift_Ins INS - TATACATA - LRP1B 73_8874insTATG p.Q2958fs
XH_P37 2 141253296 141253296 Frame_Shift_Ins INS - AATTTTATAGCCG - LRP1B TAAGAACGGCTA p.Q2958fs
XH_P37 2 141598610 141598610 Nonsense_Mutation INS - C - LRP1B c.4990_4991insG1664_W1665delinsX
XH_P37 2 141598611 141598611 Frame_Shift_Ins INS - TAAAGTATGATTA - LRP1B AAAAAAATAATCA p.Y1664fs
XH_P37 2 148701091 148701091 Nonsense_Mutation INS - TTTATGGGAATT - ORC4 TTAATCAATTCCCY171_L172delinsVX
XH_P37 2 152267851 152267851 Nonsense_Mutation INS - TCTAACTCTTGCA - RIF1 TACTTTCTAACTC61_T62delinsKITFX
XH_P37 2 152512936 152512936 Frame_Shift_Ins INS - A - NEB c.6225_6226insT p.V2076fs
XH_P37 2 152512937 152512937 Nonsense_Mutation INS - ACTACAAGCACC - NEB 25insCAGGTGCT075_V2076delinsIRCLX
XH_P37 2 153000509 153000509 Nonsense_Mutation INS - AGTGTATTTAAA - STAM2 TATGATTTAAATAQ179_E180delinsLLX
XH_P37 2 153000511 153000511 Silent SNP C A C STAM2 c.G534T p.L178L
XH_P37 2 153006702 153006702 In_Frame_Ins INS - ACAGCAAGACCA - STAM2 _82insTGGTCTTG.L28delinsWSCCL
XH_P37 2 157182444 157182444 Frame_Shift_Ins INS - AGAGATAGCCG - NR4A2 _1609insCGGCTA p.D537fs
XH_P37 2 160086784 160086784 Missense_Mutation SNP C T C TANC1 c.C4244T p.P1415L
XH_P37 2 160086786 160086791 In_Frame_Del DEL GCACAC - GCACAC TANC1 c.4246_4251delp.1416_1417del
XH_P37 2 160721429 160721429 Frame_Shift_Ins INS - ATAAAAACAGA - LY75 _2120insTCTGTT p.G707fs
XH_P37 2 160737723 160737723 Frame_Shift_Ins INS - CTGTTTT - LY75 74_1275insAAAA p.L425fs
XH_P37 2 160737724 160737724 Frame_Shift_Ins INS - AATATTAAGACTT - LY75 CCAAAGAAGTCTT p.L425fs
XH_P37 2 162087932 162087932 Frame_Shift_Ins INS - TGTAAGAAAGTTG - TANK TGCTATGTAAGAA p.D324fs
XH_P37 2 163055376 163055376 Nonsense_Mutation INS - GAAGGTATTATTA - FAP 1218insATAATAAS406_Y407delinsRX
XH_P37 2 163228584 163228584 Nonsense_Mutation INS - TATTT - KCNH7 345_3346insAAA1116_K1117delinsKX
XH_P37 2 163228586 163228586 Frame_Shift_Ins INS - ATCCTCTCTACTT - KCNH7 344insAAGTAGA p.L1115fs
XH_P37 2 163291887 163291887 Frame_Shift_Ins INS - ATGTTGATTGG - KCNH7 _1754insCCAATC p.G585fs
XH_P37 2 163291888 163291888 Frame_Shift_Ins INS - TG - KCNH7 .1752_1753insC p.G585fs
XH_P37 2 164466660 164466660 Nonsense_Mutation INS - ACAGCACAATTA - FIGN _1649insTAATTG.G550delinsVIVLX
XH_P37 2 164467727 164467727 Nonsense_Mutation INS - TCTCTCAAAAG - FIGN _582insCTTTTGA194_L195delinsAFX
XH_P37 2 164467729 164467729 Missense_Mutation SNP C A C FIGN c.G580T p.A194S
XH_P37 2 165578792 165578792 In_Frame_Ins INS - TCCTCTTACCTAA - COBLL1 9insGTTAGGTAAV263delinsVLGKRK
XH_P37 2 165584645 165584645 Frame_Shift_Ins INS - CAACAGA - COBLL1 94_495insTCTGT p.P165fs
XH_P37 2 165584647 165584647 Nonsense_Mutation INS - TTATTTATTTAGT - COBLL1 ATCCCACTAAATA_H166delinsTNIHIPLNKX
XH_P37 2 166020190 166020190 Nonsense_Mutation INS - TCAAAAAATGCT - SCN3A 2insTTAGCATTTT211_V212delinsISIFX
XH_P37 2 166532964 166532964 Frame_Shift_Ins INS - AATAAGAGACTC - CSRNP3 52insAAATAAGA p.A184fs
XH_P37 2 166848796 166848796 Frame_Shift_Ins INS - AATTTTCTTTTTTG - SCN1A ACTGACAAAAAA p.L1663fs
XH_P37 2 167056294 167056294 In_Frame_Ins INS - CCT - SCN9A 4821_4822insAGp.R1608delinsRR
XH_P37 2 167056295 167056295 Frame_Shift_Ins INS - TT - SCN9A .4820_4821insA p.G1607fs
XH_P37 2 167168170 167168170 Frame_Shift_Ins INS - C - SCN9A c.96_97insG p.K33fs
XH_P37 2 167168172 167168172 Nonsense_Mutation INS - TATAAAAATT - SCN9A 4_95insAATTTTTp.S32_K33delinsX
XH_P37 2 167289045 167289045 Frame_Shift_Ins INS - GATGGAGG - SCN7A 74_2375insCCTC p.D792fs
XH_P37 2 167298238 167298238 Missense_Mutation SNP A C A SCN7A c.T1825G p.Y609D
XH_P37 2 167298240 167298240 In_Frame_Ins INS - GGTGTA - SCN7A 822_1823insTACp.K608delinsIHQ
XH_P37 2 168101119 168101119 In_Frame_Ins INS - TCAAATTTAATTA - XIRP2 2insCATCAAATTV851delinsASNLIKL
XH_P37 2 168104370 168104370 In_Frame_Ins INS - TTGAAGTTAATTG - XIRP2 803insGTTGAAGT1934delinsTVEVNC
XH_P37 2 168115692 168115692 Nonsense_Mutation INS - GAGATGATTGAA - XIRP2 1971insGAGATGA657_V658delinsERX
XH_P37 2 168920070 168920070 Nonsense_Mutation INS - GAATCGTTAGCTT - STK39 TCAAATAAGCTAA439_A440delinsIKX



XH_P37 2 170060777 170060777 In_Frame_Ins INS - TGTGAA - LRP2 719_7720insTTCAp.R2574delinsFTR
XH_P37 2 170060778 170060778 Nonsense_Mutation INS - AGTTTAA - LRP2 18_7719insTTAA2573_R2574delinsHX
XH_P37 2 170063328 170063328 Frame_Shift_Ins INS - CCCTGAAAACCAT - LRP2 6902insATGGTTT p.F2301fs
XH_P37 2 170667793 170667793 In_Frame_Ins INS - ACTTCCCAA - SSB 8_1099insACTTCp.S366delinsSTSQ
XH_P37 2 170667794 170667794 In_Frame_Ins INS - ACTTCTTTGTTCCT - SSB 00insTCACTTCTTD367delinsVTSLFLN
XH_P37 2 171917623 171917623 Frame_Shift_Ins INS - AATGTTGCCCTTA - TLK1 6insATAAGGGCA p.R29fs
XH_P37 2 171917625 171917625 Missense_Mutation SNP C G C TLK1 c.G84C p.K28N
XH_P37 2 172582767 172582767 Frame_Shift_Ins INS - AACTTAAAAATTC - DYNC1I2 1insAAACTTAAA p.K270fs
XH_P37 2 172582769 172582769 Frame_Shift_Ins INS - GAGTGCAAGAT - DYNC1I2 _813insGAGTGCA p.H271fs
XH_P37 2 174228148 174228148 Nonsense_Mutation INS - AACTGAACA - CDCA7 2_343insAACTGAp.F114delinsFNX
XH_P37 2 174228150 174228150 Frame_Shift_Ins INS - GATACCTCTG - CDCA7 4_345insGATACC p.L115fs
XH_P37 2 175268943 175268943 Frame_Shift_Ins INS - AAGAAAAGTCATA - SCRN3 634insAAGAAAAG p.E211fs
XH_P37 2 175268945 175268945 In_Frame_Ins INS - CATAAAGCATGT - SCRN3 insTAACATAAAGF212delinsFNIKHVS
XH_P37 2 175436470 175436470 In_Frame_Ins INS - TATTTCTGTTGGT - WIPF1 3insAACACCAAC355delinsNTNRNIG
XH_P37 2 175439961 175439961 Nonsense_Mutation INS - ACAGAACTATGA - WIPF1 29insTTTCATAGTK110_L111delinsISX
XH_P37 2 175666522 175666522 Missense_Mutation SNP T A T CHN1 c.A746T p.E249V
XH_P37 2 175666523 175666523 In_Frame_Ins INS - AGAAGGAATGCT - CHN1 ATTTTTAGCATTC249delinsIFSIPSQLE
XH_P37 2 176959316 176959316 Frame_Shift_Ins INS - GTTTGGTCTTTAT - HOXD13 nsGCTGTTTGGTC p.I297fs
XH_P37 2 178080604 178080604 Frame_Shift_Ins INS - TCTTAAGTTACCT - HNRNPA3 nsTACTCTTAAGT p.K86fs
XH_P37 2 178081619 178081619 Frame_Shift_Ins INS - CTGCATCTCTT - HNRNPA3 _706insCTGCATC p.R235fs
XH_P37 2 178416535 178416535 Frame_Shift_Ins INS - TTGAAAATTATCC - TTC30B nsATTGGATAATT p.P319fs
XH_P37 2 178592818 178592818 Frame_Shift_Ins INS - ACCAGAAGAGAT - PDE11A 39insACATCTCTT p.I180fs
XH_P37 2 178705102 178705102 Nonsense_Mutation INS - AGCAAGATGGTT - PDE11A nsGATAACCATCTE15_S16delinsGX
XH_P37 2 179253856 179253856 Frame_Shift_Ins INS - T - OSBPL6 c.2184_2185insT p.C728fs
XH_P37 2 179253857 179253857 In_Frame_Ins INS - ATGAGAATATTC - OSBPL6 _2186insATGAGA.I729delinsNENIL
XH_P37 2 179341938 179341938 In_Frame_Ins INS - GGAAAGGAA - FKBP7 3_224insTTCCTTp.R75delinsLPFR
XH_P37 2 179398216 179398216 Missense_Mutation SNP C T C TTN c.G75931A p.E25311K
XH_P37 2 179399194 179399194 Frame_Shift_Ins INS - ATGGGTGCTGGA - TTN 4953insCTCCAG p.V24985fs
XH_P37 2 179413138 179413138 In_Frame_Ins INS - TTCTGGGTTGAA - TTN _66020insTTCAACR22007delinsLQPRS
XH_P37 2 179418086 179418086 Frame_Shift_Ins INS - TACAGGTTAAAC - TTN 346insATGTTTAA p.T20782fs
XH_P37 2 179424482 179424482 In_Frame_Ins INS - AAGAAAGCATGG - TTN _59182insCCATGT19728delinsPCFLT
XH_P37 2 179435839 179435839 Frame_Shift_Ins INS - AG - TTN 47824_47825ins p.C15942fs
XH_P37 2 179435841 179435841 In_Frame_Ins INS - ATGAGTTCC - TTN 2_47823insGGAAP15941delinsPELI
XH_P37 2 179437942 179437942 Frame_Shift_Ins INS - CCTGAGACTT - TTN _45722insAAGT p.S15241fs
XH_P37 2 179449625 179449625 Nonsense_Mutation INS - AGTT - TTN 7547_37548insA2516_H12517delinsX
XH_P37 2 179449626 179449626 In_Frame_Ins INS - CCATTTGGT - TTN 6_37547insACCAW12516delinsYQMG
XH_P37 2 179449903 179449903 Nonsense_Mutation INS - TACGTATCAAATC - TTN GAACAAGGATTTG12458delinsRTRIX
XH_P37 2 179452445 179452445 In_Frame_Ins INS - AAAATGAATTTG - TTN 96insTAACAAAT12132delinsINKFIFE
XH_P37 2 179522491 179522491 Nonsense_Mutation INS - TGATCTATCTCTT - TTN 877insACAAGAG26_E12627delinsHKRX
XH_P37 2 179537423 179537423 Frame_Shift_Ins INS - TGTTGCATGCAA - TTN TAAAGGATTGCA p.K10297fs
XH_P37 2 179574422 179574422 Frame_Shift_Ins INS - ATGAGCATTTCTT - TTN sTATCATAAGAAA p.I8298fs
XH_P37 2 179584475 179584475 Nonsense_Mutation INS - AGATTTTTATGAA - TTN ATTGTATATTCAT71_P6672delinsNIVYSX
XH_P37 2 179589227 179589227 Frame_Shift_Ins INS - GAAGACTGAAAA - TTN 143insTATTTTTC p.V5715fs
XH_P37 2 179604496 179604496 Frame_Shift_Ins INS - CTCTGACGAAAAA - TTN 375insTGTTTTTC p.L4125fs
XH_P37 2 179616165 179616165 Missense_Mutation SNP C A C TTN c.G10962T p.M3654I
XH_P37 2 180348051 180348051 Frame_Shift_Ins INS - TCTTCACGGGAAG - ZNF385B TAATCCTTCCCGT p.A130fs
XH_P37 2 182543288 182543288 Frame_Shift_Ins INS - CCTCGGAC - NEUROD1 9_300insGTCCG p.K100fs
XH_P37 2 182766892 182766892 Nonsense_Mutation INS - TCGAGTTAAAGG - SSFA2 54insTTCGAGTTA218_E219delinsTSSX
XH_P37 2 183053773 183053773 Nonsense_Mutation INS - ATTTTTAAATGG - PDE1A ATAGATCCATTTA2_E363delinsAPHRSIX
XH_P37 2 186657903 186657903 Nonsense_Mutation INS - AAATTTGTTAATA - FSIP2 GTTTCTAAATTTG4_K2015delinsSSKSFX
XH_P37 2 186668085 186668085 Nonsense_Mutation INS - ATAACTGCCTTCT - FSIP2 GTATAAAATAACTp.L4684delinsLVX
XH_P37 2 186668420 186668420 In_Frame_Ins INS - TATTGGGCACGA - FSIP2 8insTCTTTATTGG796delinsNLYWARLP
XH_P37 2 186668422 186668422 Missense_Mutation SNP A T A FSIP2 c.A14389T p.I4797L
XH_P37 2 189867759 189867759 Nonsense_Mutation INS - TAAAAACAAGGC - COL3A1 AAAATTTAAAAA_G843delinsEIKFKNKAFX
XH_P37 2 190339505 190339505 Frame_Shift_Ins INS - GCCAAGAG - WDR75 9_2260insGCCAA p.N753fs
XH_P37 2 190339506 190339506 Nonsense_Mutation INS - GAAA - WDR75 2260_2261insGAS754_L755delinsX
XH_P37 2 190531114 190531114 Frame_Shift_Ins INS - TCTTGATTTTGGT - ASNSD1 CTATTTCTTGATT p.E86fs
XH_P37 2 191302177 191302177 In_Frame_Ins INS - TCTGGTAATTCCT - MFSD6 3insGATCTGGTAD474delinsDDLVIPV
XH_P37 2 192550490 192550490 Frame_Shift_Ins INS - A - NABP1 c.612dupA p.R204fs
XH_P37 2 192550492 192550492 Nonstop_Mutation INS - TATTTTCAGAGG - NABP1 ATCACTATTTTCAdelinsYKNSSLFSEVVYRSR
XH_P37 2 192700824 192700824 Frame_Shift_Ins INS - TAATCATTGACCA - CAVIN2 sCTATATGGTCAA p.M368fs
XH_P37 2 196593033 196593033 Missense_Mutation SNP T G T SLC39A10 c.T2297G p.V766G
XH_P37 2 196593035 196593035 Frame_Shift_Ins INS - AAGCAAGCAATTG - SLC39A10 ACTGTAAAGCAAG p.T767fs
XH_P37 2 196619155 196619155 Frame_Shift_Ins INS - AG - DNAH7 11669_11670ins p.Q3890fs
XH_P37 2 196619157 196619157 Frame_Shift_Ins INS - ATATGAGCCGAC - DNAH7 nsAATGAGTCGG p.Q3890fs
XH_P37 2 196737189 196737189 Nonsense_Mutation INS - TTGAAATGGGAT - DNAH7 CACATAATCCCAT140_F2141delinsLTX
XH_P37 2 196866581 196866581 Nonsense_Mutation INS - ATTTTTAATTATT - DNAH7 CTGAAATAATTAA31_F332delinsRCYFPLX
XH_P37 2 197565845 197565845 Nonsense_Mutation INS - TATATTAACTTTT - CCDC150 GTTTTGTATATTAdelinsSLLVLYINFFCYVSX
XH_P37 2 197656112 197656112 Nonsense_Mutation SNP G A G GTF3C3 c.C484T p.R162X
XH_P37 2 198413128 198413128 Frame_Shift_Ins INS - AGTAAGGTTTATT - HSPE1-MOB4 AATAAGTAAGGT p.Y120fs
XH_P37 2 200213653 200213653 In_Frame_Ins INS - ATCTACCAGCAA - SATB2 944insTTGCTGGH315delinsLAGRY
XH_P37 2 200826615 200826615 Frame_Shift_Ins INS - GCAGCAGTTATA - MAIP1 sATTGGCAGCAG p.N254fs
XH_P37 2 201437494 201437494 Nonsense_Mutation INS - CTTCTTATTAACT - SGO2 26insAGCTTCTTAR809delinsKLLINFX
XH_P37 2 201437529 201437529 Frame_Shift_Ins INS - GTCTTCC - SGO2 60_2461insGTCT p.P820fs
XH_P37 2 201437531 201437531 Nonsense_Mutation INS - TTCTGCCTAAGCT - SGO2 TTTACTTTCTGCC21_T822delinsDLLSAX
XH_P37 2 201438146 201438146 Frame_Shift_Ins INS - TATTGATAATGTC - SGO2 AGTGTTTATTGAT p.I1026fs
XH_P37 2 201857695 201857695 Frame_Shift_Ins INS - GTTTCCTTTTAGT - FAM126B AAAGTACTAAAA p.E220fs
XH_P37 2 201862252 201862252 Frame_Shift_Ins INS - GAGCTTGCATTC - FAM126B 2insAGGAATGCA p.L181fs
XH_P37 2 202357813 202357813 Nonsense_Mutation INS - GGACATATCACCA - C2CD6 51insCTTGGTGAT084_S1085delinsPWX
XH_P37 2 202598158 202598158 Nonsense_Mutation INS - CCAAGGATCATAG - ALS2 421insACTATGATp.D807delinsELX
XH_P37 2 202938407 202938407 Missense_Mutation SNP G C G KIAA2012 c.G57C p.Q19H
XH_P37 2 202938408 202938408 Nonsense_Mutation INS - GGCCTTTTATTAA - KIAA2012 insGGGCCTTTTA20_L21delinsRAFYX
XH_P37 2 203160559 203160559 Frame_Shift_Ins INS - GAATGCACCTCCA - NOP58 TACAAAGAATGCA p.K357fs
XH_P37 2 204231691 204231691 In_Frame_Ins INS - ACTGAACTCACTA - ABI2 TATTGACTGAACT70delinsKLLTELTNVF
XH_P37 2 204305261 204305261 Frame_Shift_Ins INS - AAAAAGACCAG - RAPH1 _2652insCTGGT p.K884fs
XH_P37 2 205551005 205551005 In_Frame_Ins INS - AATGACCTAATC - PARD3B insTTTAATGACCK74delinsKFNDLIY
XH_P37 2 205551007 205551007 Splice_Site INS - TAAACACATTTTA - PARD3B . .
XH_P37 2 206921096 206921096 Frame_Shift_Ins INS - AAAGATTCTGTAT - INO80D 0insAAATACAGA p.L264fs
XH_P37 2 207174503 207174503 Nonsense_Mutation INS - TCCACAGCTCTTA - ZDBF2 ATTATATCCACAGdelinsPLEPLYPQLLSSESIX
XH_P37 2 207639093 207639093 Frame_Shift_Ins INS - TTCTATTAATTCTT - FASTKD2 AATCTGTTCTATTA p.N467fs
XH_P37 2 207655364 207655364 Missense_Mutation SNP C A C FASTKD2 c.C1967A p.A656D
XH_P37 2 207655366 207655366 Frame_Shift_Ins INS - TCTTAGTCCTTCA - FASTKD2 TTCCTGTCTTAGT p.M657fs
XH_P37 2 207804365 207804365 Frame_Shift_Ins INS - TACCATTT - CPO 42_43insTACCAT p.L14fs
XH_P37 2 207804366 207804366 In_Frame_Ins INS - ATATTTCATTTC - CPO _44insATATTTCAp.V15delinsDISFL
XH_P37 2 210558164 210558164 Nonsense_Mutation INS - GTTTCTGTAACTA - MAP2 nsCGATGTTTCTGD424delinsAMFLX
XH_P37 2 210559797 210559797 In_Frame_Ins INS - AATGGGACTGTG - MAP2 nsTGGCAATGGG968delinsDGNGTVYL
XH_P37 2 210685201 210685201 Frame_Shift_Ins INS - ATCT - UNC80 2129_2130insAT p.R710fs
XH_P37 2 210685202 210685202 In_Frame_Ins INS - TTATTCTGTTTAA - UNC80 131insATTATTCTR710delinsRIILFN



XH_P37 2 210787017 210787017 Nonsense_Mutation INS - AGTAGTTAATGAA - UNC80 TTGAAAGTAGTTS1792delinsKVESSX
XH_P37 2 211512680 211512680 Nonsense_Mutation INS - TACTTTCTGGCAC - CPS1 AATTTTTACTTTC8_P629delinsKFLLSGTX
XH_P37 2 215645853 215645853 Frame_Shift_Ins INS - TTTGTTAAGCA - BARD1 _688insTGCTTAA p.I230fs
XH_P37 2 215807703 215807703 Nonsense_Mutation INS - TTTAAATTATTTTA - ABCA12 28insATAAAATA43_M2144delinsNKIIX
XH_P37 2 215807705 215807705 Nonsense_Mutation INS - TGAATTTTTACTT - ABCA12 AATATTTAAGTAA42_I2143delinsAKIFKX
XH_P37 2 215868957 215868957 Silent SNP G A G ABCA12 c.C1705T p.L569L
XH_P37 2 215868959 215868959 Frame_Shift_Ins INS - ATAATGTAGGC - ABCA12 _1703insGCCTAC p.E568fs
XH_P37 2 217364707 217364707 Frame_Shift_Ins INS - AGACATCT - RPL37A 68_169insAGACA p.H56fs
XH_P37 2 217364709 217364709 Frame_Shift_Ins INS - GGAGT - RPL37A 170_171insGGAG p.C57fs
XH_P37 2 218674638 218674638 Frame_Shift_Ins INS - TCTACCTTCT - TNS1 _4806insAGAAG p.S1602fs
XH_P37 2 218674639 218674639 Missense_Mutation SNP G C G TNS1 c.C4805G p.S1602C
XH_P37 2 219496954 219496954 Frame_Shift_Ins INS - TAGCTGCTTGATA - PLCD4 69insATTAGCTGC p.E456fs
XH_P37 2 219562294 219562294 Nonsense_Mutation INS - AAAAAAATAAAC - STK36 2808insAAAAAAA936_L937delinsQKKX
XH_P37 2 219870919 219870919 Frame_Shift_Ins INS - CCAACCCA - CFAP65 5_4746insTGGG p.Q1582fs
XH_P37 2 220037818 220037818 Frame_Shift_Ins INS - ACTC - CNPPD1 .722_723insGAG p.S241fs
XH_P37 2 220045811 220045811 In_Frame_Ins INS - CCACAGTTACTAA - RETREG2 TCTTCCACAGTTA16delinsVSLPQLLILK
XH_P37 2 220103443 220103443 In_Frame_Ins INS - CCTCTTTTATTTCT - GLB1L AAACAGAAATAA284delinsQTEIKEDT
XH_P37 2 223773815 223773815 Nonsense_Mutation INS - ATTCATAAGTACT - ACSL3 nsGTTATTCATAA 09_V110delinsGYSX
XH_P37 2 225360650 225360650 Frame_Shift_Ins INS - AGTCTTTCTTATT - CUL3 1543insAATAAGA p.Q515fs
XH_P37 2 225360652 225360652 Frame_Shift_Ins INS - TAACCTTTAGAGA - CUL3 41insACTCTCTAA p.A514fs
XH_P37 2 227662984 227662984 In_Frame_Ins INS - GGATGA - IRS1 470_471insTCATp.G157delinsGHP
XH_P37 2 227662985 227662985 Frame_Shift_Ins INS - T - IRS1 c.469_470insA p.G157fs
XH_P37 2 227886767 227886767 Nonsense_Mutation INS - CACATCCCTTCTA - COL4A4 AAATAATAGAAGp.P1405delinsKX
XH_P37 2 228860402 228860402 Nonsense_Mutation INS - TTCTAAAAATGCA - SPHKAP TTAAAATGCATT486_D1487delinsHX
XH_P37 2 228884708 228884708 Nonsense_Mutation INS - AGCTTCTGAATGA - SPHKAP TATTATCATTCAGN289delinsSHTLLSFRSFX
XH_P37 2 230662505 230662505 Nonsense_Mutation INS - CGACTTTTACCTTA - TRIP12 90insATAAGGTAF830_V831delinsLX
XH_P37 2 231256899 231256899 Frame_Shift_Ins INS - GTCTGGCCTTC - SP140L _883insGTCTGG p.R294fs
XH_P37 2 231338147 231338147 Frame_Shift_Ins INS - TTTTTCTTTTGTG - SP100 AATCTCTTTTTCT p.D513fs
XH_P37 2 231338149 231338149 In_Frame_Ins INS - CTGTAT - SP100 540_1541insCTGp.M514delinsTVL
XH_P37 2 231927370 231927370 Nonsense_Mutation INS - TAGGAAGTACAG - PSMD1 GAAATTAGGAAG 95_Y96delinsERNX
XH_P37 2 232458083 232458083 Frame_Shift_Ins INS - TGGAA - TEX44 421_422insTGGA p.P141fs
XH_P37 2 232458084 232458084 Frame_Shift_Ins INS - AACTGCACTCT - TEX44 _423insAACTGCA p.P141fs
XH_P37 2 233431616 233431616 Frame_Shift_Ins INS - GTCATATCACTTTC - EIF4E2 AGAAGTCATATC p.L106fs
XH_P37 2 233636012 233636012 Frame_Shift_Ins INS - A - KCNJ13 c.60_61insT p.V21fs
XH_P37 2 233636013 233636013 In_Frame_Ins INS - ACTCACAATTGGT - KCNJ13 0insAACCAATTGTM20delinsITNCEL
XH_P37 2 234186258 234186258 Frame_Shift_Ins INS - ATTATCATTTTATT - ATG16L1 ATTCTATTATCAT p.G170fs
XH_P37 2 234474132 234474132 In_Frame_Ins INS - TGGGTGATGACA - USP40 ATTATTGTCATCAK35delinsNIIVITQDI
XH_P37 2 234526800 234526800 Frame_Shift_Ins INS - GTATGAGGTTGA - UGT1A8 AGAGTGTATGAG p.P149fs
XH_P37 2 234602146 234602146 Frame_Shift_Ins INS - GG - UGT1A6 c.496_497insGG p.P166fs
XH_P37 2 234602147 234602147 Frame_Shift_Ins INS - TAGATTTTTCTTG - UGT1A6 CTGGATAGATTTT p.P166fs
XH_P37 2 234681087 234681087 Frame_Shift_Ins INS - TGTAA - UGT1A1 484_1485insTGT p.L495fs
XH_P37 2 234681088 234681088 Nonsense_Mutation INS - AACACAAAGACA - UGT1A1 86insTAAACACAAL495_L496delinsLX
XH_P37 2 234698270 234698270 In_Frame_Ins INS - ATTCCTCCATTTC - MROH2A 05insCATTCCTCCP135delinsPIPPFL
XH_P37 2 234746295 234746295 Frame_Shift_Ins INS - GC - HJURP .1919_1920insG p.G640fs
XH_P37 2 238257003 238257003 Frame_Shift_Ins INS - T - COL6A3 c.5133_5134insA p.P1712fs
XH_P37 2 238257004 238257004 Nonsense_Mutation INS - TGAGATTTAAAT - COL6A3 3insTTTTATTTAAA711_P1712delinsYFIX
XH_P37 2 238662004 238662004 Frame_Shift_Ins INS - ATGGAAATCCCCC - LRRFIP1 69insATGGAAAT p.A123fs
XH_P37 2 238729809 238729809 In_Frame_Ins INS - TGT - RBM44 2012_2013insTGp.K671delinsNV
XH_P37 2 238729810 238729810 Nonsense_Mutation INS - AGAGACGGGGG - RBM44 insTTGTAGAGAC671_I672delinsKLX
XH_P37 2 240957991 240957991 Frame_Shift_Ins INS - T - NDUFA10 c.525_526insA p.Q176fs
XH_P37 2 240957992 240957992 Frame_Shift_Ins INS - AAAGCAGA - NDUFA10 24_525insTCTGC p.N175fs
XH_P37 2 242026822 242026822 Nonsense_Mutation SNP C A C SNED1 c.C4137A p.Y1379X
XH_P37 2 242026823 242026823 Frame_Shift_Ins INS - GTGATTTGTAATA - SNED1 GGTCATGTGATTT p.R1380fs
XH_P37 2 242373658 242373658 Frame_Shift_Ins INS - GATAGGGAATT - FARP2 _954insGATAGGG p.T318fs
XH_P37 2 242373659 242373659 Nonsense_Mutation INS - ATTAAAAATCAGT - FARP2 sCAAAATTAAAAA.T318delinsTQNX
XH_P37 2 242501866 242501866 Frame_Shift_Ins INS - T - BOK c.324_325insT p.A108fs
XH_P37 2 242501867 242501867 In_Frame_Ins INS - TTCCTCACT - BOK 5_326insTTCCTC.V109delinsVPHL
XH_P37 3 9489446 9489446 Nonsense_Mutation INS - TATTCACTTTAAG - SETD5 60insCTATTCACT20_R621delinsSYSLX
XH_P37 3 10084834 10084834 Nonsense_Mutation INS - ATGTTGGACATT - FANCD2 TTTAAATGTTGG30delinsRKKFKCWTFX
XH_P37 3 12641888 12641888 Nonsense_Mutation INS - CCTGCCAATTAG - RAF1 861insCTAATTGGp.S287delinsSX
XH_P37 3 12641890 12641890 Missense_Mutation SNP A G A RAF1 c.T859C p.S287P
XH_P37 3 16310760 16310760 In_Frame_Ins INS - ATTTTTCTTTTTTG - OXNAD1 TCCATTTTTCTTT3delinsPCFHFSFLIIY
XH_P37 3 16312474 16312474 In_Frame_Ins INS - TTG - OXNAD1 c.69_70insTTG p.A23delinsAL
XH_P37 3 16312476 16312476 Nonsense_Mutation INS - ATAATAGCACCAA - OXNAD1 ACTCATAATAGCAp.V24delinsVVTX
XH_P37 3 17052979 17052979 Frame_Shift_Ins INS - ACGACACC - PLCL2 63_1764insACGA p.N588fs
XH_P37 3 17052980 17052980 In_Frame_Ins INS - GAA - PLCL2 1764_1765insGAp.N588delinsNE
XH_P37 3 20216412 20216412 Nonsense_Mutation INS - AAAGTAAGCAAA - SGO1 11insTCTTTGCTTQ204delinsLFAYFX
XH_P37 3 25778885 25778885 Frame_Shift_Ins INS - GT - NGLY1 c.942_943insAC p.C315fs
XH_P37 3 25778886 25778886 Frame_Shift_Ins INS - ATACCAACCTTCCA - NGLY1 sACCTGGAAGGT p.N314fs
XH_P37 3 25820121 25820121 In_Frame_Ins INS - TCTTTAAAATAAG - NGLY1 sGACCCTTATTTTR64delinsDPYFKELR
XH_P37 3 25833425 25833425 Nonsense_Mutation INS - ATACAAGAATC - OXSM _915insATACAAGY305_G306delinsX
XH_P37 3 28295256 28295256 In_Frame_Ins INS - ATTTGGATCCCTC - CMC1 TCTATATTTGGA1delinsIVSIFGSLFFVY
XH_P37 3 29628622 29628622 Nonsense_Mutation INS - GTGGTCCTTAATG - RBMS3 23insAGTGGTCCTp.F108delinsX
XH_P37 3 32576104 32576104 Frame_Shift_Ins INS - A - DYNC1LI1 c.518_519insT p.E173fs
XH_P37 3 32576105 32576105 Nonsense_Mutation INS - CTTGATTTATCTA - DYNC1LI1 AATAATAGATAAAE173delinsGNNRX
XH_P37 3 33135360 33135360 Frame_Shift_Ins INS - CTCTCAGACA - TMPPE _328insTGTCTGA p.E110fs
XH_P37 3 37034060 37034060 Frame_Shift_Ins INS - TTGGAATGTCATT - EPM2AIP1 TAATGAATGACAT p.R170fs
XH_P37 3 37365907 37365907 In_Frame_Ins INS - GATGATTTTTCTG - GOLGA4 1insGTGATGATT844delinsGDDFSVQ
XH_P37 3 37367511 37367511 In_Frame_Ins INS - GAG - GOLGA4 4134_4135insGAp.D1378delinsDE
XH_P37 3 37367512 37367512 Nonsense_Mutation INS - AGCC - GOLGA4 4135_4136insAG1379_N1380delinsX
XH_P37 3 38037304 38037304 Missense_Mutation SNP A G A VILL c.A416G p.H139R
XH_P37 3 38224579 38224579 Frame_Shift_Ins INS - ATGCTCTAAAGA - OXSR1 57insAATGCTCTA p.K52fs
XH_P37 3 38438616 38438616 Frame_Shift_Ins INS - GCCTTAAGAGGA - XYLB nsACTGCCTTAAG p.S331fs
XH_P37 3 39111231 39111231 Frame_Shift_Ins INS - A - WDR48 c.422_423insA p.T141fs
XH_P37 3 39111232 39111232 Frame_Shift_Ins INS - CCTCTTTATCTTGT - WDR48 424insCCTCTTTA p.T141fs
XH_P37 3 40557737 40557737 In_Frame_Ins INS - TCCTCTTTG - ZNF620 0_311insTCCTCTp.H104delinsLLFD
XH_P37 3 40557738 40557738 Frame_Shift_Ins INS - TTTGTCTTAATTA - ZNF620 12insCTTTGTCTT p.H104fs
XH_P37 3 42661181 42661181 Frame_Shift_Ins INS - GTAAAATATATG - NKTR CATCTGTAAAAT p.I89fs
XH_P37 3 42674292 42674292 In_Frame_Ins INS - GTTTCTTCCTTTTT - NKTR AGTTGGTTTCTTC50delinsNELVSSFFSQ
XH_P37 3 42676851 42676851 Nonsense_Mutation INS - TTTAGTTTTTAAC - NKTR TTTTTTTTTTAGTT_D387delinsVLFFFFFSFX
XH_P37 3 42678521 42678521 Frame_Shift_Ins INS - TCATGCGGTGATT - NKTR TAATATTCATGCG p.G442fs
XH_P37 3 42681052 42681052 Frame_Shift_Ins INS - TAGCCAAGCTA - NKTR _3857insTAGCCA p.R1286fs
XH_P37 3 43074841 43074841 Missense_Mutation SNP C A C FAM198A c.C1086A p.D362E
XH_P37 3 43344817 43344817 Nonsense_Mutation INS - AAAATAGATCTTC - SNRK TGTTTAAAATAGA1delinsKIFRLFKIDLLIX
XH_P37 3 44285337 44285337 Frame_Shift_Ins INS - TGCTTCTTTACCA - TOPAZ1 sGTCTCTGCTTCT p.K447fs
XH_P37 3 44763426 44763426 Nonsense_Mutation INS - TGATGAATAAGG - ZNF502 sTCTGATGATGAH373_T374delinsLX
XH_P37 3 44763727 44763727 Frame_Shift_Ins INS - CTTATATGGTTTTT - ZNF502 TTTACACTTATATG p.A473fs
XH_P37 3 45436140 45436140 Frame_Shift_Ins INS - AACCCAATCTCTG - LARS2 196insAACCCAAT p.Q65fs



XH_P37 3 45988901 45988901 Nonsense_Mutation INS - AAGCAGTGTTTTG - CXCR6 CATGAAGCAGTG0_Y311delinsQHEAVFX
XH_P37 3 46063154 46063154 Frame_Shift_Ins INS - AACCTCTTCTT - XCR1 _286insAAGAAGA p.V96fs
XH_P37 3 47125629 47125629 Frame_Shift_Ins INS - GGGAGTAGCTGT - SETD2 AGTCACAACAGCT p.L1837fs
XH_P37 3 47165686 47165686 Frame_Shift_Ins INS - CAGGACACTATA - SETD2 ATTAGATATAGTG p.H103fs
XH_P37 3 47318793 47318793 Frame_Shift_Ins INS - ACACAGAAGA - KIF9 1_72insTCTTCTG p.I24fs
XH_P37 3 47318795 47318795 Nonsense_Mutation INS - TGACATTTGTTCA - KIF9 70insTGAACAAATp.I24_R25delinsX
XH_P37 3 47969822 47969822 In_Frame_Ins INS - TATTTTAAATACA - MAP4 sATAATGTATTTA104delinsHNVFKIGF
XH_P37 3 48466010 48466010 Missense_Mutation SNP A T A PLXNB1 c.T11A p.L4Q
XH_P37 3 48466012 48466012 Silent SNP A G A PLXNB1 c.T9C p.A3A
XH_P37 3 48607914 48607914 Frame_Shift_Ins INS - ATGAACCTAATGT - COL7A1 64insTGACATTA p.G2455fs
XH_P37 3 48618052 48618052 Missense_Mutation SNP T C T COL7A1 c.A5014G p.K1672E
XH_P37 3 48697796 48697796 Nonsense_Mutation INS - GATCACTGCTA - CELSR3 _2272insTAGCAGM758_K759delinsX
XH_P37 3 49049990 49049990 Frame_Shift_Ins INS - ACTGATAAGGTAA - WDR6 946insACTGATAA p.C315fs
XH_P37 3 49064039 49064039 Missense_Mutation SNP A T A IMPDH2 c.T823A p.S275T
XH_P37 3 49064040 49064040 In_Frame_Ins INS - GCTCCATCTGCA - IMPDH2 822insTGCAGATD274delinsDADGA
XH_P37 3 49095207 49095207 In_Frame_Ins INS - CTT - QRICH1 c.425_426insAAGp.Q142delinsQR
XH_P37 3 49095209 49095210 Frame_Shift_Del DEL GG - GG QRICH1 c.423_424del p.G141fs
XH_P37 3 49308675 49308675 Frame_Shift_Ins INS - TTTTGAATTCCATT - C3orf62 2insCAATGGAAT p.T248fs
XH_P37 3 49841923 49841923 In_Frame_Ins INS - AGACTGAGTCCT - FAM212A 368insAGACTGAP123delinsQTESS
XH_P37 3 50005731 50005731 In_Frame_Ins INS - CTG - RBM6 c.873_874insCTGp.N291delinsNL
XH_P37 3 50005733 50005733 Frame_Shift_Ins INS - AAATCCC - RBM6 75_876insAAATC p.I292fs
XH_P37 3 50597133 50597133 Nonsense_Mutation INS - ACTTTAGACTCTA - C3orf18 44insTTAGAGTCP148_S149delinsPX
XH_P37 3 51265475 51265475 Frame_Shift_Ins INS - A - DOCK3 c.1603_1604insA p.G535fs
XH_P37 3 51265476 51265476 Nonsense_Mutation INS - GCTGAAATGAGT - DOCK3 AAATGTGCTGAAA5_T536delinsGNVLKX
XH_P37 3 52783733 52783733 Missense_Mutation SNP A G A NEK4 c.T1214C p.I405T
XH_P37 3 53326507 53326507 Frame_Shift_Ins INS - TCTCCAGAAAC - DCP1A _498insGTTTCTG p.E166fs
XH_P37 3 53326812 53326812 In_Frame_Ins INS - CCCCAGCTT - DCP1A 2_193insAAGCTGp.G65delinsKLGG
XH_P37 3 56647774 56647774 Frame_Shift_Ins INS - ATCTAAGCAGGAG - CCDC66 1461insATCTAAG p.K487fs
XH_P37 3 56651516 56651516 Frame_Shift_Ins INS - TTTGTTTGTTTCTC - CCDC66 nsGTGTTTTGTTTG p.H706fs
XH_P37 3 57303683 57303683 Frame_Shift_Ins INS - TCTGTCATAAATA - APPL1 CACTTCTTCTGTCA p.E700fs
XH_P37 3 58090920 58090920 Nonsense_Mutation INS - TTATGTCAACAAT - FLNB TACTGTTATGTC 75delinsIATVMSTIX
XH_P37 3 58853662 58853662 Nonsense_Mutation INS - ATTAAATAGACAG - C3orf67 51insTACTGTCTA84_A285delinsVLSIX
XH_P37 3 58853664 58853664 Splice_Site SNP T C T C3orf67 . .
XH_P37 3 63649762 63649762 In_Frame_Ins INS - GGCTTACAATTCT - SNTN 36insTGGCTTACA.I145delinsIWLTIL
XH_P37 3 63973833 63973833 Silent SNP G A G ATXN7 c.G759A p.L253L
XH_P37 3 65369274 65369274 Frame_Shift_Ins INS - CTTTCTAAAAAGT - MAGI1 ATACAAACTTTTT p.I814fs
XH_P37 3 69153769 69153769 Frame_Shift_Ins INS - ACTCCCTCTCTTC - ARL6IP5 ATTACACTCCCTC p.I183fs
XH_P37 3 69273839 69273839 In_Frame_Ins INS - GCCTCCATTCAGA - FRMD4B 84insTTCTGAATGD195delinsVLNGGY
XH_P37 3 77623837 77623837 Frame_Shift_Ins INS - TCCTCATAACTAT - ROBO2 TTTCTGTCCTCAT p.Q720fs
XH_P37 3 77651424 77651424 Missense_Mutation SNP T C T ROBO2 c.T2918C p.I973T
XH_P37 3 78685062 78685062 Frame_Shift_Ins INS - AAACTTGTCTGCG - ROBO1 insAGTCGCAGAC p.L978fs
XH_P37 3 78706363 78706363 Nonsense_Mutation INS - AGCTTTACTTAAT - ROBO1 91insATATTAAGT797_T798delinsSYX
XH_P37 3 78717697 78717697 Frame_Shift_Ins INS - TATGTTATCTGCA - ROBO1 sATAAATGCAGA p.Y487fs
XH_P37 3 78719447 78719447 Frame_Shift_Ins INS - GATCCGAT - ROBO1 38_1239insATCG p.I413fs
XH_P37 3 78766995 78766995 Nonsense_Mutation INS - AAGACAGTCAGCT - ROBO1 sGCCGAGCTGACTp.K193delinsKPSX
XH_P37 3 93733357 93733357 Nonsense_Mutation INS - AGTTGTAATTTTC - STX19 7insGGGAAAATTA53_V254delinsGKITTX
XH_P37 3 97655736 97655736 Frame_Shift_Ins INS - AAAGTATCTGCA - CRYBG3 nsCATCAAAAGTA p.L2830fs
XH_P37 3 98110040 98110040 Frame_Shift_Ins INS - G - OR5K3 c.531_532insG p.F177fs
XH_P37 3 98110041 98110041 In_Frame_Ins INS - AAAAGAAGTTCT - OR5K3 CTCAGAAAAGAA178delinsSSEKKFSNI
XH_P37 3 98518535 98518535 In_Frame_Ins INS - AGCCAG - DCBLD2 008_2009insCTGp.L670delinsPGF
XH_P37 3 100536328 100536328 Nonsense_Mutation INS - TATCT - ABI3BP 697_2698insAGAV900_L901delinsRX
XH_P37 3 100536330 100536330 Nonsense_Mutation INS - TCATCTTCTGC - ABI3BP _2696insGCAGAA99_V900delinsSRRX
XH_P37 3 100551174 100551174 Frame_Shift_Ins INS - ATGTACATATAAT - ABI3BP 993insGATTATA p.R665fs
XH_P37 3 100551176 100551176 Missense_Mutation SNP T A T ABI3BP c.A1991T p.K664I
XH_P37 3 101476792 101476792 Nonsense_Mutation INS - TCATTTCGAGAA - CEP97 6insAGATCATTTCL389_D390delinsX
XH_P37 3 105271357 105271357 Nonsense_Mutation INS - GAAAATTACTTAT - ALCAM GCTAAGAAAATT518_I519delinsGSX
XH_P37 3 105423000 105423000 In_Frame_Ins INS - CCCACATTCATA - CBLB 1278insTATGAATN426delinsNMNVG
XH_P37 3 107097035 107097035 In_Frame_Ins INS - GTCACCTTCTTCTT - CCDC54 2insCTGTCACCTTY201delinsSVTFFFN
XH_P37 3 107097037 107097037 Frame_Shift_Ins INS - G - CCDC54 c.603_604insG p.Y201fs
XH_P37 3 107492134 107492134 Frame_Shift_Ins INS - TCTTCTTTTTCTTT - BBX insCTTTTCTTCTT p.L522fs
XH_P37 3 107492136 107492136 Missense_Mutation SNP A C A BBX c.A1568C p.D523A
XH_P37 3 108281996 108281996 Frame_Shift_Ins INS - TAAATGTTCTTCA - KIAA1524 1611insTGAAGAA p.P537fs
XH_P37 3 110837698 110837698 Nonsense_Mutation INS - GACAACTGCATAT - NECTIN3 sTAAGGACAACTGL233delinsLKDNCIX
XH_P37 3 111764725 111764725 Frame_Shift_Ins INS - GTTATATGTATTC - TMPRSS7 288insGTTATATG p.I96fs
XH_P37 3 111764727 111764727 Missense_Mutation SNP A G A TMPRSS7 c.A289G p.N97D
XH_P37 3 112299933 112299933 Nonsense_Mutation INS - AGCCATTGAAGA - SLC35A5 ATATTAGCCATTGI205delinsIIDISHX
XH_P37 3 113120579 113120579 Nonsense_Mutation INS - GTTTTTATTAAAT - CFAP44 ATTGAAATTTAAD393_F394delinsVX
XH_P37 3 113169309 113169309 Nonsense_Mutation INS - GAAATATGAAGG - SPICE1 CTGAAAACCTTC34delinsSRKLKTFIFLVFKSX
XH_P37 3 113187735 113187735 Nonsense_Mutation INS - ATGTCTCCTACCA - SPICE1 ACATGTGGTAGG55_T256delinsYMWX
XH_P37 3 118865982 118865982 Frame_Shift_Ins INS - TC - C3orf30 c.946_947insTC p.E316fs
XH_P37 3 118865984 118865984 Frame_Shift_Ins INS - T - C3orf30 c.948_949insT p.E316fs
XH_P37 3 119156952 119156952 Splice_Site INS - CATTCGCAATGAA - TMEM39A . .
XH_P37 3 120050121 120050121 Frame_Shift_Ins INS - TG - LRRC58 .1041_1042insC p.S348fs
XH_P37 3 120050122 120050122 In_Frame_Ins INS - ATAAAACATTTTG - LRRC58 041insACAAAATGT347delinsTQNVLY
XH_P37 3 120424944 120424944 Nonsense_Mutation INS - CTTTTCTTCTATGG - RABL3 CAATCCATAGAA6delinsKSTIHRRKEEX
XH_P37 3 121151774 121151774 Frame_Shift_Ins INS - AGAAGAGTATGA - POLQ 0insCATCTCATAC p.D2550fs
XH_P37 3 121151776 121151776 Nonsense_Mutation INS - TTTTTATTTA - POLQ _7648insTAAATA2550_V2551delinsX
XH_P37 3 121200540 121200540 Nonsense_Mutation INS - TATCAAAAA - POLQ 9_6090insTTTTT.Q2030delinsHFX
XH_P37 3 121200542 121200542 Frame_Shift_Ins INS - GGTA - POLQ 6087_6088insTA p.Q2030fs
XH_P37 3 121208048 121208048 Frame_Shift_Ins INS - GAAGATAGTTTCT - POLQ CCAGATAGAAAC p.T1244fs
XH_P37 3 121208707 121208707 Frame_Shift_Ins INS - GCTAAAAATGTAT - POLQ 071insGATACAT p.K1024fs
XH_P37 3 121208709 121208709 In_Frame_Ins INS - TGAGTG - POLQ 068_3069insCAC.T1023delinsTTQ
XH_P37 3 121256034 121256034 Nonsense_Mutation INS - TGTAATATTTTTCT - POLQ CAATAAGAAAAA18_H219delinsYYTX
XH_P37 3 121340958 121340958 Missense_Mutation SNP G T G FBXO40 c.G682T p.A228S
XH_P37 3 121341223 121341223 Missense_Mutation SNP G A G FBXO40 c.G947A p.R316Q
XH_P37 3 121412681 121412681 In_Frame_Ins INS - TGG - GOLGB1 6448_6449insCCp.E2150delinsAK
XH_P37 3 121412682 121412682 Nonsense_Mutation INS - TGTCCATGGAAG - GOLGB1 nsTATATCTTCCAT0_I2151delinsYIFHGHLX
XH_P37 3 121508920 121508920 Nonsense_Mutation INS - TTTCTTATCCTTC - IQCB1 ATCTGAAGGATAp.G244delinsIIX
XH_P37 3 122496735 122496735 Nonsense_Mutation INS - TTGTTTTTGTCTGT - HSPBAP1 TATACAGACAAAp.F28_K29delinsX
XH_P37 3 124457079 124457079 In_Frame_Ins INS - ATAGACACAGAT - UMPS 976insATAGACAQ325delinsQIDTD
XH_P37 3 124536550 124536550 Frame_Shift_Ins INS - CTCTTCT - ITGB5 45_1046insAGAA p.T349fs
XH_P37 3 124629344 124629344 Missense_Mutation SNP A C A MUC13 c.T1252G p.F418V
XH_P37 3 124646578 124646578 Frame_Shift_Ins INS - GCACCGCTTTA - MUC13 _312insTAAAGCG p.D104fs
XH_P37 3 124731653 124731653 Nonsense_Mutation INS - CCTAAAATGCTTC - HEG1 0insTAGGAAGCA p.A924delinsX
XH_P37 3 124896777 124896777 Frame_Shift_Ins INS - TTTGTAGGTGTGA - SLC12A8 432insTCACACCT p.S144fs
XH_P37 3 124951520 124951520 Frame_Shift_Ins INS - AATTTCCCTTGGT - ZNF148 ACATTCACCAAGG p.Q684fs
XH_P37 3 126190998 126190998 Nonsense_Mutation INS - GTTTTTTCTGTGT - ZXDC AAGTATACACAG_G354delinsKSIHRKNX
XH_P37 3 128627939 128627939 Silent SNP T G T ACAD9 c.T1482G p.L494L



XH_P37 3 129156119 129156119 Nonsense_Mutation INS - AAAAGGATGTGT - MBD4 8insAAACACATCS123_L124delinsX
XH_P37 3 129218800 129218800 Missense_Mutation SNP C A C IFT122 c.C1931A p.A644D
XH_P37 3 129289773 129289773 Frame_Shift_Ins INS - AGCAGAGCTTTA - PLXND1 06insTGTAAAGC p.E1202fs
XH_P37 3 129290596 129290596 Frame_Shift_Ins INS - CACATTG - PLXND1 68_3169insCAAT p.V1057fs
XH_P37 3 130188306 130188306 Frame_Shift_Ins INS - ATTACAAAGATAA - COL6A5 CAGATATTACAA p.P2486fs
XH_P37 3 130300705 130300705 Frame_Shift_Ins INS - AAGGAAAAGCAT - COL6A6 849insAAAGGAA p.S1283fs
XH_P37 3 130405224 130405224 Nonsense_Mutation INS - AGTTTTTTCCTCT - PIK3R4 nsACAAAGAGGAA1102delinsQQRGKNX
XH_P37 3 130447527 130447527 Frame_Shift_Ins INS - ATAGTATAGTTGG - PIK3R4 AACATACCAACTA p.E529fs
XH_P37 3 130673854 130673854 Splice_Site INS - TGATTTAAACTCT - ATP2C1 . .
XH_P37 3 130686063 130686063 Frame_Shift_Ins INS - AAAACTATAAT - ATP2C1 _1183insAAAACT p.P394fs
XH_P37 3 130686064 130686064 Frame_Shift_Ins INS - AGTT - ATP2C1 1183_1184insAG p.A395fs
XH_P37 3 132166265 132166265 In_Frame_Ins INS - CCAATATGTATTC - DNAJC13 insATCCAATATGT82delinsTSNMYSY
XH_P37 3 132400801 132400801 Nonsense_Mutation INS - TAAAAGAATTTTC - NPHP3 TAATAGGAAAAT_T1317delinsYNRKILLNNX
XH_P37 3 133379918 133379918 Nonsense_Mutation INS - AAGTACATCATTA - TOPBP1 TACATAATGATGTp.D18delinsDTX
XH_P37 3 134911560 134911560 Frame_Shift_Ins INS - AT - EPHB1 .2025_2026insA p.F675fs
XH_P37 3 134911561 134911561 In_Frame_Ins INS - CAAAAGGATTACT - EPHB1 CAAACACAAAAGG76delinsGKHKRITKVH
XH_P37 3 135721304 135721304 Nonsense_Mutation INS - TTTATGCATTGTT - PPP2R3A TTTTTCTTTATGCAp.F322delinsX
XH_P37 3 138256168 138256168 Nonsense_Mutation INS - TTTTTTGTTCTAG - CEP70 CCTCTAGAACAAp.K11delinsDLX
XH_P37 3 138762838 138762838 Frame_Shift_Ins INS - TAGATGCTTTTTT - PRR23C 5insTCAAAAAAG p.R209fs
XH_P37 3 140675488 140675488 In_Frame_Ins INS - TTTGCCAACATA - SLC25A36 _162insTTTGCCAp.A54delinsALPTY
XH_P37 3 140692776 140692776 Nonsense_Mutation INS - TTACTGAT - SLC25A36 71_672insTTACT224_D225delinsSYX
XH_P37 3 140692778 140692778 Nonsense_Mutation INS - TTTAAAGTAAGTA - SLC25A36 sGTTTTTTAAAGTD225delinsGFLKX
XH_P37 3 141164711 141164711 Frame_Shift_Ins INS - CTCCAGTATGGA - ZBTB38 nsCTTTTCTCCAG p.V1161fs
XH_P37 3 142272215 142272215 Nonsense_Mutation INS - AATATTTATACAT - ATR ATAAAACATGTA887_A888delinsKX
XH_P37 3 142522994 142522994 Nonsense_Mutation INS - TGTAAAGACAATT - TRPC1 2insACCTGTAAAG611_H612delinsHLX
XH_P37 3 142746017 142746017 Nonsense_Mutation INS - TAATACCAAAAA - U2SURP 5insTTAATACCA.M25_I26delinsIX
XH_P37 3 142746018 142746018 Nonsense_Mutation INS - TAACCTGGAGCA - U2SURP 76insTAACCTGGAM25_I26delinsMX
XH_P37 3 143412145 143412145 Frame_Shift_Ins INS - AA - SLC9A9 c.537_538insTT p.I180fs
XH_P37 3 143412147 143412147 Nonsense_Mutation INS - TTTCTATTTTTCTT - SLC9A9 6insGAAGAAAAAL179_I180delinsX
XH_P37 3 143691687 143691687 Silent SNP C T C C3orf58 c.C513T p.P171P
XH_P37 3 147113798 147113798 Frame_Shift_Ins INS - TGGGGAAG - ZIC4 78_679insCTTCC p.E227fs
XH_P37 3 148459207 148459207 Frame_Shift_Ins INS - CGAATTTGTTGCA - AGTR1 6insGTCGAATTTG p.A129fs
XH_P37 3 148714156 148714156 In_Frame_Ins INS - TGATGCTTT - GYG1 1_212insTGATGp.H71delinsLMLY
XH_P37 3 148930338 148930338 Frame_Shift_Ins INS - AACTATTTTTTTT - CP nsTAAAAAAAAAA p.K98fs
XH_P37 3 149042680 149042680 Nonsense_Mutation INS - CATTCAATGTCTT - TM4SF18 CCTCAAGACATT33_T134delinsPQDIEX
XH_P37 3 149238759 149238759 In_Frame_Ins INS - TCACTACCATTGT - WWTR1 6insGTTACAATG346delinsVTMVVIT
XH_P37 3 149485171 149485171 Frame_Shift_Ins INS - GTCCTCCTTCTCA - ANKUB1 78insGATGAGAA p.N426fs
XH_P37 3 149684339 149684339 In_Frame_Ins INS - ATTCTGTTCACTT - PFN2 AACAAAAGTGAA20delinsQNKSEQNYF
XH_P37 3 150908686 150908686 Frame_Shift_Ins INS - GTGCTGCTCTTCT - MED12L 7insCTGGTGCTGC p.H646fs
XH_P37 3 150908687 150908687 In_Frame_Ins INS - CATCCGCCATGA - MED12L 8insGTTCATCCG 646delinsQFIRHDV
XH_P37 3 151163319 151163319 Nonsense_Mutation INS - TTACATTCTACTC - IGSF10 CATGGGAGTAGA84_A1485delinsAWEX
XH_P37 3 154002700 154002700 Nonsense_Mutation INS - GTTTTATTAGAAT - DHX36 AATGACATTCTAAG689_K690delinsEX
XH_P37 3 156745908 156745908 Nonsense_Mutation INS - TTGGAAATATATA - LEKR1 GCACTTTTGGAAA2delinsTWALLEIYKFLX
XH_P37 3 156983447 156983447 Frame_Shift_Ins INS - AGTTG - VEPH1 997_1998insCAA p.V666fs
XH_P37 3 156983449 156983449 Frame_Shift_Ins INS - TTTTTAGTTG - VEPH1 _1996insCAACTA p.V666fs
XH_P37 3 158262051 158262051 Frame_Shift_Ins INS - CTCACCTTTGTAG - RSRC1 9insAACTCACCTT p.S273fs
XH_P37 3 158402343 158402343 Nonsense_Mutation INS - AAAAATGTTTAAC - GFM1 TTTTTTAAAAATGp.L599delinsQKX
XH_P37 3 160679649 160679649 In_Frame_Ins INS - GTCATTTTTAGTA - PPM1L 5insTCGTCATTTTS48delinsSSSFLVS
XH_P37 3 165504041 165504041 Frame_Shift_Ins INS - AACTCTTACTATA - BCHE 1576insTATAGTA p.Q526fs
XH_P37 3 167006728 167006728 Nonsense_Mutation INS - TTAGGAAATAATA - ZBBX GCAAATATTATTTdelinsAISLTTFCKYYFLIHCYRKX
XH_P37 3 167034877 167034877 Nonsense_Mutation INS - AATTTTTTTGGAT - ZBBX 110insCATCCAAAV370delinsVIQKNX
XH_P37 3 167034879 167034879 Missense_Mutation SNP C A C ZBBX c.G1108T p.V370L
XH_P37 3 167189551 167189551 Nonsense_Mutation INS - GTTCAGGATAAA - SERPINI2 ATTTCTTTATCCT Q24_K25delinsHX
XH_P37 3 167189553 167189553 Nonsense_Mutation SNP G A G SERPINI2 c.C70T p.Q24X
XH_P37 3 167728064 167728064 Frame_Shift_Ins INS - TGAATATATTTTG - GOLIM4 0insTTATCAAAAT p.E667fs
XH_P37 3 167728065 167728065 Frame_Shift_Ins INS - GT - GOLIM4 .1998_1999insA p.E667fs
XH_P37 3 168833508 168833508 Frame_Shift_Ins INS - G - MECOM c.1587_1588insC p.L530fs
XH_P37 3 168833509 168833509 Frame_Shift_Ins INS - GTGTATGGAA - MECOM 6_1587insTTCCA p.S529fs
XH_P37 3 173996814 173996814 Nonsense_Mutation INS - TTTTAGATGAT - NLGN1 _1024insTTTTAG341_L342delinsEFX
XH_P37 3 173996816 173996816 Frame_Shift_Ins INS - TTGGGTAA - NLGN1 5_1026insTTGG p.L342fs
XH_P37 3 178919265 178919265 Frame_Shift_Ins INS - ATTACTTTATCCA - PIK3CA CTATCATTACTTT p.Y250fs
XH_P37 3 179051684 179051684 Frame_Shift_Ins INS - TGGTAGAGAAAC - ZNF639 nsTATTGGTAGAG p.H311fs
XH_P37 3 182538122 182538122 Nonsense_Mutation INS - TTAGCTGGTCAG - ATP11B CTTTATTTAGCTG p.Y34delinsYCX
XH_P37 3 182871823 182871823 Frame_Shift_Ins INS - AGGACTATAACA - LAMP3 GATAGTGTTATA p.P136fs
XH_P37 3 183245744 183245744 Frame_Shift_Ins INS - AGCTGGGC - KLHL6 47_348insGCCCA p.K116fs
XH_P37 3 183707163 183707163 Nonsense_Mutation INS - GTT - ABCC5 c.137_138insAAC p.C46delinsX
XH_P37 3 183707164 183707164 Frame_Shift_Ins INS - AAGTG - ABCC5 136_137insCACT p.C46fs
XH_P37 3 184020536 184020536 In_Frame_Ins INS - ACCAACTCCATGT - PSMD2 sTTCTACCAACTC181delinsVFYQLHVI
XH_P37 3 184093778 184093778 Frame_Shift_Ins INS - ACCATAGCTCTCT - THPO nsAGAGAGAGCTA p.L13fs
XH_P37 3 185993440 185993440 Frame_Shift_Ins INS - ATTGTCCCAA - DGKG _806insTTGGGA p.D269fs
XH_P37 3 185997718 185997718 Frame_Shift_Ins INS - T - DGKG c.713_714insA p.G238fs
XH_P37 3 185997720 185997720 Nonsense_Mutation INS - TACATTATTTTGT - DGKG GGATACAAAATAG238_F239delinsX
XH_P37 3 186272407 186272407 Frame_Shift_Ins INS - T - TBCCD1 c.891dupA p.G298fs
XH_P37 3 186272409 186272409 Nonsense_Mutation INS - ATTCTATGTATTT - TBCCD1 nsTAATAAATACA97_G298delinsIINTX
XH_P37 3 193365903 193365903 Nonsense_Mutation INS - AACTGAATTTCTG - OPA1 TGTATTAACTGAp.R548delinsLYX
XH_P37 3 194061852 194061852 Missense_Mutation SNP G A G CPN2 c.C1580T p.S527L
XH_P37 3 194158105 194158105 Frame_Shift_Ins INS - CAGTCATCATCAT - ATP13A3 1934insATGATGA p.R645fs
XH_P37 3 195515902 195515902 Frame_Shift_Ins INS - ACAAGAAC - MUC4 48_2549insGTTC p.A850fs
XH_P37 3 195515904 195515904 Silent SNP G A G MUC4 c.C2547T p.S849S
XH_P37 3 196230026 196230026 Nonsense_Mutation INS - AAGAATCAGAGG - RNF168 9insTTCCTCTGAT p.A7delinsFLX
XH_P37 3 196386792 196386792 Missense_Mutation SNP T C T NRROS c.T278C p.L93P
XH_P37 3 196675428 196675428 Missense_Mutation SNP C T C PIGZ c.G340A p.G114R
XH_P37 3 196743242 196743242 Splice_Site INS - CACCAGGGA - MELTF . .
XH_P37 3 196812573 196812573 Nonsense_Mutation INS - TTTAATTTGTGAC - DLG1 ATGTTGTCACAA9delinsLHPCCHKLKKIX
XH_P37 3 196888573 196888573 Nonsense_Mutation INS - TTATAAAAATTTC - DLG1 CAAATGAAATTTTp.P174delinsKX
XH_P37 3 197423867 197423867 In_Frame_Ins INS - CTGCCATTTCTC - RUBCN 1315insGAGAAAS439delinsEKWQS
XH_P37 4 154943 154943 Frame_Shift_Ins INS - TTTCTCATGTCCT - ZNF718 CCACGTTTCTCAT p.S156fs
XH_P37 4 366608 366608 Nonsense_Mutation INS - TTACAAATTATCC - ZNF141 AAAAATTACAAA_G53delinsEIKITNYPTX
XH_P37 4 1389361 1389457 Frame_Shift_Del DEL CATGTGGAGT - CCATGTGGAGTG CRIPAK c.1062_1158del p.L354fs
XH_P37 4 2083462 2083462 Nonsense_Mutation INS - GGTCATCTTTGTA - POLN 206insCTACAAA736_S737delinsLQRX
XH_P37 4 2955304 2955304 In_Frame_Ins INS - CCTGCTGTGTGTA - NOP14 81insTTACACACAE227delinsDYTQQV
XH_P37 4 3134640 3134640 Splice_Site INS - TCTAATG - HTT . .
XH_P37 4 3205873 3205873 Nonsense_Mutation INS - TTTAAT - HTT 716_5717insTTTAp.V1906delinsVX
XH_P37 4 3205875 3205875 Nonsense_Mutation INS - TCTAAAACAGACA - HTT nsTAGTTCTAAAAp.V1906delinsVX
XH_P37 4 4242118 4242118 Nonsense_Mutation INS - TCTAGTTATTTAA - TMEM128 GTGCTTTAAATAAG110delinsHHLCFKX
XH_P37 4 4304019 4304022 Frame_Shift_Del DEL CCCC - CCCC ZBTB49 c.456_459del p.Y152fs
XH_P37 4 7000864 7000864 Nonsense_Mutation INS - TAACATCTA - TBC1D14 8_259insTAACATp.V86delinsVX
XH_P37 4 7000865 7000865 Frame_Shift_Ins INS - AC - TBC1D14 c.259_260insAC p.E87fs



XH_P37 4 7056211 7056211 Frame_Shift_Ins INS - ACAGAGA - TADA2B 93_694insACAGA p.A231fs
XH_P37 4 7056212 7056212 Frame_Shift_Ins INS - G - TADA2B c.694_695insG p.F232fs
XH_P37 4 9213868 9213868 Missense_Mutation SNP G C G USP17L10 c.G1486C p.D496H
XH_P37 4 9251647 9251647 Frame_Shift_Ins INS - CAGAAGTGATGC - USP17L11 1293insCAGAAGT p.E431fs
XH_P37 4 10447574 10447574 Missense_Mutation SNP C T C ZNF518B c.G379A p.V127I
XH_P37 4 10447575 10447575 Nonsense_Mutation INS - GTGACTATGGTG - ZNF518B TAATAGCACCATA26_V127delinsNHFX
XH_P37 4 10567701 10567701 Frame_Shift_Ins INS - TTCTCTTTCTGAAA - CLNK sTGTTTTCAGAAA p.R75fs
XH_P37 4 13370268 13370268 Missense_Mutation SNP C T C RAB28 c.G580A p.V194M
XH_P37 4 13370270 13370270 In_Frame_Ins INS - TTGCTATTG - RAB28 7_578insCAATAG.V193delinsAIAM
XH_P37 4 13605245 13605245 In_Frame_Ins INS - ATGAATTGAGAA - BOD1L1 9insAAGTTCTCA1093delinsTSSQFIL
XH_P37 4 13612692 13612692 In_Frame_Ins INS - AGA - BOD1L1 1356_1357insTCp.T453delinsST
XH_P37 4 13612693 13612693 Frame_Shift_Ins INS - ACATGTGACAGA - BOD1L1 insCATCTCTGTC p.K452fs
XH_P37 4 13616325 13616325 Frame_Shift_Ins INS - AACAGGAAAGCA - BOD1L1 669insCTGCTTTC p.E223fs
XH_P37 4 15518365 15518365 Frame_Shift_Ins INS - ACATATATATTTC - CC2D2A GTGTCAACATATA p.T379fs
XH_P37 4 15688732 15688732 Frame_Shift_Ins INS - TTGAATCGAAT - FAM200B _133insTTGAATC p.Q44fs
XH_P37 4 15688734 15688734 Missense_Mutation SNP C T C FAM200B c.C134T p.T45I
XH_P37 4 15689956 15689956 Nonsense_Mutation INS - GCACCATTATTAG - FAM200B ACACAGCACCAT452delinsDSTQHHYX
XH_P37 4 16026917 16026917 Frame_Shift_Ins INS - G - PROM1 c.500_501insC p.G167fs
XH_P37 4 16026919 16026919 In_Frame_Ins INS - AGAATTGGTGTT - PROM1 AATAAAAACACCA167delinsKIKTPILKFG
XH_P37 4 17885899 17885899 Frame_Shift_Ins INS - AA - LCORL c.1252_1253insT p.R418fs
XH_P37 4 17885900 17885900 Frame_Shift_Ins INS - TGTTGACTCT - LCORL _1252insAGAGT p.R418fs
XH_P37 4 20706377 20706377 Frame_Shift_Ins INS - CCCTCTGATT - PACRGL 7_148insCCCTCT p.E49fs
XH_P37 4 24531358 24531358 Frame_Shift_Ins INS - CCCTTCCTTT - DHX15 _2136insAAAGG p.T712fs
XH_P37 4 25256870 25256870 In_Frame_Ins INS - GTAAAAATCTTAT - PI4K2B AAAAGTAAAAAT203delinsKKVKILLDF
XH_P37 4 36230629 36230629 In_Frame_Ins INS - AAATGGAACAAA - ARAP2 _480insTTTGTTCH160delinsHLFHF
XH_P37 4 37447439 37447439 Frame_Shift_Ins INS - AACAGAAAGAC - NWD2 _3830insAACAGA p.I1277fs
XH_P37 4 37448332 37448332 Frame_Shift_Ins INS - CC - NWD2 .4722_4723insC p.R1574fs
XH_P37 4 37848718 37848718 Frame_Shift_Ins INS - ACTCTAAAGT - PGM2 4_1175insACTCTA p.G392fs
XH_P37 4 38798825 38798825 Frame_Shift_Ins INS - GATCTGCCCTGGT - TLR1 1628insACCAGGG p.S543fs
XH_P37 4 38990576 38990576 Nonsense_Mutation INS - ATCTTTCTTCTAC - TMEM156 insGAGTAGAAGAM212_K213delinsEX
XH_P37 4 39274644 39274644 Frame_Shift_Ins INS - T - WDR19 c.3048_3049insT p.L1016fs
XH_P37 4 39274646 39274646 Frame_Shift_Ins INS - GCTCTGCTTTTCA - WDR19 3051insGCTCTGC p.I1017fs
XH_P37 4 39310386 39310386 Frame_Shift_Ins INS - GTGCAGTACT - RFC1 4_1755insAGTAC p.L585fs
XH_P37 4 39344065 39344065 Nonsense_Mutation INS - TTGCTTTGTTGAG - RFC1 sATAACTCAACAA p.L77delinsLX
XH_P37 4 39408870 39408870 Frame_Shift_Ins INS - ATTCCTATAGCGT - KLB ATTGTATTCCTAT p.K101fs
XH_P37 4 40099007 40099007 Nonsense_Mutation INS - AGCAATTAAAAAC - N4BP2 GAAAGCAATTAA p.T16delinsTX
XH_P37 4 40103933 40103933 Frame_Shift_Ins INS - CTTGGTATCAGT - N4BP2 9insATCTTGGTA p.S156fs
XH_P37 4 40104353 40104353 Missense_Mutation SNP C A C N4BP2 c.C888A p.N296K
XH_P37 4 40104355 40104355 In_Frame_Ins INS - TGTGAAGGTAAT - N4BP2 nsGAATGTGAAG297delinsLNVKVMG
XH_P37 4 41635675 41635675 In_Frame_Ins INS - AATCTCCCT - LIMCH1 0_1941insAATCTp.D647delinsEISL
XH_P37 4 42457378 42457378 Frame_Shift_Ins INS - GATA - ATP8A1 2707_2708insTA p.E903fs
XH_P37 4 42457379 42457379 Nonsense_Mutation INS - AGGCAGAGAAGG - ATP8A1 2707insACCTTCT03_N904delinsTFSAX
XH_P37 4 47427734 47427734 Missense_Mutation SNP G A G GABRB1 c.G1124A p.R375Q
XH_P37 4 47559835 47559835 Nonsense_Mutation INS - AATTAGATATAAA - ATP10D AAATAAATTAGA60_P661delinsLEINX
XH_P37 4 47850332 47850332 Nonsense_Mutation INS - GGACAGAATGTT - NFXL1 AAAGTTTAACATTp.N862delinsX
XH_P37 4 48581108 48581108 In_Frame_Ins INS - TCAGCTTTCATAT - FRYL 410insCATATGAA804delinsHMKADS
XH_P37 4 52883425 52883425 Frame_Shift_Ins INS - GGAA - LRRC66 .354_355insTTC p.N119fs
XH_P37 4 52883427 52883427 In_Frame_Ins INS - TATAGTGTG - LRRC66 2_353insCACACT.N118delinsTHYN
XH_P37 4 55156615 55156615 Nonsense_Mutation INS - ATAAACATTCATT - PDGFRA AACTCTATAAACA_L1007delinsEFFHNSINIHX
XH_P37 4 57265517 57265517 Nonsense_Mutation INS - AATAAATTAACTT - PPAT sTAAAAAAAGTTA355delinsIKKVNLLYX
XH_P37 4 57397076 57397076 Silent SNP G A G THEGL c.G234A p.E78E
XH_P37 4 57397077 57397077 Frame_Shift_Ins INS - AGAAACTCTTGG - THEGL 6insTTAGAAACT p.P79fs
XH_P37 4 57796663 57796663 In_Frame_Ins INS - TCTCTTTTGAGAC - REST sCTTTTTCTCTTTT547delinsAFSLLRHLL
XH_P37 4 66217285 66217285 Nonsense_Mutation INS - AGAAAGAGAGAG - EPHA5 CCTCATTCTCTCT6_V757delinsPLILSLSFX
XH_P37 4 68472071 68472071 Frame_Shift_Ins INS - GGTGTGTTTAGT - STAP1 85insTGGTGTGT p.A295fs
XH_P37 4 68497606 68497606 Nonsense_Mutation INS - CTTTAATGTTAAA - UBA6 AAATAATTTAAC21_F722delinsWDEIIX
XH_P37 4 69962362 69962362 Nonsense_Mutation INS - GATCTGTTCACAC - UGT2B7 TAAATGATCTGTT42_L43delinsNEGKX
XH_P37 4 69964374 69964374 Frame_Shift_Ins INS - ACAAGATAATTAC - UGT2B7 39insACAAGATA p.L280fs
XH_P37 4 70066372 70066372 Missense_Mutation SNP C A C UGT2B11 c.G1376T p.R459L
XH_P37 4 70066374 70066374 Frame_Shift_Ins INS - GAAGGGAAAAA - UGT2B11 CTAATCTCTTTTT p.D458fs
XH_P37 4 70146411 70146411 Missense_Mutation SNP G A G UGT2B28 c.G193A p.D65N
XH_P37 4 70146412 70146412 Frame_Shift_Ins INS - GTCACTGTTTCTT - UGT2B28 195insGTCACTG p.D65fs
XH_P37 4 70599137 70599137 Frame_Shift_Ins INS - CTGCAATTATTTC - SULT1B1 insAGGAAATAAT p.M197fs
XH_P37 4 71472097 71472097 Nonsense_Mutation INS - CACATGCTATTAA - AMBN sTCATCACATGCTN332delinsIITCYX
XH_P37 4 71507937 71507937 Frame_Shift_Ins INS - GAAATCAATAATT - ENAM AATGGAAATCAA p.N265fs
XH_P37 4 71509605 71509605 Frame_Shift_Ins INS - CCTTGGTTTTGAT - ENAM 63insTCCCTTGGT p.P821fs
XH_P37 4 71509607 71509607 Missense_Mutation SNP A T A ENAM c.A2464T p.I822L
XH_P37 4 71555610 71555610 In_Frame_Ins INS - TAGGTAACAAGC - UTP3 TTTCGGTAGGTA406delinsISVGNKPFY
XH_P37 4 71698131 71698131 Frame_Shift_Ins INS - AATATTTATAGA - GRSF1 CAAAATCTATAA p.M74fs
XH_P37 4 72306492 72306492 Splice_Site INS - TCCTGTGG - SLC4A4 . .
XH_P37 4 73013492 73013492 Missense_Mutation SNP A G A NPFFR2 c.A1532G p.E511G
XH_P37 4 73013493 73013493 Frame_Shift_Ins INS - TTGACACTGCT - NPFFR2 _1534insTTGACA p.E511fs
XH_P37 4 73185128 73185128 Frame_Shift_Ins INS - AA - ADAMTS3 c.1272_1273insT p.M425fs
XH_P37 4 73185129 73185129 Nonsense_Mutation INS - AATATAAGTAAA - ADAMTS3 sTAAAAGTTTACT4_M425delinsVKSLLIFX
XH_P37 4 73186550 73186550 Frame_Shift_Ins INS - ATACATT - ADAMTS3 82_983insAATGT p.S328fs
XH_P37 4 73959942 73959942 Nonsense_Mutation INS - TAGCTTAATGAAA - ANKRD17 CTGTATTTCATTA_K1477delinsSHMAVFHX
XH_P37 4 74008083 74008083 Frame_Shift_Ins INS - AGTTCTGTTTGTA - ANKRD17 CATATTTACAAAC p.I589fs
XH_P37 4 76452388 76452388 Frame_Shift_Ins INS - ATTACACTGTAGC - THAP6 8insCCATTACACT p.C169fs
XH_P37 4 76956486 76956486 Nonsense_Mutation INS - GTGGACAACTAC - CXCL11 TTTCTGTAGTTGTM24_F25delinsRIFLX
XH_P37 4 77033573 77033573 In_Frame_Ins INS - AATTTT - ART3 005_1006insAATp.S335delinsSNF
XH_P37 4 77278640 77278640 Frame_Shift_Ins INS - TGAGAAATATACA - CCDC158 TACTATTGTATAT p.S687fs
XH_P37 4 78641711 78641711 In_Frame_Ins INS - GGTTTCTTTCATT - CNOT6L 542insTAATGAAAE514delinsDNERNL
XH_P37 4 79359737 79359737 Frame_Shift_Ins INS - CTCTTTGATAACA - FRAS1 AAATTCCTCTTTG p.P1744fs
XH_P37 4 79847859 79847859 Frame_Shift_Ins INS - GAGTGTAGTTAA - PAQR3 AAAATATTAACTA p.V173fs
XH_P37 4 81207609 81207609 Frame_Shift_Ins INS - GTTGTGGCGATC - FGF5 sTTTAAGTTGTGG p.K54fs
XH_P37 4 81866074 81866074 Nonsense_Mutation INS - GTATAATGCATTA - C4orf22 AGATGTATAATGp.I196delinsINIYX
XH_P37 4 81866076 81866076 Missense_Mutation SNP C A C C4orf22 c.C589A p.L197I
XH_P37 4 82366778 82366778 Frame_Shift_Ins INS - GTATG - RASGEF1B 703_704insCATA p.V235fs
XH_P37 4 82366779 82366779 Nonsense_Mutation INS - ATTGTTGGAATG - RASGEF1B sTAAAACATTCCAp.V235delinsX
XH_P37 4 83763552 83763552 In_Frame_Ins INS - AGGGATTTG - SEC31A 1_2592insCAAATp.T864delinsTKSL
XH_P37 4 83772756 83772756 In_Frame_Ins INS - AATTAGAATTGA - SEC31A _2039insTCAATTD680delinsVNSNY
XH_P37 4 83772758 83772758 Splice_Site INS - A - SEC31A . .
XH_P37 4 83788085 83788085 Nonsense_Mutation INS - ATACCAAAGTGT - SEC31A ATAATAACACTTTP353_F354delinsLX
XH_P37 4 84511383 84511383 Frame_Shift_Ins INS - CAATC - GPAT3 676_677insCAAT p.V226fs
XH_P37 4 85724601 85724601 Frame_Shift_Ins INS - GG - WDFY3 .2448_2449insC p.S817fs
XH_P37 4 85724602 85724602 Frame_Shift_Ins INS - AGAAAGTTAATAT - WDFY3 2448insAATATTA p.V816fs
XH_P37 4 85750297 85750297 Nonsense_Mutation INS - AGAATGTATTTTA - WDFY3 sCATTTAAAATAC272_D273delinsDIX
XH_P37 4 87662971 87662971 Splice_Site INS - TTTGGCAGACCT - PTPN13 . .



XH_P37 4 87671831 87671831 Missense_Mutation SNP G T G PTPN13 c.G2859T p.K953N
XH_P37 4 87671833 87671833 Nonsense_Mutation INS - TAAGCAGCATGC - PTPN13 AATAAATAAGCAGN954delinsNYVNKX
XH_P37 4 88766967 88766967 Frame_Shift_Ins INS - ATGGGTGCTTTT - MEPE 48insGATGGGTG p.T316fs
XH_P37 4 88766969 88766969 Missense_Mutation SNP A T A MEPE c.A949T p.I317F
XH_P37 4 90169810 90169810 Frame_Shift_Ins INS - AAGAACCAGGAG - GPRIN3 insTGCTCTCCTG p.G484fs
XH_P37 4 90856248 90856248 Frame_Shift_Ins INS - T - MMRN1 c.1417_1418insT p.T473fs
XH_P37 4 90856250 90856250 Nonsense_Mutation INS - GTACATTAATGCT - MMRN1 1420insGTACATT73_C474delinsTVHX
XH_P37 4 94411822 94411822 Nonsense_Mutation INS - TTACCTTTTATTA - GRID2 AATTAATTACCTT536_M537delinsLX
XH_P37 4 94411824 94411824 Silent SNP A T A GRID2 c.A1608T p.R536R
XH_P37 4 99812397 99812397 Nonsense_Mutation INS - GAATTGGTGATTA - EIF4E 2insCATAATCACCD91_F92delinsAX
XH_P37 4 99812398 99812398 Nonsense_Mutation INS - TTTA - EIF4E .270_271insTAAp.D91_F92delinsX
XH_P37 4 100512921 100512921 Frame_Shift_Ins INS - TGAAATGGGTCT - MTTP nsCAATTGAAATG p.Q271fs
XH_P37 4 100522869 100522869 In_Frame_Ins INS - ATTTTGCTTTTGA - MTTP 4insGAATTTTGCK475delinsRILLLRQ
XH_P37 4 100851764 100851764 In_Frame_Ins INS - TGG - DNAJB14 c.147_148insCCA p.I50delinsPI
XH_P37 4 100851766 100851766 Frame_Shift_Ins INS - TTAATGTACT - DNAJB14 5_146insAGTACA p.I49fs
XH_P37 4 102984291 102984291 In_Frame_Ins INS - CATTCCATGTTGTA - BANK1 0insGTCATTCCATV603delinsVVIPCCR
XH_P37 4 103987655 103987655 Frame_Shift_Ins INS - ATGGTAAGGATG - SLC9B2 0insTTCATCCTTA p.V34fs
XH_P37 4 103988642 103988642 Frame_Shift_Ins INS - CTATGAAACGCTT - SLC9B2 6insAAAGCGTTT p.T22fs
XH_P37 4 104016396 104016396 In_Frame_Ins INS - GATAAAAATAAT - BDH2 5insGTTATTATTT.N39delinsVIIFIIN
XH_P37 4 105412195 105412195 Frame_Shift_Ins INS - AAGAAAAAACCT - CXXC4 765insCAGGTTTT p.T255fs
XH_P37 4 106158017 106158017 Frame_Shift_Ins INS - TTGTGACTTCTGC - TET2 2919insTTGTGAC p.C973fs
XH_P37 4 106158192 106158192 Frame_Shift_Ins INS - GCTTTTGAGTGTC - TET2 3094insGCTTTTG p.H1031fs
XH_P37 4 106164912 106164912 Silent SNP T C T TET2 c.T3780C p.N1260N
XH_P37 4 106164913 106164913 Frame_Shift_Ins INS - AAACAAAACAAG - TET2 782insAAAACAA p.R1261fs
XH_P37 4 106193719 106193719 Splice_Site INS - GAAAATAGCAAC - TET2 . .
XH_P37 4 106197656 106197656 Frame_Shift_Ins INS - TTTTT - TET2 5989_5990insTTT p.P1997fs
XH_P37 4 106197657 106197657 In_Frame_Ins INS - AGCCAT - TET2 990_5991insAGCp.P1997delinsPAI
XH_P37 4 106604317 106604317 Frame_Shift_Ins INS - AACTAAGTGGGA - INTS12 2insATTCCCACTT p.P321fs
XH_P37 4 108866284 108866284 Frame_Shift_Ins INS - TA - CYP2U1 c.649_650insTA p.P217fs
XH_P37 4 108866286 108866286 Frame_Shift_Ins INS - ATGGAGTGCA - CYP2U1 _652insATGGAG p.P217fs
XH_P37 4 110864539 110864539 In_Frame_Ins INS - ACAACAAAATTA - EGF _458insACAACAA.L153delinsHNKII
XH_P37 4 111471041 111471041 Frame_Shift_Ins INS - AT - ENPEP .2500_2501insA p.R834fs
XH_P37 4 111471042 111471042 Nonsense_Mutation INS - CTTCTAAGCATAA - ENPEP insTGTCTTCTAAG834_Y835delinsSVFX
XH_P37 4 113187838 113187838 Nonsense_Mutation INS - AATTATCTGTCTC - AP1AR GTAACAATTATCT70_T171delinsSRFILX
XH_P37 4 113189527 113189527 Frame_Shift_Ins INS - TTTT - AP1AR c.772_773insTTT p.G258fs
XH_P37 4 113189528 113189528 Frame_Shift_Ins INS - GAACGTTCTCT - AP1AR _774insGAACGT p.G258fs
XH_P37 4 113481933 113481933 Nonsense_Mutation INS - GTGATGGCTAAG - ZGRF1 TTCATAACTTAGC.V1581delinsDEX
XH_P37 4 113508855 113508855 Frame_Shift_Ins INS - AGAAAGTACTTT - ZGRF1 sTCAGAGAAAGT p.E1062fs
XH_P37 4 113510998 113510998 Nonsense_Mutation INS - GATGAAGTTTTTT - ZGRF1 CAAATAAAAAAC46delinsFSVIISQIKNFILNEX
XH_P37 4 114275990 114275990 Silent SNP C A C ANK2 c.C6216A p.S2072S
XH_P37 4 114275991 114275991 In_Frame_Ins INS - TCCTCTCTGTTT - ANK2 _6218insTCCTCT.I2073delinsILSVL
XH_P37 4 114277101 114277101 Frame_Shift_Ins INS - AATCATCTTGTCT - ANK2 7328insAATCATC p.L2443fs
XH_P37 4 114277991 114277991 Frame_Shift_Ins INS - TTTGGGTTCTTTT - ANK2 sTCTTGTTTGGG p.S2739fs
XH_P37 4 114280072 114280072 Frame_Shift_Ins INS - TGTCTTCTGG - ANK2 8_10299insTGTC p.T3433fs
XH_P37 4 115544459 115544459 Nonsense_Mutation INS - TAGATGGGGCG - UGT8 _424insTAGATGG141_M142delinsDX
XH_P37 4 115769457 115769457 Frame_Shift_Ins INS - AAAAAACATTAT - NDST4 1854insCATAATG p.P618fs
XH_P37 4 118005966 118005966 Nonsense_Mutation INS - TGTTTCCGTACTC - TRAM1L1 ACAGTGAGTACGG195_Q196delinsQQX
XH_P37 4 119644806 119644806 Nonsense_Mutation INS - CTCTGTCATTGAT - SEC24D GCAACATCAATG89_I990delinsMQHQX
XH_P37 4 119736768 119736768 Nonsense_Mutation INS - GCTTTGTGTTACC - SEC24D 11insGGGTAACA171_P172delinsGX
XH_P37 4 122254154 122254154 Nonsense_Mutation INS - CTCA - QRFPR .618_619insTGAS207_P208delinsX
XH_P37 4 122254155 122254155 Frame_Shift_Ins INS - CCTCTAGGTAATT - QRFPR 8insTAAATTACCT p.T206fs
XH_P37 4 122740015 122740015 Silent SNP T G T CCNA2 c.A1056C p.P352P
XH_P37 4 122740017 122740017 Nonsense_Mutation INS - TTGCCTAGATGTT - CCNA2 1054insAACATCT352_S353delinsNIX
XH_P37 4 123267880 123267880 Missense_Mutation SNP G A G KIAA1109 c.G12836A p.R4279H
XH_P37 4 123305067 123305067 In_Frame_Ins INS - CACCAACTTTACA - ADAD1 ATAAACACCAACT59delinsHKHQLYKSF
XH_P37 4 123663361 123663361 Frame_Shift_Ins INS - A - BBS12 c.314_315insA p.L105fs
XH_P37 4 123663362 123663362 Nonsense_Mutation INS - TGGATGATTTTAG - BBS12 AAATTTGGATGAT5_G106delinsLNKFGX
XH_P37 4 123664018 123664018 Frame_Shift_Ins INS - CAGTATTATCTGT - BBS12 sCCTTCAGTATTA p.P324fs
XH_P37 4 125590492 125590492 Frame_Shift_Ins INS - GAACAATGCAAG - ANKRD50 03insTATCTTGCA p.G1135fs
XH_P37 4 126239555 126239555 Frame_Shift_Ins INS - ACATCATACC - FAT4 9_1990insACATC p.D663fs
XH_P37 4 128732702 128732702 Frame_Shift_Ins INS - A - HSPA4L c.1366_1367insA p.V456fs
XH_P37 4 128732703 128732703 Frame_Shift_Ins INS - TAACTTATTC - HSPA4L 7_1368insTAACT p.V456fs
XH_P37 4 129043100 129043100 Frame_Shift_Ins INS - AGAAAGGATTAC - LARP1B AATAAAGAAAGG p.T186fs
XH_P37 4 140811436 140811436 Missense_Mutation SNP A C A MAML3 c.T1154G p.F385C
XH_P37 4 140811438 140811438 Nonsense_Mutation INS - CTCAAACA - MAML3 51_1152insTGTTT384_F385delinsPVX
XH_P37 4 141320150 141320150 Nonsense_Mutation INS - ATTTTTTTAAACA - CLGN TCTGATGTTTAAA47_V248delinsSSSDVX
XH_P37 4 141847194 141847194 Nonsense_Mutation INS - ATTTCTCCCCT - RNF150 _924insAGGGGAW308_L309delinsX
XH_P37 4 144449139 144449139 Nonsense_Mutation INS - GAGGTGGGAATA - SMARCA5 AAAAGAGGTGG 307_D308delinsIX
XH_P37 4 145628399 145628399 Frame_Shift_Ins INS - CCATGACTGTTAA - HHIP ACAATACCATGAC p.M382fs
XH_P37 4 149075973 149075973 Frame_Shift_Ins INS - AAAGGTACTTCC - NR3C2 094insTGGAAGT p.P698fs
XH_P37 4 154523693 154523693 Splice_Site INS - AGACGAAACA - TMEM131L . .
XH_P37 4 154523695 154523695 Nonsense_Mutation INS - TATAGGAAGAGG - TMEM131L 2456insTATAGGAp.F819delinsLX
XH_P37 4 154525255 154525255 Frame_Shift_Ins INS - AGGCAGTTCT - TMEM131L _3092insAGGCA p.I1031fs
XH_P37 4 155156087 155156087 Frame_Shift_Ins INS - TTTTTCTCCATCT - DCHS2 352insAGATGGA p.S2784fs
XH_P37 4 155506813 155506813 In_Frame_Ins INS - ATTGAAACTACA - FGA AAAAAAGTGTAGT90delinsQKSVVSMTCN
XH_P37 4 156294391 156294391 Nonsense_Mutation INS - ATATATTTAAGAA - MAP9 TTTTTTTCTTAAA6_K127delinsVKSVFFSX
XH_P37 4 156775253 156775253 In_Frame_Ins INS - ATTTAACACAAGA - ASIC5 ATATCCTCTTGTG87delinsLKYPLVLNCFS
XH_P37 4 158257727 158257727 Frame_Shift_Ins INS - TGAAAAAGGAAT - GRIA2 insTGGTGAAAAA p.S558fs
XH_P37 4 158257846 158257846 Nonsense_Mutation INS - GAGCAATTGCAAT - GRIA2 sTAATGGAGCAATS597_L598delinsSX
XH_P37 4 159627447 159627447 In_Frame_Ins INS - AAATACGCTAAG - ETFDH 1210insAAATAC V403delinsVKYAK
XH_P37 4 159782777 159782777 Frame_Shift_Ins INS - ATTTATCTGTTCT - FNIP2 TTTTTATTTATCT p.L84fs
XH_P37 4 159782779 159782779 Missense_Mutation SNP C G C FNIP2 c.C254G p.T85S
XH_P37 4 164247261 164247261 Nonsense_Mutation INS - TTTGTTTTATATTT - NPY1R sAATAAATATAAR149_P150delinsKX
XH_P37 4 164247263 164247263 Missense_Mutation SNP C G C NPY1R c.G444C p.W148C
XH_P37 4 169173752 169173752 Frame_Shift_Ins INS - ATGCTTAATAAGA - DDX60 CATATATCTTATT p.A1205fs
XH_P37 4 170028106 170028106 Frame_Shift_Ins INS - TGTTTCTTAATGG - SH3RF1 90insACCCATTAA p.R797fs
XH_P37 4 170506627 170506627 Nonsense_Mutation INS - GGTGTGCCTTTTT - NEK1 80insGAAAAAGGY227_S228delinsX
XH_P37 4 170506629 170506629 Nonsense_Mutation INS - ACTACATTAG - NEK1 7_678insCTAATGH226_Y227delinsHX
XH_P37 4 170613443 170613443 Nonsense_Mutation INS - GAATCCACTTAAA - CLCN3 ATGATGAATCCAY276_S277delinsX
XH_P37 4 170618693 170618693 Frame_Shift_Ins INS - GGTACCATGGTG - CLCN3 91insAAGGTACCA p.K430fs
XH_P37 4 175897678 175897678 Nonsense_Mutation INS - CAATGAGGTTTTT - ADAM29 3insCTACAATGAG34_G335delinsLLQX
XH_P37 4 177032740 177032740 Nonsense_Mutation INS - GACAGGAACTCC - WDR17 0insTGACAGGAAp.Q3_V4delinsQX
XH_P37 4 177632805 177632805 Splice_Site INS - GTGAAATTTACT - VEGFC . .
XH_P37 4 186085300 186085300 Nonsense_Mutation INS - CA - CFAP97 .1353_1354insTT452_V453delinsX
XH_P37 4 186283777 186283777 Missense_Mutation SNP G C G SNX25 c.G2354C p.S785T
XH_P37 4 187517755 187517755 In_Frame_Ins INS - ACTTTTTTGGAT - FAT1 12939insATCCAAP4313delinsPSKKV
XH_P37 4 187524621 187524621 Nonsense_Mutation INS - TGAAATGTCTGTT - FAT1 1059insTAACAGAp.E3687delinsX
XH_P37 4 187524845 187524845 Frame_Shift_Ins INS - G - FAT1 c.10834dupC p.L3612fs



XH_P37 4 187524847 187524847 Nonsense_Mutation INS - AATCATTGG - FAT1 2_10833insCCAAp.L3611delinsLQX
XH_P37 4 187539653 187539653 Missense_Mutation SNP G A G FAT1 c.C8087T p.P2696L
XH_P37 4 187541497 187541497 Frame_Shift_Ins INS - CCTT - FAT1 6242_6243insAA p.F2081fs
XH_P37 4 187541498 187541498 Nonsense_Mutation INS - TAAAGAATATCTT - FAT1 2insAACAAGATAp.F2081delinsX
XH_P37 4 187542585 187542585 Frame_Shift_Ins INS - AA - FAT1 c.5154_5155insT p.I1719fs
XH_P37 4 187542587 187542587 Frame_Shift_Ins INS - ACTCAAATGCT - FAT1 _5153insAGCATT p.T1718fs
XH_P37 4 187557349 187557349 In_Frame_Ins INS - TTGCTTTCAACTA - FAT1 ATATTATAGTTG 338delinsNIIVESKFS
XH_P37 4 187628850 187628850 Frame_Shift_Ins INS - AAGACAAGGAGG - FAT1 132insTACCTCCT p.A711fs
XH_P37 4 189012829 189012829 Frame_Shift_Ins INS - AAGAATTTTTATA - TRIML2 12insTTTATAAAA p.K338fs
XH_P37 4 189022359 189022359 Frame_Shift_Ins INS - ATATGAGGATGT - TRIML2 AAACAACATCCT p.M111fs
XH_P37 4 189022361 189022361 Missense_Mutation SNP C A C TRIML2 c.G329T p.S110I
XH_P37 5 1064042 1064042 Missense_Mutation SNP C T C SLC12A7 c.G2656A p.D886N
XH_P37 5 1081819 1081819 In_Frame_Ins INS - CTCTCTTTTTTG - SLC12A7 1170insCAAAAAAV390delinsVKKER
XH_P37 5 1088434 1088434 Silent SNP G A G SLC12A7 c.C531T p.N177N
XH_P37 5 1321918 1321918 Silent SNP A T A CLPTM1L c.T1332A p.G444G
XH_P37 5 1321919 1321919 Frame_Shift_Ins INS - CCTT - CLPTM1L 1330_1331insAA p.G444fs
XH_P37 5 5461609 5461609 Frame_Shift_Ins INS - TTTAAAGTTTTAG - ICE1 AATGTGTTTAAAG p.S721fs
XH_P37 5 5462595 5462595 Frame_Shift_Ins INS - TG - ICE1 .3148_3149insT p.K1050fs
XH_P37 5 5462596 5462596 Frame_Shift_Ins INS - GGAT - ICE1 3149_3150insGG p.K1050fs
XH_P37 5 5463633 5463633 Frame_Shift_Ins INS - G - ICE1 c.4187dupG p.C1396fs
XH_P37 5 5463635 5463635 Frame_Shift_Ins INS - CATGTTGTTATTTA - ICE1 4189insCATGTTG p.C1396fs
XH_P37 5 5464054 5464054 Nonsense_Mutation INS - CTGACACTGAAAT - ICE1 8insTATCTGACAC536_S1537delinsAIX
XH_P37 5 5464384 5464384 In_Frame_Ins INS - AAGTTTTTACTGG - ICE1 nsGCTGAAGTTTT1646delinsTLKFLLVC
XH_P37 5 7878349 7878349 In_Frame_Ins INS - ATACAAAAAATAC - MTRR 95insAATACAAAAV232delinsEYKKYL
XH_P37 5 9202083 9202083 Nonsense_Mutation INS - ATTTGTGAGACTG - SEMA5A AATACCAGTCTC p.I306delinsX
XH_P37 5 10426619 10426619 Missense_Mutation SNP G A G MARCH6 c.G2176A p.V726I
XH_P37 5 10426620 10426620 Nonsense_Mutation INS - CAACATAAGCAT - MARCH6 78insATCAACATA726_V727delinsVSTX
XH_P37 5 11199753 11199753 Nonsense_Mutation INS - GAATCATTATTAA - CTNND2 AATAATTTAATAA257_Q258delinsIIX
XH_P37 5 13911505 13911505 In_Frame_Ins INS - AAA - DNAH5 1633_1634insTTp.N545delinsIY
XH_P37 5 13911507 13911507 Frame_Shift_Ins INS - GCTTTGGCTAATG - DNAH5 32insATCATTAGC p.T544fs
XH_P37 5 14508475 14508475 In_Frame_Ins INS - AGGCAG - TRIO 38_9239insAGG.R3080delinsQAG
XH_P37 5 14508477 14508477 Silent SNP A T A TRIO c.A9240T p.R3080R
XH_P37 5 16682120 16682120 Frame_Shift_Ins INS - GATTTTTAATTTG - MYO10 ATATCACAAATTA p.P1350fs
XH_P37 5 23526662 23526662 In_Frame_Ins INS - GATTGCGTTCTAC - PRDM9 nsGAGTGATTGCG489delinsGVIAFYML
XH_P37 5 32780891 32780891 Nonsense_Mutation INS - TTCCTAAATTCTTA - NPR3 260insATTCCTAA0_M421delinsAFLNSX
XH_P37 5 33448805 33448805 Nonsense_Mutation INS - AGTAAATATTGC - TARS TGATCAGTAAATK99_T100delinsKX
XH_P37 5 33998923 33998923 Nonsense_Mutation INS - ATGTTCTTTGGTT - AMACR nsTAGAACCAAA p.T188delinsX
XH_P37 5 34813735 34813735 Nonsense_Mutation INS - TCTTACTTTATCAA - RAI14 ACATTTCTTACTTT_A267delinsKSSYISYFIKIX
XH_P37 5 35065430 35065430 Frame_Shift_Ins INS - TAGCTTGACTAA - PRLR ATTCCATTAGTCA p.K443fs
XH_P37 5 36985621 36985621 Frame_Shift_Ins INS - AGTCTATTTTCATT - NIPBL sAGACAGTCTAT p.S780fs
XH_P37 5 37014856 37014856 Missense_Mutation SNP C G C NIPBL c.C4632G p.I1544M
XH_P37 5 37173943 37173943 Frame_Shift_Ins INS - CTTT - C5orf42 6084_6085insAA p.Q2029fs
XH_P37 5 37173944 37173944 Nonsense_Mutation INS - TACTTTTCATTCA - C5orf42 4insATTTGAATG.T2028delinsTFEX
XH_P37 5 38445796 38445796 In_Frame_Ins INS - GAAATCTCT - EGFLAM 0_2481insGAAAT.C827delinsWKSL
XH_P37 5 38463096 38463096 In_Frame_Ins INS - GCAAAAAGCAAA - EGFLAM 8insAGCAAAAAGN96delinsKAKSKC
XH_P37 5 38949930 38949930 Nonsense_Mutation INS - ATACAAAATGTTA - RICTOR CCTGGCTAACAT 1340delinsSVKPGX
XH_P37 5 39153623 39153623 In_Frame_Ins INS - AGTTCCATGGGA - FYB 249insTTTCCCATP417delinsFPMELP
XH_P37 5 39377063 39377063 Frame_Shift_Ins INS - AAAGAAATGTTT - DAB2 763insTTAAACAT p.P588fs
XH_P37 5 40767741 40767741 Nonsense_Mutation INS - AAGTTATCAGATC - PRKAA1 TATCAGATCTGAT16_A217delinsYYQIX
XH_P37 5 41917392 41917392 Frame_Shift_Ins INS - CAGCAGATGAA - C5orf51 _877insCAGCAGA p.R292fs
XH_P37 5 43298814 43298814 Frame_Shift_Ins INS - A - HMGCS1 c.253_254insT p.D85fs
XH_P37 5 43298815 43298815 Frame_Shift_Ins INS - GCAAACTTTTGTA - HMGCS1 253insTACAAAAG p.D85fs
XH_P37 5 45262689 45262689 Frame_Shift_Ins INS - C - HCN1 c.2006_2007insG p.T669fs
XH_P37 5 52204839 52204839 In_Frame_Ins INS - TAGTTGGCA - ITGA1 7_1568insTAGTT.Q523delinsLVGK
XH_P37 5 55201951 55201951 Nonsense_Mutation INS - AGTAAGTGGCT - IL31RA _1031insAGTAAG344_M345delinsEX
XH_P37 5 55201953 55201953 In_Frame_Ins INS - TTA - IL31RA 1032_1033insTTp.V344delinsVL
XH_P37 5 56219835 56219835 Frame_Shift_Ins INS - CAGAAGCTTTGG - MIER3 sCCCACCCAAAGC p.F325fs
XH_P37 5 56527135 56527135 Nonsense_Mutation INS - ATTCTTTAAAAAT - GPBP1 AAAACATTCTTTA140delinsESHQNILX
XH_P37 5 58284371 58284371 Nonsense_Mutation INS - TTTTAGTGATAGT - PDE4D CATGAACTATCAC277_H278delinsLTX
XH_P37 5 60455957 60455957 Nonsense_Mutation INS - AGAGGAAAAT - SMIM15 1_42insATTTTCC.W14_A15delinsX
XH_P37 5 61689861 61689861 Frame_Shift_Ins INS - GAATAATTTGATG - DIMT1 CCTTGCATCAAAT p.N195fs
XH_P37 5 64756155 64756155 Frame_Shift_Ins INS - GTATAGTAAGG - ADAMTS6 _473insCCTTACT p.I158fs
XH_P37 5 65349539 65349539 Frame_Shift_Ins INS - CTTTGAACTTTTC - ERBIN 4insGAGCTTTGA p.I798fs
XH_P37 5 66461413 66461413 Frame_Shift_Del DEL C - C MAST4 c.5623delC p.P1875fs
XH_P37 5 66481845 66481845 In_Frame_Ins INS - TAAGTTAAAATAC - CD180 TACTGTATTTTAA1delinsHILYFNLNKIK
XH_P37 5 68581252 68581252 Frame_Shift_Ins INS - CAAATTC - CCDC125 63_964insGAATT p.C322fs
XH_P37 5 68581253 68581253 Frame_Shift_Ins INS - TAAACTT - CCDC125 62_963insAAGTT p.D321fs
XH_P37 5 70805913 70805913 Nonsense_Mutation INS - TTCCAGTTTCTTT - BDP1 nsTCTTCTTCCAGT8_P999delinsGSSSSFFX
XH_P37 5 70819894 70819894 Frame_Shift_Ins INS - C - BDP1 c.5516_5517insC p.N1839fs
XH_P37 5 70819895 70819895 Frame_Shift_Ins INS - AGTGAAATTCCAG - BDP1 sTTTAGAGTGAAA p.N1839fs
XH_P37 5 71493956 71493956 In_Frame_Ins INS - AAATGGACATCT - MAP1B 4397insAAATGGV1466delinsEMDIL
XH_P37 5 72873829 72873829 Missense_Mutation SNP G A G UTP15 c.G473A p.R158Q
XH_P37 5 72874956 72874956 Nonsense_Mutation INS - CAGGGTAAGTAA - UTP15 ATATGCAGGGTA_L232delinsGNMQGKX
XH_P37 5 73932272 73932272 Silent SNP G T G ENC1 c.C39A p.A13A
XH_P37 5 73932273 73932273 Frame_Shift_Ins INS - ACTATGCGTA - ENC1 7_38insTACGCAT p.A13fs
XH_P37 5 74016556 74016556 Nonsense_Mutation INS - TTCTTAAATGTTA - HEXB nsTTAATTCTTAAp.R533delinsLNSX
XH_P37 5 74109838 74109838 In_Frame_Ins INS - TGGAACCTTAGG - FAM169A sGAGAGCCTAAG166delinsREPKVPNL
XH_P37 5 74137492 74137492 Frame_Shift_Ins INS - ACTTTATGGCTTT - FAM169A TTTAAAGCCATAA p.P4fs
XH_P37 5 74651001 74651001 Nonsense_Mutation INS - CAAACTTAATCCT - HMGCR TATCTTCAAACTT562delinsQYNYLQTX
XH_P37 5 74955197 74955197 In_Frame_Ins INS - CATTTGTCTTTTCA - ANKDD1B ACTTTCCATTTGT62delinsAILSICLFTVQ
XH_P37 5 75896661 75896661 Frame_Shift_Ins INS - CATTAGA - IQGAP2 46_947insCATTA p.L316fs
XH_P37 5 75896663 75896663 In_Frame_Ins INS - ATC - IQGAP2 c.948_949insATCp.L316delinsLI
XH_P37 5 75914348 75914348 Frame_Shift_Ins INS - GATTTTCTTTTTTG - F2RL2 AACACAAAAAAG p.A40fs
XH_P37 5 75927829 75927829 Frame_Shift_Ins INS - ATTCAACATTTTAG - IQGAP2 ATATAATTCAACA p.A139fs
XH_P37 5 76989045 76989045 Frame_Shift_Ins INS - TCCAGCAATGTCT - TBCA 92insAAGACATT p.Q98fs
XH_P37 5 78422006 78422006 Frame_Shift_Ins INS - TGGTTTCTGGTG - BHMT 64insCTGGTTTCT p.D255fs
XH_P37 5 78422007 78422007 Nonsense_Mutation INS - CTAAGTCTATCAT - BHMT nsTCCCTAAGTCT255_C256delinsDPX
XH_P37 5 79026386 79026386 Frame_Shift_Ins INS - TCAGGGGTAATA - CMYA5 99insGTTCAGGG p.V600fs
XH_P37 5 79026962 79026962 In_Frame_Ins INS - TAACGGGGACTTA - CMYA5 nsATATTAACGGG792delinsNINGDLRS
XH_P37 5 79028784 79028784 In_Frame_Ins INS - TCAATTTCTTTTTT - CMYA5 97insGTTCAATTT1399delinsGFNFFFN
XH_P37 5 79031434 79031434 In_Frame_Ins INS - TCCCTTTTCCTCA - CMYA5 847insTTCCCTTT2282delinsSFPFPQ
XH_P37 5 79033190 79033190 Missense_Mutation SNP G T G CMYA5 c.G8602T p.V2868F
XH_P37 5 79033192 79033192 Frame_Shift_Ins INS - CTGTGATCTGGC - CMYA5 nsCTTCACTGTGA p.V2868fs
XH_P37 5 79033774 79033774 Frame_Shift_Ins INS - CTGCTCTTTA - CMYA5 6_9187insCTGCT p.N3062fs
XH_P37 5 79033776 79033776 In_Frame_Ins INS - TGACAAGCAACT - CMYA5 GTTTTATGACAA63delinsMFYDKQLFH
XH_P37 5 79732898 79732898 Nonsense_Mutation INS - GAATCATATGCAT - ZFYVE16 GTTAGAATCATA132_M133delinsGX
XH_P37 5 79732900 79732900 In_Frame_Ins INS - ATCTTGGAG - ZFYVE16 6_397insATCTTGp.D132delinsDILE
XH_P37 5 79733694 79733694 Frame_Shift_Ins INS - ATTTTCATCTCTT - ZFYVE16 1insGAAATTTTCA p.F397fs



XH_P37 5 79797738 79797738 Splice_Site INS - TTTTTATAGGGTA - FAM151B . .
XH_P37 5 82816272 82816272 Missense_Mutation SNP C G C VCAN c.C2147G p.T716R
XH_P37 5 82834886 82834886 In_Frame_Ins INS - AATCACTATTTCC - VCAN 104insAAATCACTV1035delinsEITISL
XH_P37 5 86670701 86670701 In_Frame_Ins INS - GTTTTGTATTTGTG - RASA1 0insATGTTTTGTA660delinsKCFVFVG
XH_P37 5 86674314 86674314 Frame_Shift_Ins INS - ATTACAATGACAT - RASA1 sTACTAATTACAA p.D816fs
XH_P37 5 88018662 88018662 Missense_Mutation SNP G T G MEF2C c.C1013A p.P338H
XH_P37 5 88018663 88018663 Nonsense_Mutation INS - ATTATTACTTACT - MEF2C AAAACTAGTAAG.P338delinsKTSKX
XH_P37 5 88100560 88100560 In_Frame_Ins INS - GTTCTTTTTCTTA - MEF2C sATCTTAAGAAAA38delinsHLKKKNMM
XH_P37 5 94050589 94050589 Frame_Shift_Ins INS - TGAAAGACTTTGT - MCTP1 1692insACAAAG p.D564fs
XH_P37 5 95757639 95757639 In_Frame_Ins INS - CTTCTT - PCSK1 64_565insAAGAp.F189delinsKKF
XH_P37 5 95757640 95757640 Frame_Shift_Ins INS - ATTATGAAATTCT - PCSK1 4insGGAGAATTT p.D188fs
XH_P37 5 96314943 96314943 Nonsense_Mutation INS - ATTAAATAAGATG - LNPEP ACTGAATTAAATAP41_D42delinsLLNX
XH_P37 5 96364235 96364235 Nonstop_Mutation INS - GCTGCTATCTTGA - LNPEP 077insGCTGCTAX1026delinsCCYLE
XH_P37 5 98129002 98129002 Frame_Shift_Ins INS - ATCTGTCACA - RGMB 2_983insATCTGT p.R328fs
XH_P37 5 98236951 98236951 Frame_Shift_Ins INS - ATGATGAAGAAG - CHD1 CATAATCTTCTTC p.D176fs
XH_P37 5 98236953 98236953 Missense_Mutation SNP C T C CHD1 c.G524A p.C175Y
XH_P37 5 101627275 101627275 Frame_Shift_Ins INS - G - SLCO4C1 c.390_391insC p.S131fs
XH_P37 5 101627277 101627277 In_Frame_Ins INS - GGGTCTCTTTTTG - SLCO4C1 CCTTCAAAAAGA30delinsTYLQKETPIYI
XH_P37 5 102432481 102432481 Frame_Shift_Ins INS - CCCTTCTTCA - GIN1 _617insTGAAGA p.K206fs
XH_P37 5 102895000 102895000 In_Frame_Ins INS - AGAAGATCACCTT - NUDT12 sAATCAAGGTGA108delinsNQGDLLRL
XH_P37 5 102895168 102895168 Frame_Shift_Ins INS - TT - NUDT12 c.153_154insAA p.C52fs
XH_P37 5 102895169 102895169 Nonsense_Mutation INS - TCATTCGTTAGGA - NUDT12 TGGTTCCTAACG.M51delinsILGSX
XH_P37 5 106717027 106717027 Frame_Shift_Ins INS - ATGTCAGATTTTT - EFNA5 GAAAACAAAAAT p.Q206fs
XH_P37 5 108714446 108714446 In_Frame_Ins INS - AAAACTGATAAG - PJA2 CTTGAACTTATCA248delinsLELISFLTF
XH_P37 5 111504782 111504782 In_Frame_Ins INS - CATCAGGTTAGTA - EPB41L4A TACTATTACTAAC87delinsLTITNLMNCS
XH_P37 5 112769991 112769991 Nonsense_Mutation INS - TCAACAAGGAGG - TSSK1B 546insCCCTCCTT82_A183delinsAPPCX
XH_P37 5 112769993 112769993 Missense_Mutation SNP C G C TSSK1B c.G544C p.A182P
XH_P37 5 112860804 112860804 Silent SNP T C T YTHDC2 c.T405C p.P135P
XH_P37 5 112878160 112878160 Frame_Shift_Ins INS - AACATTATCACTC - YTHDC2 CACAAACATTAT p.F185fs
XH_P37 5 112878161 112878161 In_Frame_Ins INS - TAT - YTHDC2 c.556_557insTATp.A186delinsVS
XH_P37 5 112917273 112917273 Missense_Mutation SNP C A C YTHDC2 c.C2614A p.P872T
XH_P37 5 112917274 112917274 Nonsense_Mutation INS - TCATATAATTTACT - YTHDC2 CACATTTCATATA_S873delinsPYFTFHIIYYX
XH_P37 5 114860347 114860347 Nonsense_Mutation INS - AATCCAGCCTATA - FEM1C ATGATTTATAGG 04_F505delinsNVVX
XH_P37 5 114861034 114861034 Frame_Shift_Ins INS - TTAGATATAGAGG - FEM1C CAGCGCCTCTATA p.M275fs
XH_P37 5 121488320 121488320 Frame_Shift_Ins INS - GGCAACTTGCTGT - ZNF474 36insGGCAACTT p.C212fs
XH_P37 5 121759035 121759035 In_Frame_Ins INS - CTTTCATTGTTC - SNCAIP _604insCTTTCAT.S201delinsSLSLF
XH_P37 5 122515880 122515880 In_Frame_Ins INS - CAAATGTTAGGG - PRDM6 537insGCAAATGTQ512delinsQANVRV
XH_P37 5 122515882 122515882 Missense_Mutation SNP C T C PRDM6 c.C1538T p.P513L
XH_P37 5 125896792 125896792 In_Frame_Ins INS - TTGTTTTTTCTT - ALDH7A1 896insAAGAAAAG299delinsEEKTR
XH_P37 5 125939361 125939361 Frame_Shift_Ins INS - TTGCCATTCCAAA - PHAX 7insCTTTGCCATT p.S66fs
XH_P37 5 126154742 126154742 In_Frame_Ins INS - CTATTTTAAATCA - LMNB1 sGCAGCTATTTTA146delinsQAAILNHF
XH_P37 5 127624162 127624162 Nonsense_Mutation INS - GTTAAACTAAAA - FBN2 AAGATGTTTTAGT2242_F2243delinsEX
XH_P37 5 130766630 130766630 Frame_Shift_Ins INS - ACAAACAAGTTA - RAPGEF6 4387insATAACTT p.S1463fs
XH_P37 5 132018259 132018259 Frame_Shift_Ins INS - GGTTACTGTATAC - IL4 95insGGTTACTG p.Y132fs
XH_P37 5 132097316 132097316 Frame_Shift_Ins INS - TGGCT - SEPT8 795_796insAGCC p.E266fs
XH_P37 5 134086612 134086612 Frame_Shift_Ins INS - GTTTTTAACCGAA - CAMLG 64insGTTTTTAA p.L288fs
XH_P37 5 134223506 134223506 Frame_Shift_Ins INS - TTCAGAGTCATAT - TXNDC15 nsCATTCAGAGT p.A7fs
XH_P37 5 135700940 135700940 Splice_Site SNP C G C TRPC7 . .
XH_P37 5 135700941 135700941 Nonsense_Mutation INS - GGATCTGAGATCT - TRPC7 GAAAGATCTCAG_L2delinsTNKKDLRSIX
XH_P37 5 138651795 138651795 Frame_Shift_Ins INS - TT - MATR3 c.183_184insTT p.T61fs
XH_P37 5 138651796 138651796 Nonsense_Mutation INS - AATACAAATTACT - MATR3 AAAGAATACAAA_P63delinsNNKRIQITTX
XH_P37 5 138658597 138658597 Frame_Shift_Ins INS - TTTTGGATTTCTT - MATR3 1226insTTTTGGA p.D409fs
XH_P37 5 140048341 140048341 In_Frame_Ins INS - GCTCTC - WDR55 525_526insGCTCp.A175delinsAAL
XH_P37 5 140053882 140053882 In_Frame_Ins INS - GGTTATTTTATTG - HARS AATAATCAATAAA383delinsVIINKITIIK
XH_P37 5 140073250 140073250 Frame_Shift_Ins INS - GTTGTATTTACAA - HARS2 TCTATGTTGTATT p.K61fs
XH_P37 5 140076941 140076941 Frame_Shift_Ins INS - AAGATTACAG - HARS2 _716insAAGATT p.L239fs
XH_P37 5 140166126 140166126 Frame_Shift_Ins INS - TTCCAATCATTTA - PCDHA1 AATATTTCCAATC p.L84fs
XH_P37 5 140201420 140201420 Silent SNP T C T PCDHA5 c.T60C p.L20L
XH_P37 5 140214444 140214444 Frame_Shift_Ins INS - CACAAACAAAAT - PCDHA7 GAATTCACAAAC p.D159fs
XH_P37 5 140220935 140220935 Frame_Shift_Ins INS - TCTATTTCTTTATC - PCDHA8 ACTTTCTATTTCTT p.G10fs
XH_P37 5 140256137 140256137 In_Frame_Ins INS - AATCATTTT - PCDHA12 0_1081insAATCAQ360delinsQNHF
XH_P37 5 140256138 140256138 Frame_Shift_Ins INS - ATCCCAT - PCDHA12 81_1082insATCC p.E361fs
XH_P37 5 140262403 140262403 In_Frame_Ins INS - CAAAATGCC - PCDHA13 0_551insCAAAAT.N184delinsTKCH
XH_P37 5 140530021 140530021 Frame_Shift_Ins INS - ACACATCTATCTC - PCDHB6 184insACACATCT p.R61fs
XH_P37 5 140574045 140574045 Silent SNP C G C PCDHB10 c.C1920G p.L640L
XH_P37 5 140626468 140626468 Frame_Shift_Ins INS - GTGATGAAATAC - PCDHB15 23insAAGTGATGA p.V441fs
XH_P37 5 140740501 140740501 Nonsense_Mutation INS - TAATCTTAGTCTG - PCDHGB2 TAAATTAATCTTA267_D268delinsNFX
XH_P37 5 140746162 140746162 In_Frame_Ins INS - AAGATAGAGTGT - PCDHGA5 2266insAAGATA.H755delinsHKIEC
XH_P37 5 140856315 140856315 In_Frame_Ins INS - ATTTCATTTCCT - PCDHGC3 _633insATTTCATQ211delinsQFHFL
XH_P37 5 141694670 141694670 Frame_Shift_Ins INS - TTAGACCA - SPRY4 .3_4insTGGTCTA p.E2fs
XH_P37 5 142780008 142780008 Frame_Shift_Ins INS - AAAGAGA - NR3C1 96_397insTCTCT p.T133fs
XH_P37 5 142780009 142780009 Frame_Shift_Ins INS - AGAGTCCTTGGA - NR3C1 TGATCTCCAAGG p.S132fs
XH_P37 5 147661734 147661734 Frame_Shift_Ins INS - CCTATCATCTCTTC - SPINK13 nsCATCCTATCAT p.P59fs
XH_P37 5 147781661 147781661 Frame_Shift_Ins INS - GACTTTTTGGTTT - FBXO38 TTATTGACTTTTT p.S127fs
XH_P37 5 147863916 147863916 In_Frame_Ins INS - CTTAAGGTCTAGT - HTR4 103insAACTAGACI368delinsKLDLKF
XH_P37 5 149357391 149357391 In_Frame_Ins INS - TTTGTCTTGGTT - SLC26A2 _177insTTTGTCTT.Q59delinsHLSWL
XH_P37 5 149677948 149677948 Nonsense_Mutation INS - C - ARSI c.538_539insGY180_D181delinsX
XH_P37 5 149677949 149677949 Frame_Shift_Ins INS - TTCTCCAGTGACA - ARSI insATTGTCACTG p.Y180fs
XH_P37 5 150050199 150050199 Missense_Mutation SNP C T C MYOZ3 c.C215T p.A72V
XH_P37 5 150050200 150050200 Nonsense_Mutation INS - TCATGATTGTTT - MYOZ3 _217insTCATGATp.A72delinsASX
XH_P37 5 150660641 150660641 Nonsense_Mutation INS - CTTCTTTGTGACC - SLC36A3 78insTAGGTCACAQ360_V361delinsX
XH_P37 5 154281037 154281037 Nonsense_Mutation INS - CAACTAATTTTTT - GEMIN5 873insTAAAAAAT.H958delinsLKNX
XH_P37 5 154281039 154281039 Nonsense_Mutation SNP G T G GEMIN5 c.C2871A p.Y957X
XH_P37 5 154395684 154395684 Frame_Shift_Ins INS - CGTTCTTTCAACTG - KIF4B 266insTCGTTCTTT p.V755fs
XH_P37 5 154395686 154395686 Missense_Mutation SNP G T G KIF4B c.G2267T p.S756I
XH_P37 5 156522370 156522370 In_Frame_Ins INS - TAA - HAVCR2 c.622_623insTTAp.G208delinsVR
XH_P37 5 156522371 156522371 Nonsense_Mutation INS - AATTTTTATTTAA - HAVCR2 TAAATATTAAATA08_I209delinsHNKYX
XH_P37 5 156675883 156675883 Frame_Shift_Ins INS - AGATGGACCCTTT - ITK 1658insAGATGG p.S553fs
XH_P37 5 157221945 157221945 Frame_Shift_Ins INS - T - CLINT1 c.1047_1048insA p.F350fs
XH_P37 5 157221946 157221946 Nonsense_Mutation INS - ATTTTGGTTACAG - CLINT1 sGTAGTCTGTAAD349_F350delinsEX
XH_P37 5 158621791 158621791 Nonsense_Mutation INS - CTGACATTTTATT - RNF145 16insAAATAAAAH106_L107delinsKX
XH_P37 5 159521058 159521058 Frame_Shift_Ins INS - TATAACCAATCAA - PWWP2A 9insTATTGATTG p.G200fs
XH_P37 5 159996621 159996621 Frame_Shift_Ins INS - AA - ATP10B c.3819_3820insT p.A1274fs
XH_P37 5 159996623 159996623 In_Frame_Ins INS - AACATGGAC - ATP10B 7_3818insGTCCAN1273delinsSPCY
XH_P37 5 160886695 160886695 Silent SNP G A G GABRB2 c.C393T p.H131H
XH_P37 5 161113998 161113998 Frame_Shift_Ins INS - ATTTAGAATTTAT - GABRA6 GCCTTATTTAGAA p.D72fs
XH_P37 5 162939148 162939148 In_Frame_Ins INS - TTCTCTCAAATAT - MAT2B ACAGTTCTCTCA68delinsENSSLKYIR
XH_P37 5 168189559 168189559 Frame_Shift_Ins INS - TTCTGAACACCTA - SLIT3 1595insTAGGTGT p.E532fs



XH_P37 5 169685144 169685144 In_Frame_Ins INS - CAGGCAGAT - LCP2 6_997insATCTGCp.A333delinsICLA
XH_P37 5 172396471 172396471 Nonsense_Mutation INS - AAATAGGAACACA - RPL26L1 TACAAAATAGGA.K122delinsNTKX
XH_P37 5 173376594 173376594 Frame_Shift_Ins INS - TTTCTCCCTCTAT - CPEB4 1466insTTTCTCC p.P489fs
XH_P37 5 174868783 174868783 In_Frame_Ins INS - CAAATACATTCCA - DRD1 320insCTGGAATGQ440delinsHWNVFG
XH_P37 5 176562785 176562785 Frame_Shift_Ins INS - GTCTTTGTTACTT - NSD1 nsATAGTCTTTGT p.L227fs
XH_P37 5 176637253 176637253 In_Frame_Ins INS - TGTGGCCCTTTTT - NSD1 sTTGTATGTGGCC18delinsNCMWPFFTL
XH_P37 5 176734136 176734136 Nonsense_Mutation INS - CAAGTATTTATTG - MXD3 ACACTCAATAAAT_S190delinsRHSINTCX
XH_P37 5 176895901 176895901 Splice_Site SNP C T C DBN1 . .
XH_P37 5 178541069 178541069 Frame_Shift_Ins INS - TCCTGATTCCAAA - ADAMTS2 insCCTTTTGGAA p.N1145fs
XH_P37 5 178541188 178541188 Frame_Shift_Ins INS - AAAAGACCAGAA - ADAMTS2 3316insTTTCTGG p.I1106fs
XH_P37 5 179136924 179136924 Frame_Shift_Ins INS - AAAGCTAACTACA - CANX nsGGAAAAGCTAA p.K193fs
XH_P37 5 179151749 179151749 Nonsense_Mutation INS - CATGTATTATGTT - CANX CATGTTCATGTAT538delinsNFVYMFMYYVIX
XH_P37 5 179300202 179300202 Frame_Shift_Ins INS - AACAGAGGCTGA - TBC1D9B insACTTTCAGCC p.P745fs
XH_P37 5 180335794 180335794 Frame_Shift_Ins INS - GATAAAT - BTNL8 58_259insGATAA p.K86fs
XH_P37 5 180335795 180335795 In_Frame_Ins INS - ATCAAAACCCTT - BTNL8 _260insATCAAAA.L87delinsHQNPL
XH_P37 6 572585 572585 Frame_Shift_Ins INS - AAGGTGGTTGTA - EXOC2 1378insCTACAAC p.L460fs
XH_P37 6 2779651 2779651 Frame_Shift_Ins INS - A - WRNIP1 c.1411_1412insA p.P471fs
XH_P37 6 2779653 2779653 Frame_Shift_Ins INS - TGTCAATGTGCT - WRNIP1 14insTTTGTCAA p.P471fs
XH_P37 6 5216916 5216916 Frame_Shift_Ins INS - ATGAAACT - LYRM4 41_142insAGTTT p.D48fs
XH_P37 6 7386031 7386031 Frame_Shift_Ins INS - GGGCTGTTTTTAT - CAGE1 TGAAGATAAAAA p.D90fs
XH_P37 6 7579754 7579754 Frame_Shift_Ins INS - AGAAGCAGTACT - DSP 332insAAGAAGC p.I1111fs
XH_P37 6 7580957 7580957 In_Frame_Ins INS - GGCCTTTTGCTG - DSP _4535insGGCCTTY1512delinsWPFAD
XH_P37 6 7584273 7584273 Nonsense_Mutation INS - CGTAACTGACCT - DSP _4982insCGTAACp.I1661delinsTX
XH_P37 6 7584886 7584886 Frame_Shift_Ins INS - A - DSP c.5594_5595insA p.R1865fs
XH_P37 6 7584887 7584887 Nonsense_Mutation INS - CTGTGCTTCTAAT - DSP 5596insCTGTGCT65_R1866delinsRLCFX
XH_P37 6 7606393 7606393 Frame_Shift_Ins INS - AATGTTAATCA - SNRNP48 _937insAATGTTA p.K312fs
XH_P37 6 7606395 7606395 Missense_Mutation SNP A T A SNRNP48 c.A938T p.D313V
XH_P37 6 10586649 10586649 Nonsense_Mutation INS - ATTCTGGGTCAG - GCNT2 28insGATTCTGGL143_L144delinsX
XH_P37 6 10586651 10586651 In_Frame_Ins INS - ATC - GCNT2 c.429_430insATCp.L143delinsLI
XH_P37 6 12125990 12125990 Frame_Shift_Ins INS - TTGGATGT - HIVEP1 62_5963insTTGG p.L1988fs
XH_P37 6 12125992 12125992 Frame_Shift_Ins INS - A - HIVEP1 c.5964_5965insA p.L1988fs
XH_P37 6 12136121 12136121 Frame_Shift_Ins INS - TTTGGTATCTATA - HIVEP1 84insAATTTGGTA p.E2161fs
XH_P37 6 16307040 16307040 Frame_Shift_Ins INS - ATGCT - ATXN1 967_1968insAGC p.G656fs
XH_P37 6 16307042 16307042 Missense_Mutation SNP C T C ATXN1 c.G1966A p.G656S
XH_P37 6 17637647 17637647 Frame_Shift_Ins INS - G - NUP153 c.2074dupC p.Q692fs
XH_P37 6 17637649 17637649 Nonsense_Mutation INS - GGAGTAATTTTGC - NUP153 sAATAAGCAAAAT1_Q692delinsVISKITPX
XH_P37 6 17646367 17646367 Nonsense_Mutation INS - AACCTTTTTGACG - NUP153 AAGCACCGTCAA551delinsKKHRQKGX
XH_P37 6 20102617 20102617 Frame_Shift_Ins INS - TTACATGCATCTT - MBOAT1 AAAATAAAGATG p.I463fs
XH_P37 6 24533902 24533902 Frame_Shift_Ins INS - CATTAAAGAC - ALDH5A1 0_1571insCATTAA p.Y524fs
XH_P37 6 25913674 25913674 Nonsense_Mutation INS - GCAGTTCTT - SLC17A2 9_1160insAAGAAp.L387delinsX
XH_P37 6 25914888 25914888 In_Frame_Ins INS - AAAAATATAAGC - SLC17A2 074insAAGCTTATV358delinsVSLYFS
XH_P37 6 25914890 25914890 Missense_Mutation SNP C T C SLC17A2 c.G1072A p.V358I
XH_P37 6 26056277 26056277 Frame_Shift_Ins INS - TCGTATGGGAGT - HIST1H1C 0insGTAACTCCCA p.K127fs
XH_P37 6 26197293 26197293 Silent SNP C G C HIST1H3D c.G186C p.L62L
XH_P37 6 26273494 26273494 Frame_Shift_Ins INS - CCCTCATTATTTA - HIST1H2BI 292insCCCTCATT p.T97fs
XH_P37 6 26273495 26273495 Missense_Mutation SNP G C G HIST1H2BI c.G292C p.A98P
XH_P37 6 26637707 26637707 Frame_Shift_Ins INS - G - ZNF322 c.1074_1075insC p.S359fs
XH_P37 6 26637708 26637708 Nonsense_Mutation INS - TACCAATATTAAA - ZNF322 74insTTTTTAATA358_S359delinsNFX
XH_P37 6 27100406 27100406 Frame_Shift_Ins INS - CGCTAAGTAAACA - HIST1H2BJ nsCACTGTTTACT p.V42fs
XH_P37 6 27278647 27278647 In_Frame_Ins INS - CCTCTC - POM121L2 02_1303insGAGp.L435delinsERL
XH_P37 6 27368429 27368429 Frame_Shift_Ins INS - GG - ZNF391 c.280_281insGG p.S94fs
XH_P37 6 27368430 27368430 In_Frame_Ins INS - CTTCGTTTTTAT - ZNF391 _282insCTTCGTTp.S94delinsSFVFI
XH_P37 6 28056993 28056993 In_Frame_Ins INS - TTTTTCTCCAGCA - ZNF165 nsGATTTTTTTCT401delinsGDFFLQHK
XH_P37 6 28227664 28227664 Frame_Shift_Ins INS - ACTCCAA - NKAPL 15_516insACTCC p.S172fs
XH_P37 6 28268784 28268784 Frame_Shift_Ins INS - AAAATCCTCAATC - PGBD1 4insATAAAAATCC p.F385fs
XH_P37 6 35199593 35199593 Frame_Shift_Ins INS - CCCTTGTCAGCTA - SCUBE3 nsACACCCTTGTC p.F142fs
XH_P37 6 35201038 35201038 Frame_Shift_Ins INS - CCCAATTATCTCA - SCUBE3 670insCCCAATTA p.H223fs
XH_P37 6 35280317 35280317 Splice_Site INS - ATTCCA - DEF6 . .
XH_P37 6 36297945 36297946 Frame_Shift_Del DEL GG - GG C6orf222 c.522_523del p.D174fs
XH_P37 6 36297946 36297946 Frame_Shift_Ins INS - TCTTCTTTCTC - C6orf222 _522insGAGAAAG p.D174fs
XH_P37 6 38813525 38813525 In_Frame_Ins INS - GATATGCAAATAT - DNAH8 022insAGATATGC1674delinsVDMQIS
XH_P37 6 38831780 38831780 In_Frame_Ins INS - GTAAAG - DNAH8 442_6443insGTAp.F2148delinsCKV
XH_P37 6 38831782 38831782 Nonsense_Mutation INS - AATATACCTTCTT - DNAH8 ACTCTATAATATA 148delinsFLLYNIPSX
XH_P37 6 38877467 38877467 Frame_Shift_Ins INS - CAGAGGGGTT - DNAH8 _9688insCAGAG p.T3229fs
XH_P37 6 38994426 38994426 In_Frame_Ins INS - TGTCTCAGTGTTT - DNAH8 0insCATTTGTCTC607delinsTFVSVFRF
XH_P37 6 41001906 41001906 Frame_Shift_Ins INS - TTATCTTCAT - UNC5CL _400insATGAAG p.G134fs
XH_P37 6 41884595 41884595 Frame_Shift_Ins INS - TAAAGGTGGTAT - MED20 97insAATACCACC p.A33fs
XH_P37 6 42986652 42986652 Missense_Mutation SNP G A G KLHDC3 c.G872A p.R291H
XH_P37 6 43014274 43014274 Nonsense_Mutation INS - ACCCCAAGACCTA - CUL7 715insATAGGTCD905_V906delinsEX
XH_P37 6 43034245 43034245 In_Frame_Ins INS - AAA - KLC4 c.542_543insAAAp.I181delinsIN
XH_P37 6 43034246 43034246 In_Frame_Ins INS - AAAGGA - KLC4 43_544insAAAGp.I181delinsIKG
XH_P37 6 43153831 43153831 Nonsense_Mutation SNP C T C CUL9 c.C889T p.Q297X
XH_P37 6 43416877 43416877 Nonsense_Mutation INS - AATGACAT - ABCC10 54_4055insAATG352_S1353delinsQX
XH_P37 6 43477337 43477337 Missense_Mutation SNP G C G LRRC73 c.C187G p.L63V
XH_P37 6 43488950 43488950 In_Frame_Ins INS - TTTTTACCT - POLR1C 3_954insTTTTTAp.P318delinsPFYL
XH_P37 6 43491668 43491668 Missense_Mutation SNP T C T XPO5 c.A3553G p.M1185V
XH_P37 6 43491670 43491670 In_Frame_Ins INS - TCA - XPO5 3550_3551insTGp.P1184delinsLT
XH_P37 6 43519132 43519132 In_Frame_Ins INS - CACACC - XPO5 30_1631insGGTp.K544delinsRCE
XH_P37 6 43555218 43555218 Nonsense_Mutation INS - TAACAGAGACTAG - POLH GGCTTAACAGAGp.V161delinsVAX
XH_P37 6 43582076 43582076 In_Frame_Ins INS - TCTGTTGGTAAAG - POLH nsATACTCTGTTG518delinsDTLLVKSL
XH_P37 6 43623389 43623389 In_Frame_Ins INS - TTTTCTTCCTTT - RSPH9 _440insTTTTCTTp.T147delinsIFFLS
XH_P37 6 44218099 44218099 In_Frame_Ins INS - ATCCTGCACGTTA - HSP90AB1 insACATCCTGCAE240delinsETSCTLS
XH_P37 6 44982601 44982601 Frame_Shift_Ins INS - ATTATACC - SUPT3H 42_43insGGTATA p.M15fs
XH_P37 6 44982602 44982602 Nonsense_Mutation INS - TGTTACC - SUPT3H 41_42insGGTAAC.Y14_M15delinsX
XH_P37 6 46657444 46657444 Frame_Shift_Ins INS - TTGCCTGGCT - TDRD6 9_1580insTTGCC p.A527fs
XH_P37 6 46660990 46660990 Nonsense_Mutation INS - GAACATAATCCTT - TDRD6 sCTTGAGAACATA1709_E1710delinsSX
XH_P37 6 47522500 47522500 In_Frame_Ins INS - AAA - CD2AP c.539_540insAAAp.S180delinsSK
XH_P37 6 47522502 47522502 Frame_Shift_Ins INS - CAAAAACAACTTC - CD2AP 42insCAAAAACA p.E181fs
XH_P37 6 50682942 50682942 Silent SNP C T C TFAP2D c.C153T p.T51T
XH_P37 6 50807890 50807890 Frame_Shift_Ins INS - ACATCCCCTGAAT - TFAP2B 63insACATCCCC p.R321fs
XH_P37 6 50811103 50811103 Nonstop_Mutation INS - CACCCTCAGTGTC - TFAP2B 1382insCACCCTC.X461delinsSPSVS
XH_P37 6 52147651 52147651 Nonsense_Mutation INS - CACTAAATGTAAG - MCM3 230insCTTACATTN77_N78delinsTYIX
XH_P37 6 52993184 52993184 Frame_Shift_Ins INS - CTTTTTTCTTTTTC - GCM1 AAAAAGAAAAAG p.Q377fs
XH_P37 6 56437777 56437777 Frame_Shift_Ins INS - T - DST c.5452_5453insA p.P1818fs
XH_P37 6 56437778 56437778 Frame_Shift_Ins INS - GAAAAGATGTTA - DST insTCAGTAACAT p.P1818fs
XH_P37 6 56481925 56481925 In_Frame_Ins INS - TGGGATATT - DST 9_6340insAATATQ2114delinsNIPQ
XH_P37 6 56484076 56484076 In_Frame_Ins INS - GAATTTAAGCAAA - DST nsCACTTTTGCTT1586delinsHFCLNSLT
XH_P37 6 56484331 56484331 In_Frame_Ins INS - AAGAAA - DST 500_4501insTTTp.I1501delinsFLI



XH_P37 6 56484333 56484333 Frame_Shift_Ins INS - AATGATAAAA - DST 8_4499insTTTTA p.N1500fs
XH_P37 6 57012343 57012343 Nonsense_Mutation INS - GATTCTTCCACTG - ZNF451 AAGACTGATTCTTE487_K488delinsEX
XH_P37 6 57012557 57012557 Frame_Shift_Ins INS - CATTTATAACCCA - ZNF451 sCCACACATTTAT p.R558fs
XH_P37 6 64395565 64395565 Nonsense_Mutation INS - TTTTTCACAGATT - PHF3 943insGTTTTTCAE648delinsGFSQIX
XH_P37 6 64422419 64422419 Frame_Shift_Ins INS - GTTTTGACTGAAT - PHF3 CCTCTTGTTTTGA p.F1645fs
XH_P37 6 69349192 69349192 Nonsense_Mutation INS - TTTGAATAAAATT - ADGRB3 6insTATTTGAATA.D209delinsVFEX
XH_P37 6 69349194 69349194 Silent SNP C T C ADGRB3 c.C627T p.D209D
XH_P37 6 70410746 70410746 Frame_Shift_Ins INS - GTAGCTGTATCTT - LMBRD1 099insAAAGATA p.Y367fs
XH_P37 6 70890357 70890357 Frame_Shift_Ins INS - TGCTCTCCAGT - COL19A1 _2718insTGCTCT p.E906fs
XH_P37 6 71234357 71234357 Frame_Shift_Ins INS - G - FAM135A c.1471_1472insG p.K491fs
XH_P37 6 71234358 71234358 In_Frame_Ins INS - TCTTCAGTCTCAT - FAM135A nsGCTTTCTTCAG491delinsKLSSVSYL
XH_P37 6 71234882 71234882 In_Frame_Ins INS - GGGAGA - FAM135A 08_1409insGGGp.L470delinsWEI
XH_P37 6 71234883 71234883 Frame_Shift_Ins INS - ATCA - FAM135A 1409_1410insAT p.L470fs
XH_P37 6 71236325 71236325 Frame_Shift_Ins INS - ATAATCTGTTTCT - FAM135A insTGAATAATCT p.Q951fs
XH_P37 6 71483069 71483069 Frame_Shift_Ins INS - CAACTACATTCTG - SMAP1 TTCTGCAACTACA p.I119fs
XH_P37 6 71566718 71566718 Missense_Mutation SNP C G C SMAP1 c.C865G p.Q289E
XH_P37 6 71566720 71566720 In_Frame_Ins INS - GATCACTTA - SMAP1 7_868insGATCAC.Q289delinsQDHL
XH_P37 6 73935100 73935100 Frame_Shift_Ins INS - AA - KHDC1L c.31_32insTT p.E11fs
XH_P37 6 73935101 73935101 Nonsense_Mutation INS - TAGTTTTTGTA - KHDC1L _31insTACAAAAA11_P12delinsYKNX
XH_P37 6 73952211 73952211 Nonsense_Mutation INS - ATCAGTCACATA - KHDC1 _30insTATGTGACp.K10delinsNMX
XH_P37 6 74119061 74119065 Frame_Shift_Del DEL GTTAT - GTTAT DDX43 c.1270_1274del p.V424fs
XH_P37 6 74183368 74183368 Frame_Shift_Ins INS - CAGAATCACACTC - MTO1 7insGTCAGAATCA p.V272fs
XH_P37 6 74304867 74304867 Nonsense_Mutation INS - TCTTTTTTTAATTG - SLC17A5 AAGTACAATTAAAF474_T475delinsX
XH_P37 6 75836089 75836089 Nonsense_Mutation INS - CATCTAAAGTACC - COL12A1 AACAATGGTACTY982_K983delinsX
XH_P37 6 75841788 75841788 Frame_Shift_Ins INS - GTATAATA - COL12A1 12_2313insTATT p.G771fs
XH_P37 6 75841789 75841789 In_Frame_Ins INS - ATTATTGTTTTTG - COL12A1 nsTCATCAAAAAC771delinsVIKNNNLR
XH_P37 6 76576737 76576737 Nonsense_Mutation INS - CTTGTAATTTTAC - MYO6 0insGAACTTGTAA620_F621delinsLNLX
XH_P37 6 79688361 79688361 Nonsense_Mutation INS - AATTTTGTTAGTG - PHIP TTAAAACACTAACI946delinsKTYISFX
XH_P37 6 80878735 80878735 Frame_Shift_Ins INS - ACAATAAGTCTTT - BCKDHB 622insACAATAAG p.C207fs
XH_P37 6 84799078 84799078 Frame_Shift_Ins INS - CAAAGCTGTTCAT - MRAP2 239insCAAAGCTG p.I80fs
XH_P37 6 87969428 87969428 Nonsense_Mutation INS - TCTTCTTAATTTCA - ZNF292 ATTGATTCTTCTTA27_E2028delinsANFNX
XH_P37 6 88066206 88066206 Frame_Shift_Ins INS - CAAAACTAGGTTT - C6orf163 insGGCAAAACTA p.I180fs
XH_P37 6 88074993 88074993 In_Frame_Ins INS - GTTCTTTTTCCCT - C6orf163 70insTGTTCTTTTQ290delinsHVLFPS
XH_P37 6 88367705 88367705 Frame_Shift_Ins INS - G - ORC3 c.1231_1232insG p.N411fs
XH_P37 6 88367707 88367707 Frame_Shift_Ins INS - TTTGTTTATTCTTT - ORC3 ATGGGTTTTGTTT p.N411fs
XH_P37 6 90422330 90422330 Nonsense_Mutation INS - TATGTTTTAACTTT - MDN1 GGAAGAAAGTTA5_N2466delinsPTEEESX
XH_P37 6 90457159 90457159 Nonsense_Mutation INS - GTTCTAACAGCTT - MDN1 TACAAAAGCTGT65_K1266delinsYKSCX
XH_P37 6 90572153 90572153 Nonsense_Mutation INS - ATTTAAGATCTTTT - CASP8AP2 CTAGATTTAAGA242_S243delinsEIX
XH_P37 6 90572319 90572319 Missense_Mutation SNP G C G CASP8AP2 c.G891C p.K297N
XH_P37 6 90572321 90572321 Frame_Shift_Ins INS - CATTAGTGCAG - CASP8AP2 _894insCATTAGT p.T298fs
XH_P37 6 90573349 90573349 In_Frame_Ins INS - GAGTTAAGTTCAA - CASP8AP2 AGAAAGAGTTAA41delinsGERVKFNFFM
XH_P37 6 90573351 90573351 Silent SNP G A G CASP8AP2 c.G1923A p.V641V
XH_P37 6 97339198 97339198 In_Frame_Ins INS - TGAGCTCCCTGA - NDUFAF4 310insTCAGGGAp.I104delinsSGSSI
XH_P37 6 97634561 97634561 In_Frame_Ins INS - TCAGCATTAATTA - MMS22L AATTAATAATTAA99delinsSKLIINADLQL
XH_P37 6 99347335 99347335 In_Frame_Ins INS - TAATTTTCATCAT - FBXL4 126insAATGATGAE376delinsNDENYE
XH_P37 6 99347336 99347336 Nonsense_Mutation INS - CTATTAT - FBXL4 24_1125insATAAS375_E376delinsSX
XH_P37 6 101110357 101110357 Frame_Shift_Ins INS - ATTAGTTAAAGTA - ASCC3 insAGTGTACTTT p.I781fs
XH_P37 6 106967295 106967295 Nonsense_Mutation INS - TAGGGGTTTTAA - CRYBG1 ATTCTTAGGGGT30_Q331delinsQDSX
XH_P37 6 106967297 106967297 Frame_Shift_Ins INS - A - CRYBG1 c.990_991insA p.P330fs
XH_P37 6 109796687 109796687 Splice_Site INS - GCTAAGCC - ZBTB24 . .
XH_P37 6 110423117 110423117 Frame_Shift_Ins INS - CCCAGGTCCCCA - WASF1 196insATGGGGA p.P399fs
XH_P37 6 110501811 110501811 Frame_Shift_Ins INS - CACATCATTAACT - CDC40 65insACACATCAT p.D55fs
XH_P37 6 110522828 110522828 Missense_Mutation SNP C T C CDC40 c.C344T p.A115V
XH_P37 6 110530411 110530411 Frame_Shift_Ins INS - ATGAACATATGTT - CDC40 GAAATATGAACAT p.V205fs
XH_P37 6 110777928 110777928 Frame_Shift_Ins INS - TTTATTTTCCTATC - SLC22A16 sCCAGATAGGAA p.Y116fs
XH_P37 6 110953275 110953275 Nonsense_Mutation INS - TTAGATTGTTAAC - CDK19 ATACAGTTAACAA42_E143delinsIQLTIX
XH_P37 6 111587906 111587906 Nonsense_Mutation INS - ATAAAGATGAAG - MFSD4B sAGAAATAAAGAp.P381delinsQKX
XH_P37 6 112390695 112390695 Nonsense_Mutation INS - TTACAATAGTTTT - WISP3 TTTTATTACAATA2delinsKSFFKFYYNSFENMX
XH_P37 6 112397691 112397691 Nonsense_Mutation INS - AACTTATGAATAA - TUBE1 TAACATTTATTCATT157_F158delinsIX
XH_P37 6 112462571 112462571 Frame_Shift_Ins INS - CTCCGTTTTCTTCC - LAMA4 802insGGAAGAA p.V934fs
XH_P37 6 112506457 112506457 In_Frame_Ins INS - TTGATTGTTTTTC - LAMA4 nsTCAAGAAAAAC353delinsVQEKQSKR
XH_P37 6 116289815 116289815 In_Frame_Ins INS - AGTATT - FRK 553_554insAATAp.T185delinsKYS
XH_P37 6 116574423 116574423 In_Frame_Ins INS - AGGGAACAC - TSPYL4 8_749insGTGTTCp.I250delinsSVPF
XH_P37 6 116574425 116574425 Frame_Shift_Ins INS - TCCCTAGTTTC - TSPYL4 _747insGAAACTA p.N249fs
XH_P37 6 116758453 116758453 Frame_Shift_Ins INS - CAATCTGTGCAAA - DSE TGACTTCAATCTG p.I941fs
XH_P37 6 116836981 116836981 Nonsense_Mutation INS - AGAAAGAAATAT - FAM26E TAAGAAGAAAGA53delinsPRILRRKKYX
XH_P37 6 116911561 116911561 Nonsense_Mutation INS - TATCTTTTAAACA - RWDD1 AACAGTATCTTTTL181_S182delinsSX
XH_P37 6 116914227 116914227 Frame_Shift_Ins INS - CAGT - RWDD1 .695_696insCAG p.Y232fs
XH_P37 6 116914229 116914229 In_Frame_Ins INS - TCAACAGTG - RWDD1 7_698insTCAACA.N233delinsINSD
XH_P37 6 117113542 117113542 Nonsense_Mutation INS - AGTATATGAATA - GPRC6A AAGGCTTATTCA7_F778delinsAKAYSYTX
XH_P37 6 117199091 117199091 Nonsense_Mutation INS - AATATAAAATCAA - RFX6 ATAGAATATAAA19_Q120delinsKNRIX
XH_P37 6 117199093 117199093 Frame_Shift_Ins INS - CTTTAAGTGT - RFX6 8_359insCTTTAA p.Q120fs
XH_P37 6 117724426 117724426 Nonsense_Mutation INS - CAAAGCTTTGAT - ROS1 ACTAAATCAAAG151_S152delinsPNX
XH_P37 6 117724428 117724428 Missense_Mutation SNP G T G ROS1 c.C451A p.P151T
XH_P37 6 117860539 117860539 Nonsense_Mutation INS - CTCTAATCCATAT - DCBLD1 TTATCTCTCTAAT66_K367delinsELSLX
XH_P37 6 117896498 117896498 In_Frame_Ins INS - TTTTGAGATGGA - GOPC _468insTCCATCT A156delinsAPSQK
XH_P37 6 117896500 117896500 Missense_Mutation SNP C T C GOPC c.G466A p.A156T
XH_P37 6 119252689 119252689 Nonsense_Mutation INS - TATACTTAAAATA - MCM9 GATATATATTTTAp.T67delinsRYIFX
XH_P37 6 121768594 121768594 Frame_Shift_Ins INS - TTGTTCAGTTTCT - GJA1 nsTTCTTGTTCAG p.S201fs
XH_P37 6 123892265 123892265 Frame_Shift_Ins INS - GTGGATTACAAAA - TRDN AAGTTTTTGTAAT p.T12fs
XH_P37 6 124979478 124979478 In_Frame_Ins INS - TTTTTTTTTTCCTA - NKAIN2 15insTTTTTTTTT.L38delinsLFFFSY
XH_P37 6 125541312 125541312 In_Frame_Ins INS - AAAAATCCTCCTA - TPD52L1 nsACAAAAATCCT.K7delinsKTKILLN
XH_P37 6 125597391 125597391 Splice_Site INS - A - HDDC2 . .
XH_P37 6 126249866 126249866 In_Frame_Ins INS - TTTATACTACTG - NCOA7 _610insTTTATACp.S203delinsSFILL
XH_P37 6 127771265 127771265 Frame_Shift_Ins INS - GTAAAGGCTCTTG - KIAA0408 TTCTTCAAGAGC p.K123fs
XH_P37 6 128643204 128643204 Frame_Shift_Ins INS - TTGTTGGTGGTT - PTPRK 75insAAACCACC p.F159fs
XH_P37 6 132030115 132030115 Frame_Shift_Ins INS - AACATCTATCCAC - CTAGE9 043insGGTGGAT p.S681fs
XH_P37 6 132030117 132030117 Frame_Shift_Ins INS - GGGGT - CTAGE9 040_2041insACC p.S681fs
XH_P37 6 132938650 132938650 Frame_Shift_Ins INS - AAAGTGAGTAGG - TAAR2 560insGCCTACTC p.I187fs
XH_P37 6 132966974 132966974 In_Frame_Ins INS - AGTGTCCCT - TAAR1 8_169insAGGGAp.P57delinsRDTP
XH_P37 6 132966976 132966976 Missense_Mutation SNP G C G TAAR1 c.C167G p.T56S
XH_P37 6 133136115 133136115 Frame_Shift_Ins INS - TTAAAGAACCAG - RPS12 CTTGTTAAAGAA p.A7fs
XH_P37 6 133783592 133783592 In_Frame_Ins INS - AAT - EYA4 c.395_396insAATp.Q132delinsQM
XH_P37 6 133783593 133783593 Nonsense_Mutation INS - ATTTAAACT - EYA4 6_397insATTTAAp.Q132delinsQIX
XH_P37 6 134350121 134350121 Frame_Shift_Ins INS - TGAG - SLC2A12 .841_842insCTC p.I281fs
XH_P37 6 134350123 134350123 Frame_Shift_Ins INS - TGTG - SLC2A12 .839_840insCAC p.M280fs
XH_P37 6 135518401 135518401 Missense_Mutation SNP C A C MYB c.C1506A p.D502E
XH_P37 6 135518402 135518402 Frame_Shift_Ins INS - CTGTAGGGCTT - MYB _1508insCTGTAG p.V503fs



XH_P37 6 139581564 139581564 Nonsense_Mutation INS - ATTTATTTGAGAC - TXLNB sCTCTGTCTCAAA298delinsTLSQINKX
XH_P37 6 143780346 143780346 Nonsense_Mutation INS - TTATATTAGTGGA - PEX3 AAGTTTTATATTA_M67delinsNYKFYISGX
XH_P37 6 143806292 143806292 Nonsense_Mutation INS - AAAGTGTTTGTCT - PEX3 GTTCTAAAGTGTT_S316delinsLIKSSKVFVX
XH_P37 6 143825331 143825331 Nonsense_Mutation INS - TTCATTTTAAGTC - FUCA2 CCAATGACTTAAA57_K158delinsPPMTX
XH_P37 6 144184388 144184388 Frame_Shift_Ins INS - AGTTATTGTGC - LTV1 _746insAGTTATT p.R249fs
XH_P37 6 144184390 144184390 In_Frame_Ins INS - AAATGT - LTV1 747_748insAAATp.R249delinsRKC
XH_P37 6 144262893 144262893 Frame_Shift_Ins INS - AT - PLAGL1 .1059_1060insA p.G354fs
XH_P37 6 144262894 144262894 In_Frame_Ins INS - CATTCAGATAAT - PLAGL1 9insTCAATTATCT353delinsNQLSECM
XH_P37 6 144263226 144263226 In_Frame_Ins INS - TTTGCAATATCAG - PLAGL1 nsAAACTGATATP243delinsKLILQKP
XH_P37 6 144858852 144858852 Frame_Shift_Ins INS - CAGAACCTTACAT - UTRN 6369insCAGAACC p.R2123fs
XH_P37 6 145069645 145069645 Nonsense_Mutation INS - AATTTGGATGTCT - UTRN AAGAATAATTTGG35delinsKKKNNLDVX
XH_P37 6 146216092 146216093 Frame_Shift_Del DEL CC - CC SHPRH c.4536_4537del p.V1512fs
XH_P37 6 147012373 147012373 Missense_Mutation SNP C T C ADGB c.C1433T p.P478L
XH_P37 6 147012374 147012374 Nonsense_Mutation INS - AATATAAGCATTA - ADGB 5insTTAATATAAp.P478delinsPLIX
XH_P37 6 149699424 149699424 Nonsense_Mutation INS - CAGGTTATTATTA - TAB2 sCATCCAGGTTA125delinsASRLLLFX
XH_P37 6 149718822 149718822 Frame_Shift_Ins INS - GCAG - TAB2 1686_1687insGC p.K562fs
XH_P37 6 149718823 149718823 Missense_Mutation SNP T A T TAB2 c.T1687A p.S563T
XH_P37 6 150001198 150001198 In_Frame_Ins INS - GATTGTTTAGAC - LATS1 _1566insGTCTAA E522delinsESKQS
XH_P37 6 150004403 150004403 Frame_Shift_Ins INS - G - LATS1 c.981_982insC p.K328fs
XH_P37 6 150004404 150004404 Frame_Shift_Ins INS - TTGGTGTTTA - LATS1 0_981insTAAACA p.K327fs
XH_P37 6 150267603 150267603 In_Frame_Ins INS - GTATTTTTTTTTTT - ULBP2 CATTTGTATTTTT149delinsPFVFFFFFF
XH_P37 6 151152381 151152381 In_Frame_Ins INS - GTTCTGCAGTTC - PLEKHG1 _2018insGTTCTGS673delinsCSAVP
XH_P37 6 151670563 151670563 Frame_Shift_Ins INS - GTTCTTTTTCTTG - AKAP12 insTAGGTTCTTTT p.A248fs
XH_P37 6 151674691 151674691 Missense_Mutation SNP G T G AKAP12 c.G4871T p.G1624V
XH_P37 6 151790036 151790036 In_Frame_Ins INS - GCTAATATTAAAT - ARMT1 insCGGCTAATATL254delinsSANIKSV
XH_P37 6 152570388 152570388 In_Frame_Ins INS - AGTATTTTTGTTT - SYNE1 TACTCAAAAACAA423delinsYSKTKILQTK
XH_P37 6 152570390 152570390 Missense_Mutation SNP A T A SYNE1 c.T19265A p.L6422Q
XH_P37 6 152737665 152737665 Nonsense_Mutation INS - GAAAGAAATTAAG - SYNE1 nsCTCAGCTTAATT76_Q1977delinsNSAX
XH_P37 6 155131308 155131308 Nonsense_Mutation INS - TATATTTAGTGA - SCAF8 sTTGTCTTATATTTK462delinsKLSYIX
XH_P37 6 155761235 155761235 Nonsense_Mutation INS - CAGGACTCGTATA - NOX3 3insATTATACGAG75_T176delinsIIRVLX
XH_P37 6 157525047 157525047 In_Frame_Ins INS - TCTTTCATGCATA - ARID1B TTTCGTTCTTTCA5delinsSLTFVLSCIESTFM
XH_P37 6 159618468 159618468 Missense_Mutation SNP C A C FNDC1 c.C115A p.H39N
XH_P37 6 159618470 159618470 Frame_Shift_Ins INS - AACAAATATACCA - FNDC1 8insAAAACAAATA p.H39fs
XH_P37 6 160200950 160200950 Nonsense_Mutation INS - ATCACTTCTT - TCP1 _802insAAGAAG268_E269delinsKKX
XH_P37 6 160200952 160200952 Nonsense_Mutation INS - TCCCAATACACTA - TCP1 nsGCTAGTGTAT p.Y267delinsCX
XH_P37 6 160218488 160218488 Nonsense_Mutation INS - GAGTCCTTA - MRPL18 9_410insGAGTCCp.L137delinsX
XH_P37 6 161026093 161026093 Missense_Mutation SNP G T G LPA c.C2930A p.A977E
XH_P37 6 161071438 161071438 Silent SNP C T C LPA c.G141A p.R47R
XH_P37 6 166574443 166574443 Frame_Shift_Ins INS - CCTGTTTGCA - T _742insTGCAAA p.N248fs
XH_P37 6 170876062 170876062 Silent SNP C T C TBP c.C582T p.F194F
XH_P37 7 5239240 5239240 Frame_Shift_Ins INS - CAGACAATATTAT - WIPI2 nsATACAGACAA p.K36fs
XH_P37 7 6180585 6180585 Nonsense_Mutation INS - AATCAAAACTGGT - USP42 sTAGAATCAAAAD255_P256delinsDX
XH_P37 7 7398360 7398360 Nonsense_Mutation INS - ACTGAGTATTTAC - COL28A1 TAAGTTGTAAATAp.V1094delinsVX
XH_P37 7 7612451 7612451 Frame_Shift_Ins INS - CTATCAACATGG - MIOS 6insATCTATCAA p.Q115fs
XH_P37 7 7623002 7623002 Frame_Shift_Ins INS - AAAACATTTTTAT - MIOS 8insCAGAAAACA p.K549fs
XH_P37 7 7623004 7623004 Splice_Site SNP G T G MIOS . .
XH_P37 7 11068426 11068426 Frame_Shift_Ins INS - CAAAGTGTCCAC - PHF14 nsTCATACAAAGT p.S479fs
XH_P37 7 11076278 11076278 In_Frame_Ins INS - ATAGGTATGAAT - PHF14 7insATTATAGGT612delinsQIIGMND
XH_P37 7 11514032 11514032 Silent SNP G A G THSD7A c.C2181T p.S727S
XH_P37 7 11514033 11514033 Nonsense_Mutation INS - GTTTGTTTTGAA - THSD7A nsGACTTTCAAAS727_C728delinsX
XH_P37 7 12409716 12409716 Frame_Shift_Ins INS - TTAGACAGTGTTA - VWDE TCTCTATAACACT p.S624fs
XH_P37 7 12644260 12644260 Frame_Shift_Ins INS - TCAGCCTCAGTGT - SCIN nsCATTCAGCCTC p.E213fs
XH_P37 7 15433785 15433785 Frame_Shift_Ins INS - TGAACTGGTGGG - AGMO 9insACCCCACCA p.P210fs
XH_P37 7 16714129 16714129 Nonsense_Mutation INS - AGAGTATAACAA - BZW2 TACTGAGAGTAT p.F51delinsX
XH_P37 7 17865701 17865701 Frame_Shift_Ins INS - AT - SNX13 .1648_1649insA p.L550fs
XH_P37 7 17865702 17865702 In_Frame_Ins INS - CTTATATTCTAA - SNX13 1648insTTAGAA.L550delinsLEYKL
XH_P37 7 17879568 17879568 Frame_Shift_Ins INS - TAAGTGAAGATT - SNX13 insTCAGAATCTT p.E407fs
XH_P37 7 20193994 20193994 Nonsense_Mutation INS - AGTCGTACTAAC - MACC1 TGAAAAGTTAGT723_M724delinsTSX
XH_P37 7 20406762 20406762 Frame_Shift_Ins INS - CC - ITGB8 c.341_342insCC p.I114fs
XH_P37 7 20406763 20406763 Nonsense_Mutation INS - AAATCACTGATG - ITGB8 AAAGAAAATCAC114_N115delinsIVX
XH_P37 7 21470100 21470100 In_Frame_Ins INS - GTGTTTGAGATT - SP4 _1267insGTGTTT Q422delinsQVFEI
XH_P37 7 21470391 21470391 Frame_Shift_Ins INS - GTGGAAT - SP4 57_1558insGTGG p.V519fs
XH_P37 7 23313755 23313755 Nonsense_Mutation INS - AAAGTACATTTAT - GPNMB insATGAAAGTACF544_L545delinsLX
XH_P37 7 23724274 23724274 In_Frame_Ins INS - AAATATTAAATAA - FAM221A 23insCAAATATTA.L74delinsLQILNK
XH_P37 7 24663371 24663371 Nonsense_Mutation INS - GATAGATTTTTAT - MPP6 GCAGGATAGATT29delinsNSRIDFYMX
XH_P37 7 24718816 24718816 Frame_Shift_Ins INS - ATTTTTGTAAATAA - MPP6 CTTCTTATTTTTGT p.E394fs
XH_P37 7 24874321 24874321 Frame_Shift_Ins INS - TTTCATTTTGATT - OSBPL3 1329insAATCAAA p.S443fs
XH_P37 7 25266472 25266472 Frame_Shift_Ins INS - ATATA - NPVF 311_312insTATA p.A104fs
XH_P37 7 25266473 25266473 Frame_Shift_Ins INS - GGTGGTCTAGAA - NPVF 311insTTTCTAGA p.A104fs
XH_P37 7 27832764 27832764 In_Frame_Ins INS - CACACCTGGGTAA - TAX1BP1 73insCCACACCTGH291delinsHHTWVI
XH_P37 7 27835809 27835809 Nonsense_Mutation INS - GATATACAAAGA - TAX1BP1 ATCCTAGATATAdelinsISIHILDIQRRIYKLX
XH_P37 7 29928952 29928952 Frame_Shift_Ins INS - TCTCAAGTTTTACT - WIPF3 insACCTCTCAAG p.S427fs
XH_P37 7 30118217 30118217 Frame_Shift_Ins INS - AGAAGAAACAAG - PLEKHA8 5insCTAGAAGAA p.R458fs
XH_P37 7 36450774 36450774 Nonsense_Mutation INS - ACTAAAATTTTCC - ANLN 95insCTACTAAAA465_E466delinsHYX
XH_P37 7 36450775 36450775 In_Frame_Ins INS - TTTGCA - ANLN 395_1396insTTTGp.Q465delinsQFA
XH_P37 7 36660416 36660416 Frame_Shift_Ins INS - ATGCATGAAGAG - AOAH 577insACTCTTCA p.H193fs
XH_P37 7 37947177 37947177 In_Frame_Ins INS - ACAGAAGGTGAG - SFRP4 _945insCTCACCTK315delinsNSPSV
XH_P37 7 39504113 39504113 Nonsense_Mutation INS - CTTTTAGG - POU6F2 96_1797insCTTTT599_E600delinsHFX
XH_P37 7 39606107 39606107 Silent SNP G A G YAE1D1 c.G90A p.A30A
XH_P37 7 39612258 39612258 Frame_Shift_Ins INS - TTTTCACAGAGTC - YAE1D1 CATTATTTTCACA p.Q212fs
XH_P37 7 40027842 40027842 Frame_Shift_Ins INS - TGGCTTTGTTTTT - CDK13 57insGGTGGCTTT p.D619fs
XH_P37 7 40234660 40234660 Splice_Site INS - CAAATTAGATAAA - SUGCT . .
XH_P37 7 42079784 42079784 Nonsense_Mutation INS - TCTGCAAGTGCAA - GLI3 sCTGATTGCACTT294delinsPDCTCRX
XH_P37 7 44524788 44524788 Frame_Shift_Ins INS - CGTAACATCTGGT - NUDCD3 288insACCAGATG p.A96fs
XH_P37 7 44611308 44611308 Silent SNP G A G DDX56 c.C673T p.L225L
XH_P37 7 44611309 44611309 Frame_Shift_Ins INS - ATCTTGGTTGAAA - DDX56 672insTTTCAACC p.Q224fs
XH_P37 7 44721404 44721404 Frame_Shift_Ins INS - ATCATCTGTT - OGDH 0_1281insATCAT p.S427fs
XH_P37 7 45123127 45123127 Frame_Shift_Ins INS - A - NACAD c.2651_2652insT p.P884fs
XH_P37 7 45123128 45123128 In_Frame_Ins INS - GCT - NACAD 2650_2651insAGp.P884delinsQP
XH_P37 7 47921648 47921648 Frame_Shift_Ins INS - TTTCTTCT - PKD1L1 0_3301insAGAA p.L1101fs
XH_P37 7 47921649 47921649 Frame_Shift_Ins INS - AACTTTTCGTTTTA - PKD1L1 300insTAAAACG p.S1100fs
XH_P37 7 48278936 48278936 Frame_Shift_Ins INS - AGTAAAAGTT - ABCA13 _997insAGTAAA p.H332fs
XH_P37 7 48278937 48278937 In_Frame_Ins INS - TTACATTTG - ABCA13 7_998insTTACATp.P333delinsLTFA
XH_P37 7 48352760 48352760 Frame_Shift_Ins INS - GGTACTATATGA - ABCA13 614insCGGTACT p.E3205fs
XH_P37 7 48352762 48352762 Frame_Shift_Ins INS - T - ABCA13 c.9616dupT p.E3205fs
XH_P37 7 48428775 48428775 Missense_Mutation SNP C A C ABCA13 c.C11612A p.T3871N
XH_P37 7 48428776 48428776 Frame_Shift_Ins INS - AAAAATCTTTCTT - ABCA13 614insTCAAAAAT p.T3871fs
XH_P37 7 48450249 48450249 Nonsense_Mutation INS - CACAATTTAAA - ABCA13 _12204insCACAA068_L4069delinsGTIX



XH_P37 7 48450251 48450251 Missense_Mutation SNP C A C ABCA13 c.C12205A p.L4069I
XH_P37 7 48685096 48685096 Nonsense_Mutation INS - AAATATATAAATC - ABCA13 166insATAAATAT055_L5056delinsHINIX
XH_P37 7 51204016 51204016 Frame_Shift_Ins INS - AAGTATTTAAG - COBL _796insCTTAAAT p.T266fs
XH_P37 7 51204017 51204017 Nonsense_Mutation INS - TATTTAAAAGTAA - COBL 5insCTTTACTTTT65_T266delinsTFTFKX
XH_P37 7 56045959 56045959 Splice_Site INS - AGCAGCTAT - NIPSNAP2 . .
XH_P37 7 56149680 56149680 Frame_Shift_Ins INS - AGCAGTACTT - PHKG1 0_671insAAGTAC p.R224fs
XH_P37 7 57188164 57188164 Missense_Mutation SNP T A T ZNF479 c.A958T p.T320S
XH_P37 7 57528521 57528521 Frame_Shift_Ins INS - GTAGTGATCAAAA - ZNF716 AATAGTAGTGAT p.C118fs
XH_P37 7 63680300 63680300 In_Frame_Ins INS - TACCGCTTGAGG - ZNF735 TGTAGTACCGCTT1delinsLLCVVPLEELLKD
XH_P37 7 64004798 64004798 Frame_Shift_Ins INS - CTTTTTTTGCATAA - ZNF680 AAGTTATGCAAAA p.F15fs
XH_P37 7 70252419 70252419 Splice_Site INS - AATTATATAATCT - AUTS2 . .
XH_P37 7 72397475 72397475 Nonsense_Mutation INS - TGTAAGATATTTT - POM121 sTAGCTGTAAGA p.F67delinsFX
XH_P37 7 73254867 73254867 Frame_Shift_Ins INS - CTTTCCCT - METTL27 4_265insAGGGA p.G89fs
XH_P37 7 74211682 74211682 In_Frame_Ins INS - GCG - GTF2IRD2 2168_2169insCGp.F723delinsFA
XH_P37 7 74211684 74211684 Frame_Shift_Ins INS - CTGAC - GTF2IRD2 166_2167insGTC p.F723fs
XH_P37 7 75052351 75052351 In_Frame_Ins INS - CTTCCTGTT - POM121C 3_1184insAACAG.T395delinsKQEA
XH_P37 7 76825981 76825981 Nonsense_Mutation INS - CACCAAAAATACA - FGL2 nsCTCTGTATTTTT2_Y313delinsPLYFWX
XH_P37 7 76825983 76825983 Frame_Shift_Ins INS - GTCCGTAATGGGA - FGL2 933insTCCCATTA p.E311fs
XH_P37 7 82545567 82545567 Frame_Shift_Ins INS - GACTTGAGAATA - PCLO 11735insCTATTCT p.Q3912fs
XH_P37 7 82784376 82784376 Frame_Shift_Ins INS - CAATCCTCATTTA - PCLO sTCCGTTAAATGA p.T527fs
XH_P37 7 82784378 82784378 Missense_Mutation SNP T G T PCLO c.A1579C p.T527P
XH_P37 7 87737493 87737493 Nonsense_Mutation INS - GTTGACTTGACCT - ADAM22 AAAAGTTGACTT30_G131delinsGNKSX
XH_P37 7 88965095 88965095 Frame_Shift_Ins INS - TCTGTCGTGCT - ZNF804B _2800insTCTGTC p.Q933fs
XH_P37 7 91503354 91503354 Frame_Shift_Ins INS - AATAATCGAAAA - MTERF1 694insATTTTCGA p.V232fs
XH_P37 7 91630965 91630965 Frame_Shift_Ins INS - GTTCATTTATTGC - AKAP9 TATTCAGTTCATTT p.A578fs
XH_P37 7 91632396 91632396 Frame_Shift_Ins INS - ACATCTCAATGAA - AKAP9 CTCTCTACATCTC p.S1055fs
XH_P37 7 91714959 91714959 Frame_Shift_Ins INS - TCCTTCTGTTTGG - AKAP9 84insGTTCCTTCT p.K2995fs
XH_P37 7 91729058 91729058 Missense_Mutation SNP C A C AKAP9 c.C10771A p.Q3591K
XH_P37 7 91753165 91753165 Missense_Mutation SNP C T C CYP51A1 c.G773A p.R258H
XH_P37 7 91793057 91793057 In_Frame_Ins INS - TGTGTA - LRRD1 459_1460insTACp.D487delinsVHN
XH_P37 7 91793058 91793058 Frame_Shift_Ins INS - TAGAAAATTTGCA - LRRD1 59insCTTGCAAAT p.D487fs
XH_P37 7 91793514 91793514 Frame_Shift_Ins INS - C - LRRD1 c.1002_1003insG p.H335fs
XH_P37 7 91793515 91793515 Nonsense_Mutation INS - GTTGGAATGCCTT - LRRD1 02insCTAAGGCAT334_H335delinsDX
XH_P37 7 92129121 92129121 Frame_Shift_Ins INS - TCTAT - PEX1 443_2444insATA p.R815fs
XH_P37 7 92129122 92129122 Frame_Shift_Ins INS - TTTGCCTTTTCTG - PEX1 3insTACAGAAAA p.R815fs
XH_P37 7 92826707 92826707 Nonsense_Mutation INS - TAGTTGTGTTAAT - HEPACAM2 AATAATATTAACA369_K370delinsNIX
XH_P37 7 94052388 94052388 Frame_Shift_Ins INS - GGGGGAAATATT - COL1A2 sCATTTGGGGGA p.G841fs
XH_P37 7 95221896 95221896 In_Frame_Ins INS - TAGTATAAACATT - PDK4 43insGAATGTTTAS181delinsRNVYTT
XH_P37 7 95761185 95761185 In_Frame_Ins INS - TGAAATTTTTTTG - SLC25A13 TATCAGCAAAAAA8delinsNYQQKNFNVV
XH_P37 7 95814325 95814325 Nonsense_Mutation INS - ACAGGTTACTAA - SLC25A13 nsCTCATTAGTAA312_K313delinsPHX
XH_P37 7 98460935 98460935 Silent SNP G A G TMEM130 c.C174T p.N58N
XH_P37 7 98602942 98602942 Frame_Shift_Ins INS - AT - TRRAP 10595_10596ins p.E3532fs
XH_P37 7 98602943 98602943 Frame_Shift_Ins INS - TCCGAACTGTC - TRRAP _10597insTCCGA p.E3532fs
XH_P37 7 99129871 99129871 Nonstop_Mutation INS - AGTTCTGTAATG - ZKSCAN5 01insTGAGTTCTX767delinsYEFCNA
XH_P37 7 99247819 99247819 Frame_Shift_Ins INS - TTTAAAAGAATAT - CYP3A5 90insGCATATTCT p.I430fs
XH_P37 7 99303142 99303142 Nonsense_Mutation INS - TATAGAGTGTTAT - CYP3A7 493insTATAACACp.E498delinsVX
XH_P37 7 99910804 99910804 Frame_Shift_Ins INS - CTCTGAG - SPDYE3 05_806insCTCTG p.C269fs
XH_P37 7 100635351 100635351 In_Frame_Ins INS - GAAGTGTGTTGT - MUC12 508insGGAAGTGP503delinsRKCVVS
XH_P37 7 100679214 100679214 Missense_Mutation SNP T C T MUC17 c.T4517C p.I1506T
XH_P37 7 100680010 100680010 In_Frame_Ins INS - GTAGGAGATGAA - MUC17 4insGGTGTAGGA1771delinsAGVGDEL
XH_P37 7 100680226 100680226 Silent SNP A T A MUC17 c.A5529T p.T1843T
XH_P37 7 100680228 100680228 Missense_Mutation SNP C A C MUC17 c.C5531A p.A1844E
XH_P37 7 100682792 100682792 Frame_Shift_Ins INS - AATGAAGTACTTA - MUC17 96insTTAATGAAG p.V2699fs
XH_P37 7 100683565 100683565 Missense_Mutation SNP G C G MUC17 c.G8868C p.R2956S
XH_P37 7 100685009 100685009 Nonsense_Mutation INS - GTAGGAGATAAA - MUC17 10313insGTAGGS3438delinsCRRX
XH_P37 7 100685453 100685453 Nonsense_Mutation INS - GTTGATGTTGG - MUC17 _10757insGTTGA3586_Y3587delinsSX
XH_P37 7 100685936 100685936 Frame_Shift_Ins INS - CAGGAAGTGT - MUC17 _11240insCAGG p.M3747fs
XH_P37 7 100732051 100732051 Frame_Shift_Ins INS - T - TRIM56 c.1458_1459insT p.G486fs
XH_P37 7 103202374 103202374 Frame_Shift_Ins INS - GTGTATGG - RELN 36_5237insCCAT p.I1746fs
XH_P37 7 103270521 103270521 Nonsense_Mutation INS - ACAATTTGCACTA - RELN AATTCCTAGTGCA56_D857delinsMFX
XH_P37 7 105132028 105132028 In_Frame_Ins INS - TGAAACGTGTATT - PUS7 97insTAATACACGK299delinsNNTRFI
XH_P37 7 105255102 105255102 Frame_Shift_Ins INS - GCACAACTCAAA - ATXN7L1 307insGTTTGAG p.S436fs
XH_P37 7 106888919 106888919 Nonsense_Mutation INS - ATTAAAATTTTT - COG5 _1805insAAAAATp.A602delinsEKFX
XH_P37 7 106888921 106888921 Nonsense_Mutation INS - CGTTTTCATCACT - COG5 AGAGAAGTGATG601_A602delinsKEKX
XH_P37 7 107214202 107214202 Nonsense_Mutation INS - CCAAATAATATAA - DUS4L 93insTCCAAATAAp.D98delinsVQIIX
XH_P37 7 107427934 107427934 Nonsense_Mutation INS - TCAGGAAGTTTTA - SLC26A3 nsCACTAAAACTT2_Q253delinsSTKTSX
XH_P37 7 107599914 107599914 Frame_Shift_Ins INS - GAAAGTAAGGAG - LAMB1 70insATTCTCCTT p.H824fs
XH_P37 7 107599916 107599916 Missense_Mutation SNP C T C LAMB1 c.G2468A p.C823Y
XH_P37 7 107749682 107749682 In_Frame_Ins INS - AAAAAAAAAACAC - LAMB4 6insAAAGTGTTTTD112delinsEKCFFFL
XH_P37 7 107752371 107752371 Nonsense_Mutation INS - CAAAGTATTAT - LAMB4 _213insATAATACp.I71_C72delinsIX
XH_P37 7 108205353 108205353 Frame_Shift_Ins INS - AGTATTCATCAAT - THAP5 CAAAGATTGATG p.G157fs
XH_P37 7 110763375 110763375 Nonsense_Mutation INS - TCCTCTAGGTACA - LRRN3 TGTTTTCCTCTAG183_F184delinsFVFLX
XH_P37 7 110764638 110764638 Nonsense_Mutation INS - GGCCTGAATATCT - LRRN3 1insTTGGCCTGAK604delinsIGLNISX
XH_P37 7 110764858 110764858 In_Frame_Ins INS - CATTTTTTTCTGTT - LRRN3 31insCACATTTTTY677delinsYTFFSVF
XH_P37 7 112407557 112407557 Frame_Shift_Ins INS - AAACTTGTTTTAG - TMEM168 1789insCTAAAAC p.C597fs
XH_P37 7 112424161 112424161 In_Frame_Ins INS - GCCATAAAGTAT - TMEM168 insAATATACTTTAD240delinsEIYFMAV
XH_P37 7 112462403 112462403 Frame_Shift_Ins INS - AAATGGTTTATTA - BMT2 nsTTAGTAATAAA p.N205fs
XH_P37 7 113518113 113518113 In_Frame_Ins INS - ATA - PPP1R3A 3033_3034insTAp.I1012delinsYI
XH_P37 7 113518114 113518114 Nonsense_Mutation INS - TACCTTATTTCCT - PPP1R3A AACAAAAGGAAA11delinsISETKGNKVFX
XH_P37 7 114269983 114269983 Missense_Mutation SNP C A C FOXP2 c.C520A p.Q174K
XH_P37 7 114269985 114269985 Frame_Shift_Ins INS - ATATACATTGGAT - FOXP2 23insATATACAT p.Q174fs
XH_P37 7 114655971 114655971 Frame_Shift_Ins INS - CACAACAATCTTC - MDFIC 724insCACAACAA p.G241fs
XH_P37 7 116436030 116436030 Frame_Shift_Ins INS - CAACAAGTAAAC - MET sCCTTGCAACAA p.S912fs
XH_P37 7 117254726 117254726 Frame_Shift_Ins INS - TAAATTTACATTT - CFTR TCACATTAAATTT p.L1143fs
XH_P37 7 117400751 117400751 In_Frame_Ins INS - TTATGTTTGTGGG - CTTNBP2 nsGAAACCCACAA70delinsMKPTNINK
XH_P37 7 121755250 121755250 Nonsense_Mutation INS - AGGATCAAATATC - AASS sATGTGATATTTGp.I307delinsICDIX
XH_P37 7 121758634 121758634 Nonsense_Mutation INS - GGCTATGAAATA - AASS 3insGATATTTCAT175_H176delinsDISX
XH_P37 7 122076422 122076422 Frame_Shift_Ins INS - GCCCTCTTTATTA - CADPS2 insTAATAATAAA p.K830fs
XH_P37 7 122081615 122081615 Nonsense_Mutation INS - TATTTGCTTTCTCA - CADPS2 AGCAACTGAGAAF765_G766delinsX
XH_P37 7 122635249 122635249 In_Frame_Ins INS - ACTTCACTGATG - TAS2R16 440insCATCAGTG147delinsASVKW
XH_P37 7 123332717 123332717 Nonsense_Mutation INS - GCACTGTTAGAC - WASL 31insTGGTCTAA344_P345delinsLVX
XH_P37 7 124422106 124422106 In_Frame_Ins INS - TCTGACAGTCTCT - C7orf77 63insCAGAGACTGG55delinsQRLSDG
XH_P37 7 126086406 126086406 Frame_Shift_Ins INS - CATCTGTAGA - GRM8 0_2451insTCTACA p.T817fs
XH_P37 7 127014689 127014689 In_Frame_Ins INS - GCGAATGTAAGG - ZNF800 01insCTCCTTACAL234delinsPPYIRF
XH_P37 7 127977184 127977184 Splice_Site INS - A - RBM28 . .
XH_P37 7 127977186 127977186 In_Frame_Ins INS - TGAACACAGGAG - RBM28 AAACAACTCCTGT63delinsIETTPVFMIK
XH_P37 7 129841914 129841914 Nonsense_Mutation INS - GTAATGACTCTC - TMEM209 AGAGAAGAGAGT17delinsRQEKRVITLLX
XH_P37 7 132192899 132192899 Nonsense_Mutation INS - CTTTGTCTACTTTT - PLXNA4 54insAAAAGTAG185_A186delinsKKX



XH_P37 7 133868553 133868553 Nonsense_Mutation INS - TGTCAAAAATAAT - LRGUK ATTATATGTCAAA429delinsQIDYMSKIIFKAX
XH_P37 7 134346379 134346379 Frame_Shift_Ins INS - TAAGTTATATTCA - BPGM AAGTCTAAGTTAT p.N40fs
XH_P37 7 134730567 134730567 Nonsense_Mutation INS - GAGTGCCTCGTT - AGBL3 50insTGAGTGCC.K83_E84delinsKX
XH_P37 7 135421943 135421943 In_Frame_Ins INS - CTAATTTGT - FAM180A 0_81insACAAATTp.V27delinsVQIR
XH_P37 7 135421945 135421945 Missense_Mutation SNP C G C FAM180A c.G79C p.V27L
XH_P37 7 137374746 137374746 Frame_Shift_Ins INS - AA - DGKI c.403_404insTT p.K135fs
XH_P37 7 137374747 137374747 Nonsense_Mutation INS - AATTTTCAACATT - DGKI 03insCAATGTTG135_A136delinsQCX
XH_P37 7 138579263 138579263 Frame_Shift_Ins INS - TGTTCCTATAAGC - KIAA1549 57insCTGCTTATA p.R1286fs
XH_P37 7 138602237 138602237 Frame_Shift_Ins INS - CATTT - KIAA1549 134_2135insAAA p.S712fs
XH_P37 7 138602239 138602239 Frame_Shift_Ins INS - ACTGAGTCTTCTT - KIAA1549 133insAAAGAAG p.P711fs
XH_P37 7 138764529 138764529 Nonsense_Mutation INS - ATATCATCACCTA - ZC3HAV1 158insCTAGGTGS386_S387delinsSX
XH_P37 7 140394550 140394550 In_Frame_Ins INS - ACTAAGGAAAAA - ADCK2 829insCACTAAGGI610delinsTLRKNL
XH_P37 7 141478746 141478746 In_Frame_Ins INS - GTTTCTCCTGCTG - TAS2R4 TCAGTGTTTCTCC53delinsALSVSPAEAE
XH_P37 7 141643714 141643714 Frame_Shift_Ins INS - TTTATTTTTTAATT - CLEC5A AGAAAATTAAAA p.T64fs
XH_P37 7 141673352 141673352 Frame_Shift_Ins INS - AGCCTGCT - TAS2R38 7_138insAGCAG p.K46fs
XH_P37 7 141920382 141920382 Missense_Mutation SNP T C T MGAM2 c.T6071C p.L2024P
XH_P37 7 141921381 141921381 Missense_Mutation SNP C G C MGAM2 c.C7070G p.T2357R
XH_P37 7 141921382 141921382 Frame_Shift_Ins INS - TAGAAGTAAGAG - MGAM2 2insAATAGAAGT p.T2357fs
XH_P37 7 141954985 141954985 Missense_Mutation SNP G T G PRSS58 c.C326A p.T109K
XH_P37 7 141954986 141954986 In_Frame_Ins INS - CCCCCC - PRSS58 24_325insGGGGp.T109delinsGGT
XH_P37 7 142658943 142658943 Frame_Shift_Ins INS - ACAGTTGACATTC - KEL CAAGGAATGTCA p.S7fs
XH_P37 7 143657198 143657198 Nonsense_Mutation INS - AGGATTATTAATC - OR2F1 ATTCAAGGATTATI45delinsIKIFKDYX
XH_P37 7 143807135 143807135 In_Frame_Ins INS - CATCTTGGGAACA - OR2A2 61insACATCTTGGL154delinsHILGTL
XH_P37 7 143929691 143929691 Nonsense_Mutation INS - TCATCCTAAGACT - OR2A1 246insAGTCTTAG82_N83delinsAVLGX
XH_P37 7 148485768 148485768 Splice_Site INS - TACAAAAATACAA - CUL1 . .
XH_P37 7 148486902 148486902 Nonsense_Mutation INS - CTAATTAATGTAT - CUL1 TATAAACTAATTA53_A554delinsLISLX
XH_P37 7 149476021 149476021 In_Frame_Ins INS - GCTCAGCTA - SSPO 7_988insGCTCAGW329delinsWAQL
XH_P37 7 150267044 150267044 Frame_Shift_Ins INS - AGATTGTTCCTTT - GIMAP4 TTTTCAGATTGTT p.Y19fs
XH_P37 7 151814331 151814331 Frame_Shift_Ins INS - TTCATATTTATCA - GALNT11 sGTCTGTTCATAT p.C360fs
XH_P37 7 151875020 151875020 Frame_Shift_Ins INS - GGCCAGACTT - KMT2C _7518insAAGTC p.Q2506fs
XH_P37 7 151878454 151878454 Frame_Shift_Ins INS - AGAGGGTTTTA - KMT2C _6491insTAAAAC p.G2164fs
XH_P37 7 151879064 151879064 Frame_Shift_Ins INS - CTGG - KMT2C 5880_5881insCCA p.D1961fs
XH_P37 7 151879065 151879065 In_Frame_Ins INS - CCT - KMT2C 5879_5880insAGp.N1960delinsKG
XH_P37 7 156556491 156556491 Splice_Site INS - TGTTTTAACCA - LMBR1 . .
XH_P37 7 157208758 157208758 Frame_Shift_Ins INS - TCTATCTTGGCCA - DNAJB6 8insATCTATCTTG p.S316fs
XH_P37 7 158282450 158282450 Missense_Mutation SNP C A C PTPRN2 c.G140T p.G47V
XH_P37 8 195659 195659 Frame_Shift_Ins INS - TA - ZNF596 c.812_813insTA p.M271fs
XH_P37 8 195661 195661 Nonsense_Mutation INS - ATTTTTGCTAAAG - ZNF596 15insATTTTTGCT72_H273delinsNFCX
XH_P37 8 2048761 2048761 Frame_Shift_Ins INS - TTCCC - MYOM2 536_2537insTTC p.G846fs
XH_P37 8 2048762 2048762 Missense_Mutation SNP G C G MYOM2 c.G2537C p.G846A
XH_P37 8 2823447 2823447 Nonsense_Mutation INS - GTCACTTTATTTT - CSMD1 ATTATAAAAATAA44_N3045delinsSIIKIKX
XH_P37 8 2824238 2824238 Nonsense_Mutation INS - TAAGGTGTTATAC - CSMD1 AAAAACAGTATA2985delinsIKNKKTVX
XH_P37 8 6588332 6588332 Nonsense_Mutation INS - CAAAATGAGCTT - AGPAT5 91insACAAAATG130_C131delinsGTKX
XH_P37 8 11995399 11995399 Missense_Mutation SNP G T G USP17L2 c.C871A p.L291I
XH_P37 8 11995400 11995400 Silent SNP T C T USP17L2 c.A870G p.K290K
XH_P37 8 12958158 12958158 Frame_Shift_Ins INS - ACTGT - DLC1 154_155insACAG p.V52fs
XH_P37 8 16944485 16944485 Nonsense_Mutation INS - GTAACCCATAAT - MICU3 TATTGGTAACCCR259delinsYPLVLVTHNX
XH_P37 8 17613291 17613291 Nonsense_Mutation INS - TCAGTGTCCTGCA - MTUS1 insGTGCAGGACp.K9delinsSAGHX
XH_P37 8 17814871 17814871 Nonsense_Mutation INS - AATAATCGACTCC - PCM1 1746insAATAATCC582_E583delinsX
XH_P37 8 18258370 18258370 Frame_Shift_Ins INS - AAGAAATTCTTTG - NAT2 sAATTAAGAAATT p.G286fs
XH_P37 8 18656818 18656818 Frame_Shift_Ins INS - CAGACAGAGCTT - PSD3 7insTAAAAGCTCT p.D156fs
XH_P37 8 21955795 21955795 In_Frame_Ins INS - ACAATCTTTTTA - FAM160B2 _743insACAATCT.S248delinsYNLFT
XH_P37 8 24254894 24254894 Nonsense_Mutation INS - GTAATGTAAGTT - ADAMDEC1 TTCTGGTAATGT05_H106delinsNFWX
XH_P37 8 24775771 24775771 Frame_Shift_Ins INS - TCCTCCTTTACAG - NEFM 1276insTCCTCCTT p.A425fs
XH_P37 8 25364951 25364951 In_Frame_Ins INS - ATGGAACGTCTTC - CDCA2 725insCATGGAAT908delinsTHGTSS
XH_P37 8 26221301 26221301 Silent SNP G A G PPP2R2A c.G897A p.S299S
XH_P37 8 27516838 27516838 In_Frame_Ins INS - TGAGTT - SCARA3 151_1152insTGAp.S384delinsSEF
XH_P37 8 27634030 27634030 Nonsense_Mutation INS - AAGCTCTACTTG - ESCO2 TAAGTAAGCTCT9_S70delinsLSKLYLX
XH_P37 8 27634032 27634032 In_Frame_Ins INS - TAT - ESCO2 c.207_208insTAT p.P69delinsPY
XH_P37 8 28956660 28956660 In_Frame_Ins INS - ATGTTG - KIF13B 313_4314insCAAp.S1438delinsSNI
XH_P37 8 28956662 28956662 Frame_Shift_Ins INS - TTGATCTTGC - KIF13B _4312insGCAAG p.S1438fs
XH_P37 8 29003927 29003927 Frame_Shift_Ins INS - TGACTTCCTTTTC - KIF13B 155insGAAAAGG p.I719fs
XH_P37 8 30702137 30702137 Frame_Shift_Ins INS - AAAGAGAGAAGA - TEX15 6insCCCTTCTTCT p.Q1849fs
XH_P37 8 30703100 30703100 Missense_Mutation SNP G A G TEX15 c.C4583T p.T1528I
XH_P37 8 30703102 30703102 Nonsense_Mutation INS - TCAGTCTTAGATT - TEX15 4581insAATCTAA527_T1528delinsRIX
XH_P37 8 32621851 32621851 Frame_Shift_Ins INS - AATCTGTTAGCA - NRG1 384insCAATCTG p.F461fs
XH_P37 8 35579774 35579774 Nonsense_Mutation INS - ATATCTTAACTGC - UNC5D AGGCAAATATCTT83_A384delinsARQISX
XH_P37 8 37624030 37624030 Frame_Shift_Ins INS - TCTAAGGCTTCTG - PLPBP 6insATCTAAGGC p.N152fs
XH_P37 8 37729139 37729139 Frame_Shift_Ins INS - CTGCACATTC - RAB11FIP1 _3181insGAATG p.S1061fs
XH_P37 8 38095711 38095711 Frame_Shift_Ins INS - ATACAATGCA - DDHD2 _607insATACAA p.S202fs
XH_P37 8 38095713 38095713 Frame_Shift_Ins INS - TAAGTGTAGAAT - DDHD2 9insTTTAAGTGT p.V203fs
XH_P37 8 38271482 38271482 Frame_Shift_Ins INS - TTCCC - FGFR1 978_1979insGGG p.Q660fs
XH_P37 8 38684832 38684832 In_Frame_Ins INS - AGCAAGGAGGA - TACC1 0insAAAGCAAGGY123delinsYKARRK
XH_P37 8 39506044 39506044 In_Frame_Ins INS - AAACAACACTCCA - ADAM18 ACATCTAAACAAC6delinsTTSKQHSIHNH
XH_P37 8 41566310 41566310 Missense_Mutation SNP T G T ANK1 c.A1984C p.N662H
XH_P37 8 41566312 41566312 Frame_Shift_Ins INS - AGGATTCTGAG - ANK1 _1982insCTCAGA p.G661fs
XH_P37 8 41845072 41845072 Frame_Shift_Ins INS - TG - KAT6A c.609_610insCA p.E204fs
XH_P37 8 41845074 41845074 Nonsense_Mutation INS - ATGTCTTTAGAAG - KAT6A sAAACCTTCTAAAp.A203delinsETFX
XH_P37 8 42232365 42232365 Nonsense_Mutation INS - TGTTTGTTATCTC - DKK4 9insAGAGATAACp.T110delinsKRX
XH_P37 8 42706121 42706121 Frame_Shift_Ins INS - TCATCATATTGAC - RNF170 6insATGTCAATA p.S139fs
XH_P37 8 48882505 48882505 In_Frame_Ins INS - ACC - MCM4 1322_1323insACp.F441delinsLP
XH_P37 8 48882506 48882506 Frame_Shift_Ins INS - TCCCATATCTTCC - MCM4 1324insTCCCATA p.F441fs
XH_P37 8 49986636 49986636 Missense_Mutation SNP T A T C8orf22 c.T74A p.V25D
XH_P37 8 53555020 53555020 Frame_Shift_Ins INS - ATCATGCTTGTCT - RB1CC1 AATGGAGACAAG p.Y1410fs
XH_P37 8 53569061 53569061 In_Frame_Ins INS - AAAGACAGACAA - RB1CC1 28insTTTTTGTCT1110delinsFLSVFLK
XH_P37 8 53586809 53586809 Frame_Shift_Ins INS - AAAGTACTGTT - RB1CC1 _598insAACAGTA p.A200fs
XH_P37 8 59405059 59405059 Nonsense_Mutation INS - ATATATTTTGGAA - CYP7A1 AAATTTTCCAAAAlinsLKNSDHYLNFPKYMNIX
XH_P37 8 61750383 61750383 In_Frame_Ins INS - TTACTGCAATGAA - CHD7 TAATAGTTACTGC48delinsEINSYCNEPNVS
XH_P37 8 61757949 61757949 Frame_Shift_Ins INS - A - CHD7 c.5191_5192insA p.L1731fs
XH_P37 8 61757950 61757950 Frame_Shift_Ins INS - CATAATAATAATA - CHD7 5193insCATAATA p.L1731fs
XH_P37 8 61764785 61764785 Frame_Shift_Ins INS - TTGCAATACAGA - CHD7 874insCTTGCAAT p.I1958fs
XH_P37 8 62577933 62577933 Frame_Shift_Ins INS - ACAAAAAA - ASPH 09_510insTTTTTT p.S170fs
XH_P37 8 62577934 62577934 Frame_Shift_Ins INS - CATGGAAAATGTA - ASPH 509insTACATTTT p.S170fs
XH_P37 8 67342376 67342376 Nonsense_Mutation INS - TTGAAACTTC - RRS1 0_1011insTTGAAG337_L338delinsGX
XH_P37 8 67547069 67547069 Missense_Mutation SNP C A C VCPIP1 c.G3336T p.M1112I
XH_P37 8 67547070 67547070 Frame_Shift_Ins INS - CTGATGGC - VCPIP1 4_3335insGCCA p.M1112fs
XH_P37 8 67808569 67808569 Frame_Shift_Ins INS - AGACATTATCCAT - MCMDC2 445insAGACATT p.M482fs
XH_P37 8 67808571 67808571 Frame_Shift_Ins INS - TTATTTAA - MCMDC2 46_1447insTTAT p.M482fs



XH_P37 8 69009402 69009402 Nonsense_Mutation INS - CTATTCTTGTTAA - PREX2 AAGCATCTATTCT40_E841delinsMCX
XH_P37 8 70744040 70744040 Nonsense_Mutation INS - AAAGTTCACTTTA - SLCO5A1 TAAAATAAAGTG290_D291delinsGX
XH_P37 8 71646207 71646207 In_Frame_Ins INS - CAAAAAAATAAAA - XKR9 sAAAACAAAAAAA224delinsQNKKIKNI
XH_P37 8 72951256 72951256 Nonsense_Mutation INS - GACTTTATTATAA - TRPA1 GGCTATTTATAATY714delinsANSYRLFIIKSX
XH_P37 8 73849746 73849746 Missense_Mutation SNP T C T KCNB2 c.T2156C p.F719S
XH_P37 8 74207549 74207549 Missense_Mutation SNP G T G RDH10 c.G25T p.V9L
XH_P37 8 77762561 77762561 Frame_Shift_Ins INS - TGCCACTTTA - ZFHX4 7_3928insTGCCA p.P1309fs
XH_P37 8 77764584 77764584 Frame_Shift_Ins INS - TAAAATGGAAAG - ZFHX4 sGTATATAAAATG p.Q1809fs
XH_P37 8 82606479 82606479 Frame_Shift_Ins INS - TA - SLC10A5 c.728_729insTA p.T243fs
XH_P37 8 82606480 82606480 Nonsense_Mutation INS - TTATTTTAATGTTC - SLC10A5 CTACGAACATTAAT243delinsINSYEHX
XH_P37 8 82615184 82615184 Frame_Shift_Ins INS - AATCTTGGAA - ZFAND1 5_656insTTCCAA p.N219fs
XH_P37 8 82615186 82615186 Frame_Shift_Ins INS - TC - ZFAND1 c.653_654insGA p.N218fs
XH_P37 8 82627265 82627265 Frame_Shift_Ins INS - TCAGAAACTTGTT - ZFAND1 223insAACAAGTT p.V75fs
XH_P37 8 87235276 87235276 Nonsense_Mutation INS - CTGTTTACTGTTC - SLC7A13 ATAATGAACAGT248_V249delinsIEX
XH_P37 8 87549843 87549843 Nonsense_Mutation INS - TCTAACTCTATAG - CPNE3 insAGTCTAACTCp.D171delinsEVX
XH_P37 8 87549845 87549845 In_Frame_Ins INS - ATA - CPNE3 c.514_515insATAp.G172delinsDR
XH_P37 8 90801558 90801558 Nonsense_Mutation INS - CAAGGTGTTTCAC - RIPK2 CACTTACAAGGTGinsQDCYFMKLHHLQGVSQX
XH_P37 8 91094923 91094923 Nonsense_Mutation INS - AATCTTATCTTCT - CALB1 nsAAGAAGATAAp.M1delinsIRRX
XH_P37 8 92032486 92032486 Frame_Shift_Ins INS - TTTTC - TMEM55A 260_261insGAAA p.I87fs
XH_P37 8 92032487 92032487 Nonsense_Mutation INS - TCCAGAATCTAGA - TMEM55A AATAATCTAGATI87_K88delinsKKX
XH_P37 8 94748282 94748282 In_Frame_Ins INS - AACAGTGGATTGA - RBM12B 57insCTCAATCCAN119delinsNSIHCC
XH_P37 8 94809634 94809634 Frame_Shift_Ins INS - CATAT - TMEM67 036_2037insCAT p.E679fs
XH_P37 8 94809636 94809636 Frame_Shift_Ins INS - ACCTGAAAAAGTA - TMEM67 AAAACACCTGAA p.I680fs
XH_P37 8 95448864 95448864 Nonsense_Mutation INS - GAGAAAAGTGAG - FSBP CATAGCCTCACTT_A79delinsFLIASLFSFX
XH_P37 8 95538543 95538543 In_Frame_Ins INS - TTATGTGTAAGG - VIRMA CAAGTATCCTTAC3delinsQYQVSLHINKLP
XH_P37 8 95738597 95738597 Frame_Shift_Ins INS - A - DPY19L4 c.55_56insA p.S19fs
XH_P37 8 95738598 95738598 Nonsense_Mutation INS - GTATCAAAGATA - DPY19L4 ATTAGTATCAAA19_S20delinsSTKTYX
XH_P37 8 99142344 99142344 Missense_Mutation SNP G A G POP1 c.G625A p.A209T
XH_P37 8 99217456 99217456 In_Frame_Ins INS - GCTTCAGATGAT - NIPAL2 _674insATCATCTG.S225delinsYHLKP
XH_P37 8 99217458 99217458 Nonsense_Mutation INS - TTAAAATGAG - NIPAL2 1_672insCTCATT224_S225delinsISFX
XH_P37 8 100712028 100712028 Nonsense_Mutation INS - GGCTTTG - VPS13B 97_6398insGGCT133_I2134delinsRLX
XH_P37 8 100712030 100712030 Missense_Mutation SNP A T A VPS13B c.A6399T p.K2133N
XH_P37 8 101163615 101163615 Frame_Shift_Ins INS - CT - POLR2K c.32_33insCT p.K11fs
XH_P37 8 101163616 101163616 Frame_Shift_Ins INS - ACATAATAACTAC - POLR2K insGACATAATAA p.K11fs
XH_P37 8 101541950 101541950 Nonsense_Mutation INS - TTCTCTGTTGTTTT - ANKRD46 TTCTAAAACAACAP38_N39delinsFX
XH_P37 8 103238253 103238253 In_Frame_Ins INS - CCAGCAAACTAT - RRM2B 58insATAGTTTG.S20delinsIVCWS
XH_P37 8 104078644 104078644 Frame_Shift_Ins INS - AAACGCAAACCT - ATP6V1C1 023insGAAACGC p.H341fs
XH_P37 8 104898201 104898201 Frame_Shift_Ins INS - TATGCCTT - RIMS2 98_799insTATGC p.H266fs
XH_P37 8 104898203 104898203 Missense_Mutation SNP A T A RIMS2 c.A800T p.H267L
XH_P37 8 108509742 108509742 In_Frame_Ins INS - GAAAATTATACTC - ANGPT1 nsACTGAGTATAA.T15delinsTLSIIFH
XH_P37 8 110302105 110302105 Frame_Shift_Ins INS - TCATGTATTTTCCA - NUDCD1 TTCTGGAAAATA p.H204fs
XH_P37 8 113332209 113332209 In_Frame_Ins INS - AATTTTTAAGAA - CSMD3 TCTCCCTTCTTAA85delinsAPSPFLKILNNL
XH_P37 8 116631844 116631844 Frame_Shift_Ins INS - CTTCAGGACTTTA - TRPS1 4insTTTAAAGTCC p.L152fs
XH_P37 8 116631846 116631846 Frame_Shift_Ins INS - CAAT - TRPS1 .451_452insATT p.S151fs
XH_P37 8 117738327 117738327 Nonsense_Mutation INS - ACTTGATGTCTGA - EIF3H 217insTCAGACAT73_D74delinsSDIKX
XH_P37 8 117869004 117869004 Frame_Shift_Ins INS - GTAGTTTTTAG - RAD21 _695insCTAAAAA p.K232fs
XH_P37 8 117869006 117869006 Frame_Shift_Ins INS - AATTATAAATA - RAD21 _693insTATTTAT p.D231fs
XH_P37 8 120594791 120594791 Frame_Shift_Ins INS - GAGCCAAAGGTA - ENPP2 TTATTTCTACCTT p.N532fs
XH_P37 8 120594793 120594793 In_Frame_Ins INS - TTTATGTTTATT - ENPP2 1593insAATAAAp.L531delinsLINIK
XH_P37 8 120810082 120810082 In_Frame_Ins INS - AGGTTGGTATCTC - TAF2 TGAAGAGATACC66delinsNLKRYQPKNA
XH_P37 8 121528268 121528268 Frame_Shift_Ins INS - ACATTTACTTTAA - MTBP AGCAGGACATTTA p.S695fs
XH_P37 8 123965286 123965286 In_Frame_Ins INS - TTGAGATGTGCT - ZHX2 1537insTTGAGAA512delinsALRCA
XH_P37 8 124250048 124250048 In_Frame_Ins INS - TTTCTCTTGTTAGG - C8orf76 TACTCCTAACAAG16delinsVTPNKRKTS
XH_P37 8 124267550 124267550 Nonsense_Mutation INS - CAAAGTCTTA - ZHX1 6_637insTAAGACE213_I214delinsX
XH_P37 8 124359569 124359569 In_Frame_Ins INS - AAACTT - ATAD2 974_1975insAAGp.Y659delinsKFY
XH_P37 8 124359570 124359570 In_Frame_Ins INS - CCATTTAAAGTTA - ATAD2 AAAAACTAACTT58delinsIKTNFKWSI
XH_P37 8 125499027 125499027 Nonsense_Mutation INS - TGATCCAATAAAG - RNF139 1138insTGATCCAS379_A380delinsSX
XH_P37 8 130867964 130867964 Nonsense_Mutation INS - ATGTATTTAAATG - FAM49B 31insATCATTTAAL111_T112delinsIIX
XH_P37 8 130867966 130867966 Missense_Mutation SNP G T G FAM49B c.C329A p.A110D
XH_P37 8 131073058 131073058 In_Frame_Ins INS - GGAACCCTATTCC - ASAP1 959insCGGAATAGK987delinsRNRVPK
XH_P37 8 131130481 131130481 Nonsense_Mutation INS - ATATAAAAATTAT - ASAP1 GCCAAAAATAATT_T603delinsEAKNNFYIX
XH_P37 8 133014015 133014015 Frame_Shift_Ins INS - ATGG - EFR3A 2059_2060insAT p.T687fs
XH_P37 8 133014017 133014017 Frame_Shift_Ins INS - TACTGCAGTG - EFR3A _2062insTACTG p.T687fs
XH_P37 8 133650348 133650348 In_Frame_Ins INS - TTAAAGGTATGGT - LRRC6 AAAGAACCATACCE6delinsKRTIPLIVE
XH_P37 8 136554966 136554966 In_Frame_Ins INS - ATTTCTTTATATTT - KHDRBS3 nsTATATTTCTTTAT93delinsIYFFIFIS
XH_P37 8 136554968 136554968 In_Frame_Ins INS - GTG - KHDRBS3 c.279_280insGTGp.T93delinsTV
XH_P37 8 139601616 139601616 In_Frame_Ins INS - TTTTTTCTTTCTTT - COL22A1 sGATAAAAGAAA1587delinsTIKERKKK
XH_P37 8 139601617 139601617 Frame_Shift_Ins INS - GCTTTTTGTTTTA - COL22A1 insAAATAAAACA p.T1587fs
XH_P37 8 139648997 139648997 Frame_Shift_Ins INS - CCTTTCCTTTCCTT - COL22A1 AGGAAAGGAAA p.Q1181fs
XH_P37 8 139648999 139648999 Missense_Mutation SNP G T G COL22A1 c.C3541A p.Q1181K
XH_P37 8 141034174 141034174 Frame_Shift_Ins INS - TAAAT - TRAPPC9 531_2532insATT p.T844fs
XH_P37 8 141461325 141461325 Missense_Mutation SNP G C G TRAPPC9 c.C148G p.Q50E
XH_P37 8 145583291 145583291 Frame_Shift_Ins INS - CA - SLC52A2 c.139_140insCA p.L47fs
XH_P37 8 145583293 145583293 Silent SNP C G C SLC52A2 c.C141G p.L47L
XH_P37 8 146067356 146067356 In_Frame_Ins INS - ACTCTCTCT - ZNF7 6_577insACTCTCp.R192delinsRTLS
XH_P37 8 146108089 146108089 In_Frame_Ins INS - TCAGTCCTTAGTA - ZNF250 nsGTTTACTAAGF160delinsCLLRTEL
XH_P37 9 712427 712427 Missense_Mutation SNP A C A KANK1 c.A1187C p.E396A
XH_P37 9 712428 712428 Frame_Shift_Ins INS - GCTCT - KANK1 188_1189insGCT p.E396fs
XH_P37 9 2646449 2646449 Nonsense_Mutation INS - ACTGATC - VLDLR 77_1478insACTGS493_K494delinsYX
XH_P37 9 4125919 4125919 Frame_Shift_Ins INS - AAGCAACTCTCT - GLIS3 sATTGAGAGAGT p.Q137fs
XH_P37 9 4826887 4826887 Frame_Shift_Ins INS - CAACAGCACA - RCL1 _239insCAACAG p.L80fs
XH_P37 9 5054805 5054805 Nonsense_Mutation INS - TTTGGTAAGAATG - JAK2 TACATTTTGGTAA7delinsARIHFGKNVLX
XH_P37 9 5457283 5457283 Missense_Mutation SNP G A G CD274 c.G257A p.R86Q
XH_P37 9 5534873 5534873 Frame_Shift_Ins INS - CACCTGTCTTATC - PDCD1LG2 185insCACCTGTC p.V62fs
XH_P37 9 5831010 5831010 Nonsense_Mutation INS - ACAAGCTATTATG - ERMP1 7insGTCATAATAG119_T120delinsMSX
XH_P37 9 6420988 6420988 In_Frame_Ins INS - CATTCTCTCTCTC - UHRF2 CAATACATTCTCT77delinsPNTFSLSLF
XH_P37 9 6986655 6986655 Frame_Shift_Ins INS - GAAGGTACACTT - KDM4C GATATAGAAGGT p.K556fs
XH_P37 9 7798595 7798595 Missense_Mutation SNP C A C TMEM261 c.G329T p.G110V
XH_P37 9 7798596 7798596 In_Frame_Ins INS - AGA - TMEM261 c.327_328insTCTp.G110delinsSG
XH_P37 9 8518275 8518275 In_Frame_Ins INS - GGTACAGTGGAA - PTPRD nsTTCCTTCCACT362delinsGSFHCTKM
XH_P37 9 8518391 8518391 In_Frame_Ins INS - AACACAAAC - PTPRD 9_970insGTTTGT.S324delinsVCVS
XH_P37 9 14841546 14841546 Nonsense_Mutation INS - AGACTTTTATAGA - FREM1 TAGATATCTATAp.G594delinsTX
XH_P37 9 14859286 14859286 Nonsense_Mutation INS - AGTTAGTGGTT - FREM1 _526insAACCACT176_T177delinsNHX
XH_P37 9 14859287 14859287 Silent SNP C A C FREM1 c.G525T p.L175L
XH_P37 9 15571725 15571725 Frame_Shift_Ins INS - G - CCDC171 c.145_146insG p.K49fs
XH_P37 9 15571727 15571727 Frame_Shift_Ins INS - ATGACATGGTTCT - CCDC171 nsAACATGACATG p.K49fs
XH_P37 9 16738415 16738415 Nonsense_Mutation INS - TTTAC - BNC2 c.71_72insGTAAAQ24_D25delinsQX
XH_P37 9 16738417 16738417 In_Frame_Ins INS - CTTTCATACTTAT - BNC2 insGATAAGTATGQ24delinsDKYERQ



XH_P37 9 19446365 19446365 Nonsense_Mutation INS - CTAATATGGATCT - ACER2 nsACCCTAATATG197_F198delinsAPX
XH_P37 9 20770236 20770236 Nonsense_Mutation INS - TACAACTGCACCT - FOCAD AACTATACAACTG302_D303delinsDX
XH_P37 9 21305074 21305074 Nonsense_Mutation INS - TGTGGACTCT - IFNA5 _182insAGAGTCp.F61_P62delinsX
XH_P37 9 21409197 21409197 Frame_Shift_Ins INS - TCTCTACA - IFNA8 22_23insTCTCTA p.L8fs
XH_P37 9 21409199 21409199 Frame_Shift_Ins INS - GGCTTAGGAAA - IFNA8 _25insGGCTTAGG p.L8fs
XH_P37 9 23701477 23701477 Nonsense_Mutation INS - GGTTTTATTACTA - ELAVL2 nsTAATAGTAATAN205_P206delinsX
XH_P37 9 24543719 24543719 Nonsense_Mutation INS - GAAGTCATTTTAA - IZUMO3 6insATTTAAAATG69_A170delinsNLKX
XH_P37 9 27044746 27044746 Nonsense_Mutation INS - GACTTATAGAGA - IFT74 TACAATGACTTAT54_N355delinsILLQX
XH_P37 9 27168491 27168491 Splice_Site INS - TGATGAAAGGGA - TEK . .
XH_P37 9 27548409 27548409 In_Frame_Ins INS - TGTAACTTAATA - C9orf72 TAGGCTTATTAA424delinsIGLLSYTFK
XH_P37 9 27950114 27950114 Frame_Shift_Ins INS - AACACCTGGTAT - LINGO2 56insTATACCAG p.K186fs
XH_P37 9 32631334 32631334 Frame_Shift_Ins INS - ATCCATGCTGGAT - TAF1L 244insGATCCAG p.M1415fs
XH_P37 9 33548082 33548082 In_Frame_Ins INS - TGCTGTAAGTGG - ANKRD18B 1108insTGCTGTAS369delinsSCCKW
XH_P37 9 33548826 33548826 Missense_Mutation SNP G T G ANKRD18B c.G1851T p.Q617H
XH_P37 9 33548827 33548827 Frame_Shift_Ins INS - TCCTTTATTCG - ANKRD18B _1853insTCCTTT p.Y618fs
XH_P37 9 34343136 34343136 Nonsense_Mutation SNP G T G NUDT2 c.G142T p.G48X
XH_P37 9 34343137 34343137 In_Frame_Ins INS - CCAGCTATTTATT - NUDT2 44insCCCAGCTA.G48delinsGPAIYL
XH_P37 9 34725246 34725246 Frame_Shift_Ins INS - ATGCCAAC - FAM205A 90_1991insGTTG p.P664fs
XH_P37 9 35044595 35044595 Missense_Mutation SNP G A G C9orf131 c.G1864A p.V622I
XH_P37 9 35044596 35044596 Nonsense_Mutation INS - AGCTTCAGAATC - C9orf131 66insCTAGCTTCAV622_S623delinsVX
XH_P37 9 35910675 35910675 Nonsense_Mutation INS - A - SPAAR c.260_261insA .W87_T88delinsX
XH_P37 9 35910676 35910676 Frame_Shift_Ins INS - CA - SPAAR c.261_262insCA p.W87fs
XH_P37 9 35957885 35957885 Frame_Shift_Ins INS - AT - OR2S2 c.210_211insAT p.D71fs
XH_P37 9 35957887 35957887 In_Frame_Ins INS - ACCACTTCACCT - OR2S2 209insAGGTGAA.L70delinsQVKWL
XH_P37 9 35958042 35958042 Silent SNP G T G OR2S2 c.C54A p.L18L
XH_P37 9 35958043 35958043 Missense_Mutation SNP A G A OR2S2 c.T53C p.L18P
XH_P37 9 37541248 37541248 Nonsense_Mutation INS - AATTCTGCTTTAT - FBXO10 CAAGAATAAAGC73_C174delinsLYQEX
XH_P37 9 43624874 43624874 In_Frame_Ins INS - GAAAAACAAGTC - SPATA31A6 813insGGGACTT 1271delinsRGLVFL
XH_P37 9 43625258 43625258 Silent SNP G A G SPATA31A6 c.C3429T p.G1143G
XH_P37 9 43625429 43625429 In_Frame_Ins INS - AAAACATCAAGCA - SPATA31A6 258insTTGCTTGA1086delinsNCLMFS
XH_P37 9 43627394 43627394 Frame_Shift_Ins INS - TCCTATCTCCT - SPATA31A6 _1293insAGGAGA p.A431fs
XH_P37 9 43627533 43627533 Nonsense_Mutation INS - GTCCTATCTCC - SPATA31A6 _1154insGGAGAT385_G386delinsRRX
XH_P37 9 43627535 43627535 In_Frame_Ins INS - CTT - SPATA31A6 1151_1152insAAp.N384delinsKS
XH_P37 9 43853575 43853575 In_Frame_Ins INS - TGACATTTAAAAA - CNTNAP3B AAAAATGACATT12delinsRKMTFKKLN
XH_P37 9 74817612 74817612 Nonsense_Mutation INS - TAATGCAATCAGA - GDA ATAGGTAATGCAAF114delinsRFIGNAIRQLX
XH_P37 9 77455016 77455016 In_Frame_Ins INS - CTTTTTTCCTTTCT - TRPM6 AAAGAGAAAGGA1delinsKKRKRKEKRKEG
XH_P37 9 78686760 78686760 In_Frame_Ins INS - AGAACAGAGCTG - PCSK5 nsCAAAGAACAG280delinsTQRTELQ
XH_P37 9 78773972 78773972 Frame_Shift_Ins INS - CC - PCSK5 .1504_1505insC p.V502fs
XH_P37 9 78773974 78773974 In_Frame_Ins INS - CTGAGCTCTGTGA - PCSK5 ACTCACCTGAGCTdelinsVQVHSPELCDVICS
XH_P37 9 79117775 79117775 Nonsense_Mutation INS - GCGCTTTTTAA - GCNT1 _479insGCGCTTT160_S161delinsGAFX
XH_P37 9 79834939 79834939 Frame_Shift_Ins INS - ACAGTTCCCAGA - VPS13A nsTTCTACAGTTC p.P275fs
XH_P37 9 84606824 84606824 Nonsense_Mutation INS - GCTGAGAAATGA - SPATA31D1 0insTGGCTGAGA480_H481delinsHGX
XH_P37 9 86495281 86495281 Frame_Shift_Ins INS - AACCTACTTATTG - KIF27 74insTTCAATAAG p.K858fs
XH_P37 9 86616559 86616559 Frame_Shift_Ins INS - TAGATCATTTGTT - RMI1 GTAACTAGATCAT p.V220fs
XH_P37 9 86617158 86617158 Frame_Shift_Ins INS - TT - RMI1 c.1257_1258insT p.K419fs
XH_P37 9 86617159 86617159 Nonsense_Mutation INS - AGGATTATGTGA - RMI1 AGTATTAGGATTA0_L421delinsIRSIRIMX
XH_P37 9 86617382 86617382 Frame_Shift_Ins INS - TATTTTATTATTT - RMI1 82insAATATTTTA p.L494fs
XH_P37 9 86617383 86617383 In_Frame_Ins INS - GAATGGCTA - RMI1 2_1483insGAATG.L494delinsLEWL
XH_P37 9 88204558 88204558 In_Frame_Ins INS - CGTATTTTATAAT - AGTPBP1 TTTCCATTATAAA921delinsHFHYKIRLK
XH_P37 9 90343256 90343256 Nonsense_Mutation INS - AAACATGTAA - CTSL _342insAAACAT14_P115delinsANMX
XH_P37 9 91083495 91083495 Nonsense_Mutation INS - CCTGAAATTTTGT - SPIN1 sTACACCTGAAAT.G188delinsGYTX
XH_P37 9 94487188 94487188 Frame_Shift_Ins INS - A - ROR2 c.1587_1588insT p.R530fs
XH_P37 9 94487189 94487189 Frame_Shift_Ins INS - TACTACAA - ROR2 86_1587insTTGTA p.A529fs
XH_P37 9 94991313 94991313 Frame_Shift_Ins INS - TGTG - IARS 3378_3379insCA p.T1127fs
XH_P37 9 94991314 94991314 Frame_Shift_Ins INS - GGTTGTTTTTG - IARS _3378insCAAAAA p.N1126fs
XH_P37 9 95030514 95030514 Nonsense_Mutation INS - TAACTTTTTTTCCT - IARS ATTCAAGGAAAAS458_R459delinsX
XH_P37 9 95155479 95155479 Frame_Shift_Ins INS - GTCCATTCATTTG - OGN nsCAACAAATGAA p.C106fs
XH_P37 9 95610537 95610537 Frame_Shift_Ins INS - T - ZNF484 c.423_424insA p.C142fs
XH_P37 9 95610538 95610538 In_Frame_Ins INS - TTGCACATGAGA - ZNF484 insTACTCTCATGT141delinsNTLMCKG
XH_P37 9 96025926 96025926 In_Frame_Ins INS - TCTCCA - WNK2 489_3490insTCTp.E1163delinsESP
XH_P37 9 97346915 97346915 In_Frame_Ins INS - GGATTGGCGATT - FBP2 nsAAGAATCGCC124delinsKNRQSSS
XH_P37 9 97897778 97897778 Nonsense_Mutation INS - GGAGATGCTTGG - FANCC ATGATTCCAAGCAp.K231delinsKX
XH_P37 9 99284852 99284852 Frame_Shift_Ins INS - GTCCTCATGAGCC - CDC14B 168insAGGCTCA p.Q390fs
XH_P37 9 99607277 99607277 Frame_Shift_Ins INS - TTTTATTGAG - ZNF782 6_37insCTCAATA p.V13fs
XH_P37 9 99607279 99607279 In_Frame_Ins INS - ATA - ZNF782 c.34_35insTAT p.D12delinsVY
XH_P37 9 100672756 100672756 Nonsense_Mutation INS - ATCAAGACGTGA - TRMO sTCTGATCACGTC84_P185delinsTLITSX
XH_P37 9 100692725 100692725 Frame_Shift_Ins INS - ACCAAGAAACATC - HEMGN GCTGGGATGTTT p.S318fs
XH_P37 9 100767423 100767423 Nonsense_Mutation INS - AAATTCTAGGCTC - ANP32B insTAAAATTCTAp.E169delinsVKFX
XH_P37 9 100823193 100823193 In_Frame_Ins INS - CATCTTTATTTATT - NANS 3insACCATCTTTAL88delinsHHLYLFM
XH_P37 9 100849752 100849752 In_Frame_Ins INS - CATCACTTACACT - TRIM14 9insAGTAGTGTA p.X443delinsX
XH_P37 9 101824324 101824324 Nonsense_Mutation SNP C A C COL15A1 c.C3474A p.Y1158X
XH_P37 9 101824325 101824325 Nonsense_Mutation INS - AATTAAAACAAAA - COL15A1 AAATGAATTAAA_R1160delinsLIINELKQKX
XH_P37 9 101894869 101894869 In_Frame_Ins INS - GTATTCTTCAGCC - TGFBR1 CTCCTGTATTCTT45delinsLTPVFFSHHY
XH_P37 9 104170383 104170383 Nonsense_Mutation INS - AAATAAAGTCAA - ZNF189 nsAACAAATAAAp.R97delinsRNKX
XH_P37 9 104171321 104171321 In_Frame_Ins INS - ATCCTCTGATGTT - ZNF189 TATGGATCCTCT10delinsSMDPLMFNK
XH_P37 9 106862462 106862462 Nonsense_Mutation INS - AACCATATAGGTT - SMC2 AATGAACCATAT_K191delinsAQMNHIGX
XH_P37 9 107289135 107289135 Frame_Shift_Ins INS - CTTTCCTAGTTCTT - OR13C4 56insAAGAACTA p.A119fs
XH_P37 9 107289258 107289258 Nonsense_Mutation INS - ATCATTTCTTATGC - OR13C4 ATCTCGCATAAGA p.I78delinsSX
XH_P37 9 107289413 107289413 In_Frame_Ins INS - AGAAAC - OR13C4 .77_78insGTTTCp.I26delinsMFL
XH_P37 9 107289415 107289415 Frame_Shift_Ins INS - TTCCTTCTCTG - OR13C4 _76insCAGAGAAG p.I26fs
XH_P37 9 107298679 107298679 In_Frame_Ins INS - ATCAATCATTTCG - OR13C3 ACATGCGAAATGA9delinsYFTCEMIDNIIP
XH_P37 9 107298788 107298788 Missense_Mutation SNP A T A OR13C3 c.T307A p.Y103N
XH_P37 9 107298789 107298789 Nonsense_Mutation INS - ATGGCTTCTGTGT - OR13C3 306insACACAGAAC102_Y103delinsX
XH_P37 9 107513349 107513349 Frame_Shift_Ins INS - GATTCATTATATT - NIPSNAP3A GACAGGATTCAT p.K58fs
XH_P37 9 107521565 107521565 Silent SNP A T A NIPSNAP3A c.A540T p.L180L
XH_P37 9 108118628 108118628 Frame_Shift_Ins INS - CACAAATGAAAG - SLC44A1 7insCACACAAAT p.K212fs
XH_P37 9 108125232 108125232 Nonsense_Mutation INS - TAATACTTTATCA - SLC44A1 TTTCAATAATACT.A344delinsAFQX
XH_P37 9 113013101 113013101 Frame_Shift_Ins INS - TTCTAAAACCC - TXN _188insGGGTTTT p.Q63fs
XH_P37 9 113013102 113013102 Missense_Mutation SNP G T G TXN c.C187A p.Q63K
XH_P37 9 113065977 113065977 In_Frame_Ins INS - CTGTAGTGTTCCA - TXNDC8 sCCAGTGGAACA91delinsDQWNTTVF
XH_P37 9 113197639 113197639 Nonsense_Mutation INS - CTACTTTTTGTAA - SVEP1 ACTAGTTACAAA.K1590delinsNYX
XH_P37 9 114841005 114841005 Splice_Site INS - GCTTTTTATCATT - SUSD1 . .
XH_P37 9 114990731 114990731 Nonsense_Mutation INS - CTGAAGTTCATTT - PTBP3 TAGACAAATGAA92_V293delinsHVDKX
XH_P37 9 116153083 116153083 Missense_Mutation SNP T G T ALAD c.A368C p.H123P
XH_P37 9 116153085 116153087 In_Frame_Del DEL ACC - ACC ALAD c.364_366del p.122_122del
XH_P37 9 119413993 119413993 In_Frame_Ins INS - ATATCATCATCA - ASTN2 42insTGATGATGQ14delinsHDDDM
XH_P37 9 123234094 123234094 In_Frame_Ins INS - GAATAAAGTGTG - CDK5RAP2 790insTACACACTD597delinsVHTLFY
XH_P37 9 123937398 123937398 Nonsense_Mutation INS - ATAAACCTTTACT - CNTRL GTGTGCATAAACC1732_G1733delinsX



XH_P37 9 125330751 125330751 Frame_Shift_Ins INS - TTCTGTCTCTCAC - OR1L8 TCAGTGAGAGACA p.E2fs
XH_P37 9 125391308 125391308 Nonsense_Mutation INS - AACTCTCAGTAT - OR1B1 507insATACTGA p.C169delinsX
XH_P37 9 125552028 125552028 Frame_Shift_Ins INS - GCAGTGACACCAG - OR5C1 CTCGTGCAGTGAC p.D273fs
XH_P37 9 127119163 127119163 In_Frame_Ins INS - AGTTTT - PSMB7 601_602insAAAAp.A201delinsENS
XH_P37 9 127119164 127119164 Frame_Shift_Ins INS - CTGGTTCT - PSMB7 0_601insAGAAC p.A201fs
XH_P37 9 127765465 127765465 Frame_Shift_Ins INS - AAATGAAAAACT - SCAI AAAGGCAGTTTTT p.E331fs
XH_P37 9 127781460 127781460 In_Frame_Ins INS - AAGGAATAGCTT - SCAI TAGAGTAAGCTA2delinsINRVSYSFFLTY
XH_P37 9 128420000 128420000 Frame_Shift_Ins INS - AA - MAPKAP1 c.427_428insTT p.S143fs
XH_P37 9 128420002 128420002 In_Frame_Ins INS - GCTTTGTAG - MAPKAP1 5_426insCTACAAp.L142delinsFYKA
XH_P37 9 129596138 129596138 Nonsense_Mutation INS - GAGTGAA - ZBTB43 50_1351insGAGT450_T451delinsCEX
XH_P37 9 131285955 131285955 Missense_Mutation SNP A G A GLE1 c.A727G p.I243V
XH_P37 9 131684606 131684606 In_Frame_Ins INS - CTGCTTCCTCTGT - PHYHD1 TATCTGCTTCCTC2delinsDFICFLCVSS
XH_P37 9 131745263 131745263 Nonsense_Mutation INS - TGGTTCTAAATTT - NUP188 TCTTGATGGTTCT4_C585delinsDKSQSX
XH_P37 9 134049597 134049597 Frame_Shift_Ins INS - AGCTAAGTAATTT - NUP214 0insAAAAGCTAAG p.P1007fs
XH_P37 9 134136574 134136574 Frame_Shift_Ins INS - GACTCAC - FAM78A 86_487insGTGAG p.Y163fs
XH_P37 9 134136576 134136576 Frame_Shift_Ins INS - ATAATAAT - FAM78A 84_485insATTAT p.F162fs
XH_P37 9 136029570 136029570 Nonsense_Mutation INS - GGGACTTCTATT - GBGT1 419insAATAGAA p.S140delinsX
XH_P37 9 136256529 136256529 Silent SNP G A G STKLD1 c.G540A p.V180V
XH_P37 9 136256530 136256530 Frame_Shift_Ins INS - AATATACTCAATT - STKLD1 nsAGAAATATACT p.L181fs
XH_P37 9 140611253 140611253 Frame_Shift_Ins INS - ACTTC - EHMT1 261_262insACTT p.T87fs
XH_P37 10 4872904 4872904 Frame_Shift_Ins INS - TATGAAGGAATTT - AKR1E2 CAGTTATGAAGG p.A26fs
XH_P37 10 5781842 5781842 Frame_Shift_Ins INS - GTCATAGAATTA - FAM208B 467insTGTCATA p.L489fs
XH_P37 10 5784441 5784441 Frame_Shift_Ins INS - TTTGTTCTGATTG - FAM208B 2467insTTTGTTC p.D822fs
XH_P37 10 5827976 5827976 Nonsense_Mutation INS - GTTCTAGTTGAA - GDI2 ACTAATTTCAACT7_F98delinsNTNFNX
XH_P37 10 6506310 6506310 Frame_Shift_Ins INS - TTTC - PRKCQ 1034_1035insGA p.I345fs
XH_P37 10 6506312 6506312 Nonsense_Mutation INS - GATTTAAAACTA - PRKCQ AGTAGTTAGTTTTI345_Q346delinsX
XH_P37 10 7842022 7842022 Frame_Shift_Ins INS - AGAG - ATP5C1 .464_465insAGA p.P155fs
XH_P37 10 7842023 7842023 Nonsense_Mutation INS - ATAGCTAGTTTAA - ATP5C1 sTCACATAGCTAGP155delinsPSHSX
XH_P37 10 12200065 12200065 In_Frame_Ins INS - AAGTCGGCCCGT - SEC61A2 CCATTAAGTCGG linsFRVDLPIKSARYRGQYS
XH_P37 10 13481346 13481346 Nonsense_Mutation INS - TCTTGCTTATTTAT - BEND7 CACACATAAATA11_R412delinsTHTX
XH_P37 10 16553246 16553246 Nonsense_Mutation INS - TTAGATGTCATTT - PTER insCATTAGATGTp.T198delinsTHX
XH_P37 10 16911769 16911769 Nonsense_Mutation INS - AACTTACGTATGA - CUBN AATATGTCATACG3107_L3108delinsHX
XH_P37 10 16958009 16958009 Frame_Shift_Ins INS - T - CUBN c.7020dupA p.P2341fs
XH_P37 10 16958011 16958011 Frame_Shift_Ins INS - TAAAATATATCTG - CUBN 19insAGCAGATA p.V2340fs
XH_P37 10 17113559 17113559 Frame_Shift_Ins INS - ATTTGGTTGTATA - CUBN TTATAATATACAA p.F831fs
XH_P37 10 21157666 21157666 In_Frame_Ins INS - CACAGGAGAATA - NEBL ATGCAATATTCTCelinsKILSKMQYSPVLLETKYL
XH_P37 10 22607770 22607770 In_Frame_Ins INS - AAAGATGCAATG - COMMD3 sACTGAAAGATGC149delinsYTERCNDN
XH_P37 10 23287217 23287217 In_Frame_Ins INS - TTTAGAAATAAAT - ARMC3 28insTTTTAGAAAD176delinsDFRNKF
XH_P37 10 23287218 23287218 Missense_Mutation SNP C A C ARMC3 c.C528A p.D176E
XH_P37 10 24762227 24762227 In_Frame_Ins INS - TCTGTGAATATGT - KIAA1217 GGAATCTGTGAAT24delinsPGICEYVSL
XH_P37 10 24873482 24873482 In_Frame_Ins INS - TCCACTCTA - ARHGAP21 5_5736insTAGAGS1912delinsSRVD
XH_P37 10 26462870 26462870 Missense_Mutation SNP A T A MYO3A c.A3677T p.N1226I
XH_P37 10 26462871 26462871 In_Frame_Ins INS - GGTGGTTTC - MYO3A 8_3679insGGTGGN1226delinsNGGF
XH_P37 10 26463062 26463062 Frame_Shift_Ins INS - ATTGCTGTTCTCT - MYO3A 3870insATTGCTG p.S1290fs
XH_P37 10 26463473 26463473 Nonsense_Mutation INS - ATGCTTAAAAGAA - MYO3A CCTCTGATGCTTA427_F1428delinsILX
XH_P37 10 27409462 27409462 Frame_Shift_Ins INS - GTCTTTTTTTTTTC - YME1L1 TAATGGAAAAAAA p.P405fs
XH_P37 10 27459423 27459423 Frame_Shift_Ins INS - TACACAAGTTTTT - MASTL ATACTCTACACAA p.S512fs
XH_P37 10 28260052 28260052 Nonsense_Mutation INS - TATTTTGTTTGTT - ARMC4 AAACAAACAAACAT68_V69delinsNKX
XH_P37 10 28276461 28276461 Nonsense_Mutation INS - CTTTTAGAAACAA - ARMC4 36insATTGTTTCTp.V79delinsDCFX
XH_P37 10 30611527 30611527 Nonsense_Mutation INS - TTTCTTTGTATCA - MTPAP insAACTGATACAE338_L339delinsNX
XH_P37 10 30915118 30915118 Missense_Mutation SNP A G A LYZL2 c.T352C p.Y118H
XH_P37 10 31791412 31791412 Frame_Shift_Ins INS - GGTTTTCTAAATA - ZEB1 ACAAAGGTTTTCT p.P132fs
XH_P37 10 31809689 31809689 Missense_Mutation SNP A T A ZEB1 c.A1204T p.N402Y
XH_P37 10 31809691 31809691 Frame_Shift_Ins INS - CGCCACTT - ZEB1 06_1207insCGCC p.N402fs
XH_P37 10 31810646 31810646 Nonsense_Mutation INS - AAAACTGGGGAG - ZEB1 nsTGGTAAAACTGP721delinsLVKLGSX
XH_P37 10 32098203 32098203 In_Frame_Ins INS - AGA - ARHGAP12 1926_1927insTCp.G643delinsSG
XH_P37 10 32098205 32098205 Nonsense_Mutation INS - ACATTTAATCATT - ARHGAP12 ATTAAAATGATT642_G643delinsNHX
XH_P37 10 33196070 33196070 Nonsense_Mutation INS - TTGTATGTTAACT - ITGB1 33insGAAGTTAA778_E779delinsRSX
XH_P37 10 33196072 33196072 Splice_Site INS - GT - ITGB1 . .
XH_P37 10 37508366 37508366 Silent SNP G C G ANKRD30A c.G3558C p.T1186T
XH_P37 10 38343519 38343519 In_Frame_Ins INS - TTTCTTGGCTCC - ZNF33A _486insTTTCTTG V162delinsVFLAP
XH_P37 10 38343521 38343521 Missense_Mutation SNP A C A ZNF33A c.A487C p.I163L
XH_P37 10 38344327 38344327 Nonsense_Mutation INS - CATTCATTACATT - ZNF33A TTTTCACATTCAT431delinsKAFSHSLHX
XH_P37 10 38407598 38407598 Nonsense_Mutation INS - GTTCTT - ZNF37A 519_1520insGTTp.K507delinsSSX
XH_P37 10 38407599 38407599 Frame_Shift_Ins INS - ATGTTTAGTAAG - ZNF37A 521insGATGTTTA p.K507fs
XH_P37 10 43088989 43088989 Frame_Shift_Ins INS - ATAGAACACA - ZNF33B 9_1430insTGTGT p.E477fs
XH_P37 10 43089048 43089048 In_Frame_Ins INS - GAAACCTTATGAA - ZNF33B nsAACATTCATAA457delinsLTFIRFQP
XH_P37 10 43292142 43292142 Frame_Shift_Ins INS - TT - BMS1 c.1450_1451insT p.K484fs
XH_P37 10 43292143 43292143 In_Frame_Ins INS - GCCTGTATT - BMS1 1_1452insGCCTGp.K484delinsKPVL
XH_P37 10 43312100 43312100 Frame_Shift_Ins INS - TGCTTTGT - BMS1 83_2384insTGCT p.K795fs
XH_P37 10 43312101 43312101 Nonsense_Mutation INS - CAGTTAGTATTTC - BMS1 5insAAACAGTTAG795_S796delinsKNSX
XH_P37 10 43651090 43651090 Nonsense_Mutation INS - GTAATTCTTGTTT - CSGALNACT2 TTCTTGTAATTCTp.R165delinsHFLX
XH_P37 10 44111850 44111850 Nonsense_Mutation INS - TTAAAAATTCAA - ZNF485 AAATTTTAAAAAT p.W29delinsX
XH_P37 10 44112553 44112553 In_Frame_Ins INS - TTTCTGATGTTCC - ZNF485 sGGATTTTCTGAT263delinsYGFSDVPT
XH_P37 10 45799843 45799843 In_Frame_Ins INS - ACTTTTTCTTACTC - OR13A1 sTTGAGTAAGAA.I10delinsLSKKKYI
XH_P37 10 45953843 45953843 Nonsense_Mutation INS - TATTTATAGTGG - MARCH8 GAGAAGCCACTAT0_C241delinsKRSHYKX
XH_P37 10 46122437 46122437 Nonsense_Mutation INS - AACATTTTTTAG - ZFAND4 _834insCTAAAAAp.S278delinsSX
XH_P37 10 46122439 46122439 Frame_Shift_Ins INS - AACTTGCCATCTA - ZFAND4 32insCTAGATGG p.S278fs
XH_P37 10 49687682 49687682 Nonsense_Mutation INS - TTGAAAACTGTGT - ARHGAP22 sTAATACACAGTT p.G60delinsX
XH_P37 10 49687684 49687684 Missense_Mutation SNP C A C ARHGAP22 c.G176T p.G59V
XH_P37 10 49951067 49951067 Frame_Shift_Ins INS - GTTCCTCTTACGG - WDFY4 nsTATTGTTCCTCT p.S645fs
XH_P37 10 50004483 50004483 Frame_Shift_Ins INS - AAGCCTCATTCTC - WDFY4 4399insAAGCCTC p.L1466fs
XH_P37 10 50682101 50682101 Frame_Shift_Ins INS - TTTTAACA - ERCC6 69_2570insTGTTA p.R857fs
XH_P37 10 50682102 50682102 Frame_Shift_Ins INS - TTCTGTTTAT - ERCC6 _2569insATAAA p.R857fs
XH_P37 10 50723453 50723453 Frame_Shift_Ins INS - C - ERCC6 c.1707dupG p.N570fs
XH_P37 10 50723455 50723455 In_Frame_Ins INS - TTTTTCTAGGTAA - ERCC6 nsTATGTTACCTAK569delinsICYLEKFK
XH_P37 10 51050097 51050097 Nonsense_Mutation INS - ATGCTGAAATTAA - PARG AAAGCATTAATTT400_Q401delinsRKHX
XH_P37 10 54040655 54040655 In_Frame_Ins INS - TGG - PRKG1 1465_1466insTGp.N489delinsMD
XH_P37 10 54040656 54040656 Nonsense_Mutation INS - ATTAATTTCTGTA - PRKG1 TAAAAAATTAATTp.N489delinsKX
XH_P37 10 54076563 54076563 Frame_Shift_Ins INS - AACAGAACCTT - DKK1 _798insAACAGAA p.H266fs
XH_P37 10 55582096 55582096 Nonsense_Mutation INS - AAAACAGACCCTC - PCDH15 0insTCTGAGGGT1757_L1758delinsLX
XH_P37 10 60998428 60998428 Nonsense_Mutation INS - GAA - PHYHIPL c.481_482insGAAp.Y161delinsX
XH_P37 10 60998430 60998430 Nonsense_Mutation INS - AGAGATACTGAA - PHYHIPL 84insTAGAGATAY161_R162delinsYX
XH_P37 10 61552752 61552752 Missense_Mutation SNP G T G CCDC6 c.C1348A p.Q450K
XH_P37 10 61552753 61552753 Frame_Shift_Ins INS - ATCCATTGTGTTG - CCDC6 7insTTACAACACA p.M449fs
XH_P37 10 61802489 61802489 Nonsense_Mutation INS - ACAAATTAGGCA - ANK3 nsTTGCTGCCTAA989_K990delinsIAAX
XH_P37 10 61828823 61828823 In_Frame_Ins INS - AAGAAGAAAAAA - ANK3 11816insCTTTTTTE3939delinsAFFLLQ
XH_P37 10 61828824 61828824 Nonsense_Mutation SNP C A C ANK3 c.G11815T p.E3939X



XH_P37 10 61835161 61835161 Frame_Shift_Ins INS - ATCTTCTTTATCT - ANK3 8insGAAGATAAA p.S1826fs
XH_P37 10 61835162 61835162 Missense_Mutation SNP G C G ANK3 c.C5477G p.S1826C
XH_P37 10 64382956 64382956 Nonsense_Mutation INS - GAAAACCATTTGA - ZNF365 076insAGAAAACC.A359delinsEKTIX
XH_P37 10 64573917 64573917 In_Frame_Ins INS - ACC - EGR2 c.480_481insGGTp.L161delinsGL
XH_P37 10 69933964 69933964 In_Frame_Ins INS - GCT - MYPN 2115_2116insGCp.T705delinsTA
XH_P37 10 69933966 69933966 Nonsense_Mutation INS - TACTGGAACAACA - MYPN AAGTCTTACTGGAS706_S707delinsSX
XH_P37 10 69935216 69935216 Nonsense_Mutation INS - GTCATTAGGCAC - MYPN 702insGGTCATTAQ901delinsRSLGTX
XH_P37 10 70051995 70051995 Frame_Shift_Ins INS - TAATTTTGTTTTT - PBLD GAAAAAAAAACA p.K95fs
XH_P37 10 70520931 70520931 Nonsense_Mutation INS - ATTAACAATTATA - CCAR1 CTACAATTAACA1_S682delinsKQTSYNX
XH_P37 10 70644642 70644642 Frame_Shift_Ins INS - TTTTCTTTATCTCT - STOX1 TTGCCTTTTTCTT p.R364fs
XH_P37 10 70892710 70892710 Frame_Shift_Ins INS - TATATCAAATGCT - VPS26A AACATATATCAAA p.D20fs
XH_P37 10 73973027 73973027 Frame_Shift_Ins INS - TGTTTGTTTTAAT - ASCC1 sCACATTAAAACA p.R10fs
XH_P37 10 73973028 73973028 Missense_Mutation SNP C T C ASCC1 c.G29A p.R10K
XH_P37 10 75184941 75184941 In_Frame_Ins INS - GTTCTTTTCCGCA - MSS51 78insATGCGGAAS360delinsMRKRTS
XH_P37 10 75258652 75258652 Frame_Shift_Ins INS - A - USP54 c.4603_4604insT p.P1535fs
XH_P37 10 75258654 75258654 Frame_Shift_Ins INS - GGTTTCTGTT - USP54 _4602insAACAG p.H1534fs
XH_P37 10 75413366 75413366 Frame_Shift_Ins INS - TG - SYNPO2L c.302_303insCA p.L101fs
XH_P37 10 75413368 75413368 In_Frame_Ins INS - GTCTAC - SYNPO2L 300_301insGTAGp.L101delinsVDL
XH_P37 10 75526555 75526555 Frame_Shift_Ins INS - TCTGGCTCTTACC - SEC24C 1838insTCTGGCT p.R613fs
XH_P37 10 75566525 75566525 Nonsense_Mutation INS - TTTTCTTTATTTGG - NDST2 38insTCCAAATAA380_K381delinsSKX
XH_P37 10 76602689 76602689 In_Frame_Ins INS - GAC - KAT6B c.74_75insGAC p.Q25delinsQT
XH_P37 10 76602691 76602691 Nonsense_Mutation INS - CAGGCAATGTTGA - KAT6B 7insACAGGCAATG.R26delinsNRQCX
XH_P37 10 82045268 82045268 Frame_Shift_Ins INS - ATGAA - MAT1A 168_169insTTCA p.E57fs
XH_P37 10 82045270 82045270 Nonsense_Mutation INS - AAATAGATATTTT - MAT1A 167insAAAAATATp.C56_E57delinsX
XH_P37 10 86131504 86131504 Frame_Shift_Ins INS - AA - CCSER2 c.696_697insAA p.F232fs
XH_P37 10 86131505 86131505 Nonsense_Mutation INS - GTGATTTTGGAGT - CCSER2 98insTGTGATTTTp.L233delinsLX
XH_P37 10 88232514 88232514 In_Frame_Ins INS - GTAAGCAGCCATA - WAPL sACTGTATATGGC577delinsHCIWLLTSL
XH_P37 10 91066953 91066953 In_Frame_Ins INS - CGG - IFIT2 1240_1241insCGp.K414delinsTE
XH_P37 10 91066955 91066955 Frame_Shift_Ins INS - GAGATTAT - IFIT2 42_1243insGAGA p.K414fs
XH_P37 10 91067106 91067106 Nonsense_Mutation INS - TTCTGGTTTATTT - IFIT2 4insGATTTCTGGS465_A466delinsX
XH_P37 10 91098703 91098703 Nonsense_Mutation SNP G A G IFIT3 c.G291A p.W97X
XH_P37 10 91098704 91098704 Frame_Shift_Ins INS - ACACTGTCTTCCT - IFIT3 293insACACTGTC p.G98fs
XH_P37 10 93786971 93786971 Frame_Shift_Ins INS - ATCCAGGTTTTCC - BTAF1 nsGTGATCCAGG p.I1774fs
XH_P37 10 95093619 95093619 Frame_Shift_Ins INS - GTCTGTTATCTCA - MYOF 76insAGTGAGAT p.P1526fs
XH_P37 10 96110035 96110035 In_Frame_Ins INS - GAAAATTATACAC - NOC3L sCATGGTGTATAA321delinsHMVYNFLR
XH_P37 10 96480233 96480233 In_Frame_Ins INS - TGCAGTATT - CYP2C18 3_724insTGCAGTp.E241delinsECSI
XH_P37 10 96480235 96480235 Missense_Mutation SNP C A C CYP2C18 c.C725A p.T242K
XH_P37 10 97715241 97715241 Nonsense_Mutation INS - CTTCCACAATATA - CC2D2B insTTATCTTCCACQ368delinsLIFHNIFX
XH_P37 10 98741408 98741408 Frame_Shift_Ins INS - ATGTTCACATTTG - LCOR 92insATATGTTCA p.H397fs
XH_P37 10 98917627 98917627 Frame_Shift_Ins INS - GGTATTT - SLIT1 60_361insAAATA p.L121fs
XH_P37 10 98917628 98917628 Frame_Shift_Ins INS - TCCA - SLIT1 .359_360insTGG p.Q120fs
XH_P37 10 99023362 99023362 Frame_Shift_Ins INS - A - ARHGAP19 c.427_428insT p.R143fs
XH_P37 10 99023364 99023364 Nonsense_Mutation INS - TAGTTAAGTTTA - ARHGAP19 TAAAATTAAACTT142_R143delinsFNX
XH_P37 10 99344648 99344648 Frame_Shift_Ins INS - CTATGTCCCAGA - HOGA1 TTGGTCTATGTCC p.K63fs
XH_P37 10 102050229 102050229 Frame_Shift_Ins INS - GGTCTTCC - PKD2L1 3_1914insGGAA p.S638fs
XH_P37 10 102052707 102052707 Frame_Shift_Ins INS - CACAAAA - PKD2L1 36_1737insTTTT p.R579fs
XH_P37 10 102052709 102052709 Frame_Shift_Ins INS - CTGATTTTTGTTC - PKD2L1 1735insGAACAAA p.R579fs
XH_P37 10 102250639 102250639 Frame_Shift_Ins INS - AG - SEC31B .2473_2474insC p.V825fs
XH_P37 10 102250640 102250640 Frame_Shift_Ins INS - TGTATGTCTGT - SEC31B _2473insACAGAC p.V825fs
XH_P37 10 102746727 102746727 Frame_Shift_Ins INS - A - MRPL43 c.243_244insT p.G82fs
XH_P37 10 102746728 102746728 In_Frame_Ins INS - GCT - MRPL43 c.242_243insAGCp.N81delinsKA
XH_P37 10 102987517 102987517 Frame_Shift_Ins INS - AAGAAACTGG - LBX1 5_356insCCAGTT p.R119fs
XH_P37 10 103826842 103826842 Frame_Shift_Ins INS - TCAACATGGT - HPS6 1_1612insTCAAC p.S537fs
XH_P37 10 103899857 103899857 Frame_Shift_Ins INS - TCCTTGCTCTT - PPRC1 _1593insTCCTTG p.A531fs
XH_P37 10 104129628 104129628 Nonsense_Mutation INS - AATAATTTCTTTC - GBF1 3227insAATAATT076_V1077delinsKX
XH_P37 10 104129630 104129630 Frame_Shift_Ins INS - T - GBF1 c.3228_3229insT p.T1076fs
XH_P37 10 104414489 104414489 Nonsense_Mutation INS - TCCCATGCATATT - TRIM8 TAGCTTCCCATGCD217_K218delinsEX
XH_P37 10 105108703 105108703 Nonsense_Mutation INS - ATATATAAGTTAC - PCGF6 TACAATTGTAACT38_G139delinsKKKYIX
XH_P37 10 105193784 105193785 Frame_Shift_Del DEL TG - TG PDCD11 c.3554_3555del p.L1185fs
XH_P37 10 105193785 105193785 In_Frame_Ins INS - ACC - PDCD11 3555_3556insACp.L1185delinsLT
XH_P37 10 105330806 105330806 In_Frame_Ins INS - AGTCCC - NEURL1 263_264insAGTCp.S88delinsRVP
XH_P37 10 105762741 105762741 Frame_Shift_Ins INS - ATCACTTGTATTG - SLK insCACATCACTTG p.I602fs
XH_P37 10 105957798 105957798 Splice_Site INS - GTTATTGGGTAA - CFAP43 . .
XH_P37 10 105963554 105963554 Nonsense_Mutation INS - AAGGCCTAAATTA - CFAP43 CTTTGTAATTTAG324_V325delinsSLX
XH_P37 10 108389126 108389126 Frame_Shift_Ins INS - TT - SORCS1 .2495_2496insA p.L832fs
XH_P37 10 108389127 108389127 Nonsense_Mutation INS - GGTTTATGACCTA - SORCS1 TAAGATAGGTCA32_I833delinsQYLRX
XH_P37 10 111630634 111630634 Frame_Shift_Ins INS - ATTC - XPNPEP1 1208_1209insGA p.S403fs
XH_P37 10 111630635 111630635 Nonsense_Mutation INS - ATTTTTTAATTAG - XPNPEP1 TTTAAACTAATTA403_A404delinsLLX
XH_P37 10 112262592 112262592 Frame_Shift_Ins INS - CAAACAGATT - DUSP5 _494insCAAACA p.V165fs
XH_P37 10 112262594 112262594 Silent SNP G A G DUSP5 c.G495A p.V165V
XH_P37 10 114889731 114889731 Frame_Shift_Ins INS - T - TCF7L2 c.108_109insT p.L36fs
XH_P37 10 114889733 114889733 Frame_Shift_Ins INS - AAAAACTTTC - TCF7L2 0_111insAAAAAC p.N37fs
XH_P37 10 115609647 115609647 Frame_Shift_Ins INS - A - DCLRE1A c.1216_1217insT p.D406fs
XH_P37 10 115609648 115609648 Nonsense_Mutation INS - AAGTGAGAACTTG - DCLRE1A AGCATTCAAGTTC_F407delinsIILSIQVLTX
XH_P37 10 115884951 115884951 In_Frame_Ins INS - TTGATGAAATTTG - CCDC186 CAAAAACAAATT83delinsHTKTNFIKAFS
XH_P37 10 115904359 115904359 Missense_Mutation SNP C T C CCDC186 c.G1118A p.R373K
XH_P37 10 115904360 115904360 Frame_Shift_Ins INS - GAGCAAATGCAA - CCDC186 7insGTTATTGCAT p.R373fs
XH_P37 10 115986920 115986920 Missense_Mutation SNP A G A TDRD1 c.A3265G p.K1089E
XH_P37 10 116032653 116032653 Nonsense_Mutation INS - AAGAAAAGTGAA - VWA2 AAGAAAGAAAAG6_G177delinsKRKKSEX
XH_P37 10 116931009 116931009 Nonsense_Mutation INS - GTTTTCCTGTAAA - ATRNL1 AAAGATGTTTTCC36delinsASIHKDVFLX
XH_P37 10 118351356 118351356 Frame_Shift_Ins INS - ATTGAAT - PNLIPRP1 23_124insATTGA p.P41fs
XH_P37 10 119799892 119799892 Missense_Mutation SNP A G A RAB11FIP2 c.T538C p.F180L
XH_P37 10 119799894 119799894 Nonsense_Mutation INS - GTAAGTGTCACA - RAB11FIP2 _536insTGTGACAp.T179delinsMX
XH_P37 10 120801654 120801654 Nonsense_Mutation INS - ATATCAGGGCTGT - EIF3A AACAATACAGCCD1126delinsEITIQPX
XH_P37 10 120817553 120817553 Frame_Shift_Ins INS - GACGGAG - EIF3A 91_1892insCTCC p.I631fs
XH_P37 10 120817554 120817554 In_Frame_Ins INS - ATTATC - EIF3A 890_1891insGATp.I631delinsDNI
XH_P37 10 121335250 121335250 Frame_Shift_Ins INS - TT - TIAL1 .1105_1106insA p.G369fs
XH_P37 10 121335251 121335251 In_Frame_Ins INS - TCTGCCTTTTTAA - TIAL1 nsAAACTTAAAAA369delinsKLKKAELG
XH_P37 10 121337203 121337203 In_Frame_Ins INS - TTATGGAAATAA - TIAL1 3insCTCTTATTTC S218delinsTLISIIC
XH_P37 10 122273487 122273487 Nonsense_Mutation INS - AGGATGATGTAT - PLPP4 AAAAAAGGATGA.K77delinsKKKGX
XH_P37 10 123845303 123845318 Frame_Shift_Del DEL GCAGAAAATG - AGCAGAAAATGG TACC2 c.3288_3303del p.P1096fs
XH_P37 10 124593223 124593223 Missense_Mutation SNP C A C CUZD1 c.G1616T p.R539L
XH_P37 10 124593357 124593357 Nonsense_Mutation INS - GTTTAGAGATTTA - CUZD1 482insTATAAATC94_Y495delinsVINLX
XH_P37 10 124593359 124593359 Missense_Mutation SNP C T C CUZD1 c.G1480A p.V494M
XH_P37 10 124692096 124692096 Nonsense_Mutation INS - TGTACTGCAGATA - C10orf88 nsATAAATATCTGD395_Y396delinsEX
XH_P37 10 124692098 124692098 Missense_Mutation SNP C A C C10orf88 c.G1183T p.D395Y
XH_P37 10 124753627 124753627 Frame_Shift_Ins INS - AATGTAAAAACA - IKZF5 sATACTTGTTTTTA p.P310fs
XH_P37 10 126520011 126520011 In_Frame_Ins INS - AGATGGTTTATTG - ABRAXAS2 sGTCCAGATGGTT253delinsSPDGLLSY



XH_P37 10 126681876 126681876 Nonsense_Mutation INS - TATGAGTTGGGC - CTBP2 AAACAGGGCCCA p.D852delinsX
XH_P37 10 129903188 129903188 Frame_Shift_Ins INS - AA - MKI67 c.5835_5836insT p.P1946fs
XH_P37 10 129903190 129903190 Frame_Shift_Ins INS - ACGTAGAGGAA - MKI67 34insTTCTTCCTC p.T1945fs
XH_P37 10 129914165 129914165 Frame_Shift_Ins INS - GTGAAGAAAGAG - MKI67 507insACTCTTTC p.D169fs
XH_P37 10 131639244 131639244 In_Frame_Ins INS - TGATGTGAGCTA - EBF3 _1398insTAGCTC S466delinsSSSHH
XH_P37 10 134219589 134219589 Missense_Mutation SNP T A T PWWP2B c.T1585A p.S529T
XH_P37 10 134219590 134219590 Frame_Shift_Ins INS - CCGT - PWWP2B 1586_1587insCC p.S529fs
XH_P37 10 134628206 134628206 Frame_Shift_Ins INS - GTTTTCTCTCTGG - CFAP46 233insGCCAGAG p.D2411fs
XH_P37 11 320675 320675 Frame_Shift_Ins INS - ATCTGTGTGTGT - IFITM3 9insACACACACA p.H47fs
XH_P37 11 804358 804358 Frame_Shift_Ins INS - TGCTGCATGTTCT - PIDD1 31insAGAACATGC p.E11fs
XH_P37 11 1009341 1009341 Frame_Shift_Ins INS - ACAGTCAGCTAC - AP2A2 55insAGACAGTCA p.V852fs
XH_P37 11 1025072 1025072 Silent SNP G A G MUC6 c.C2997T p.C999C
XH_P37 11 1026069 1026069 Missense_Mutation SNP C A C MUC6 c.G2619T p.E873D
XH_P37 11 1026071 1026071 Frame_Shift_Ins INS - AAGAT - MUC6 616_2617insATC p.E873fs
XH_P37 11 3800267 3800267 Frame_Shift_Ins INS - AT - NUP98 c.190_191insAT p.G64fs
XH_P37 11 3800268 3800268 Nonsense_Mutation INS - CCTTCTTTTCCTA - NUP98 insAGTAGGAAAA64_T65delinsSRKRRX
XH_P37 11 4661911 4661911 Frame_Shift_Ins INS - CTTCTATGTACCC - OR51D1 CTGGTCTTCTATG p.P297fs
XH_P37 11 4703881 4703881 In_Frame_Ins INS - ATTCATGCC - OR51E2 0_61insGGCATGA.K21delinsGMNK
XH_P37 11 4936668 4936668 In_Frame_Ins INS - CTCTCACATTCTTA - OR51G2 nsAATAAGAATGL76delinsNKNVREL
XH_P37 11 4945019 4945019 Frame_Shift_Ins INS - TGATT - OR51G1 550_551insAATC p.L184fs
XH_P37 11 4945021 4945021 Frame_Shift_Ins INS - CTTGTCTC - OR51G1 8_549insGAGAC p.H183fs
XH_P37 11 5173163 5173163 In_Frame_Ins INS - AGATATTTATCAC - OR52A1 AAACTGTGATAA46delinsKNCDKYLDV
XH_P37 11 5345266 5345266 Frame_Shift_Ins INS - CTGTTGTGGAATC - OR51B2 2insCTGATTCCAC p.R88fs
XH_P37 11 5536721 5536721 In_Frame_Ins INS - AGACAGACA - UBQLNL 0_951insTGTCTG.Q317delinsHVCL
XH_P37 11 5536722 5536722 In_Frame_Ins INS - TAAAGG - UBQLNL 949_950insCCTTp.Q317delinsPFK
XH_P37 11 5626794 5626794 In_Frame_Ins INS - ATTAAACTCTGT - TRIM6 _223insATTAAACp.L74delinsLIKLC
XH_P37 11 5626796 5626796 Missense_Mutation SNP A T A TRIM6 c.A224T p.Q75L
XH_P37 11 5686217 5686217 Frame_Shift_Ins INS - CCCCTTCTGTACA - TRIM5 304insTGTACAG p.P435fs
XH_P37 11 5717667 5717667 Nonsense_Mutation INS - CTATGTCTACCTT - TRIM22 nsTTCTCTATGTCTR69delinsLLYVYLYX
XH_P37 11 5799298 5799298 Nonsense_Mutation INS - CTAATCTTTATCT - OR52N5 567insAGATAAAG89_H190delinsEDKDX
XH_P37 11 5842185 5842185 In_Frame_Ins INS - CACCAA - OR52N2 620_621insCACCp.L207delinsLTK
XH_P37 11 5842186 5842186 In_Frame_Ins INS - CCTATTGCCGGGG - OR52N2 CCTGCCCTATTGC07delinsLRLPYCRGNF
XH_P37 11 5989547 5989547 Frame_Shift_Ins INS - CCATCTTT - OR56A5 7_178insAAAGA p.Q60fs
XH_P37 11 6024345 6024345 In_Frame_Ins INS - AATTCC - OR56A4 .33_34insGGAATp.Q12delinsGIQ
XH_P37 11 6292294 6292294 Frame_Shift_Ins INS - CCCTAAGT - CCKBR 13_614insCCCTA p.D205fs
XH_P37 11 6292296 6292296 Missense_Mutation SNP C G C CCKBR c.C615G p.D205E
XH_P37 11 6472654 6472654 Frame_Shift_Ins INS - AAGATTCTGCT - TRIM3 _1191insAGCAGA p.E397fs
XH_P37 11 7022641 7022641 Nonsense_Mutation INS - AAAACCACTCAA - ZNF214 insGTCTTGAGTGp.D91delinsESX
XH_P37 11 7064869 7064869 Missense_Mutation SNP G A G NLRP14 c.G1612A p.E538K
XH_P37 11 7064870 7064870 In_Frame_Ins INS - GCTGTCCATAAAA - NLRP14 nsTATTGCTGTCC538delinsDIAVHKTR
XH_P37 11 8132665 8132665 Nonsense_Mutation INS - CCAACCCAAATGA - RIC3 TCAGATCATTTGGp.Y48_P49delinsX
XH_P37 11 8483388 8483388 In_Frame_Ins INS - ATTGATGTCTTCA - STK33 ATTACTGAAGAC174delinsHITEDINLI
XH_P37 11 8662452 8662452 Nonsense_Mutation INS - AAGCTCAGTCAC - TRIM66 1035insGTGACTp.H345delinsQX
XH_P37 11 8752589 8752589 Frame_Shift_Ins INS - TCGCCGA - ST5 47_248insTCGGC p.P83fs
XH_P37 11 9495530 9495530 Frame_Shift_Ins INS - GAAGACAGACAG - ZNF143 56insGAAGACAG p.G52fs
XH_P37 11 9495531 9495531 Frame_Shift_Ins INS - TATG - ZNF143 .156_157insTAT p.G52fs
XH_P37 11 9864304 9864304 Nonsense_Mutation INS - TCAGTAAATATTG - SBF2 GGCGGCAATATT1042_I1043delinsX
XH_P37 11 9875260 9875260 Splice_Site INS - TGTCTTCCATTATA - SBF2 . .
XH_P37 11 10582213 10582213 In_Frame_Ins INS - GATAATTCATAGA - LYVE1 sGGATTCTATGAA178delinsGFYELSVI
XH_P37 11 10582215 10582215 Frame_Shift_Ins INS - CCTGTCTT - LYVE1 9_530insAAGAC p.T177fs
XH_P37 11 14479425 14479425 Frame_Shift_Ins INS - ATAATTTATAGCC - COPB1 807insAGGCTAT p.M936fs
XH_P37 11 14899768 14899768 Frame_Shift_Ins INS - AGATGTGTCTTAA - CYP2R1 6insATTTTAAGAC p.F469fs
XH_P37 11 14902264 14902264 Frame_Shift_Ins INS - CATGATTGAGTTA - CYP2R1 8insAATAACTCA p.A140fs
XH_P37 11 17115863 17115863 Missense_Mutation SNP A C A PIK3C2A c.T3256G p.F1086V
XH_P37 11 17153581 17153581 Nonsense_Mutation INS - TGCATCCTAGCTT - PIK3C2A AATTAAAGCTAG325_K326delinsKNX
XH_P37 11 17569526 17569526 In_Frame_Ins INS - TCTCCCTGTTTAC - OTOG 48insATCTCCCTG.G49delinsGISLFT
XH_P37 11 18318487 18318487 Frame_Shift_Ins INS - TGGTTTATGTTTA - HPS5 AAAATACTAAACA p.S342fs
XH_P37 11 18727406 18727406 Missense_Mutation SNP C T C IGSF22 c.G3868A p.E1290K
XH_P37 11 19970370 19970370 Missense_Mutation SNP G A G NAV2 c.G2197A p.A733T
XH_P37 11 20411318 20411318 Frame_Shift_Ins INS - CCTAAAACCAATT - PRMT3 sATACCTAAAACC p.F19fs
XH_P37 11 21594954 21594954 Frame_Shift_Ins INS - AAAAT - NELL1 210_2211insAAA p.K737fs
XH_P37 11 26563586 26563586 Nonsense_Mutation SNP G A G ANO3 c.G687A p.W229X
XH_P37 11 26563587 26563587 In_Frame_Ins INS - TGCCTTTACATAT - ANO3 sGGATGCCTTTA 30delinsWMPLHIFH
XH_P37 11 26669363 26669363 Frame_Shift_Ins INS - CTTTTTCC - ANO3 98_2099insCTTT p.K700fs
XH_P37 11 26669364 26669364 Frame_Shift_Ins INS - CAAAGAGAAG - ANO3 _2100insCAAAG p.K700fs
XH_P37 11 31703477 31703477 Missense_Mutation SNP T C T ELP4 c.T1286C p.M429T
XH_P37 11 32858354 32858354 Nonsense_Mutation INS - AAGTGAATAGTT - PRRG4 nsAAAAAGTGAA85_E86delinsEKSEX
XH_P37 11 32953579 32953579 Missense_Mutation SNP C G C QSER1 c.C388G p.Q130E
XH_P37 11 33308862 33308862 Frame_Shift_Ins INS - AAGAAAAT - HIPK3 2_903insAAGAA p.P301fs
XH_P37 11 33308863 33308863 In_Frame_Ins INS - AGGACTTCGTAAG - HIPK3 04insAAGGACTTCP301delinsPKDFVS
XH_P37 11 35453970 35453970 Frame_Shift_Ins INS - AAGTGTGATT - PAMR1 3_1764insAATCA p.H588fs
XH_P37 11 35685015 35685015 In_Frame_Ins INS - ACTTCTGCC - TRIM44 6_357insACTTCTp.D119delinsELLP
XH_P37 11 44151593 44151593 Splice_Site INS - CTCCACTAGTGT - EXT2 . .
XH_P37 11 45948028 45948028 Frame_Shift_Ins INS - CTCCTTGATC - LARGE2 4_1045insCTCCTT p.V348fs
XH_P37 11 46818488 46818488 In_Frame_Ins INS - GAGTTCTTGATTT - CKAP5 1insAAAAAATCA447delinsQKNQELL
XH_P37 11 48285506 48285506 Nonsense_Mutation INS - CATTAGAAACATC - OR4X1 nsATCATTAGAAAM32_Y33delinsNHX
XH_P37 11 49075658 49075658 Frame_Shift_Ins INS - TGTGAGTTTTTTT - TRIM64C 961insAAAAAAAC p.D321fs
XH_P37 11 49075659 49075659 Missense_Mutation SNP C G C TRIM64C c.G960C p.M320I
XH_P37 11 55110727 55110727 Nonsense_Mutation INS - TAAAC - OR4A16 c.51_52insTAAACQ17_D18delinsQX
XH_P37 11 55110728 55110728 Nonsense_Mutation INS - TTTACTAAGTCTC - OR4A16 53insTTTACTAAGD18_P19delinsVYX
XH_P37 11 55406419 55406419 Frame_Shift_Ins INS - CCTCCAAAAAAAT - OR4P4 nsATGCCTCCAAA p.L196fs
XH_P37 11 55406421 55406421 Silent SNP A G A OR4P4 c.A588G p.L196L
XH_P37 11 55419312 55419312 Nonsense_Mutation INS - ATGATGCTGTAG - OR4S2 CTAGGATGATGC11_X312delinsKLGX
XH_P37 11 56020046 56020046 In_Frame_Ins INS - TTACTTGCAGGTT - OR5T3 72insTTTACTTGCF124delinsFLLAGY
XH_P37 11 56128570 56128570 Missense_Mutation SNP T G T OR8J1 c.T848G p.I283S
XH_P37 11 56128571 56128571 Frame_Shift_Ins INS - CAGAGCAAGATA - OR8J1 AGTATCAGAGCAA p.I283fs
XH_P37 11 56185173 56185173 Nonsense_Mutation INS - CTCCT - OR5R1 535_536insAGGAC179_D180delinsX
XH_P37 11 56185174 56185174 Frame_Shift_Ins INS - CATCTTT - OR5R1 34_535insAAAGA p.C179fs
XH_P37 11 56185465 56185465 Frame_Shift_Ins INS - TATTGTGATGACC - OR5R1 nsGGAGGTCATCA p.M82fs
XH_P37 11 56344676 56344676 Frame_Shift_Ins INS - C - OR5M10 c.521_522insG p.I174fs
XH_P37 11 56344677 56344677 In_Frame_Ins INS - GTCTTTTATACT - OR5M10 521insAGTATAA.I174delinsKYKRL
XH_P37 11 56380619 56380619 Frame_Shift_Ins INS - TCCTCTT - OR5M1 59_360insAAGAG p.L120fs
XH_P37 11 56380620 56380620 Nonsense_Mutation INS - TC - OR5M1 c.358_359insGAL120_D121delinsX
XH_P37 11 56409485 56409485 Frame_Shift_Ins INS - ACCTGTGCCTCTT - OR5AP2 31insTAAGAGGC p.G144fs
XH_P37 11 57575899 57575899 Nonsense_Mutation INS - AGAAGCAGAGG - CTNND1 09insATAGAAGCp.K603delinsKX
XH_P37 11 57971005 57971005 In_Frame_Ins INS - ATTGGTGCTGTC - OR1S2 49insAGGACAGC L217delinsRTAPIL
XH_P37 11 57971509 57971509 Missense_Mutation SNP C A C OR1S2 c.G145T p.V49L
XH_P37 11 57971510 57971510 Nonsense_Mutation INS - TGCTGGTGAATA - OR1S2 44insATATTCACp.Y48_V49delinsX



XH_P37 11 58190685 58190685 Frame_Shift_Ins INS - GG - OR5B2 c.49_50insCC p.S17fs
XH_P37 11 58190687 58190687 Frame_Shift_Ins INS - GAAAATTACTT - OR5B2 _48insAAGTAAT p.T16fs
XH_P37 11 58206924 58206924 Nonsense_Mutation INS - TTCATATTTTAATT - OR5B12 TTATAATTAAAAT.K234delinsILYNX
XH_P37 11 58274969 58274969 In_Frame_Ins INS - AAAATAGCCTCT - OR5B21 _610insAGAGGCTV204delinsRGYFV
XH_P37 11 58602106 58602106 Nonsense_Mutation INS - TCAAACACAAGC - GLYATL2 CACAATGCTTGT p.Y227delinsX
XH_P37 11 58979297 58979297 Frame_Shift_Ins INS - TGGCAAAAGCT - MPEG1 _1042insAGCTTT p.P348fs
XH_P37 11 58979299 58979299 Missense_Mutation SNP T A T MPEG1 c.A1040T p.Y347F
XH_P37 11 59189909 59189909 Frame_Shift_Ins INS - CTATGCCTTGGT - OR5A2 18insCACCAAGG p.Y173fs
XH_P37 11 59190095 59190095 Frame_Shift_Ins INS - CACTTGTGCC - OR5A2 _332insGGCACA p.T111fs
XH_P37 11 59480600 59480600 Nonsense_Mutation INS - ATCCTATGATTTA - OR10V1 TTAAGTAAATCA240_T241delinsFKX
XH_P37 11 59480602 59480602 Nonsense_Mutation SNP G T G OR10V1 c.C717A p.Y239X
XH_P37 11 59982088 59982088 Splice_Site INS - TGATTAATCCTTT - MS4A4E . .
XH_P37 11 60107438 60107438 Splice_Site SNP G A G MS4A6E . .
XH_P37 11 61081925 61081925 In_Frame_Ins INS - CTCTGCCATATTC - DDB1 sAGAAGAATATG482delinsRRIWQRKE
XH_P37 11 61551854 61551854 Nonsense_Mutation INS - GCATAATAA - MYRF 7_3178insGCATAp.T1059delinsTAX
XH_P37 11 62295434 62295434 Missense_Mutation SNP T C T AHNAK c.A6455G p.D2152G
XH_P37 11 63426642 63426642 Frame_Shift_Ins INS - AT - ATL3 c.74_75insAT p.E25fs
XH_P37 11 63426644 63426644 Nonsense_Mutation INS - ACTTATATTCTCAG - ATL3 TACCTGAGAATA _K26delinsKIILSYLRIX
XH_P37 11 63487075 63487075 Missense_Mutation SNP G T G RTN3 c.G765T p.M255I
XH_P37 11 63487077 63487077 Nonsense_Mutation INS - CTGAAATGTCTTC - RTN3 nsTCTCTGAAATG256_E257delinsSLX
XH_P37 11 64693315 64693315 In_Frame_Ins INS - CCCGGGCTGTCG - PPP2R5B insTCCCCCGGGCR37delinsLPRAVAC
XH_P37 11 66249840 66249840 Frame_Shift_Ins INS - GAAGGGAATACT - DPP3 ATGTGGAAGGGA p.P57fs
XH_P37 11 66372879 66372879 In_Frame_Ins INS - TCCCCA - CCS 559_560insTCCCp.Q187delinsLPK
XH_P37 11 66436534 66436534 Frame_Shift_Ins INS - A - RBM4B c.640_641insT p.A214fs
XH_P37 11 66436535 66436535 Frame_Shift_Ins INS - AGACACCT - RBM4B 9_640insAGGTG p.A214fs
XH_P37 11 66813340 66813340 In_Frame_Ins INS - CTTTATTATTTTTC - SYT12 nsGTCCTTTATTAT247delinsGPLLFFPL
XH_P37 11 67379397 67379397 Frame_Shift_Ins INS - TTCCACCTTGCTT - NDUFV1 1084insTTCCACC p.L361fs
XH_P37 11 68029953 68029953 In_Frame_Ins INS - CAGCCT - C11orf24 09_510insAGGCp.T170delinsTGW
XH_P37 11 68363644 68363644 In_Frame_Ins INS - ACAAAAGGTCCT - PPP6R3 1910insACAAAAS637delinsNKRSC
XH_P37 11 73007780 73007780 In_Frame_Ins INS - AGG - P2RY6 c.520_521insAGGp.L174delinsQV
XH_P37 11 73007782 73007782 In_Frame_Ins INS - GGTTTC - P2RY6 522_523insGGTTp.L174delinsLGF
XH_P37 11 73021217 73021217 Missense_Mutation SNP G A G ARHGEF17 c.G1534A p.G512S
XH_P37 11 74528707 74528707 Nonsense_Mutation INS - ACTAAATGCCATC - RNF169 AGAAAACTAAATG264_S265delinsLENX
XH_P37 11 74547728 74547728 In_Frame_Ins INS - GCTCTTCAC - RNF169 0_2081insGCTCTp.V694delinsGSSL
XH_P37 11 74800096 74800096 In_Frame_Ins INS - TTTGACCTTTAAA - OR2AT4 nsGCATTTAAAGL221delinsLHLKVKC
XH_P37 11 76255507 76255507 In_Frame_Ins INS - ACATTTTCC - EMSY 7_2918insACATTp.F973delinsYIFL
XH_P37 11 77413142 77413142 Nonsense_Mutation INS - AAGCAGTGATTG - RSF1 TCTCTACAATCACQ378_Q379delinsLX
XH_P37 11 77451915 77451915 Frame_Shift_Ins INS - GCGTAATACCCA - RSF1 9insTATGGGTAT p.D147fs
XH_P37 11 77784131 77784131 Frame_Shift_Ins INS - TCCTAAATATTTC - NDUFC2 3insAAGAAATAT p.V75fs
XH_P37 11 77825438 77825438 Frame_Shift_Ins INS - ACCCATTCTCG - ALG8 _547insCGAGAAT p.K183fs
XH_P37 11 82643103 82643103 In_Frame_Ins INS - AGTGCTTTGGCTT - DDIAS insCTAGTGCTTT241delinsPLVLWLF
XH_P37 11 83676491 83676491 Frame_Shift_Ins INS - GGAAA - DLG2 608_609insTTTC p.E203fs
XH_P37 11 83676492 83676492 Nonsense_Mutation INS - TTCAGAGGGAGT - DLG2 8insGATACTCCCT03_E204delinsGYSLX
XH_P37 11 85626513 85626513 Frame_Shift_Ins INS - AATTTCTACCCTGA - CCDC83 ACATAATTTCTAC p.M282fs
XH_P37 11 88911940 88911940 Frame_Shift_Ins INS - CTTCTGGATTTCT - TYR 820insCTTCTGGA p.Q273fs
XH_P37 11 89604003 89604003 In_Frame_Ins INS - TCTTTTGCTTTGG - TRIM64B sACAACCAAAGC379delinsYNQSKRKA
XH_P37 11 92495298 92495298 Frame_Shift_Ins INS - ATGCACG - FAT3 46_3947insATGC p.R1316fs
XH_P37 11 92526125 92526125 Frame_Shift_Ins INS - TGGCTATGTTTGG - FAT3 05insCATGGCTAT p.I1602fs
XH_P37 11 92532346 92532346 Frame_Shift_Ins INS - TTTGTGTAAAGTG - FAT3 6168insTTTGTGT p.A2056fs
XH_P37 11 92532347 92532347 Silent SNP C G C FAT3 c.C6168G p.A2056A
XH_P37 11 92616407 92616407 Frame_Shift_Ins INS - TG - FAT3 12785_12786ins p.E4262fs
XH_P37 11 92616408 92616408 Frame_Shift_Ins INS - AG - FAT3 12786_12787insA p.E4262fs
XH_P37 11 94194127 94194127 Nonsense_Mutation INS - TGTTGATGTTGTT - MRE11 GAGAATAACAACK434delinsRYKEREX
XH_P37 11 94532839 94532839 Frame_Shift_Ins INS - TTGTTCCT - AMOTL1 33_334insTTGTT p.Q111fs
XH_P37 11 94532841 94532841 Frame_Shift_Ins INS - A - AMOTL1 c.335_336insA p.G112fs
XH_P37 11 95712595 95712595 Nonsense_Mutation INS - ATTCTTTATTGAAG - MAML2 TCTGTCTTCAATA996delinsPLSSIKNQX
XH_P37 11 101375129 101375144 Frame_Shift_Del DEL TGCCTTCAGC - CTTGCCTTCAGCAA TRPC6 c.556_571del p.F186fs
XH_P37 11 101375264 101375264 Frame_Shift_Ins INS - CAAGATGATTTTT - TRPC6 436insAAAAATCA p.L146fs
XH_P37 11 102195950 102195950 Frame_Shift_Ins INS - G - BIRC3 c.710_711insG p.N237fs
XH_P37 11 102195952 102195952 Frame_Shift_Ins INS - ATGGCCATGTCT - BIRC3 13insAATGGCCA p.Q238fs
XH_P37 11 102201876 102201876 Frame_Shift_Ins INS - AACACATATTAG - BIRC3 229insTAACACA p.Y410fs
XH_P37 11 102206876 102206876 Nonsense_Mutation INS - ATTGATGTTGATT - BIRC3 5insGGCATTGATG502_G503delinsRHX
XH_P37 11 102220810 102220810 In_Frame_Ins INS - AATGTTTTGATA - BIRC2 insCTTAATGTTTTT75delinsTLNVLIR
XH_P37 11 102587116 102587116 Frame_Shift_Ins INS - ATCGGAATTTTTT - MMP8 nsTATAAAAAATT p.P273fs
XH_P37 11 102662185 102662185 Frame_Shift_Ins INS - TCCTTCAGATGGC - MMP1 insCAGCCATCTG p.G293fs
XH_P37 11 102826080 102826080 Nonsense_Mutation INS - CATTAACTCAGCA - MMP13 AATAATGCTGAGTp.L88_D89delinsX
XH_P37 11 103058310 103058310 Frame_Shift_Ins INS - G - DYNC2H1 c.7135_7136insG p.Q2379fs
XH_P37 11 103058311 103058311 Frame_Shift_Ins INS - AAAATGCATG - DYNC2H1 _7137insAAAAT p.Q2379fs
XH_P37 11 103086543 103086543 Frame_Shift_Ins INS - TAGGTTTTTTCTTA - DYNC2H1 TAGACTTAGGTTT p.D2930fs
XH_P37 11 105009699 105009699 In_Frame_Ins INS - ACG - CARD18 c.113_114insCGTp.E38delinsDV
XH_P37 11 105009700 105009700 Frame_Shift_Ins INS - TTTGTGTCCCTTG - CARD18 3insTACAAGGGA p.E38fs
XH_P37 11 106579340 106579340 Frame_Shift_Ins INS - TCCAAGATATTAT - GUCY1A2 1889insATAATAT p.R630fs
XH_P37 11 108031841 108031841 Frame_Shift_Ins INS - TACATAACCATGA - NPAT CTGTGATCATGG p.S1331fs
XH_P37 11 108236132 108236132 Nonsense_Mutation INS - AGAGAACATATG - ATM AACAGAGAGAAC23delinsGPKQREHMYX
XH_P37 11 108277865 108277865 Frame_Shift_Ins INS - AAAATGATCATC - C11orf65 TGAAGATGATCA p.L31fs
XH_P37 11 108352823 108352823 Nonsense_Mutation INS - GGATTAAAGATTT - KDELC2 sCCACAAATCTTTV271delinsPQIFNPX
XH_P37 11 111914238 111914238 Nonsense_Mutation INS - ATTAATTTTAATC - DLAT sCAACTATTAATT.V393delinsVNYX
XH_P37 11 112119687 112119687 Nonsense_Mutation INS - TCAGACCAAAACA - PLET1 459insTGTTTTGG53_A154delinsFVLVX
XH_P37 11 113670092 113670092 Frame_Shift_Ins INS - GAAAATAAAATT - USP28 2105insCAATTTT p.D702fs
XH_P37 11 113670093 113670093 In_Frame_Ins INS - ACTTTT - USP28 103_2104insAAAp.D702delinsKSD
XH_P37 11 114569240 114569240 Frame_Shift_Ins INS - GATC - NXPE2 .606_607insGAT p.A202fs
XH_P37 11 117023199 117023199 Silent SNP G A G PAFAH1B2 c.G36A p.P12P
XH_P37 11 117278729 117278729 In_Frame_Ins INS - ACAGAGAACTAT - CEP164 3600insACAGAGE1200delinsEQRTM
XH_P37 11 117278731 117278731 Missense_Mutation SNP T A T CEP164 c.T3601A p.S1201T
XH_P37 11 117776424 117776424 In_Frame_Ins INS - CATACACACAACC - TMPRSS13 ATGCTTGGTTGT2delinsKDAWLCVCIHV
XH_P37 11 118015910 118015910 Frame_Shift_Ins INS - TTCTCCCAGTATT - SCN4B nsAGAATACTGGG p.E32fs
XH_P37 11 118352664 118352664 In_Frame_Ins INS - ATCCCACAGCTAG - KMT2A 870insAATCCCACA1290delinsAIPQLG
XH_P37 11 118365088 118365088 Frame_Shift_Ins INS - AAAA - KMT2A 5264_5265insAA p.S1755fs
XH_P37 11 118365089 118365089 In_Frame_Ins INS - CACACCCTATTTT - KMT2A 266insTCACACCCS1755delinsSSHPIL
XH_P37 11 118374226 118374226 In_Frame_Ins INS - GAATGCTTTTCTT - KMT2A TTACTGGAATGC40delinsKDLLECFSLKVS
XH_P37 11 118374778 118374778 In_Frame_Ins INS - GTCTTCTTCACCA - KMT2A TGGAATGTCTTCT24delinsEWNVFFTIGS
XH_P37 11 118376151 118376151 Frame_Shift_Ins INS - AAGG - KMT2A 9544_9545insAA p.N3182fs
XH_P37 11 118376153 118376153 Frame_Shift_Ins INS - TGCTA - KMT2A 546_9547insTGC p.N3182fs
XH_P37 11 118376691 118376691 In_Frame_Ins INS - AAAATA - KMT2A 084_10085insAA.P3362delinsQNT
XH_P37 11 118376693 118376693 Nonsense_Mutation INS - AGATTTAGATCTT - KMT2A GATGCTAGATTT362_G3363delinsPX
XH_P37 11 118416565 118416565 Nonsense_Mutation INS - TATGTGAC - IFT46 75_676insGTCAC226_L227delinsVTX
XH_P37 11 119169197 119169197 Frame_Shift_Ins INS - ATTCAACAGT - CBL 1_2382insATTCAA p.S794fs
XH_P37 11 119169199 119169199 In_Frame_Ins INS - CTG - CBL 2383_2384insCTp.N795delinsTD



XH_P37 11 119216258 119216258 Frame_Shift_Ins INS - CGTGTCCTGA - MFRP _513insTCAGGA p.V171fs
XH_P37 11 119216260 119216260 Nonsense_Mutation INS - CACTATCTAAA - MFRP _511insTTTAGAT171_W172delinsFRX
XH_P37 11 120200860 120200860 Missense_Mutation SNP A G A TMEM136 c.A71G p.E24G
XH_P37 11 120200861 120200861 Frame_Shift_Ins INS - ATCCTATGTT - TMEM136 2_73insATCCTAT p.E24fs
XH_P37 11 121429332 121429332 Frame_Shift_Ins INS - ACTACTTAAAT - SORL1 _2697insACTACT p.K899fs
XH_P37 11 121429333 121429333 Missense_Mutation SNP G T G SORL1 c.G2697T p.K899N
XH_P37 11 122671960 122671960 Frame_Shift_Ins INS - ATGTGGATTTGG - UBASH3B nsAAGCATGTGG p.W505fs
XH_P37 11 122805369 122805369 In_Frame_Ins INS - TTGATTTTGTACT - C11orf63 sATTGCTTGATTT407delinsTLLDFVLSY
XH_P37 11 122929858 122929858 Frame_Shift_Ins INS - T - HSPA8 c.1231dupA p.T411fs
XH_P37 11 122929860 122929860 In_Frame_Ins INS - CTTCCTTGG - HSPA8 9_1230insCCAAG.M410delinsIQGR
XH_P37 11 123476138 123476138 In_Frame_Ins INS - CATATCTATGAG - GRAMD1B _727insCATATCTAp.I242delinsIHIYE
XH_P37 11 123909280 123909280 In_Frame_Ins INS - TGGTCTTTTCATT - OR10G7 9insAAATGAAAAL143delinsLNEKTR
XH_P37 11 124252806 124252806 Nonsense_Mutation INS - CCTTCAGTACT - OR8B2 _434insAGTACTG145_F146delinsKYX
XH_P37 11 124266461 124266461 Nonsense_Mutation INS - TTTGTTGTTTCTA - OR8B3 nsCTGTAGAAACAS263_S264delinsLX
XH_P37 11 124412781 124412781 Frame_Shift_Ins INS - TTTGCTTATTAGTG - OR8B12 CACACACTAATAA p.M257fs
XH_P37 11 124507050 124507050 Frame_Shift_Ins INS - G - SIAE c.1368_1369insC p.N457fs
XH_P37 11 124507051 124507051 Frame_Shift_Ins INS - AATGACTGTTTCA - SIAE 68insACTGAAACA p.M456fs
XH_P37 11 124524648 124524648 Nonsense_Mutation INS - TGTCTATTTATTA - SIAE AGTAATAATAAATY149_Q150delinsX
XH_P37 11 128332388 128332388 Frame_Shift_Ins INS - GTTATTCTATTTT - ETS1 AATAAAAAATAG p.D182fs
XH_P37 11 130109749 130109749 Frame_Shift_Ins INS - AAATC - ZBTB44 060_1061insGAT p.Q354fs
XH_P37 11 130109750 130109750 Frame_Shift_Ins INS - TATCTGTACC - ZBTB44 _1060insGGTAC p.Q354fs
XH_P37 11 130286852 130286852 Frame_Shift_Ins INS - ACTGTCA - ADAMTS8 78_1079insTGAC p.T360fs
XH_P37 11 130339171 130339171 In_Frame_Ins INS - ATGAAATTAATGT - ADAMTS15 558insAATGAAATW519delinsWNEINV
XH_P37 11 130784580 130784580 Missense_Mutation SNP A C A SNX19 c.T1255G p.S419A
XH_P37 11 130784581 130784581 Frame_Shift_Ins INS - TTGA - SNX19 1253_1254insTC p.A418fs
XH_P37 12 995203 995203 Frame_Shift_Ins INS - CTTTGGGT - WNK1 92_4493insCTTTG p.V1498fs
XH_P37 12 2970528 2970528 Silent SNP G A G FOXM1 c.C1317T p.G439G
XH_P37 12 4735914 4735914 Frame_Shift_Ins INS - GATGATG - AKAP3 53_2154insCATC p.L718fs
XH_P37 12 4735916 4735916 Frame_Shift_Ins INS - GG - AKAP3 .2151_2152insC p.L718fs
XH_P37 12 6103325 6103325 Frame_Shift_Ins INS - CCAGATTCTTT - VWF _6301insAAAGAA p.G2101fs
XH_P37 12 6879358 6879358 Frame_Shift_Ins INS - TTCTCCTCCT - PTMS 9_310insTTCTCC p.P103fs
XH_P37 12 7361628 7361628 In_Frame_Ins INS - CAACTTGATCCTA - PEX5 9insCTTCAACTTG466delinsLLQLDPR
XH_P37 12 7559292 7559292 Frame_Shift_Ins INS - AATTGTGAAGAA - CD163L1 nsTAACTTCTTCA p.A318fs
XH_P37 12 8074110 8074110 Nonsense_Mutation INS - TTTTAAATTTTATT - SLC2A3 90insAAATAAAAA464_F465delinsKX
XH_P37 12 8212465 8212465 Frame_Shift_Ins INS - GTCTCTTGAAAAC - C3AR1 7insATGTTTTCAA p.M106fs
XH_P37 12 8327032 8327032 Frame_Shift_Ins INS - GTTTTGGGTTC - ZNF705A _124insGTTTTGG p.S41fs
XH_P37 12 8691902 8691902 In_Frame_Ins INS - AAT - CLEC4E c.130_131insATTp.V44delinsDL
XH_P37 12 8691903 8691903 Splice_Site INS - TAGAAATTTGGTG - CLEC4E . .
XH_P37 12 9083494 9083494 In_Frame_Ins INS - ACCCAT - PHC1 076_1077insACCp.P359delinsPPI
XH_P37 12 9356548 9356548 Splice_Site SNP C T C PZP . .
XH_P37 12 10048418 10048418 In_Frame_Ins INS - TCATTGCTAATG - KLRF2 insTTTTCATTGCTT204delinsIFIANAA
XH_P37 12 10959047 10959047 Nonsense_Mutation INS - TCTTTTTTTTCCTA - TAS2R8 AGTATAGGAAAA178_Y179delinsQEIX
XH_P37 12 10959048 10959048 Missense_Mutation SNP G C G TAS2R8 c.C532G p.P178A
XH_P37 12 10999675 10999675 Frame_Shift_Ins INS - CAAA - PRR4 .159_160insTTT p.N54fs
XH_P37 12 10999676 10999676 Nonsense_Mutation INS - AATTCTTAT - PRR4 8_159insATAAGAp.S53delinsRX
XH_P37 12 11150441 11150441 Frame_Shift_Ins INS - CCTC - TAS2R20 c.33_34insGAGG p.L12fs
XH_P37 12 11150442 11150442 In_Frame_Ins INS - GCATATTTT - TAS2R20 2_33insAAAATATp.I11delinsIKYA
XH_P37 12 11214488 11214488 Frame_Shift_Ins INS - ATCTCAAGAT - TAS2R46 5_406insATCTTG p.P136fs
XH_P37 12 11339296 11339296 Nonsense_Mutation INS - ATCTCACTCAATA - TAS2R42 TATTATATTGAGT83delinsSQITFIYYIEX
XH_P37 12 12311996 12311996 Frame_Shift_Ins INS - ACAGGACTTGTA - LRP6 58insACTACAAG p.R853fs
XH_P37 12 12653610 12653610 In_Frame_Ins INS - GGGTGCTTTGAA - DUSP16 insATTTTCAAAG125delinsYFQSTHL
XH_P37 12 12967078 12967078 Frame_Shift_Ins INS - TCATCTCATTTAA - DDX47 02insATCATCTCA p.V34fs
XH_P37 12 12967080 12967080 Frame_Shift_Ins INS - CACAACAA - DDX47 03_104insCACAA p.L35fs
XH_P37 12 15807122 15807122 Missense_Mutation SNP G C G EPS8 c.C1207G p.R403G
XH_P37 12 18876378 18876378 Frame_Shift_Ins INS - AGTATTTTTTCTTT - PLCZ1 4insAAAAGAAAA p.N78fs
XH_P37 12 21015781 21015781 Frame_Shift_Ins INS - ATCAT - SLCO1B3 636_637insATCA p.V212fs
XH_P37 12 21015782 21015782 Nonsense_Mutation INS - AAATTTAATAT - SLCO1B3 _638insAAATTTAD213_L214delinsEIX
XH_P37 12 21644580 21644580 In_Frame_Ins INS - GTAGGCTTAGAG - RECQL 7insACCTCTAAGC.T29delinsTPLSLL
XH_P37 12 21995322 21995322 Frame_Shift_Ins INS - CTTGAATTTGTCA - ABCC9 9insACATGACAAA p.P1133fs
XH_P37 12 22208226 22208226 Splice_Site INS - AGC - CMAS . .
XH_P37 12 22208227 22208227 Splice_Site INS - CATAAAATACAG - CMAS . .
XH_P37 12 26639247 26639247 Frame_Shift_Ins INS - GTGTGAAAGCTG - ITPR2 01insCTCAGCTT p.L1867fs
XH_P37 12 26731765 26731765 Nonsense_Mutation INS - GTTTGAGTTTTAC - ITPR2 AAAATAAGTAAAA4_H1505delinsKCKNKX
XH_P37 12 26809467 26809467 Nonsense_Mutation INS - TCACAATTCAT - ITPR2 _2207insATGAAT736_F737delinsHELX
XH_P37 12 26809468 26809468 Frame_Shift_Ins INS - AGTAT - ITPR2 205_2206insATA p.L736fs
XH_P37 12 26877613 26877613 In_Frame_Ins INS - AAGTGATCTTATC - ITPR2 ATCCAGATAAGA14delinsIHPDKITSLC
XH_P37 12 27234323 27234323 In_Frame_Ins INS - CATATAGACAGA - C12orf71 _594insTCTGTCT K198delinsNLSIW
XH_P37 12 27648716 27648716 Nonsense_Mutation INS - AAACTAAAT - SMCO2 1_762insAAACTAp.E254delinsENX
XH_P37 12 27648717 27648717 Frame_Shift_Ins INS - AAACCCACATGCT - SMCO2 63insAAACCCAC p.E254fs
XH_P37 12 28702099 28702099 Frame_Shift_Ins INS - CCTTCAACTCAGT - CCDC91 CTTTATCCTTCAA p.I404fs
XH_P37 12 29523156 29523156 Splice_Site INS - TAGAATCATTTAA - ERGIC2 . .
XH_P37 12 30815340 30815340 Frame_Shift_Ins INS - TGTATAGGTTTGT - IPO8 61insCCACAAACC p.V354fs
XH_P37 12 32136063 32136063 In_Frame_Ins INS - TTGGTTACCAGTC - KIAA1551 5insAGTTGGTTA725delinsSVGYQSF
XH_P37 12 32136487 32136487 Nonsense_Mutation INS - TGAAGTT - KIAA1551 98_2599insTGAA866_H867delinsIX
XH_P37 12 32136488 32136488 In_Frame_Ins INS - GTTCCCTTTGTTA - KIAA1551 600insTGTTCCCTH867delinsLFPLLY
XH_P37 12 32458865 32458865 In_Frame_Ins INS - CGC - BICD1 c.814_815insCGCp.F272delinsSL
XH_P37 12 32458866 32458866 Frame_Shift_Ins INS - TAATCTCA - BICD1 15_816insTAATC p.F272fs
XH_P37 12 32490628 32490628 Frame_Shift_Ins INS - GGTGAAACTGAA - BICD1 49insTTGGTGAAA p.I816fs
XH_P37 12 42866292 42866292 Nonsense_Mutation INS - TGTGAGTTCAGA - PRICKLE1 AAAGTCTGAACTp.M9delinsIMFX
XH_P37 12 44148326 44148326 Nonsense_Mutation INS - GGAAAAGTTATA - PUS7L TGTATATATAACT41_R242delinsHYLYIX
XH_P37 12 44605168 44605168 Nonsense_Mutation INS - ATTAAAAACTTTA - TMEM117 95insAATTAAAAAp.F98delinsFNX
XH_P37 12 44605170 44605170 Nonsense_Mutation SNP G A G TMEM117 c.G296A p.W99X
XH_P37 12 44782151 44782151 Frame_Shift_Ins INS - CCACATATTAAGA - TMEM117 930insCCACATAT p.F310fs
XH_P37 12 45171088 45171088 Frame_Shift_Ins INS - A - NELL2 c.615_616insT p.Q206fs
XH_P37 12 45171090 45171090 In_Frame_Ins INS - TGACTTCCATGGA - NELL2 14insGTCCATGGAM205delinsSPWKSL
XH_P37 12 46322579 46322579 Nonsense_Mutation INS - ACAGTAATCCAT - SCAF11 nsAAAGATGGATS302_G303delinsX
XH_P37 12 48095325 48095325 In_Frame_Ins INS - TAAACATTTAAT - RPAP3 _216insATTAAATp.S72delinsSLNVY
XH_P37 12 48095327 48095327 Frame_Shift_Ins INS - CATAG - RPAP3 213_214insCTAT p.S72fs
XH_P37 12 48144843 48144843 Missense_Mutation SNP G A G RAPGEF3 c.C533T p.A178V
XH_P37 12 49333545 49333545 Nonsense_Mutation INS - TGTTAGAAGCGT - ARF3 7insCCACGCTTCD93_S94delinsPRFX
XH_P37 12 49426540 49426540 Nonsense_Mutation INS - CCCTCACTCTC - KMT2D 11948insGAGAG983_L3984delinsREX
XH_P37 12 49434799 49434799 Frame_Shift_Ins INS - ACATCTTT - KMT2D 3_6754insAAAG p.L2252fs
XH_P37 12 49460041 49460041 Nonsense_Mutation INS - GTTTACCTATATTT - RHEBL1 sAGAAAATATAG116_N117delinsEKIX
XH_P37 12 50189362 50189362 Nonsense_Mutation INS - ACCCCTAGTA - NCKAP5L _2281insTACTAGV761_D762delinsYX
XH_P37 12 50747903 50747903 Frame_Shift_Ins INS - AGCAACCCTTGT - FAM186A 2insAAACACAAGG p.E904fs
XH_P37 12 50747905 50747905 Frame_Shift_Ins INS - ATTTT - FAM186A 709_2710insAAA p.E904fs
XH_P37 12 51100411 51100411 Frame_Shift_Ins INS - AAGGGAATTTACT - DIP2B CTAAGAAGGGAA p.L833fs
XH_P37 12 51138476 51138476 Missense_Mutation SNP G A G DIP2B c.G4585A p.E1529K



XH_P37 12 52699453 52699453 Frame_Shift_Ins INS - AAGCCTATTTAAT - KRT86 908insAAGCCTAT p.E303fs
XH_P37 12 53700533 53700533 In_Frame_Ins INS - CCTACCTTAAACC - C12orf10 CCCAGCCTACCTT9delinsHAQPTLNLLAM
XH_P37 12 54676196 54676196 Frame_Shift_Ins INS - AAAATAATCTCTT - HNRNPA1 0insTCAAAATAAT p.V170fs
XH_P37 12 54756849 54756849 Frame_Shift_Ins INS - CCACA - GPR84 786_787insTGTG p.T263fs
XH_P37 12 54756850 54756850 Silent SNP G T G GPR84 c.C786A p.A262A
XH_P37 12 54757616 54757616 In_Frame_Ins INS - CTCCTCCTTTTTG - GPR84 insGCAAAAAGGA.A7delinsGKKEEP
XH_P37 12 55820944 55820944 In_Frame_Ins INS - GGG - OR6C76 c.907_908insGGGp.R303delinsRG
XH_P37 12 55820946 55820946 Nonsense_Mutation INS - GAATAGTTCTGA - OR6C76 TCTCAGAATAGT.R303delinsRFSEX
XH_P37 12 56230844 56230844 Frame_Shift_Ins INS - CATTTTCACT - MMP19 _1503insAGTGA p.A501fs
XH_P37 12 56230845 56230845 Missense_Mutation SNP G C G MMP19 c.C1502G p.A501G
XH_P37 12 56492662 56492662 Nonsense_Mutation INS - AAATCTGAAGTG - ERBB3 2813insAAATCTG938_D939delinsKIX
XH_P37 12 56514617 56514617 In_Frame_Ins INS - CTC - ZC3H10 c.271_272insCTCp.N91delinsTH
XH_P37 12 56514618 56514618 Frame_Shift_Ins INS - GGGTTTTCTTTAT - ZC3H10 273insGGGTTTTC p.N91fs
XH_P37 12 56532594 56532594 Frame_Shift_Ins INS - GAGGGGCCATTT - ESYT1 AAAGAGAGGGG p.T836fs
XH_P37 12 56629065 56629065 Silent SNP G A G SLC39A5 c.G759A p.A253A
XH_P37 12 56629066 56629066 Frame_Shift_Ins INS - TGTTGCTCAGCCT - SLC39A5 nsTCCTGTTGCTC p.V254fs
XH_P37 12 56720652 56720652 In_Frame_Ins INS - CTTCTCTCTGAT - PAN2 1011insATCAGAGD337delinsESERS
XH_P37 12 56814431 56814431 Missense_Mutation SNP T G T TIMELESS c.A3147C p.E1049D
XH_P37 12 56814433 56814433 Frame_Shift_Ins INS - TTGTCAT - TIMELESS 44_3145insATGA p.E1049fs
XH_P37 12 56995739 56995739 Missense_Mutation SNP G A G BAZ2A c.C3662T p.P1221L
XH_P37 12 56995741 56995741 Frame_Shift_Ins INS - ACTCTGG - BAZ2A 59_3660insCCAG p.Q1220fs
XH_P37 12 57114643 57114643 In_Frame_Ins INS - TCCCATTTCTCTG - NACA 1insCCAGAGAAAQ224delinsPREMGK
XH_P37 12 57167943 57167943 Frame_Shift_Ins INS - CTTCCTTCTCTTT - HSD17B6 8insTGCTTCCTTC p.D103fs
XH_P37 12 57396618 57396618 Frame_Shift_Ins INS - GCCATACCAATG - ZBTB39 ACACCTTACATTG p.Q695fs
XH_P37 12 57397690 57397690 Frame_Shift_Ins INS - CGAC - ZBTB39 1011_1012insGT p.R338fs
XH_P37 12 57397692 57397692 Nonsense_Mutation INS - GTGTGAAACTAAG - ZBTB39 1010insCTTAGTTN337_R338delinsTX
XH_P37 12 57549899 57549899 Missense_Mutation SNP C T C LRP1 c.C1250T p.T417I
XH_P37 12 57630863 57630863 Frame_Shift_Ins INS - ATTCTTC - NDUFA4L2 .5_6insGAAGAA p.A2fs
XH_P37 12 57630864 57630864 Missense_Mutation SNP G C G NDUFA4L2 c.C5G p.A2G
XH_P37 12 57691140 57691140 Nonsense_Mutation INS - TAAAAT - R3HDM2 530_531insATTTp.Q177delinsQFX
XH_P37 12 57691142 57691142 Frame_Shift_Ins INS - TACCTAAATTTAT - R3HDM2 529insATAAATTT p.Q177fs
XH_P37 12 57872954 57872954 Frame_Shift_Ins INS - TAACCATCTTCTC - ARHGAP9 6insAAGAGAAGA p.P79fs
XH_P37 12 58018652 58018652 Frame_Shift_Ins INS - ACTCATCTCTA - SLC26A10 _1232insACTCAT p.L411fs
XH_P37 12 59274453 59274453 In_Frame_Ins INS - AGATTCTTGGTTA - LRIG3 TACAAATAACCAA11delinsIQITKNLNFV
XH_P37 12 59308052 59308052 Frame_Shift_Ins INS - GTAAGTGAATAT - LRIG3 TGCTGATATTCA p.R41fs
XH_P37 12 64038266 64038266 In_Frame_Ins INS - TTGTGGATTTACT - DPY19L2 sATCAAGTAAATC240delinsESSKSTNF
XH_P37 12 64712644 64712644 In_Frame_Ins INS - CCTTTACCTCCCA - C12orf56 nsAAATGGGAGG202delinsKMGGKGG
XH_P37 12 65226073 65226073 Missense_Mutation SNP G A G TBC1D30 c.G583A p.D195N
XH_P37 12 65226074 65226074 Nonsense_Mutation INS - TCAAAAATAACTC - TBC1D30 TATTTTCAAAAAT5_A196delinsEQYFQKX
XH_P37 12 65632524 65632524 Nonsense_Mutation INS - AGTGTTAAATATA - LEMD3 AATGAAGTGTTA616_M617delinsLQX
XH_P37 12 67692835 67692835 Nonsense_Mutation INS - CTCCCCTAATCCC - CAND1 961insCTCCCCTA 20_N321delinsELPX
XH_P37 12 67700316 67700316 Nonsense_Mutation INS - GCTGATTTGACTT - CAND1 nsTGCAGCTGATT.G956delinsGCSX
XH_P37 12 68595698 68595698 Frame_Shift_Ins INS - AGAATAGA - IL26 42_443insTCTAT p.G148fs
XH_P37 12 68595699 68595699 Nonsense_Mutation INS - GGATTTAGTAAAT - IL26 ACGTTAATTTACT.G148delinsTLIYX
XH_P37 12 69991479 69991479 Frame_Shift_Ins INS - CGGTAAATATGAG - CCT2 4insCACGGTAAA p.R341fs
XH_P37 12 72025902 72025902 Frame_Shift_Ins INS - GATTTCTGTAGAT - ZFC3H1 sTCCACATCTACA p.N1070fs
XH_P37 12 72070757 72070757 Frame_Shift_Ins INS - TAGCTGTGTT - THAP2 6_557insTAGCTG p.T186fs
XH_P37 12 72070759 72070759 Frame_Shift_Ins INS - AGTAG - THAP2 558_559insAGTA p.T186fs
XH_P37 12 75692559 75692559 In_Frame_Ins INS - GGCTAATGGTTG - CAPS2 insCATCAACCAT255delinsHQPLAHT
XH_P37 12 75824866 75824866 Frame_Shift_Ins INS - AATGTGCACA - GLIPR1L2 _961insAATGTG p.M320fs
XH_P37 12 75824868 75824868 Missense_Mutation SNP A T A GLIPR1L2 c.A962T p.E321V
XH_P37 12 76740337 76740337 Frame_Shift_Ins INS - AAACAGGCTAAC - BBS10 sTAATCAGTTAG p.N476fs
XH_P37 12 79689947 79689947 Frame_Shift_Ins INS - GC - SYT1 c.573_574insGC p.K191fs
XH_P37 12 79689948 79689948 Nonsense_Mutation INS - TGAACTGAGCTAT - SYT1 5insAATGAACTGAK192_K193delinsKX
XH_P37 12 80626848 80626848 Frame_Shift_Ins INS - A - OTOGL c.761_762insA p.I254fs
XH_P37 12 80626849 80626849 Nonsense_Mutation INS - TAAGTGACTGAG - OTOGL insTTTTAAGTGA p.I254delinsIFX
XH_P37 12 80672934 80672934 Frame_Shift_Ins INS - AACATTGGAATG - OTOGL sACAGCAACATTG p.V963fs
XH_P37 12 85450416 85450416 Frame_Shift_Ins INS - ATTTCTTGGTTAT - LRRIQ1 6insCTGATTTCTT p.S615fs
XH_P37 12 85518207 85518207 Frame_Shift_Ins INS - AGTGCTGTCAC - LRRIQ1 _3918insAGTGCT p.S1306fs
XH_P37 12 85518209 85518209 Missense_Mutation SNP A G A LRRIQ1 c.A3919G p.I1307V
XH_P37 12 88380123 88380123 Silent SNP T C T C12orf50 c.A888G p.E296E
XH_P37 12 88589399 88589399 Frame_Shift_Ins INS - ATCTTATCCCTGA - TMTC3 insGAAATCTTAT p.E906fs
XH_P37 12 91502739 91502739 Nonsense_Mutation INS - TCTTTACCTTAGG - LUM 18insCCTAAGGTA.F6_T7delinsFLRX
XH_P37 12 91502741 91502741 In_Frame_Ins INS - TAACCAGAT - LUM 5_16insATCTGGTp.F6delinsIWLF
XH_P37 12 91552169 91552169 Missense_Mutation SNP T A T DCN c.A442T p.M148L
XH_P37 12 93226409 93226409 Frame_Shift_Ins INS - CG - EEA1 .1132_1133insC p.K378fs
XH_P37 12 93226411 93226411 Nonsense_Mutation INS - ATGGTTATTTGAT - EEA1 ATTATGATCAAAT377_K378delinsLLX
XH_P37 12 94772625 94772625 In_Frame_Ins INS - AGT - CEP83 c.742_743insACTp.A248delinsDS
XH_P37 12 94772626 94772626 Nonsense_Mutation INS - AGTCACCTATCTG - CEP83 2insTTCAGATAG248_Q249delinsFRX
XH_P37 12 94796978 94796978 In_Frame_Ins INS - CCT - CEP83 c.384_385insAGGp.P129delinsRP
XH_P37 12 94796979 94796979 Frame_Shift_Ins INS - CTGAT - CEP83 383_384insATCA p.T128fs
XH_P37 12 95456403 95456403 Nonsense_Mutation INS - ATCTATGTATATT - NR2C1 6insTGAATATACAp.K56_V57delinsX
XH_P37 12 95604126 95604126 Nonsense_Mutation INS - ATCAGTGTTCTGC - FGD6 CTGATGCAGAACA2_P313delinsHSDAEHX
XH_P37 12 95663891 95663891 Nonsense_Mutation INS - GAAAATGATTATA - VEZT ACTAGAAAATGAR259_K260delinsHX
XH_P37 12 95927075 95927075 Nonsense_Mutation INS - CGCTCAGGAATT - USP44 958insAATTCCTGp.S320delinsNSX
XH_P37 12 95927168 95927175 Frame_Shift_Del DEL GAAGAACA - GAAGAACA USP44 c.858_865del p.S286fs
XH_P37 12 95927978 95927978 Frame_Shift_Ins INS - TTTTGTTACCTTT - USP44 TCACAAAGGTAAC p.H19fs
XH_P37 12 99028179 99028179 Nonsense_Mutation INS - TTAGACCATCACT - IKBIP nsAATAGTGATGG4_Q65delinsQIVMVX
XH_P37 12 99028181 99028181 Missense_Mutation SNP G T G IKBIP c.C190A p.Q64K
XH_P37 12 100452367 100452367 Frame_Shift_Ins INS - GATGAAAGTAGT - UHRF1BP1L nsAGTCCACTACT p.D896fs
XH_P37 12 101316108 101316108 In_Frame_Ins INS - AAGGAACATATAC - ANO4 AAAAAAGGAACA54delinsKKKKEHIQAIL
XH_P37 12 101316110 101316110 Splice_Site SNP T C T ANO4 . .
XH_P37 12 101336311 101336311 Frame_Shift_Ins INS - GGACC - ANO4 454_455insGGAC p.E152fs
XH_P37 12 101336313 101336313 Frame_Shift_Ins INS - TTTAA - ANO4 456_457insTTTA p.E152fs
XH_P37 12 102041901 102041901 In_Frame_Ins INS - TTTGTTCTTGTTTT - MYBPC1 TTTGTTTTTGTTC39delinsVFVFVLVLRQ
XH_P37 12 102140999 102140999 Frame_Shift_Ins INS - AGTACCATGCTG - GNPTAB 714insACAGCAT p.K1238fs
XH_P37 12 102153861 102153861 In_Frame_Ins INS - AATTTG - GNPTAB 195_3196insCAAp.T1066delinsQIT
XH_P37 12 102153863 102153863 In_Frame_Ins INS - TTTGTTGCT - GNPTAB 3_3194insAGCAA.I1065delinsKQQI
XH_P37 12 102153899 102153899 Nonsense_Mutation INS - TCTATGGTTTTAT - GNPTAB AGACATATAAAA053_L1054delinsKDIX
XH_P37 12 102505971 102505971 Frame_Shift_Ins INS - TC - NUP37 c.195_196insGA p.L66fs
XH_P37 12 102517803 102517803 Frame_Shift_Ins INS - A - PARPBP c.137_138insA p.A46fs
XH_P37 12 102545579 102545579 Splice_Site INS - CTTCCTCTTTC - PARPBP . .
XH_P37 12 104089391 104089391 Nonsense_Mutation INS - AGATGTTAGTCAT - STAB2 GTTGGAGATGTTM1147delinsSWRCX
XH_P37 12 104171846 104171846 Frame_Shift_Ins INS - GTAACTGCCC - NT5DC3 _1408insGGGCA p.S470fs
XH_P37 12 104373691 104373691 Frame_Shift_Ins INS - TT - TDG c.249_250insTT p.K83fs
XH_P37 12 104373693 104373693 Frame_Shift_Ins INS - TCTTACAGTCCCA - TDG 2insGCTCTTACAG p.K84fs
XH_P37 12 105527633 105527633 Frame_Shift_Ins INS - ACATAGACATATA - WASHC4 6insATTACATAGA p.F429fs
XH_P37 12 105760434 105760434 Frame_Shift_Ins INS - AAAAAAAGAAAG - C12orf75 TTTAAAAAAAAA p.A49fs



XH_P37 12 107109313 107109313 Frame_Shift_Ins INS - AGACGCAGACAC - RFX4 insGAAGACGCA p.I283fs
XH_P37 12 108686305 108686305 Frame_Shift_Ins INS - TCCTCATCATC - CMKLR1 _435insGATGATG p.V145fs
XH_P37 12 109017386 109017386 In_Frame_Ins INS - CCACTATCT - SELPLG 5_746insAGATAGp.T249delinsKIVA
XH_P37 12 109072161 109072161 Frame_Shift_Ins INS - TACTACGTTTAAG - CORO1C TTAAACTTAAAC p.I122fs
XH_P37 12 109539785 109539785 Frame_Shift_Ins INS - TAAG - UNG .487_488insTAA p.P163fs
XH_P37 12 109539786 109539786 Frame_Shift_Ins INS - TTAAACTTGTAA - UNG GTATTTTAAACTT p.P163fs
XH_P37 12 110457066 110457066 Frame_Shift_Ins INS - ATGTTAAAATGTA - ANKRD13A TTCGTATGTTAAA p.V223fs
XH_P37 12 111894025 111894025 Frame_Shift_Ins INS - CTAAGGGA - ATXN2 30_2631insTCCC p.L877fs
XH_P37 12 111923636 111923636 Frame_Shift_Ins INS - GTGTGATGGTT - ATXN2 _1951insAACCAT p.P651fs
XH_P37 12 111923637 111923637 Silent SNP C A C ATXN2 c.G1950T p.R650R
XH_P37 12 111963063 111963063 In_Frame_Ins INS - TTGTATAACTAG - ATXN2 insTCTCTAGTTATD81delinsVSSYTTN
XH_P37 12 112654155 112654155 Missense_Mutation SNP T G T HECTD4 c.A7004C p.Y2335S
XH_P37 12 112654157 112654157 In_Frame_Ins INS - CTCCATTTGGTAA - HECTD4 002insGTTACCAA2334delinsQLPNGG
XH_P37 12 113399019 113399019 In_Frame_Ins INS - TAACAT - OAS3 801_1802insTAAp.L601delinsLTL
XH_P37 12 113399021 113399021 In_Frame_Ins INS - CAATAATACACTA - OAS3 nsCAATCAATAAT601delinsLQSIIHYN
XH_P37 12 116401278 116401278 Frame_Shift_Ins INS - GT - MED13L .6433_6434insA p.L2145fs
XH_P37 12 116401280 116401280 Nonsense_Mutation INS - TAGGCATTTAT - MED13L _6432insATAAAT2144_L2145delinsLX
XH_P37 12 116421315 116421315 In_Frame_Ins INS - CTCTGCTCCTGG - MED13L 4562insCCAGGAS1521delinsTRSRG
XH_P37 12 116457180 116457180 Frame_Shift_Ins INS - CAGACAATTGTA - MED13L 58insATACAATT p.L286fs
XH_P37 12 117423111 117423111 Nonsense_Mutation INS - TTACTTAATATGT - FBXW8 TAAATTTACTTAA_T247delinsAGNNFKFTX
XH_P37 12 117907566 117907566 Frame_Shift_Ins INS - CC - KSR2 .2659_2660insG p.E887fs
XH_P37 12 117907568 117907568 Frame_Shift_Ins INS - ACTAGGTTTC - KSR2 _2658insGAAAC p.Q886fs
XH_P37 12 118473033 118473033 Silent SNP C A C WSB2 c.G300T p.T100T
XH_P37 12 118473034 118473034 In_Frame_Ins INS - GGTATGTAT - WSB2 8_299insATACAT.T100delinsNTYP
XH_P37 12 120510361 120510361 In_Frame_Ins INS - TTTTTTTTTTAA - BICDL1 _1137insTTTTTTTC379delinsCFFFN
XH_P37 12 120575848 120575848 Frame_Shift_Ins INS - GCTGTGAT - GCN1 49_6250insATCA p.L2084fs
XH_P37 12 120750381 120750381 In_Frame_Ins INS - CCTAACACACAA - SIRT4 insTTCCCTAACAL207delinsLSLTHNP
XH_P37 12 122243822 122243822 Nonsense_Mutation INS - TAAACGTTCTTCA - SETD1B AGGTTTAAACGTTL119_R120delinsPX
XH_P37 12 122359558 122359558 In_Frame_Ins INS - CTCTCCATGCTAT - WDR66 sGACTCTCTCCAT116delinsETLSMLLC
XH_P37 12 122657270 122657270 Frame_Shift_Ins INS - TAAAATCATT - IL31 3_184insAATGAT p.V62fs
XH_P37 12 122657272 122657272 Missense_Mutation SNP C A C IL31 c.G182T p.G61V
XH_P37 12 122825543 122825543 Frame_Shift_Ins INS - AAAT - CLIP1 2069_2070insAT p.Q690fs
XH_P37 12 122825545 122825545 In_Frame_Ins INS - CTGATT - CLIP1 067_2068insAAT .Q690delinsNQQ
XH_P37 12 123014639 123014639 In_Frame_Ins INS - CTAACATTAACAT - KNTC1 AAGTCTAACATTAelinsKQKQKSNINIYRHLS
XH_P37 12 123072422 123072422 Splice_Site INS - ATTTTTTAAACAA - KNTC1 . .
XH_P37 12 123810856 123810856 Frame_Shift_Ins INS - CAAGAATGGAAA - SBNO1 ACTTACTTTTCCA p.Q573fs
XH_P37 12 124104153 124104153 Frame_Shift_Ins INS - GGTTT - DDX55 508_1509insGGT p.R503fs
XH_P37 12 124104154 124104154 Nonsense_Mutation INS - GCATTCATTTTAG - DDX55 10insATGCATTCA3_R504delinsRMHSFX
XH_P37 12 124330651 124330651 Frame_Shift_Ins INS - AGAAAGGT - DNAH10 0_5411insAGAA p.R1804fs
XH_P37 12 125570975 125570975 Frame_Shift_Ins INS - CTGCAAGAGTC - AACS _459insCTGCAAG p.G153fs
XH_P37 12 125834655 125834655 Frame_Shift_Ins INS - ACATCTTGACACA - TMEM132B 11insACATCTTG p.K237fs
XH_P37 12 132522555 132522555 In_Frame_Ins INS - TAGTTCCATTTTT - EP400 GATCTTTAGTTCC41delinsDQIFSSIFQQFL
XH_P37 13 20244447 20244447 Frame_Shift_Ins INS - TCCTGGAAAAGA - MPHOSPH8 insAGTTCCTGGA p.P801fs
XH_P37 13 21562109 21562109 Frame_Shift_Ins INS - TCAGAGATAG - LATS2 9_1810insCTATC p.F604fs
XH_P37 13 21562111 21562111 Frame_Shift_Ins INS - GTGCA - LATS2 807_1808insTGC p.K603fs
XH_P37 13 25436888 25436888 Frame_Shift_Ins INS - ATAGGTACATGA - RNF17 AATATCATAGGT p.L1307fs
XH_P37 13 25671286 25671286 Frame_Shift_Ins INS - CTCATCTACAGCT - PABPC3 nsCATCTCATCTA p.F317fs
XH_P37 13 27241792 27241792 Missense_Mutation SNP T A T WASF3 c.T407A p.I136N
XH_P37 13 27241794 27241794 In_Frame_Ins INS - AAATAATATTTT - WASF3 _410insAAATAATp.L137delinsQIIFL
XH_P37 13 27679935 27679935 Frame_Shift_Del DEL G - G USP12 c.276delC p.A92fs
XH_P37 13 27679936 27679936 Missense_Mutation SNP G A G USP12 c.C275T p.A92V
XH_P37 13 28588655 28588655 Frame_Shift_Ins INS - GTTGTGTGGGGTA - FLT3 3insTCTTACCCCA p.R931fs
XH_P37 13 28588656 28588656 Nonsense_Mutation INS - TTTATTTAT - FLT3 1_2792insATAAAp.R931delinsNKX
XH_P37 13 28712860 28712910 In_Frame_Del DEL CCCCGCCGGG - GCCCCGCCGGGG PAN3 c.66_116del p.22_39del
XH_P37 13 32808822 32808822 Frame_Shift_Ins INS - ATTTTTTTTT - FRY 9_5640insATTTT p.P1880fs
XH_P37 13 32808824 32808824 In_Frame_Ins INS - TCTTTT - FRY 641_5642insTCTp.L1881delinsLFL
XH_P37 13 32929292 32929292 Frame_Shift_Ins INS - ATTTAGACAGAA - BRCA2 03insAGATTTAGA p.K2434fs
XH_P37 13 32929352 32929352 Nonsense_Mutation INS - GACAGAAATTCTT - BRCA2 63insTAGACAGAA454_H2455delinsIX
XH_P37 13 32954173 32954173 Nonsense_Mutation INS - AGTTGCAAGATG - BRCA2 TTTTGAAGTTGCA049_Q3050delinsYFX
XH_P37 13 33110793 33110793 Nonsense_Mutation INS - TCATTTATACCATT - N4BP2L2 TCTAAATGGTATA24_G125delinsMFX
XH_P37 13 36801484 36801484 Frame_Shift_Ins INS - TT - CCDC169 c.279_280insAA p.V94fs
XH_P37 13 36801485 36801485 Nonsense_Mutation INS - GGTCTTTTTATTTT - CCDC169 AGTAAAAATAAAK93_V94delinsKKX
XH_P37 13 38320583 38320583 Frame_Shift_Ins INS - GAAGAGCTGTC - TRPC4 _388insGACAGC p.I130fs
XH_P37 13 39265542 39265542 In_Frame_Ins INS - GCTTCCCATCTGT - FREM2 062insTGCTTCCCR1354delinsSASHLL
XH_P37 13 39430388 39430388 In_Frame_Ins INS - TCTATTTTTTTTTT - FREM2 sAGTTTTCTATTT2351delinsKFSIFFFFL
XH_P37 13 40301667 40301667 Nonsense_Mutation INS - AAACTGTCAAAT - COG6 TCCCTAAAACTGL603delinsLTKTPX
XH_P37 13 41134000 41134000 Frame_Shift_Ins INS - CTGTGACATGGA - FOXO1 28insATTCCATG p.V543fs
XH_P37 13 41341125 41341125 Frame_Shift_Ins INS - AAAGAAGAGGTA - MRPS31 TAAATTTACCTCT p.I66fs
XH_P37 13 42390895 42390895 Nonsense_Mutation INS - CGCTGATGTTATA - VWA8 1886insTATAACAQ629_E630delinsLX
XH_P37 13 45556286 45556286 Nonsense_Mutation INS - AACATGTTTTATG - NUFIP1 TAAAACATAAAA p.K139delinsTX
XH_P37 13 46543546 46543546 Nonsense_Mutation INS - CTGCCATCACTA - ZC3H13 3133insTAGTGAp.M1045delinsX
XH_P37 13 46544565 46544565 Nonsense_Mutation INS - ATTTTCTACTATT - ZC3H13 2504insAATAGTA835_Q836delinsKX
XH_P37 13 47297448 47297448 Nonsense_Mutation INS - TTAAAAGAGACA - LRCH1 AGTATTTTAAAA83_E584delinsAQVFX
XH_P37 13 47297450 47297450 Silent SNP G T G LRCH1 c.G1749T p.V583V
XH_P37 13 49841849 49841849 Nonsense_Mutation INS - AATTATGAGATAC - CDADC1 AGGTAATTATGA18_T219delinsKYERX
XH_P37 13 50296696 50296696 In_Frame_Ins INS - CTTAAGATGATG - KPNA3 73insAGCATCATCA158delinsEHHLKS
XH_P37 13 50296698 50296698 Missense_Mutation SNP A T A KPNA3 c.T471A p.N157K
XH_P37 13 50502089 50502089 Frame_Shift_Ins INS - AA - SPRYD7 c.238_239insTT p.P80fs
XH_P37 13 50502091 50502091 Nonsense_Mutation INS - TTATATTAGA - SPRYD7 6_237insTCTAATL79_P80delinsLLIX
XH_P37 13 50587285 50587285 In_Frame_Ins INS - CCACATCGACTA - TRIM13 GTTTATCCACATC3delinsKESLSTSTSFMS
XH_P37 13 50589872 50589872 Frame_Shift_Ins INS - AAAT - KCNRG .243_244insAAA p.R81fs
XH_P37 13 50589873 50589873 In_Frame_Ins INS - CCTATAACCATAA - KCNRG insAACCTATAACL82delinsQPITINV
XH_P37 13 53049243 53049243 Frame_Shift_Ins INS - AAATTAAAACAAT - CKAP2 20insAAAATTAA p.L673fs
XH_P37 13 61986244 61986244 Frame_Shift_Ins INS - GTACTGCCTT - PCDH20 _1988insAAGGC p.V663fs
XH_P37 13 67205362 67205362 In_Frame_Ins INS - TGTATT - PCDH9 091_3092insAATp.G1031delinsEYS
XH_P37 13 67205363 67205363 In_Frame_Ins INS - AATATGTTTGATA - PCDH9 AAATCATATCAAAdelinsLTAKIISNILNVYLKG
XH_P37 13 74420480 74420480 Frame_Shift_Ins INS - TCCCATGAATTTA - KLF12 nsACTGTAAATTC p.E52fs
XH_P37 13 77641983 77641983 Nonsense_Mutation INS - TGATTTTCAATTC - MYCBP2 8insCCTGGAATT63_R4064delinsTWNX
XH_P37 13 77672052 77672052 Nonsense_Mutation INS - TTACAACATTTAG - MYCBP2 AGCCACTAAATG079_E3080delinsESHX
XH_P37 13 77695627 77695627 Frame_Shift_Ins INS - AA - MYCBP2 c.8020_8021insT p.Q2674fs
XH_P37 13 77695628 77695628 Nonsense_Mutation INS - AGAGTGCTTGCT - MYCBP2 AAAAATAAGCAAG_A2675delinsKNKQALSX
XH_P37 13 79189802 79189802 Nonsense_Mutation INS - CTATACAAATTGG - RNF219 TCAATTCCAATTT_R699delinsNYQFQFVX
XH_P37 13 79190756 79190756 In_Frame_Ins INS - AAGTGAAAATGAA - RNF219 ATTTCTTTTCATTelinsEKHSDFFSFSLLLISSS
XH_P37 13 96536885 96536885 Nonsense_Mutation INS - ATCAGCTATTAC - UGGT2 ACAATTGTAATA0_S1031delinsTCYNCNSX
XH_P37 13 98669104 98669104 Nonsense_Mutation INS - ATATTTTCTATTAT - IPO5 AAAGTATATTTTCC891delinsIWIKKYIFYYQX
XH_P37 13 99554691 99554691 Nonsense_Mutation INS - GCTCAAATTAGAC - DOCK9 1234insGTCTAAT412_S413delinsVX
XH_P37 13 99966465 99966465 Nonsense_Mutation INS - ATGATTCATGTCC - UBAC2 CAAATATGATTCA33delinsLIFKYDSCPKX
XH_P37 13 99966467 99966467 Missense_Mutation SNP G T G UBAC2 c.G401T p.G134V



XH_P37 13 100637715 100637717 In_Frame_Del DEL GCG - GCG ZIC2 c.1378_1380del p.460_460del
XH_P37 13 103393253 103393253 Frame_Shift_Ins INS - GAAGAAAAATATA - CCDC168 _9794insTATATTT p.A3265fs
XH_P37 13 103393254 103393254 Frame_Shift_Ins INS - ATACAAGG - CCDC168 92_9793insCCTT p.A3265fs
XH_P37 13 103400631 103400631 Frame_Shift_Ins INS - AA - CCDC168 c.2415_2416insT p.L806fs
XH_P37 13 103400633 103400633 Nonsense_Mutation INS - TAAGGCTCAGTCA - CCDC168 414insATGACTGAp.I805delinsNDX
XH_P37 13 103514771 103514771 Frame_Shift_Ins INS - TCTTCTGAGCT - BIVM-ERCC5 _1273insTCTTCT p.S424fs
XH_P37 13 103518257 103518257 In_Frame_Ins INS - CCTGCAATCATC - BIVM-ERCC5 AATGATCCTGCA 32delinsKMILQSSRA
XH_P37 13 103518259 103518259 Frame_Shift_Ins INS - TC - BIVM-ERCC5 .2197_2198insT p.L733fs
XH_P37 13 108882073 108882073 Silent SNP T A T ABHD13 c.T507A p.S169S
XH_P37 13 108955691 108955691 Missense_Mutation SNP G T G TNFSF13B c.G515T p.G172V
XH_P37 13 114152820 114152820 Frame_Shift_Ins INS - AAATGTCCCTGTT - TMCO3 nsGTCAAATGTCC p.F203fs
XH_P37 13 114294501 114294501 Frame_Shift_Ins INS - TGGAACCCAT - TFDP1 _1153insTGGAA p.S384fs
XH_P37 13 115052051 115052051 Frame_Shift_Ins INS - AGGATATT - UPF3A 79_480insAGGAT p.A160fs
XH_P37 13 115052052 115052052 Nonsense_Mutation INS - GGCCTTTTAACA - UPF3A 1insTAGGCCTTTTA160_N161delinsAX
XH_P37 13 115091571 115091571 Nonsense_Mutation INS - AGAGATAAAAGC - CHAMP1 CTCTTCAGAGATA52_L753delinsPLQRX
XH_P37 14 20215589 20215589 Frame_Shift_Ins INS - A - OR4Q3 c.4dupA p.M1fs
XH_P37 14 20296052 20296052 Nonsense_Mutation INS - A - OR4N2 c.445_446insAW149_L150delinsX
XH_P37 14 20876082 20876082 Frame_Shift_Ins INS - CTTCTCTCCTC - TEP1 517insGAGGAGA p.I173fs
XH_P37 14 20978669 20978669 Frame_Shift_Ins INS - TGTA - RNASE10 c.39_40insTGTA p.L13fs
XH_P37 14 20978671 20978671 Frame_Shift_Ins INS - AAAATGTGGAA - RNASE10 _42insAAAATGTG p.M14fs
XH_P37 14 21796726 21796726 Frame_Shift_Ins INS - GACTTCATTTCTC - RPGRIP1 040insAGACTTCA p.V1013fs
XH_P37 14 21802846 21802846 In_Frame_Ins INS - ATTTTGCCTTCAC - RPGRIP1 2insAGATTTTGC1107delinsSRFCLHL
XH_P37 14 21956790 21956790 Nonsense_Mutation INS - TTAAAATACAAAA - TOX4 ATCATTTAAAATA97_P98delinsPNCIIX
XH_P37 14 21990884 21990884 In_Frame_Ins INS - ATTTTGTCT - SALL2 7_2978insAGACAp.T993delinsKTKS
XH_P37 14 21991982 21991982 Frame_Shift_Ins INS - A - SALL2 c.1879dupT p.S627fs
XH_P37 14 21991984 21991984 In_Frame_Ins INS - TTCACCAAT - SALL2 7_1878insATTGG.A626delinsALVN
XH_P37 14 22102632 22102632 In_Frame_Ins INS - GCCATC - OR10G2 66_367insGATG.M123delinsDGM
XH_P37 14 22102995 22102995 Frame_Shift_Ins INS - AT - OR10G2 c.3_4insAT p.G2fs
XH_P37 14 22102997 22102997 Nonsense_Mutation INS - AGGCTATCCCG - OR10G2 _2insCGGGATAGM1_G2delinsTGX
XH_P37 14 22133648 22133648 Frame_Shift_Ins INS - TCTTTACTCCAAG - OR4E2 CACAGTCTTTACT p.V118fs
XH_P37 14 23103582 23103582 In_Frame_Ins INS - TTCCTC - OR6J1 34_135insGAGGp.I45delinsMRN
XH_P37 14 23103583 23103583 Missense_Mutation SNP A C A OR6J1 c.T134G p.I45S
XH_P37 14 23456765 23456765 In_Frame_Ins INS - AAC - C14orf93 1275_1276insGTp.L426delinsVL
XH_P37 14 23456766 23456766 In_Frame_Ins INS - TTACAA - C14orf93 274_1275insTTGp.E425delinsDCK
XH_P37 14 23512212 23512212 Frame_Shift_Ins INS - TC - PSMB11 c.778_779insTC p.A260fs
XH_P37 14 23512215 23512216 Frame_Shift_Del DEL AG - AG PSMB11 c.781_782del p.S261fs
XH_P37 14 23532716 23532716 Nonsense_Mutation INS - GCCTAGCACAGT - ACIN1 59insTACTGTGC220_P221delinsVLCX
XH_P37 14 23727820 23727820 Frame_Shift_Ins INS - CTTT - RNF212B c.291_292insCTT p.T97fs
XH_P37 14 23727821 23727821 Nonsense_Mutation INS - ACTGCTCATTTTC - RNF212B nsTTATACTGCTCA.K98delinsIILLIFFX
XH_P37 14 23745125 23745125 Missense_Mutation SNP G A G HOMEZ c.C1312T p.P438S
XH_P37 14 24656772 24656772 In_Frame_Ins INS - AAGATGTGGTGA - IPO4 insATCTCACCACL141delinsHLTTSSV
XH_P37 14 24766008 24766008 Nonsense_Mutation INS - AGCCAACTCGAC - DHRS1 230insGTCGAGT.Q77delinsRRVGX
XH_P37 14 24787704 24787704 In_Frame_Ins INS - GTGGGAATT - ADCY4 1_3152insAATTC.V1051delinsEFPL
XH_P37 14 24787705 24787705 Frame_Shift_Ins INS - TT - ADCY4 .3150_3151insA p.V1051fs
XH_P37 14 24886223 24886223 Frame_Shift_Ins INS - ATAAGTACATG - NYNRIN _5269insATAAGT p.T1756fs
XH_P37 14 24974782 24974782 Frame_Shift_Ins INS - CTTCTAGTCGTGA - CMA1 sACACTCACGAC p.A117fs
XH_P37 14 31576860 31576860 In_Frame_Ins INS - GCC - HECTD1 6530_6531insGGp.F2177delinsLA
XH_P37 14 31576861 31576861 Frame_Shift_Ins INS - GGTTTCTG - HECTD1 9_6530insCAGA p.F2177fs
XH_P37 14 32030754 32030754 Splice_Site INS - AACCCAATCTGCA - NUBPL . .
XH_P37 14 32560187 32560187 Frame_Shift_Ins INS - CCACAGTTACCTT - ARHGAP5 CAACTCCACAGTT p.F104fs
XH_P37 14 33292935 33292935 Frame_Shift_Ins INS - CTTATTTTCACGC - AKAP6 AGTTTTCTTATTT p.N1972fs
XH_P37 14 35037172 35037172 Nonsense_Mutation INS - CTATTAT - SNX6 20_621insATAATA207_N208delinsAX
XH_P37 14 35231099 35231099 In_Frame_Ins INS - ATAAATTATATTA - BAZ1A sTATTAGTAATAT1337delinsDISNIIYSL
XH_P37 14 36768381 36768381 Frame_Shift_Ins INS - TGCAGCAAGTAA - MBIP 45insATTACTTG p.G282fs
XH_P37 14 37736207 37736207 Nonsense_Mutation INS - TTGTAGATAATG - MIPOL1 TAAGTTGTAGATA_Q29delinsEHWDKLX
XH_P37 14 39543686 39543686 In_Frame_Ins INS - TTG - SEC23A 1035_1036insCAp.D346delinsQD
XH_P37 14 39543687 39543687 Frame_Shift_Ins INS - AGTCATTATTTTG - SEC23A 1035insCAAAATA p.I345fs
XH_P37 14 39649898 39649898 In_Frame_Ins INS - TTTCCTTCATTGAT - PNN CTCTTTTTCCTTCA329delinsALFPSLIVL
XH_P37 14 39650971 39650971 Nonsense_Mutation INS - TCACTACTACTAC - PNN TCTACTCTCACTAC_R687delinsDFYSHYYYX
XH_P37 14 45618149 45618149 Frame_Shift_Ins INS - AAAAGTACATCAG - FANCM nsAAAAAAAGTAC p.I264fs
XH_P37 14 45658220 45658220 In_Frame_Ins INS - TCT - FANCM 4917_4918insTCp.S1639delinsSS
XH_P37 14 45658221 45658221 Nonsense_Mutation INS - GGTTTCATCTTGT - FANCM nsAATAGGTTTCAp.R1640delinsKX
XH_P37 14 45700488 45700488 Frame_Shift_Ins INS - GGTA - MIS18BP1 1449_1450insTA p.N484fs
XH_P37 14 45700489 45700489 Frame_Shift_Ins INS - AGTGG - MIS18BP1 448_1449insCCA p.K483fs
XH_P37 14 45716108 45716108 Nonsense_Mutation INS - AAGAGGTTAGTT - MIS18BP1 insTAAAACTAAC p.E128delinsX
XH_P37 14 51058322 51058322 Nonsense_Mutation INS - AAATATTAACAG - ATL1 AATAAAAATATTA163delinsENKNINSX
XH_P37 14 52937318 52937318 Frame_Shift_Ins INS - TT - TXNDC16 .1377_1378insA p.P460fs
XH_P37 14 52937319 52937319 Nonsense_Mutation INS - AGGAAGATACTA - TXNDC16 1377insCTAGTATF459_P460delinsFX
XH_P37 14 55423905 55423905 Frame_Shift_Ins INS - AGGATAGGAGGT - WDHD1 nsTCAGAACCTCC p.K798fs
XH_P37 14 55453990 55453990 Nonsense_Mutation INS - AATGAAAATGTTT - WDHD1 TATTAAGAAACATA425_T426delinsYX
XH_P37 14 56078986 56078986 Frame_Shift_Ins INS - GT - KTN1 c.220_221insGT p.E74fs
XH_P37 14 56078987 56078987 Frame_Shift_Ins INS - CTTTTGTCAATGT - KTN1 22insCTTTTGTCA p.E74fs
XH_P37 14 56757127 56757127 In_Frame_Ins INS - AATGGAAAGGAT - PELI2 TTGAAATGGAAA17delinsDVEMERILEL
XH_P37 14 57863585 57863585 In_Frame_Ins INS - CAACAACCAACCA - NAA30 88insACAACAACCN296delinsKQQPTI
XH_P37 14 58604857 58604857 Nonsense_Mutation INS - TAATGGCAATTTA - C14orf37 ATTTCTAAATTGC7_K408delinsNLFLNCHX
XH_P37 14 58790329 58790329 Frame_Shift_Ins INS - AACAATTATTTGA - ARID4A ACACAAACAATTA p.P192fs
XH_P37 14 58831242 58831242 In_Frame_Ins INS - TCATTTTTTTCTA - ARID4A AAATTTTCATTTT12delinsFKFSFFSSSS
XH_P37 14 58975415 58975415 Frame_Shift_Ins INS - TAGAACTAGCAG - KIAA0586 892insTTAGAAC p.E1297fs
XH_P37 14 62207632 62207632 Nonsense_Mutation INS - ACAAATAAGTTCA - HIF1A ATAAAACAAATA631_Q632delinsNX
XH_P37 14 62207739 62207739 Frame_Shift_Ins INS - AG - HIF1A .1998_1999insA p.P666fs
XH_P37 14 62207741 62207741 Frame_Shift_Ins INS - TAAATCTGTG - HIF1A 0_2001insTAAAT p.S667fs
XH_P37 14 64408656 64408656 Nonsense_Mutation INS - TTAATGTCTGTGA - SYNE2 CCTTTTTAATGTCA97_L98delinsAPFX
XH_P37 14 64491861 64491861 Frame_Shift_Ins INS - A - SYNE2 c.5974_5975insA p.S1992fs
XH_P37 14 64491862 64491862 Nonsense_Mutation INS - AAATAAGCAAAAA - SYNE2 76insAAAATAAGp.S1992delinsSKX
XH_P37 14 64519676 64519676 Frame_Shift_Ins INS - GATCTTCCAGAAA - SYNE2 insACTGATCTTCC p.S3015fs
XH_P37 14 64520249 64520249 Frame_Shift_Ins INS - ATGAGTCATCAA - SYNE2 CCTTGAATGAGT p.I3206fs
XH_P37 14 64655376 64655376 Frame_Shift_Ins INS - ACACCTGTGATAA - SYNE2 22insCTTACACCT p.L5941fs
XH_P37 14 65390801 65390801 Frame_Shift_Ins INS - AAAAAATGGCCAG - CHURC1 nsACTAAAAAATG p.K71fs
XH_P37 14 66082795 66082795 Nonsense_Mutation INS - TTCTAAAACATTTA - FUT8 TCACTTTCTAAAA01_K102delinsKLTFX
XH_P37 14 66096299 66096299 Frame_Shift_Ins INS - AC - FUT8 c.83_84insAC p.V28fs
XH_P37 14 66096301 66096301 Frame_Shift_Ins INS - ATCTTTTATTTTCT - FUT8 86insATCTTTTAT p.Q29fs
XH_P37 14 68250013 68250013 Frame_Shift_Ins INS - GGAACAA - ZFYVE26 55_3856insTTGT p.R1286fs
XH_P37 14 69521050 69521050 In_Frame_Ins INS - ACACTGACC - DCAF5 9_2350insGGTCA.L784delinsGQCL
XH_P37 14 69521712 69521712 Missense_Mutation SNP C A C DCAF5 c.G1688T p.S563I
XH_P37 14 69521713 69521713 Frame_Shift_Ins INS - TCAACCAA - DCAF5 86_1687insTTGG p.S563fs
XH_P37 14 70839839 70839839 Frame_Shift_Ins INS - C - SYNJ2BP c.306dupG p.Q103fs
XH_P37 14 70839841 70839841 Frame_Shift_Ins INS - TGTCTTTC - SYNJ2BP 4_305insGAAAG p.V102fs
XH_P37 14 71206838 71206838 Nonsense_Mutation INS - CATATCAGCAAAG - MAP3K9 sATCCCTTTGCTG.D231delinsESLCX



XH_P37 14 71275774 71275779 In_Frame_Del DEL CCTCCT - CCTCCT MAP3K9 c.110_115del p.37_39del
XH_P37 14 71543046 71543046 Frame_Shift_Ins INS - AATTCAGATTAAA - PCNX1 AAAAGAATTCAG p.D1638fs
XH_P37 14 73578348 73578348 Missense_Mutation SNP G C G RBM25 c.G2130C p.R710S
XH_P37 14 73578350 73578350 Frame_Shift_Ins INS - TGCAAAATAT - RBM25 2_2133insTGCAA p.K711fs
XH_P37 14 73711453 73711453 Frame_Shift_Ins INS - AAAACATATTCCT - PAPLN 157insAAAACATA p.P52fs
XH_P37 14 73989384 73989384 In_Frame_Ins INS - CCAACAAGT - HEATR4 2_473insACTTGT.R158delinsHLLG
XH_P37 14 75538072 75538072 Frame_Shift_Ins INS - GTTGCCCTGG - ZC2HC1C _797insGTTGCC p.I266fs
XH_P37 14 77844378 77844378 Frame_Shift_Ins INS - CTCTTTATGCGTT - SAMD15 8insGACTCTTTAT p.L206fs
XH_P37 14 77872447 77872447 Nonsense_Mutation INS - TCTTAGTTAATG - NOXRED1 AAAAAGCATTAAC8_G239delinsEEKKHX
XH_P37 14 78183883 78183883 Frame_Shift_Ins INS - GTTTGAATGTTT - SLIRP sTTTCAGTTTGAA p.D101fs
XH_P37 14 88477336 88477336 Frame_Shift_Ins INS - GAAGTCTTGTCTC - GPR65 nsAGAGAAGTCTT p.L49fs
XH_P37 14 88904489 88904489 Frame_Shift_Ins INS - TCATTTT - SPATA7 27_1428insTCAT p.Q476fs
XH_P37 14 88904490 88904490 In_Frame_Ins INS - CTTTACCGA - SPATA7 8_1429insCTTTA.Q476delinsQLYR
XH_P37 14 89181500 89181500 Nonsense_Mutation INS - AATTTCTAGCAAA - EML5 CTATAATTTGCTAp.E409delinsDLX
XH_P37 14 89192998 89192998 Frame_Shift_Ins INS - ATATTTCA - EML5 73_1074insTGAA p.A358fs
XH_P37 14 89192999 89192999 Frame_Shift_Ins INS - ATGTTAATTT - EML5 2_1073insAAATT p.A358fs
XH_P37 14 91386592 91386592 Nonsense_Mutation INS - TGTGGTAAATTTT - RPS6KA5 AAATGAAAATTTp.F36_T37delinsX
XH_P37 14 92470616 92470616 In_Frame_Ins INS - GGATCTTCTTTTA - TRIP11 TTTTCCTAAAAGA234delinsSFPKRRSLVL
XH_P37 14 92472434 92472434 In_Frame_Ins INS - ATGGAAAAAGGA - TRIP11 sTATCTCTCCTTTT628delinsLSLLFPFLE
XH_P37 14 95590860 95590860 In_Frame_Ins INS - AGATACACAGCA - DICER1 049insACTGCTGTT350delinsNCCVSS
XH_P37 14 96993858 96993858 Frame_Shift_Ins INS - ATTTTGCATCCTAT - PAPOLA sAATTATTTTGCA p.E141fs
XH_P37 14 100728706 100728706 Frame_Shift_Ins INS - TTTTTTTTTTTTGG - YY1 sTCCCTTTTTTTTT p.P249fs
XH_P37 14 102664125 102664125 In_Frame_Ins INS - TGTTCTTTC - WDR20 6_467insTGTTCT.N156delinsMFFH
XH_P37 14 102664126 102664126 Frame_Shift_Ins INS - CATGCCTAGT - WDR20 7_468insCATGCC p.N156fs
XH_P37 14 103932131 103932131 Splice_Site INS - AAATAGAATTAG - MARK3 . .
XH_P37 14 103958256 103958256 Nonsense_Mutation INS - G - MARK3 c.1492_1493insGY498_N499delinsX
XH_P37 14 104407851 104407851 Frame_Shift_Ins INS - TTAAATTACATTTA - RD3L 2insTTAAATGTA p.Y61fs
XH_P37 14 105411010 105411010 Missense_Mutation SNP C G C AHNAK2 c.G10478C p.R3493T
XH_P37 14 105411260 105411260 Missense_Mutation SNP A G A AHNAK2 c.T10228C p.S3410P
XH_P37 14 105415352 105415352 Missense_Mutation SNP G C G AHNAK2 c.C6136G p.L2046V
XH_P37 14 105452813 105452813 Silent SNP C A C C14orf79 c.C45A p.L15L
XH_P37 15 23890738 23890738 Frame_Shift_Ins INS - ATGCC - MAGEL2 151_2152insGGC p.S718fs
XH_P37 15 27725975 27725975 Nonsense_Mutation INS - AACATTAGCACTT - GABRG3 5insCAAACATTAG52_A253delinsANISTX
XH_P37 15 30003205 30003205 Splice_Site SNP C A C TJP1 . .
XH_P37 15 30010728 30010728 In_Frame_Ins INS - ATGTCTTTAGTG - TJP1 3378insCACTAAG1126delinsGTKDI
XH_P37 15 30058507 30058507 Frame_Shift_Ins INS - ATGGAGAGAAAT - TJP1 CCCAAGATTTCTC p.P184fs
XH_P37 15 30919078 30919078 Frame_Shift_Ins INS - TTCTGGTCACCCA - ARHGAP11B 56insTTCTGGTCA p.Y19fs
XH_P37 15 31251321 31251321 Nonsense_Mutation INS - ATAAAATCCAAC - MTMR10 ATTTCTGTTGGAT_P255delinsLSDFCWILX
XH_P37 15 31947353 31947353 Nonsense_Mutation INS - ATTTTATCACTAA - OTUD7A sTAATTAGTGATAp.D33_F34delinsX
XH_P37 15 31947355 31947355 Nonsense_Mutation SNP G T G OTUD7A c.C95A p.S32X
XH_P37 15 32928652 32928652 Frame_Shift_Ins INS - TAAG - ARHGAP11A 1111_1112insTAA p.P371fs
XH_P37 15 32928653 32928653 Frame_Shift_Ins INS - ATTCTAATAAAGT - ARHGAP11A sATTTAATTCTAA p.P371fs
XH_P37 15 32929275 32929275 Nonsense_Mutation INS - TGAATA - ARHGAP11A 734_1735insTGA p.S578delinsSX
XH_P37 15 32929277 32929277 In_Frame_Ins INS - ATAGTTGTTTCTCT - ARHGAP11A sATTTTATAGTTG579delinsTFYSCFSIK
XH_P37 15 32929369 32929369 In_Frame_Ins INS - TCTTTTAATTTATT - ARHGAP11A TCATTCTCTTTTAinsYLPSYSHSLLIYYLVYPLGT
XH_P37 15 33873831 33873831 Silent SNP C G C RYR3 c.C1560G p.L520L
XH_P37 15 33873832 33873832 Frame_Shift_Ins INS - ATCATTC - RYR3 61_1562insATCA p.Y521fs
XH_P37 15 34078161 34078161 In_Frame_Ins INS - AGGTCGTTGATT - RYR3 9568insAGGTCGA3189delinsARSLI
XH_P37 15 34651412 34651412 Nonsense_Mutation INS - GTTGTTTTTTTAAG - LPCAT4 1insAACTTAAAAp.S497delinsSTX
XH_P37 15 35084695 35084695 Frame_Shift_Ins INS - TGATACTCTTTAT - ACTC1 nsGAAATAAAGAG p.I177fs
XH_P37 15 35149163 35149163 Frame_Shift_Ins INS - CTGTTTTTTGTATT - AQR sTATAAAATACAA p.T1430fs
XH_P37 15 35274670 35274670 Frame_Shift_Ins INS - AC - ZNF770 c.965_966insGT p.I322fs
XH_P37 15 35274672 35274672 Frame_Shift_Ins INS - GCAATAGAAAGAA - ZNF770 GTTTTCTTCTTTCT p.I322fs
XH_P37 15 37385932 37385932 Splice_Site INS - CCCTCCTAT - MEIS2 . .
XH_P37 15 38591746 38591746 Frame_Shift_Ins INS - GCCAAGCCATCA - SPRED1 sAACAGCCAAGC p.M69fs
XH_P37 15 38811550 38811550 In_Frame_Ins INS - TCTGGTGTACTTG - RASGRP1 nsCTCAAGTACAN117delinsLKYTREN
XH_P37 15 40057900 40057900 In_Frame_Ins INS - CTTCTT - FSIP1 57_358insAAGAp.Q120delinsKKQ
XH_P37 15 40917126 40917126 Frame_Shift_Ins INS - GGGTGCAGAGGA - KNL1 sCATATGGGTGCA p.H1555fs
XH_P37 15 41989081 41989081 Frame_Shift_Ins INS - GATATTTTTGTAC - MGA 1874insGATATTT p.A625fs
XH_P37 15 41989083 41989083 Nonsense_Mutation INS - CTCTGAGATCT - MGA _1876insCTCTGA625_G626delinsALX
XH_P37 15 41991309 41991309 Frame_Shift_Ins INS - CTGTTGTCCCATC - MGA 1insCTTCTGTTGT p.L714fs
XH_P37 15 42447774 42447774 In_Frame_Ins INS - GTGAGTGCAAGT - PLA2G4F 25insACACTTGCAP42delinsHTCTHT
XH_P37 15 42743063 42743063 Frame_Shift_Ins INS - GCAAAATCCAC - ZNF106 _1338insGTGGAT p.K446fs
XH_P37 15 42976680 42976680 Nonsense_Mutation INS - ATGATGTTTTCTC - STARD9 05insTGATGATGF968_T969delinsFX
XH_P37 15 43019912 43019912 In_Frame_Ins INS - TTATGTAGAAGC - CDAN1 3insACAGCTTCTA1001delinsGQLLHKN
XH_P37 15 43258484 43258484 Nonsense_Mutation INS - GGGAGATTTTCTT - UBR1 AGAACAAAGAAAp.G1486delinsGX
XH_P37 15 43814792 43814792 Frame_Shift_Ins INS - AGGTCCT - MAP1A 21_1122insAGGT p.P374fs
XH_P37 15 43816603 43816603 Frame_Shift_Ins INS - TCTTCTTCCA - MAP1A 2_2933insTCTTC p.G978fs
XH_P37 15 43817807 43817807 Frame_Shift_Ins INS - ATCA - MAP1A 4136_4137insAT p.V1379fs
XH_P37 15 43817808 43817808 In_Frame_Ins INS - GTGTCAGAATGT - MAP1A 4138insGTGTCAV1379delinsVVSEC
XH_P37 15 45249155 45249155 In_Frame_Ins INS - CTTGAAACA - TERB2 6_127insCTTGAAp.A42delinsALET
XH_P37 15 45460244 45460244 Frame_Shift_Ins INS - TGATCTTT - SHF 6_1227insAAAG p.S409fs
XH_P37 15 45702712 45702712 Frame_Shift_Ins INS - GTTATTTTGTTAT - SPATA5L1 1419insGTTATTT p.K473fs
XH_P37 15 45702714 45702714 Silent SNP C T C SPATA5L1 c.C1420T p.L474L
XH_P37 15 49048229 49048229 Frame_Shift_Ins INS - TTTTTTCCTTTTT - CEP152 AAAGGAAAAAAG p.E1072fs
XH_P37 15 50773951 50773951 Nonsense_Mutation SNP G T G USP8 c.G1261T p.E421X
XH_P37 15 50773953 50773953 Frame_Shift_Ins INS - CTTTTCCACT - USP8 3_1264insCTTTT p.E421fs
XH_P37 15 50904954 50904954 In_Frame_Ins INS - TTCAGAAGAACT - TRPM7 CTGTTTTAGTTCTT15delinsYCFSSSEVSST
XH_P37 15 51242316 51242316 Missense_Mutation SNP G A G AP4E1 c.G1273A p.D425N
XH_P37 15 51242317 51242317 Frame_Shift_Ins INS - AACACAGCATTCA - AP4E1 275insAACACAG p.D425fs
XH_P37 15 51787320 51787320 Frame_Shift_Ins INS - C - DMXL2 c.2775_2776insG p.L926fs
XH_P37 15 51787321 51787321 Nonsense_Mutation INS - TACTAGAGTAGTA - DMXL2 TAAGCTACTACT25_L926delinsTTFTPX
XH_P37 15 52689527 52689527 Frame_Shift_Ins INS - ATTCTGTTTCCTA - MYO5A 190insGTAGGAA p.T397fs
XH_P37 15 52901533 52901533 Nonsense_Mutation INS - CACAAAGAAAAT - FAM214A 99insGTTATTTTCTE533delinsELFSLCX
XH_P37 15 54529834 54529834 Frame_Shift_Ins INS - GCAAGATGACCA - UNC13C 175insGGCAAGA p.K1058fs
XH_P37 15 54630647 54630647 Frame_Shift_Ins INS - TAAATACTTTCAG - UNC13C insCAATAAATAC p.F1558fs
XH_P37 15 55484958 55484958 Frame_Shift_Ins INS - TGAAGTTGGGAA - RSL24D1 155insATTCCCAA p.T52fs
XH_P37 15 55484960 55484960 Missense_Mutation SNP C G C RSL24D1 c.G153C p.W51C
XH_P37 15 56386929 56386929 Nonsense_Mutation INS - GGTTGGTAATTCA - RFX7 nsCTGATGAATTAp.H999delinsHX
XH_P37 15 56985410 56985410 Frame_Shift_Ins INS - GGAACGTCACTA - ZNF280D AAGTACTAGTGAC p.Y116fs
XH_P37 15 62266576 62266576 In_Frame_Ins INS - GAAAGTAAAATG - VPS13C _2320insCATTTTp.I774delinsHFTFI
XH_P37 15 62283910 62283910 Nonsense_Mutation INS - AAAATAAAA - VPS13C 15_1316insTTTTAp.E439delinsVLFX
XH_P37 15 62283911 62283911 In_Frame_Ins INS - TTTTTGTTTGTGA - VPS13C ATTATTTCACAAA39delinsYYFTNKKINE
XH_P37 15 62945482 62945482 Frame_Shift_Ins INS - AGCTAGTTAAGT - TLN2 nsCTTCAGCTAGT p.K162fs
XH_P37 15 63029254 63029254 In_Frame_Ins INS - GGAAAAAGTCCA - TLN2 37insGGGAAAAA1179delinsGGKSPS
XH_P37 15 63433703 63433703 Frame_Shift_Ins INS - ATTTATAGGAGTT - LACTB 344insATTTATAG p.P448fs
XH_P37 15 63908805 63908805 Frame_Shift_Ins INS - AACAATGCCATAT - HERC1 765insAGATATGG p.A4589fs
XH_P37 15 63930683 63930683 Nonsense_Mutation INS - GGAATCATTAAA - HERC1 GACTTTCTTTAATG4008delinsLYIMTFFNDSSX



XH_P37 15 63955278 63955278 Frame_Shift_Ins INS - AGGTTTGGGGAT - HERC1 6insTTAAATCCCC p.D2936fs
XH_P37 15 63972968 63972968 In_Frame_Ins INS - CATTACATTTTTC - HERC1 233insAGAAAAAT2078delinsKKNVML
XH_P37 15 64231561 64231561 Splice_Site INS - TCAAAGGTAGGG - DAPK2 . .
XH_P37 15 64973062 64973062 Splice_Site INS - GTGCCACCT - ZNF609 . .
XH_P37 15 65445940 65445940 In_Frame_Ins INS - ATTTTTAGTGGA - CLPX CCCATCTCCACTA50delinsTPSPLKIQKL
XH_P37 15 65489569 65489569 Missense_Mutation SNP G A G CILP c.C3055T p.R1019C
XH_P37 15 65957758 65957758 Nonsense_Mutation INS - CTTTTATTTTACTG - DENND4A TAGTACAGTAAA18_Q1719delinsVVQX
XH_P37 15 66031209 66031209 In_Frame_Ins INS - CTTGTACATTTTC - DENND4A 36insTGAAAATGTL212delinsLENVQE
XH_P37 15 66031211 66031211 Frame_Shift_Ins INS - TTTTCTATAAT - DENND4A _634insATTATAG p.L212fs
XH_P37 15 66618630 66618630 Nonsense_Mutation INS - TCTTTGAATTCTG - DIS3L 2insAAGTCTTTGA584_P585delinsPSLX
XH_P37 15 67687776 67687776 Frame_Shift_Ins INS - A - IQCH c.1780_1781insA p.P594fs
XH_P37 15 67687778 67687778 Nonsense_Mutation INS - TTGCACATAATA - IQCH ATAATGTTGCAC p.P594delinsPX
XH_P37 15 68583449 68583449 In_Frame_Ins INS - TGGAGTTGA - FEM1B 3_1754insTGGAGp.S585delinsLELT
XH_P37 15 68583451 68583451 Silent SNP T A T FEM1B c.T1755A p.S585S
XH_P37 15 69553581 69553581 Nonsense_Mutation INS - AATACCATTCCTC - GLCE sTTCCTAATACCA8_D249delinsIPNTIPHX
XH_P37 15 70349983 70349983 Frame_Shift_Ins INS - AGACCTTTTG - TLE3 _871insCAAAAG p.T291fs
XH_P37 15 71300944 71300944 Nonsense_Mutation INS - AATAGA - LRRC49 411_1412insAATAp.P471delinsQX
XH_P37 15 73614941 73614941 In_Frame_Ins INS - CAGAAAATAACC - HCN4 _3493insGGTTATL1165delinsGYFLL
XH_P37 15 73617435 73617435 Silent SNP G A G HCN4 c.C1839T p.F613F
XH_P37 15 74703199 74703199 Frame_Shift_Ins INS - CACTCACTCTT - SEMA7A _1725insAAGAGT p.P575fs
XH_P37 15 75015469 75015469 Splice_Site SNP T A T CYP1A1 . .
XH_P37 15 81591950 81591950 In_Frame_Ins INS - CATTACATCATAC - IL16 insTGCATTACAT.L60delinsLCITSYS
XH_P37 15 84566757 84566757 Nonsense_Mutation INS - TTTAGACAAATAT - ADAMTSL3 6insACTTTTAGAC539_K540delinsDFX
XH_P37 15 85147425 85147425 In_Frame_Ins INS - AAAAAGAGAACC - ZSCAN2 sAACAAAAAAGAG89delinsRNKKENHN
XH_P37 15 85400065 85400065 In_Frame_Ins INS - TTCTTGCTTCCAG - ALPK3 sCATTCTTCTTGC901delinsHILLASSSL
XH_P37 15 85666358 85666358 Nonsense_Mutation INS - AAGACATGGAAG - PDE8A TTTAAAAAGACA627delinsHILKRHGSX
XH_P37 15 86118476 86118476 Nonsense_Mutation INS - TTCTAACCTGATT - AKAP13 CGTATTTCTAACC259delinsSYFVFLTX
XH_P37 15 89836232 89836232 Frame_Shift_Ins INS - G - FANCI c.2229_2230insG p.A743fs
XH_P37 15 89836233 89836233 Nonsense_Mutation INS - AGGGTATGACTG - FANCI 231insAAGGGTATp.F744delinsX
XH_P37 15 90897986 90897986 Missense_Mutation SNP G T G ZNF774 c.G94T p.A32S
XH_P37 15 90897987 90897987 Nonsense_Mutation INS - CTGAGGTAAAT - ZNF774 _96insCTGAGGTAA32_L33delinsAX
XH_P37 15 91035857 91035857 Missense_Mutation SNP C A C IQGAP1 c.C4542A p.N1514K
XH_P37 15 91479513 91479513 Splice_Site INS - CCTTTTCTGAG - UNC45A . .
XH_P37 15 91479515 91479515 Frame_Shift_Ins INS - AAGCACCGAGCC - UNC45A insTGAAGCACCG p.A69fs
XH_P37 15 93515585 93515585 In_Frame_Ins INS - TTTTAAAGCTTCC - CHD2 nsCCATTTTTAAAQ815delinsPIFKASFE
XH_P37 15 93540313 93540313 In_Frame_Ins INS - CCTCTT - CHD2 722_3723insCCTp.E1241delinsDLL
XH_P37 15 101013203 101013203 Frame_Shift_Ins INS - TGAAACCTCTTAG - CERS3 TTAAAACTAAGAG p.S222fs
XH_P37 15 101562156 101562156 Frame_Shift_Ins INS - GCCTTTCTCCTGG - LRRK1 1847insGCCTTTC p.K616fs
XH_P37 15 101562158 101562158 Silent SNP A G A LRRK1 c.A1848G p.K616K
XH_P37 15 101827205 101827205 In_Frame_Ins INS - ATTGTCTAAATG - SNRPA1 TTTACTCATTTAG23delinsFTHLDNFNN
XH_P37 15 102346730 102346730 In_Frame_Ins INS - AAGATCACAAAAG - OR4F6 GAGGAAGATCAC270delinsSRKITKETI
XH_P37 16 1544301 1544301 Missense_Mutation SNP G C G TELO2 c.G19C p.E7Q
XH_P37 16 1544302 1544302 Missense_Mutation SNP A G A TELO2 c.A20G p.E7G
XH_P37 16 1652463 1652463 In_Frame_Ins INS - AAATGAACTTTG - IFT140 insCAGCAAAGTTK93delinsQQSSFIK
XH_P37 16 1915837 1915837 Splice_Site INS - TATATATACACAC - MEIOB . .
XH_P37 16 2580830 2580830 In_Frame_Ins INS - CCT - CEMP1 c.244_245insAGGp.L82delinsQV
XH_P37 16 2580831 2580831 In_Frame_Ins INS - TAA - CEMP1 c.243_244insTTA p.L82delinsLL
XH_P37 16 3255121 3255121 Missense_Mutation SNP T C T OR1F1 c.T875C p.L292P
XH_P37 16 3283687 3283687 Nonsense_Mutation INS - TTCTGTGTTAGTT - ZNF200 TTTATAACTAACAP23_D24delinsPX
XH_P37 16 4432440 4432440 Missense_Mutation SNP C T C VASN c.C1562T p.T521M
XH_P37 16 8992438 8992438 Nonsense_Mutation INS - CAATTTAGGGAA - USP7 TTACCTCTTCCCTAL848_L849delinsSX
XH_P37 16 11363108 11363108 Nonsense_Mutation INS - CCAACACTAG - TNP2 _12insCTAGTGTp.Q4_T5delinsHX
XH_P37 16 11785246 11785246 Nonsense_Mutation INS - ATTTTAA - TXNDC11 43_444insTTAAAP148_S149delinsPX
XH_P37 16 11785247 11785247 In_Frame_Ins INS - TCTTTA - TXNDC11 442_443insTAAAp.P148delinsLKT
XH_P37 16 11850198 11850198 In_Frame_Ins INS - TGATGG - ZC3H7A 456_2457insCCAp.L819delinsLHQ
XH_P37 16 11850200 11850200 Frame_Shift_Ins INS - CCTTTCT - ZC3H7A 54_2455insAGAA p.L819fs
XH_P37 16 11868354 11868354 Frame_Shift_Ins INS - ATTCTGCACCTGA - ZC3H7A 1insTTTCAGGTG p.E214fs
XH_P37 16 14355266 14355266 Missense_Mutation SNP C G C MKL2 c.C3265G p.L1089V
XH_P37 16 14355268 14355268 Frame_Shift_Ins INS - GGAGGAATTTCA - MKL2 8insGTGGAGGA p.L1089fs
XH_P37 16 14576561 14576561 Frame_Shift_Ins INS - ATTTTAGAGA - PARN 5_1466insTCTCTA p.D489fs
XH_P37 16 14576562 14576562 Frame_Shift_Ins INS - TGCTTTAT - PARN 4_1465insATAA p.D489fs
XH_P37 16 14969083 14969083 Nonsense_Mutation INS - GACATAGTTGCA - NOMO1 46insAGGACATAF749_S750delinsX
XH_P37 16 15100439 15100439 Frame_Shift_Ins INS - T - PDXDC1 c.497_498insT p.Q166fs
XH_P37 16 15100441 15100441 Splice_Site INS - CAATTCTTTTCTCA - PDXDC1 . .
XH_P37 16 16101732 16101732 Frame_Shift_Ins INS - AACTAAAAAGAT - ABCC1 9insCAAACTAAA p.T36fs
XH_P37 16 18888540 18888540 Frame_Shift_Ins INS - TGAGAATCATACT - SMG1 33insTCAGTATGA p.I511fs
XH_P37 16 19236066 19236066 Frame_Shift_Ins INS - ATTCATCCACCTG - SYT17 1123insATTCATC p.S374fs
XH_P37 16 19620325 19620325 Frame_Shift_Ins INS - ACTGGGTTTTGAG - C16orf62 1179insACTGGGT p.N393fs
XH_P37 16 19620327 19620327 Frame_Shift_Ins INS - TTTCT - C16orf62 180_1181insTTT p.K394fs
XH_P37 16 23632791 23632791 In_Frame_Ins INS - GTGTTG - PALB2 004_3005insCAA.E1002delinsATQ
XH_P37 16 23641415 23641415 Frame_Shift_Ins INS - AAAGACTCAGTCT - PALB2 2060insAGACTGA p.P687fs
XH_P37 16 23641417 23641417 Silent SNP C T C PALB2 c.G2058A p.R686R
XH_P37 16 23647022 23647022 Nonsense_Mutation INS - AACAGAGAAATC - PALB2 45insAAGATTTCTR282delinsKDFSVX
XH_P37 16 23647024 23647024 In_Frame_Ins INS - AAATCTCCC - PALB2 2_843insGGGAG.I281delinsMGDF
XH_P37 16 24578532 24578532 Nonsense_Mutation INS - TTTGTAAAAATAA - RBBP6 AATTTATTTGTAAdelinsTLVQFICKNNSTTX
XH_P37 16 24581242 24581242 In_Frame_Ins INS - TTGGTTTTATCAC - RBBP6 0insGTTTGGTTT1043delinsSVWFYHP
XH_P37 16 24582815 24582815 Missense_Mutation SNP C A C RBBP6 c.C4326A p.D1442E
XH_P37 16 24582817 24582817 Nonsense_Mutation INS - TCTCGATCTTTGG - RBBP6 29insATCTCGAT1443_D1444delinsX
XH_P37 16 24806005 24806005 Frame_Shift_Ins INS - TCCTTCTGGAGAA - TNRC6A AAGAATTCCTTCT p.N1165fs
XH_P37 16 24918072 24918072 Frame_Shift_Ins INS - ATTCAGCTATTGT - SLC5A11 nsAAAATTCAGCT p.E297fs
XH_P37 16 27373670 27373670 Nonsense_Mutation INS - AATCAGTAATTGA - IL4R GTTATAATCAGTA333delinsSNVIISNX
XH_P37 16 29848143 29848143 Frame_Shift_Ins INS - AATTTCTACCAAT - MVP 774insAATTTCTA p.A258fs
XH_P37 16 30007883 30007883 Nonsense_Mutation INS - CTTCAGATTCCGG - INO80E 8insGCTTCAGATTQ33delinsRFRFRX
XH_P37 16 30106758 30106758 Nonsense_Mutation SNP G A G YPEL3 c.C46T p.Q16X
XH_P37 16 30106760 30106760 Nonsense_Mutation INS - TCTTCAACTCAGT - YPEL3 44insACTGAGTTGR15_Q16delinsHX
XH_P37 16 30732182 30732182 Frame_Shift_Ins INS - AG - SRCAP .3136_3137insA p.P1046fs
XH_P37 16 30732183 30732183 Nonsense_Mutation INS - CAGTACCTA - SRCAP 7_3138insCAGTA.P1046delinsPSTX
XH_P37 16 31049483 31049483 Nonsense_Mutation INS - ACCCCATGCTAAA - STX4 3insGACCCCATG01_G102delinsRTPCX
XH_P37 16 31195649 31195649 In_Frame_Ins INS - ATTTCCTTTCACT - FUS 53insAATTTCCTTP151delinsPISFHF
XH_P37 16 31213095 31213095 Nonsense_Mutation INS - AATCTGATCTTTT - PYCARD nsATAAAAAGATp.L114delinsLX
XH_P37 16 31230796 31230796 Nonsense_Mutation INS - GATAAAGAC - TRIM72 3_674insGATAAAp.V225delinsGX
XH_P37 16 31342516 31342516 In_Frame_Ins INS - TCTATCTCT - ITGAM 7_3308insTCTAT.P1103delinsLYLS
XH_P37 16 31927531 31927531 Nonsense_Mutation INS - CTACATGCTTTAC - ZNF267 GATTTGCTACATGH654_T655delinsHX
XH_P37 16 47163243 47163243 Missense_Mutation SNP C G C NETO2 c.G124C p.A42P
XH_P37 16 48221325 48221325 Nonsense_Mutation INS - TTATTATATGTGA - ABCC11 ACCTACTCACATA907delinsQKEPTHIX
XH_P37 16 48595446 48595446 In_Frame_Ins INS - AATATGGTAGAAA - N4BP1 sAAAATTTTTCTA370delinsKIFLPYFAV
XH_P37 16 50136341 50136341 Frame_Shift_Ins INS - CAAGTACCAAC - HEATR3 _1223insCAAGTA p.M408fs
XH_P37 16 51174598 51174598 Missense_Mutation SNP G A G SALL1 c.C1244T p.P415L



XH_P37 16 51174600 51174600 Nonsense_Mutation INS - AACC - SALL1 1241_1242insGGY414_P415delinsX
XH_P37 16 53276765 53276765 Missense_Mutation SNP G A G CHD9 c.G2891A p.R964Q
XH_P37 16 53283882 53283882 Nonsense_Mutation INS - AAGCAATATCATC - CHD9 TTAAGAAGCAAT1255_L1256delinsLX
XH_P37 16 53644906 53644906 In_Frame_Ins INS - CTGTAACAGGTTG - RPGRIP1L nsCTTTCAACCTG1145delinsPFNLLQSL
XH_P37 16 57504261 57504261 Frame_Shift_Ins INS - TCACTCCTAAGGG - POLR2C 679insTCACTCCT p.P226fs
XH_P37 16 58579281 58579281 Nonsense_Mutation INS - AATGTATATCATA - CNOT1 AAAAGCTATGAT369_T1370delinsKX
XH_P37 16 58750065 58750065 In_Frame_Ins INS - AGTACCCCATAGA - GOT2 TGGAATCTATGG248delinsYGIYGVLYI
XH_P37 16 67132649 67132649 Nonsense_Mutation INS - AAATTATGTCTGA - CBFB 3insAAAATTATGL178_G179delinsX
XH_P37 16 67282959 67282959 Silent SNP G T G SLC9A5 c.G42T p.A14A
XH_P37 16 67942824 67942824 Nonsense_Mutation INS - CTCATTAAAACCA - PSKH1 173insCTCATTAAY58_A59delinsSHX
XH_P37 16 68325159 68325159 Nonsense_Mutation INS - CAATATTTAATCT - SLC7A6 nsGATCAATATTT81_Y282delinsMINIX
XH_P37 16 69373963 69373963 Frame_Shift_Ins INS - GCTAT - NIP7 111_112insGCTA p.F37fs
XH_P37 16 69373965 69373965 Missense_Mutation SNP G T G NIP7 c.G113T p.R38L
XH_P37 16 70162871 70162871 Nonsense_Mutation INS - GAAGACCTGTGAT - PDPR insTAGAAGACCT.G51_I52delinsGX
XH_P37 16 70868068 70868068 Splice_Site INS - AGGAACATAT - HYDIN . .
XH_P37 16 70884465 70884465 Silent SNP T A T HYDIN c.A12537T p.T4179T
XH_P37 16 71683654 71683654 Silent SNP C T C PHLPP2 c.G2910A p.E970E
XH_P37 16 71683656 71683656 Frame_Shift_Ins INS - TGCT - PHLPP2 2907_2908insAG p.E970fs
XH_P37 16 72110351 72110351 Nonsense_Mutation INS - TTTTAAAATAATT - HPR 9insAGTTTTAAAAp.L140delinsQFX
XH_P37 16 72110353 72110353 Silent SNP G T G HPR c.G420T p.L140L
XH_P37 16 72822656 72822656 Frame_Shift_Ins INS - AAAGACA - ZFHX3 76_6777insTGTC p.P2259fs
XH_P37 16 72831315 72831315 In_Frame_Ins INS - ACCAACTCTCTAT - ZFHX3 524insTATAGAGAL842delinsYRELVL
XH_P37 16 74443505 74443505 Missense_Mutation SNP C G C CLEC18B c.G1273C p.A425P
XH_P37 16 74670455 74670455 In_Frame_Ins INS - TCTTTATTA - RFWD3 4_1215insTAATAp.S405delinsSNKE
XH_P37 16 74670457 74670457 Nonsense_Mutation INS - ATATATTTATTTCC - RFWD3 sGCAAGGAAATA05_H406delinsARKX
XH_P37 16 74919651 74919651 In_Frame_Ins INS - AACAGGATGAATT - WDR59 9insAAAAATTCAK863delinsKKIHPVT
XH_P37 16 75203225 75203225 In_Frame_Ins INS - CCAGTGCAAATG - ZFP1 119insCCAGTGC.L40delinsPSANV
XH_P37 16 75448489 75448489 Frame_Shift_Ins INS - TTAAA - CFDP1 168_169insTTTA p.S57fs
XH_P37 16 75448490 75448490 Nonsense_Mutation INS - TGTAAAGAAAAT - CFDP1 ATTAATATTTTCTTQ56_S57delinsHITYX
XH_P37 16 75634231 75634231 Nonsense_Mutation INS - ATCAGGGAACAT - ADAT1 85insGAATGTTCCD295delinsENVPX
XH_P37 16 75730810 75730810 Missense_Mutation SNP C G C DUXB c.G212C p.R71T
XH_P37 16 75730812 75730812 Silent SNP C T C DUXB c.G210A p.Q70Q
XH_P37 16 77355099 77355099 Nonsense_Mutation INS - ATGGTGGCATTTT - ADAMTS18 8insTGAAAAATG p.L550delinsX
XH_P37 16 81060230 81060230 Nonsense_Mutation INS - TTTTAAAATAATA - CENPN TATAATTTTAAAA246_A247delinsLFVX
XH_P37 16 81078215 81078215 Frame_Shift_Ins INS - ACTACGATGATCC - ATMIN sAAAGACTACGA p.T548fs
XH_P37 16 83214545 83214545 Nonsense_Mutation INS - CTAATAATTACGT - CDH13 nsAGTCTAATAAT185_T186delinsIVX
XH_P37 16 84115434 84115434 In_Frame_Ins INS - AAGCACAGAATTC - MBTPS1 366insAGAATTCTV456delinsRILCLV
XH_P37 16 84209761 84209761 Frame_Shift_Ins INS - TGCC - DNAAF1 1213_1214insTG p.K405fs
XH_P37 16 84209763 84209763 Frame_Shift_Ins INS - TTCTGCTTTT - DNAAF1 5_1216insTTCTG p.K405fs
XH_P37 16 84227743 84227743 Frame_Shift_Ins INS - ACACTTTTCCTAT - ADAD2 551insACACTTTT p.G184fs
XH_P37 16 88501741 88501741 In_Frame_Ins INS - AGT - ZNF469 7779_7780insAGp.V2593delinsVS
XH_P37 16 88501743 88501743 In_Frame_Ins INS - TTTGGT - ZNF469 781_7782insTTTG.D2594delinsDLV
XH_P37 17 559142 559142 Frame_Shift_Ins INS - AACCTAACAAACA - VPS53 337insTGTTTGTT p.L113fs
XH_P37 17 559143 559143 Missense_Mutation SNP G C G VPS53 c.C336G p.H112Q
XH_P37 17 1703766 1703766 Missense_Mutation SNP G A G SMYD4 c.C922T p.P308S
XH_P37 17 2966409 2966409 Nonsense_Mutation INS - CTTTTATGGGAC - OR1D5 493insGTCCCATAp.R165delinsVPX
XH_P37 17 2995890 2995890 In_Frame_Ins INS - TTCATCTTCCTCA - OR1D2 1insATGAGGAAGT134delinsNEEDEA
XH_P37 17 2996067 2996067 Frame_Shift_Ins INS - GTCCTATCCGTCC - OR1D2 24insGGACGGAT p.T75fs
XH_P37 17 3301543 3301543 Frame_Shift_Ins INS - TGGAGAGCTTCCT - OR1E1 insGGAGGAAGC p.H54fs
XH_P37 17 3981267 3981267 Nonsense_Mutation INS - AAAATAGAATTCA - ZZEF1 TGCTGTTGAATT 7_Q968delinsKKTCCX
XH_P37 17 4053300 4053300 Frame_Shift_Ins INS - TTTTTCTTTTTTT - CYB5D2 _31insTTTTTCTTT p.F10fs
XH_P37 17 4053302 4053302 Missense_Mutation SNP A T A CYB5D2 c.A32T p.Y11F
XH_P37 17 4534980 4534980 Frame_Shift_Ins INS - CTTCCTTCCTCTC - ALOX15 4insGAGAGAGGA p.K635fs
XH_P37 17 4883134 4883134 Frame_Shift_Ins INS - TTCTTAGGCTT - CAMTA2 _1489insAAGCCT p.A497fs
XH_P37 17 4906118 4906118 Frame_Shift_Ins INS - GTAGATCTCCATA - KIF1C 2insAGTAGATCT p.T234fs
XH_P37 17 5013013 5013013 In_Frame_Ins INS - GCTGGAGGA - ZNF232 3_174insTCCTCCp.E58delinsDPPA
XH_P37 17 5298226 5298226 Nonsense_Mutation INS - CCTACCCTTCTTT - NUP88 sTCAGAAAGAAG456delinsIRKKGRSX
XH_P37 17 6590950 6590950 In_Frame_Ins INS - TTCTTCTTTTTCTG - SLC13A5 4insCTCAGAAAAAM448delinsISEKEEK
XH_P37 17 7294053 7294053 Missense_Mutation SNP A G A PLSCR3 c.T731C p.V244A
XH_P37 17 7646833 7646833 Silent SNP G A G DNAH2 c.G2523A p.K841K
XH_P37 17 7678641 7678641 In_Frame_Ins INS - CCAATTCTAAGAA - DNAH2 803insACCAATTCF1601delinsLPILRS
XH_P37 17 7690324 7690324 Frame_Shift_Ins INS - TT - DNAH2 c.6576_6577insT p.N2192fs
XH_P37 17 7690326 7690326 Frame_Shift_Ins INS - CTTCCTATCCCCA - DNAH2 79insAACTTCCTA p.G2193fs
XH_P37 17 10215296 10215296 Frame_Shift_Ins INS - CATTGAC - MYH13 62_4463insGTCA p.M1488fs
XH_P37 17 10247288 10247288 Frame_Shift_Ins INS - GAGTATGATGTT - MYH13 723insAAACATC p.A575fs
XH_P37 17 10265693 10265693 In_Frame_Ins INS - CTGGTGAGTAAT - MYH13 32insAAATTACTCA111delinsEITHQS
XH_P37 17 10265695 10265695 Nonsense_Mutation SNP A T A MYH13 c.T330A p.Y110X
XH_P37 17 10443929 10443929 Nonsense_Mutation INS - ATTTTTTTTTTTTT - MYH2 TGCAAAAAAAAAdelinsDASQLQKKKKIVX
XH_P37 17 11584153 11584153 In_Frame_Ins INS - TGCTCTCAACCTC - DNAH9 691insTTGCTCTCF1230delinsFLLSTS
XH_P37 17 15234782 15234782 Nonsense_Mutation INS - TAACCAACTATCA - TEKT3 121insTGATAGTTp.N41_L42delinsX
XH_P37 17 15234783 15234783 Silent SNP G A G TEKT3 c.C120T p.S40S
XH_P37 17 15642112 15642112 In_Frame_Ins INS - GCTCCTTTTTAC - TBC1D26 _466insGCTCCTT.K155delinsKAPFY
XH_P37 17 15974916 15974916 Nonsense_Mutation INS - AGGTAACTAAG - NCOR1 _4007insCTTAGT1336_E1337delinsTX
XH_P37 17 15984024 15984024 Nonsense_Mutation INS - ACTCACAACC - NCOR1 _3243insGGTTG1081_L1082delinsX
XH_P37 17 15984026 15984026 Missense_Mutation SNP A G A NCOR1 c.T3241C p.Y1081H
XH_P37 17 16455578 16455578 Frame_Shift_Ins INS - ATTTATT - ZNF287 33_1734insAATA p.G578fs
XH_P37 17 16455580 16455580 Nonsense_Mutation INS - TCATCACTTAATCA - ZNF287 732insTGATTAAG578_K579delinsX
XH_P37 17 16525679 16525679 Nonsense_Mutation INS - AACTATATTTTATG - ZNF624 ATATTCATAAAA41delinsDFPIFIKYSLX
XH_P37 17 16612410 16612410 Nonsense_Mutation INS - TACTGGATATAT - CCDC144A _1040insTACTGG.E347delinsVLDIX
XH_P37 17 16612412 16612412 Silent SNP A G A CCDC144A c.A1041G p.E347E
XH_P37 17 17751062 17751062 In_Frame_Ins INS - ACTTCTTTTCTCT - TOM1L2 57insCAGAGAAAA353delinsQRKEVA
XH_P37 17 18430104 18430104 Frame_Shift_Ins INS - TACTGTCTGATGT - FAM106A nsTGACATCAGAC p.T5fs
XH_P37 17 18638483 18638483 Frame_Shift_Ins INS - GGAGATACTTGTG - TRIM16L 758insGGAGATA p.L253fs
XH_P37 17 18682329 18682329 In_Frame_Ins INS - TGCAGTTTCTGG - FBXW10 _2719insTGCAGTG906delinsGCSFW
XH_P37 17 19705144 19705144 In_Frame_Ins INS - CTTTTCTTTTCTTT - ULK2 GGAAAAAGAAA63delinsRKKKRKEGV
XH_P37 17 19705146 19705146 Missense_Mutation SNP G T G ULK2 c.C1385A p.T462K
XH_P37 17 20108224 20108224 In_Frame_Ins INS - GTTAATTTCACTA - SPECC1 20insTGTTAATTT.P207delinsLLISLS
XH_P37 17 26684697 26684697 Missense_Mutation SNP G C G TMEM199 c.G4C p.A2P
XH_P37 17 26731939 26731939 Frame_Shift_Ins INS - ATGGTGGT - SLC46A1 75_776insACCAC p.A259fs
XH_P37 17 27620958 27620958 Frame_Shift_Ins INS - GGACAGGAGAG - NUFIP2 120insTCTCTCCT p.N40fs
XH_P37 17 28296292 28296292 Frame_Shift_Ins INS - TCCC - EFCAB5 .506_507insTCC p.Y169fs
XH_P37 17 28296294 28296294 In_Frame_Ins INS - TTTTTTTTCAGCC - EFCAB5 GGGAGTTTTTTTT170delinsREFFFSLFF
XH_P37 17 28382976 28382976 In_Frame_Ins INS - TGAATAACTTGAA - EFCAB5 098insCTGAATAAS699delinsSLNNLN
XH_P37 17 28419936 28419936 Nonsense_Mutation INS - ATTCCATTTATAT - EFCAB5 nsCATAATTCCATp.I1435delinsTX
XH_P37 17 28512144 28512144 Nonsense_Mutation INS - GTGGTTTTGACTC - NSRP1 68insAGTGGTTTT.V323delinsEWFX
XH_P37 17 28512146 28512146 Silent SNP A G A NSRP1 c.A969G p.V323V
XH_P37 17 29161225 29161225 Nonsense_Mutation INS - GGATCTAATAGT - ATAD5 AACATGGATCTAY42_L43delinsYKFX
XH_P37 17 29182340 29182340 Nonsense_Mutation INS - TATCTGGAAAAT - ATAD5 ATAAACTATCTG p.D877delinsEX



XH_P37 17 29220586 29220586 In_Frame_Ins INS - GGTAGA - ATAD5 15_4716insGGT.I1572delinsMVE
XH_P37 17 29220588 29220588 Nonsense_Mutation INS - AAACTCAAGATTA - ATAD5 718insAAACTCA1573_D1574delinsX
XH_P37 17 29533337 29533337 In_Frame_Ins INS - AAC - NF1 1340_1341insAAp.L447delinsLT
XH_P37 17 29533339 29533339 Frame_Shift_Ins INS - ATACATATTATAT - NF1 1343insATACATA p.H448fs
XH_P37 17 29631621 29631621 Missense_Mutation SNP G T G EVI2B c.C1007A p.A336E
XH_P37 17 29631622 29631622 Frame_Shift_Ins INS - AAATGACTCTTTT - EVI2B AAAGAAAAAAGA p.A336fs
XH_P37 17 30376377 30376377 Frame_Shift_Ins INS - TTTCTCACATCCT - LRRC37B 1insAACTTTCTCA p.M880fs
XH_P37 17 32483504 32483504 Nonsense_Mutation INS - TCAA - ASIC2 c.47_48insTTGA.S16_I17delinsSX
XH_P37 17 32906217 32906217 Nonsense_Mutation INS - AACCTATTTATTC - C17orf102 3insAGAATAAAT28_P29delinsQNKX
XH_P37 17 32906219 32906219 Missense_Mutation SNP G T G C17orf102 c.C81A p.H27Q
XH_P37 17 33289448 33289448 In_Frame_Ins INS - TGTATTTCTGCTT - ZNF830 64insATGTATTTCS288delinsSCISAF
XH_P37 17 33521100 33521100 Nonsense_Mutation INS - GACTAATCATCAT - SLC35G3 sCACAATGATGATp.R76delinsPQX
XH_P37 17 34869471 34869471 Splice_Site INS - CCAGAACAA - MYO19 . .
XH_P37 17 34869473 34869473 Missense_Mutation SNP T A T MYO19 c.A816T p.E272D
XH_P37 17 34942565 34942565 Frame_Shift_Ins INS - TTTCACTCCCTTC - GGNBP2 9insCTGTTTCACT p.N526fs
XH_P37 17 35837045 35837045 Silent SNP C T C TADA2A c.C1290T p.I430I
XH_P37 17 35837047 35837047 Nonsense_Mutation INS - TAAACATTAACAT - TADA2A 293insATAAACATp.Y431delinsX
XH_P37 17 35837049 35837049 Frame_Shift_Ins INS - TCATTTTTGTA - TADA2A _1295insTCATTT p.D432fs
XH_P37 17 36715915 36715929 In_Frame_Del DEL GGTAGGCTGA - CGGTAGGCTGAC SRCIN1 c.1917_1931del p.639_644del
XH_P37 17 37358655 37358655 Frame_Shift_Ins INS - CCAAAAA - RPL19 98_199insCCAAA p.N66fs
XH_P37 17 37358657 37358657 In_Frame_Ins INS - CTCTAT - RPL19 200_201insCTCT p.T67delinsTSI
XH_P37 17 37584020 37584020 Frame_Shift_Ins INS - T - MED1 c.672_673insA p.Y225fs
XH_P37 17 37584021 37584021 Nonsense_Mutation INS - ATATACACACATA - MED1 TATGTATGTGTGY224_Y225delinsYX
XH_P37 17 37604119 37604119 Frame_Shift_Ins INS - TTTTAGATTTTGG - MED1 CAATCCAAAATCT p.R22fs
XH_P37 17 37922530 37922530 Frame_Shift_Ins INS - AAGAGACTCT - IKZF3 1_302insAGAGTC p.R101fs
XH_P37 17 38282571 38282571 Nonsense_Mutation INS - TTAGCCCCATTTA - MSL1 GATACTTAGCCCC.L39delinsHTDTX
XH_P37 17 38346732 38346732 Frame_Shift_Ins INS - ACATTCTAGACTA - RAPGEFL1 9insACACATTCTA p.L236fs
XH_P37 17 38556248 38556248 Nonsense_Mutation INS - GAAAGAGGCAAA - TOP2A AATGGATTTTGC1024_L1025delinsDX
XH_P37 17 38933305 38933305 Frame_Shift_Ins INS - AATGAATTAAG - KRT27 _1326insCTTAAT p.V442fs
XH_P37 17 38933307 38933307 Frame_Shift_Ins INS - AGTTATTTTTAGA - KRT27 24insATTCTAAA p.V442fs
XH_P37 17 39041136 39041136 Nonsense_Mutation INS - AAACACAGAGTA - KRT20 TTTCCTACTCTGT1delinsLVFPTLCLASRX
XH_P37 17 39150150 39150150 Nonsense_Mutation INS - ATCTCAGTACCTA - KRTAP3-3 AGTTGTAGGTACT.L67_L68delinsHX
XH_P37 17 39464382 39464382 In_Frame_Ins INS - TCCAGCCAACTG - KRTAP16-1 4insATCCAGTTGG75delinsNPVGWKW
XH_P37 17 39725840 39725840 Splice_Site INS - ATCTA - KRT9 . .
XH_P37 17 39767404 39767404 Missense_Mutation SNP G A G KRT16 c.C850T p.R284C
XH_P37 17 40328094 40328094 Silent SNP G A G KCNH4 c.C807T p.A269A
XH_P37 17 41008391 41008391 Nonsense_Mutation SNP C T C AOC3 c.C487T p.R163X
XH_P37 17 41245268 41245268 In_Frame_Ins INS - AAT - BRCA1 2138_2139insATp.T713delinsTF
XH_P37 17 41245269 41245269 Nonsense_Mutation INS - CTCACACATTTAT - BRCA1 AACCAAATAAATG_E714delinsKQNQINVX
XH_P37 17 41245706 41245706 Frame_Shift_Ins INS - ATGACAGTGA - BRCA1 0_1701insTCACT p.K567fs
XH_P37 17 41245708 41245708 Nonsense_Mutation SNP T A T BRCA1 c.A1699T p.K567X
XH_P37 17 41346467 41346467 Nonsense_Mutation INS - AAAAAACAATGT - NBR1 ATATTTTAAAAAA522delinsAVPPYFKKQCFX
XH_P37 17 42335045 42335045 Frame_Shift_Ins INS - TTTCCCTC - SLC4A1 2_1413insGAGG p.F471fs
XH_P37 17 42335046 42335046 Nonsense_Mutation INS - TCTTCATCTATGA - SLC4A1 412insCTCATAGA71_E472delinsSHRX
XH_P37 17 42398855 42398855 Frame_Shift_Ins INS - AGCATGT - SLC25A39 94_395insACATG p.R132fs
XH_P37 17 42475817 42475817 Frame_Shift_Ins INS - GCATTTC - GPATCH8 93_3394insGAAA p.S1132fs
XH_P37 17 42960502 42960502 Frame_Shift_Ins INS - TTTCCTGTTATAG - EFTUD2 46insACTATAACA p.E116fs
XH_P37 17 43310634 43310634 Nonsense_Mutation INS - CCCATACATAGAC - FMNL1 2insCCCCCATACA24_E125delinsLPHTX
XH_P37 17 44590703 44590703 Missense_Mutation SNP C G C LRRC37A2 c.C625G p.P209A
XH_P37 17 44590704 44590704 Frame_Shift_Ins INS - TG - LRRC37A2 c.626_627insTG p.P209fs
XH_P37 17 45752065 45752065 Frame_Shift_Ins INS - T - KPNB1 c.1394_1395insT p.S465fs
XH_P37 17 45752066 45752066 Frame_Shift_Ins INS - ATTTCATTTGTCTT - KPNB1 396insAATTTCAT p.S465fs
XH_P37 17 45904472 45904472 In_Frame_Ins INS - CCGATAAGCCAT - MRPL10 321insATGGCTTE107delinsEWLIG
XH_P37 17 46670725 46670725 Frame_Shift_Ins INS - TCTCTCTCTTTTT - HOXB5 20insAAAAAGAG p.S107fs
XH_P37 17 47376202 47376202 Frame_Shift_Ins INS - ACCTGCACATCCA - ZNF652 1394insTGGATGT p.G465fs
XH_P37 17 47587866 47587866 Nonsense_Mutation INS - TTGATTTCCTTATT - NGFR 62insCTTGATTTCQ221_D222delinsPX
XH_P37 17 48539608 48539608 Frame_Shift_Ins INS - GACACATATGC - ACSF2 _92insGACACATA p.K31fs
XH_P37 17 48539610 48539610 Missense_Mutation SNP G T G ACSF2 c.G93T p.K31N
XH_P37 17 48606155 48606155 Frame_Shift_Ins INS - GCTGCAGGTA - MYCBPAP _2637insGCTGC p.I879fs
XH_P37 17 49269625 49269625 Nonsense_Mutation INS - ATTGTGCATTATG - MBTD1 07insTACATAAT569_S570delinsHTX
XH_P37 17 56342311 56342311 Frame_Shift_Ins INS - TCGCCTTCCGCTT - LPO 7insCCTTCGCCTT p.N416fs
XH_P37 17 56342312 56342312 Missense_Mutation SNP A C A LPO c.A1247C p.N416T
XH_P37 17 57743932 57743932 Missense_Mutation SNP G A G CLTC c.G1886A p.R629H
XH_P37 17 58147181 58147181 Frame_Shift_Ins INS - TGGCTTATTTTTAA - HEATR6 ATCTATTAAAAAT p.L277fs
XH_P37 17 58525195 58525195 In_Frame_Ins INS - TGATTT - APPBP2 291_1292insAAAp.G431delinsEIR
XH_P37 17 58525196 58525196 Splice_Site INS - TCAGAA - APPBP2 . .
XH_P37 17 58531834 58531834 Frame_Shift_Ins INS - AATTGAGAAGAT - APPBP2 CTCACTATCTTCT p.I318fs
XH_P37 17 60088124 60088124 Nonsense_Mutation INS - AGTATGTATTTTTT - MED13 TATTAAAAAAAATS585_F586delinsLX
XH_P37 17 61482536 61482536 Missense_Mutation SNP G C G TANC2 c.G3163C p.E1055Q
XH_P37 17 61498183 61498183 Frame_Shift_Ins INS - GGGCCTCTCC - TANC2 0_4841insGGGCC p.R1614fs
XH_P37 17 61498185 61498185 Silent SNP A G A TANC2 c.A4842G p.R1614R
XH_P37 17 61655971 61655971 Frame_Shift_Ins INS - GAGGTTTTTTTTG - DCAF7 0insAGAGGTTTT p.D93fs
XH_P37 17 61949552 61949552 Nonsense_Mutation INS - ATTTCATCTGACT - CSH2 CACCTAGTCAGA101_D102delinsIILX
XH_P37 17 61972448 61972448 Nonsense_Mutation INS - ATTTCATCTGACT - CSH1 CACCTAGTCAGA196_D197delinsIILX
XH_P37 17 62855875 62855875 In_Frame_Ins INS - GACTGAGAACTA - LRRC37A3 743insTGTAGTTCY581delinsYVVLSL
XH_P37 17 65105671 65105671 Frame_Shift_Ins INS - CCCAACAATGCT - HELZ insAAAAAGCATT p.H1351fs
XH_P37 17 65124965 65124965 In_Frame_Ins INS - GTAAAGCCTCTG - HELZ 192insAACAGAGF1064delinsLTEALP
XH_P37 17 65909163 65909163 Nonsense_Mutation INS - CTACCTTGATCAC - BPTF 164insCTACCTTG721_V1722delinsFLPX
XH_P37 17 66041912 66041912 Frame_Shift_Ins INS - AAAGATCTTACAA - KPNA2 sGAGCCAAAGAT p.E458fs
XH_P37 17 66253030 66253030 Frame_Shift_Ins INS - AT - AMZ2 c.829_830insAT p.G277fs
XH_P37 17 66253031 66253031 In_Frame_Ins INS - TGAATATGAAAT - AMZ2 nsGTGTGAATAT277delinsGCEYEIM
XH_P37 17 66381262 66381262 Frame_Shift_Ins INS - TTTCAAAATATGC - ARSG AGTATCTTTCAAA p.A347fs
XH_P37 17 66426205 66426205 In_Frame_Ins INS - GAAAAAAAGAAA - WIPI1 1insAGTTTTCTTTH217delinsQVFFFSF
XH_P37 17 66521946 66521946 Frame_Shift_Ins INS - AAAAACAGAATAT - PRKAR1A TTTTAAAAAACAG p.G201fs
XH_P37 17 66925302 66925302 Frame_Shift_Ins INS - TTAAAAGCTTGGA - ABCA8 sTAATTTCCAAGC p.T338fs
XH_P37 17 66937094 66937094 Frame_Shift_Ins INS - GGAATGTGTCTT - ABCA8 06insGAAGACAC p.N36fs
XH_P37 17 67124926 67124926 In_Frame_Ins INS - TTTATTCTAAACA - ABCA6 AAAATTGTTTAG8delinsTLEKLFRIKALSL
XH_P37 17 67282118 67282118 Frame_Shift_Ins INS - GGCCAGAGTTA - ABCA5 _2193insTAACTC p.I731fs
XH_P37 17 71027773 71027773 In_Frame_Ins INS - ACTGATTGGTGA - SLC39A11 AAAGAAATCACCA6delinsLRKKSPISSSN
XH_P37 17 71231951 71231951 Nonsense_Mutation INS - TTGATCAGTAGG - C17orf80 nsCTTTTTGATCAG0_D111delinsKLFDQX
XH_P37 17 73177251 73177251 Frame_Shift_Ins INS - T - SUMO2 c.53_54insA p.I18fs
XH_P37 17 73177253 73177253 Nonsense_Mutation INS - AATTTTTTTTTAC - SUMO2 CTTGGTAAAAAAA18delinsFLGKKKLLX
XH_P37 17 73235616 73235616 Frame_Shift_Del DEL G - G GGA3 c.1254delC p.L418fs
XH_P37 17 73235617 73235617 Missense_Mutation SNP A T A GGA3 c.T1253A p.L418H
XH_P37 17 73328815 73328815 Nonsense_Mutation INS - TAACAAAG - GRB2 41_142insCTTTGI48_P49delinsLCX
XH_P37 17 73328817 73328817 Nonsense_Mutation INS - ATTGTGCATGTTA - GRB2 ACTATTAACATGCF47_I48delinsYYX
XH_P37 17 73759186 73759186 In_Frame_Ins INS - TCACCAACTCTAA - GALK1 20insATTAGAGTTE174delinsIRVGDE
XH_P37 17 73945808 73945808 Frame_Shift_Ins INS - AAAACCTTCAAAA - ACOX1 1355insTTTTTGAA p.R452fs



XH_P37 17 73945809 73945809 Frame_Shift_Ins INS - AAGT - ACOX1 1353_1354insAC p.R452fs
XH_P37 17 76128573 76128573 Silent SNP C A C TMC8 c.C432A p.G144G
XH_P37 17 76498674 76498674 In_Frame_Ins INS - TCA - DNAH17 5188_5189insTGp.Q1730delinsLK
XH_P37 17 76498675 76498675 In_Frame_Ins INS - AAATATGTA - DNAH17 7_5188insTACATQ1730delinsYIFQ
XH_P37 17 78280939 78280939 Frame_Shift_Ins INS - TTAAACTTATACC - RNF213 2440insTTAAACT p.D813fs
XH_P37 17 78280940 78280940 Missense_Mutation SNP G A G RNF213 c.G2440A p.V814I
XH_P37 17 78321148 78321148 Missense_Mutation SNP G A G RNF213 c.G9013A p.E3005K
XH_P37 17 79202948 79202948 Missense_Mutation SNP G A G TEPSIN c.C1358T p.T453M
XH_P37 17 79847182 79847182 Frame_Shift_Ins INS - CCGGAAGATTCA - ALYREF AGAAGTGAATCT p.T138fs
XH_P37 18 346644 346644 In_Frame_Ins INS - CGAGGTTAGACA - COLEC12 sTTCAGTGTCTAA326delinsASVSNLDL
XH_P37 18 619263 619263 Nonsense_Mutation INS - TTGTTCTCTTATAG - CLUL1 insAATTGTTCTCT p.L53delinsX
XH_P37 18 2732454 2732454 Frame_Shift_Ins INS - ACACAAACACTG - SMCHD1 nsGAAAACACAA p.E1080fs
XH_P37 18 3129347 3129347 Nonsense_Mutation INS - AGTGTCCATTCTTA - MYOM1 TACAATAAGAATG893delinsTYNKNGHX
XH_P37 18 5292059 5292059 Nonsense_Mutation INS - AGAAGATGTTAA - ZBTB14 sTTAAGTTAACATH50_R51delinsLSX
XH_P37 18 5416297 5416297 Frame_Shift_Ins INS - TGATGATGGATA - EPB41L3 87insAGGTATCCA p.R529fs
XH_P37 18 8718634 8718634 Nonsense_Mutation INS - TCATCTAACTCAT - MTCL1 87insTTCATCTAAp.E62delinsEFIX
XH_P37 18 10680343 10680343 Frame_Shift_Ins INS - GG - PIEZO2 .7465_7466insC p.Y2489fs
XH_P37 18 10680344 10680344 In_Frame_Ins INS - TCAGAGGTAGTTA - PIEZO2 nsACAGTAACTAC2489delinsTVTTSEYY
XH_P37 18 10736650 10736650 Frame_Shift_Ins INS - ATTAAATTGTAAT - PIEZO2 692insTCATTACA p.E1564fs
XH_P37 18 10736652 10736652 Missense_Mutation SNP C G C PIEZO2 c.G4690C p.E1564Q
XH_P37 18 12264445 12264445 Nonsense_Mutation INS - GAATGTTCTTTTT - CIDEA 4insAAGAATGTTW108_M109delinsX
XH_P37 18 12449766 12449766 In_Frame_Ins INS - TTTGCATTAGAT - SPIRE1 _1740insATCTAATS580delinsRSNAN
XH_P37 18 12449768 12449768 Missense_Mutation SNP T A T SPIRE1 c.A1738T p.S580C
XH_P37 18 12674752 12674752 In_Frame_Ins INS - AGT - CEP76 1398_1399insACp.D467delinsTD
XH_P37 18 12674753 12674753 Splice_Site INS - GGCAGGGGTTTT - CEP76 . .
XH_P37 18 12678426 12678426 Nonsense_Mutation INS - ATTCACACT - CEP76 9_1080insAGTGTp.P360delinsPVX
XH_P37 18 12678427 12678427 Frame_Shift_Ins INS - AAATAGTTGTA - CEP76 _1079insTACAAC p.P360fs
XH_P37 18 13059288 13059288 In_Frame_Ins INS - AAAACATTTATTA - CEP192 nsAATTAAAACA1489delinsKLKHLLSL
XH_P37 18 14105074 14105074 Nonsense_Mutation SNP T A T ZNF519 c.A1465T p.K489X
XH_P37 18 14105076 14105076 In_Frame_Ins INS - AATCAATACTGGA - ZNF519 463insATCCAGTAF488delinsYPVLIF
XH_P37 18 14848876 14848876 Nonsense_Mutation INS - CTTTTGGGATATA - ANKRD30B TTAGTACTTTTGGS996delinsYISTFGIX
XH_P37 18 18548799 18548799 In_Frame_Ins INS - TAACTATAAAAAA - ROCK1 nsTAAGTTTTTTA979delinsDKFFIVSG
XH_P37 18 18586530 18586530 Frame_Shift_Ins INS - GAGACCTTCAAGG - ROCK1 AATATTACCTTGA p.T556fs
XH_P37 18 18964292 18964292 Nonsense_Mutation INS - TCTAGCATTTTCT - GREB1L AAAGGTCTAGCATM95delinsKRSSIFX
XH_P37 18 19029774 19029774 Frame_Shift_Ins INS - TTCT - GREB1L 1697_1698insTT p.N566fs
XH_P37 18 19029776 19029776 Nonsense_Mutation INS - ATAGCTTTCAGCA - GREB1L 700insCATAGCTTp.E567delinsAX
XH_P37 18 19153755 19153755 Nonsense_Mutation INS - AAATTAATGATAT - ESCO1 50insGTAATATCAp.I350delinsMX
XH_P37 18 21736503 21736503 Frame_Shift_Ins INS - ATGGACAGATGT - CABYR 5insACATGGACAG p.S248fs
XH_P37 18 28576950 28576950 Missense_Mutation SNP A T A DSC3 c.T2300A p.M767K
XH_P37 18 28584200 28584200 Frame_Shift_Ins INS - GTTTGAATATTTT - DSC3 21insAGAAAATA p.P674fs
XH_P37 18 28602426 28602426 Missense_Mutation SNP G A G DSC3 c.C818T p.P273L
XH_P37 18 28736073 28736073 Missense_Mutation SNP C A C DSC1 c.G404T p.R135L
XH_P37 18 28736074 28736074 Nonsense_Mutation INS - GTATATCTTATTAC - DSC1 AGAAAGTAATAAG35_W136delinsSVRKX
XH_P37 18 28911736 28911736 In_Frame_Ins INS - CATATG - DSG1 590_591insCATAp.K197delinsNIW
XH_P37 18 28911738 28911738 Nonsense_Mutation INS - TATCTTAGCTC - DSG1 _593insTATCTTA198_I199delinsISX
XH_P37 18 28980950 28980951 Frame_Shift_Del DEL GG - GG DSG4 c.1384_1385del p.G462fs
XH_P37 18 28980951 28980951 Frame_Shift_Ins INS - AAAAATTCAAT - DSG4 _1386insAAAAAT p.G462fs
XH_P37 18 29101100 29101100 In_Frame_Ins INS - ACAGGAATGTTT - DSG2 AAATAACAGGAAelinsVSNIKITGMFQVELS
XH_P37 18 29126302 29126302 Frame_Shift_Ins INS - A - DSG2 c.2953_2954insA p.V985fs
XH_P37 18 29126303 29126303 Nonsense_Mutation INS - TTCAGTGACTATT - DSG2 55insCTTTCAGTG.V985delinsVFQX
XH_P37 18 29178541 29178541 Frame_Shift_Ins INS - GCCGAAAGTCAG - TTR 48insGCCGAAAG p.T116fs
XH_P37 18 30977148 30977148 Missense_Mutation SNP G C G CCDC178 c.C83G p.A28G
XH_P37 18 34192043 34192043 In_Frame_Ins INS - AAGCCT - FHOD3 942_943insAAGCp.Q314delinsQKP
XH_P37 18 34233353 34233353 Nonsense_Mutation INS - AAACCCATTACT - FHOD3 ATTTAAAAACCCp.Y565delinsYIX
XH_P37 18 34289352 34289352 Frame_Shift_Ins INS - ATGGAGATTATA - FHOD3 956insAATGGAG p.T652fs
XH_P37 18 34335249 34335249 In_Frame_Ins INS - AAATTACTT - FHOD3 4_3825insAAATTK1275delinsKNYL
XH_P37 18 34335250 34335250 Nonsense_Mutation INS - AAATCTCTCAGTA - FHOD3 nsTCTAAAATCTC1275delinsKSKISQX
XH_P37 18 42532548 42532548 In_Frame_Ins INS - ACGGGTCATACT - SETBP1 3244insACGGGTA1081delinsATGHT
XH_P37 18 42643371 42643371 Nonsense_Mutation INS - TTGAACCT - SETBP1 99_4500insTTGA1500_S1501delinsAX
XH_P37 18 43843041 43843041 Nonsense_Mutation INS - CTTATCAACATTTT - C18orf25 TTGTACTTATCAA30delinsLSCTYQHFYX
XH_P37 18 44392511 44392511 Nonsense_Mutation INS - TTTTTTTTTTTTTA - PIAS2 ATTATTAAAAAAA.T584delinsIPNYX
XH_P37 18 44656695 44656695 In_Frame_Ins INS - GTG - HDHD2 c.44_45insCAC p.I15delinsIT
XH_P37 18 44656696 44656696 Frame_Shift_Ins INS - TAGTATGTTTTTT - HDHD2 insACAAAAAACA p.I15fs
XH_P37 18 47107855 47107855 Silent SNP G A G LIPG c.G642A p.Q214Q
XH_P37 18 47107857 47107857 In_Frame_Ins INS - CATCCTGCATGCT - LIPG GGCTCATCCTGC15delinsEGLILHAFYL
XH_P37 18 47363257 47363257 Splice_Site INS - TGTCAACATGGT - MYO5B . .
XH_P37 18 47500952 47500952 Frame_Shift_Ins INS - CACTCCT - MYO5B 89_1090insAGGA p.L364fs
XH_P37 18 48573569 48573569 In_Frame_Ins INS - CACACATCAGAAC - SMAD4 AAGACACACATC1delinsKKKDTHQNTFY
XH_P37 18 48575159 48575159 Frame_Shift_Ins INS - ACACTTTTATATA - SMAD4 nsAAGACACTTTT p.A118fs
XH_P37 18 48575161 48575161 Missense_Mutation SNP T A T SMAD4 c.T355A p.F119I
XH_P37 18 48581260 48581260 Frame_Shift_Ins INS - ATAATAA - SMAD4 64_565insATAAT p.N188fs
XH_P37 18 48581261 48581261 Frame_Shift_Ins INS - CTAAAATCAATTA - SMAD4 6insACCTAAAATC p.R189fs
XH_P37 18 54398786 54398786 Nonsense_Mutation INS - AGTTTAAGTAAAG - WDR7 TGAATAGTTTAAQ649delinsQHFEX
XH_P37 18 55217972 55217972 Frame_Shift_Ins INS - TC - FECH .1243_1244insG p.K415fs
XH_P37 18 55217974 55217974 Nonsense_Mutation INS - CAGTAAGCATTTG - FECH AAAATACAAATGp.T414delinsTX
XH_P37 18 55319888 55319888 Frame_Shift_Ins INS - ACCA - ATP8B1 3088_3089insTG p.Y1030fs
XH_P37 18 55319890 55319890 Nonsense_Mutation INS - ACATTTTCTATTT - ATP8B1 87insGAAATAGA.N1029delinsKKX
XH_P37 18 55321287 55321287 Frame_Shift_Ins INS - GTGCTTCTTGTTT - ATP8B1 insACAAAACAAG p.F984fs
XH_P37 18 56246359 56246359 Nonsense_Mutation INS - CAAGTTAATACTC - ALPK2 49insTAGAGTAT550_A551delinsIEYX
XH_P37 18 59483574 59483574 Frame_Shift_Ins INS - AAACTTCCCAGCA - RNF152 23insTTGCTGGG p.Q41fs
XH_P37 18 59824989 59824989 Nonsense_Mutation INS - ATTGAAAGAATTT - PIGN nsCCCAAATTCTT2_E93delinsPKFFQX
XH_P37 18 60241466 60241466 Frame_Shift_Ins INS - GC - ZCCHC2 .2152_2153insG p.F718fs
XH_P37 18 60241467 60241467 Frame_Shift_Ins INS - AAATAAACATTG - ZCCHC2 54insAGAAATAA p.F718fs
XH_P37 18 65181242 65181242 Frame_Shift_Ins INS - AAAGATGCACTTT - DSEL AACCAAAAGTGC p.V212fs
XH_P37 18 65181244 65181244 Nonsense_Mutation SNP C T C DSEL c.G632A p.W211X
XH_P37 18 65181416 65181416 Frame_Shift_Ins INS - AATATGGGTTAT - DSEL CAGTAATAACCC p.F154fs
XH_P37 18 67688017 67688017 Frame_Shift_Ins INS - ACTCA - RTTN 250_3251insTGA p.H1084fs
XH_P37 18 67688018 67688018 Frame_Shift_Ins INS - TGAAATAATC - RTTN 9_3250insGATTA p.H1084fs
XH_P37 18 67697282 67697282 Nonsense_Mutation INS - ATTAGCAGATTG - RTTN AAAGCCAACAATC3delinsFLRPGKAALKKKPTICX
XH_P37 18 71793317 71793317 Frame_Shift_Ins INS - CCATTTTACCATC - FBXO15 805insGATGGTAA p.I269fs
XH_P37 18 72020687 72020687 Nonsense_Mutation INS - AATTTAAAATGTT - C18orf63 AAAAAAATTTAAp.R395delinsRDX
XH_P37 18 72021287 72021287 Missense_Mutation SNP C A C C18orf63 c.C1785A p.H595Q
XH_P37 18 72021289 72021289 Nonsense_Mutation INS - ACTATTAGATAGT - C18orf63 ACTGCACTATTAp.I596delinsILHYX
XH_P37 18 72234652 72234652 Missense_Mutation SNP G A G CNDP1 c.G740A p.S247N
XH_P37 18 72234653 72234653 Frame_Shift_Ins INS - AGAAGAAAAAAA - CNDP1 742insAGAAGAAA p.S247fs
XH_P37 18 72347635 72347635 Nonsense_Mutation INS - ATATGTAAAAAT - ZNF407 1insTTAATATGTAF1554delinsFNMX
XH_P37 18 72347637 72347637 Silent SNP C T C ZNF407 c.C4662T p.F1554F
XH_P37 18 74587580 74587580 Frame_Shift_Ins INS - ATGCATATATACA - ZNF236 CTAGATGCATAT p.K267fs



XH_P37 19 111363 111363 Frame_Shift_Ins INS - GTGAAGGAGAAA - OR4F17 insAAGTGAAGGA p.A229fs
XH_P37 19 1085966 1085966 Silent SNP A G A ARHGAP45 c.A2277G p.T759T
XH_P37 19 2876193 2876193 Nonsense_Mutation INS - TTCATGACTTCAT - ZNF556 ATTGTTTCATGAC p.N78delinsKX
XH_P37 19 2915642 2915642 In_Frame_Ins INS - AAATTCAAACAA - ZNF57 TTCATAAATTCAA10delinsSIHKFKQDS
XH_P37 19 3611972 3611972 Silent SNP G A G CACTIN c.C2226T p.N742N
XH_P37 19 4217273 4217273 In_Frame_Ins INS - TGT - ANKRD24 2116_2117insTGp.A706delinsVS
XH_P37 19 5693622 5693622 Frame_Shift_Ins INS - TCCCTGGC - LONP1 0_1891insGCCA p.Q631fs
XH_P37 19 7083359 7083359 Frame_Shift_Ins INS - ATCT - ZNF557 .897_898insATC p.K299fs
XH_P37 19 7083361 7083361 Frame_Shift_Ins INS - TGCTGAAGGT - ZNF557 _900insTGCTGA p.A300fs
XH_P37 19 8176051 8176051 Silent SNP G A G FBN3 c.C4101T p.A1367A
XH_P37 19 8976744 8976744 Frame_Shift_Ins INS - AGACCACTTC - MUC16 _42322insGAAG p.H14108fs
XH_P37 19 9015691 9015691 Nonsense_Mutation INS - CACCTCTCTC - MUC16 _38132insGAGA711_Y12712delinsRERX
XH_P37 19 9021134 9021134 Frame_Shift_Ins INS - CCCATATTCAA - MUC16 _37189insTTGAA p.T12397fs
XH_P37 19 9046124 9046124 Frame_Shift_Ins INS - CCCCAGAA - MUC16 06_35507insTTCT p.S11836fs
XH_P37 19 9047447 9047447 In_Frame_Ins INS - CACTACAAC - MUC16 3_34184insGTTGT11395delinsSCSA
XH_P37 19 9049256 9049256 Nonsense_Mutation INS - GTTCT - MUC16 374_32375insAG0792_V10793delinsX
XH_P37 19 9049257 9049257 In_Frame_Ins INS - GGG - MUC16 2373_32374insCp.L10792delinsPL
XH_P37 19 9049690 9049690 Frame_Shift_Ins INS - G - MUC16 31940_31941ins p.S10647fs
XH_P37 19 9049691 9049691 In_Frame_Ins INS - TATTCCAAT - MUC16 9_31940insATTG10647delinsNWNS
XH_P37 19 9057855 9057855 Frame_Shift_Ins INS - ATTTTTACAC - MUC16 _29591insGTGT p.T9864fs
XH_P37 19 9064277 9064277 Frame_Shift_Ins INS - AGAGGGGGGGA - MUC16 TAGCACACATCCC p.S7723fs
XH_P37 19 9066151 9066151 Frame_Shift_Ins INS - CGTCCAATGT - MUC16 _21295insACATT p.L7099fs
XH_P37 19 9067232 9067232 Nonsense_Mutation INS - TCAACATTACCAA - MUC16 14insTCTTTGGTA38_T6739delinsRLWX
XH_P37 19 9069596 9069596 In_Frame_Ins INS - CCAATTCTATGCA - MUC16 0insTTTATGCATA5950delinsSLCIELVV
XH_P37 19 9075104 9075104 In_Frame_Ins INS - ACCTCA - MUC16 41_12342insTGA.A4114delinsAEV
XH_P37 19 9075105 9075105 In_Frame_Ins INS - TTTTCTTGT - MUC16 0_12341insACAAA4114delinsDKKT
XH_P37 19 9076904 9076904 Nonsense_Mutation INS - TCAGATTCCTGG - MUC16 0542insTCCAGG14_H3515delinsGPGIX
XH_P37 19 9082456 9082456 Nonsense_Mutation INS - ACTACATCTTTTTT - MUC16 AAAAATAAAAAAp.T3120delinsIX
XH_P37 19 9084742 9084742 Missense_Mutation SNP C A C MUC16 c.G7073T p.R2358L
XH_P37 19 9084743 9084743 Frame_Shift_Ins INS - TAACACCTATTCT - MUC16 072insGAGAATA p.R2358fs
XH_P37 19 9225863 9225863 In_Frame_Ins INS - CTTCCCGAATTAC - OR7G1 7insAGTAATTCGL193delinsSNSGRL
XH_P37 19 9226096 9226096 Frame_Shift_Ins INS - AAACGTT - OR7G1 43_344insAACGT p.L115fs
XH_P37 19 9407497 9407497 In_Frame_Ins INS - AAAGACAAACTAT - ZNF699 sATTCATAGTTTG195delinsIHSLSFRC
XH_P37 19 9577251 9577251 Nonstop_Mutation INS - TTTTTTTTTTTTTG - ZNF560 nsCATCAAAAAAAX685delinsSSKKKKE
XH_P37 19 9676879 9676879 Nonsense_Mutation INS - A - ZNF121 c.909_910insT K304_I305delinsX
XH_P37 19 9676880 9676880 Nonsense_Mutation INS - ACTAAACATTTAA - ZNF121 TGTTTTTAAATGT303_K304delinsVCFX
XH_P37 19 9730116 9730116 Frame_Shift_Ins INS - G - ZNF561 c.16_17insC p.L6fs
XH_P37 19 9730117 9730117 Nonsense_Mutation INS - TTTATTATTTATTT - ZNF561 AAATAAATAAATAp.L6_S7delinsKX
XH_P37 19 11319384 11319384 Frame_Shift_Ins INS - AGGAAGCA - DOCK6 65_5066insTGCT p.Q1689fs
XH_P37 19 11411986 11411986 Splice_Site INS - TGAGGATAGAGT - TSPAN16 . .
XH_P37 19 11890916 11890916 Frame_Shift_Ins INS - TCTTTTCTTTCTT - ZNF441 TACATTTCTTTTCT p.V93fs
XH_P37 19 11892457 11892457 Nonsense_Mutation INS - CCCACATAGTTTA - ZNF441 GCCTTTCCCACAT06_R607delinsEAFPTX
XH_P37 19 11917373 11917373 In_Frame_Ins INS - AATCAAAAGGTTT - ZNF491 insACAATCAAAA202delinsLQSKGFS
XH_P37 19 11979184 11979184 Frame_Shift_Ins INS - AGTTTTTTCATGTC - ZNF439 insTGAGTTTTTTC p.G298fs
XH_P37 19 12383951 12383951 Frame_Shift_Ins INS - CTGGAGAGCAAC - ZNF44 sTATAGGGTTGCT p.L373fs
XH_P37 19 12384835 12384835 Frame_Shift_Ins INS - CTATGATTGTAA - ZNF44 CATTCCTTACAAT p.Q79fs
XH_P37 19 12501902 12501902 Frame_Shift_Ins INS - A - ZNF799 c.1309_1310insT p.R437fs
XH_P37 19 12501903 12501903 Frame_Shift_Ins INS - ATTTTGGTAACTT - ZNF799 09insTTAAGTTAC p.R437fs
XH_P37 19 12504210 12504210 Missense_Mutation SNP C A C ZNF799 c.G31T p.V11L
XH_P37 19 12504211 12504211 In_Frame_Ins INS - TTGGAATATGGA - ZNF799 nsCTTTCCATATTA10delinsAFPYSKS
XH_P37 19 12739198 12739198 Frame_Shift_Ins INS - GTGAATCC - ZNF791 55_856insGTGAA p.S285fs
XH_P37 19 13428073 13428073 Frame_Shift_Ins INS - ACTTCTCTTTCTC - CACNA1A 1insCAGAGAAAG p.K471fs
XH_P37 19 14141653 14141653 Nonsense_Mutation INS - CTGATTTTTGTAT - RLN3 sCTGGCTGATTTTp.Q108delinsPGX
XH_P37 19 14269334 14269334 Frame_Shift_Ins INS - GTACC - ADGRL1 179_2180insGGT p.N727fs
XH_P37 19 14677049 14677049 Missense_Mutation SNP G A G NDUFB7 c.C310T p.R104W
XH_P37 19 15067457 15067457 Frame_Shift_Ins INS - CATTCCTGGTT - SLC1A6 1000insAACCAG p.V334fs
XH_P37 19 15083605 15083605 Missense_Mutation SNP G A G SLC1A6 c.C118T p.R40C
XH_P37 19 15365012 15365012 Frame_Shift_Ins INS - CTGCCAGG - BRD4 8_2109insCCTG p.S703fs
XH_P37 19 15365014 15365014 Missense_Mutation SNP A T A BRD4 c.T2107A p.S703T
XH_P37 19 16612186 16612186 Frame_Shift_Ins INS - TTCTGTCAGCTCT - C19orf44 584insTTCTGTCA p.T195fs
XH_P37 19 16872812 16872812 In_Frame_Ins INS - TACATCAATTTAC - NWD1 TTTCCTTACATCA0delinsVFFFLTSIYFPYIQ
XH_P37 19 17212978 17212979 Frame_Shift_Del DEL CT - CT MYO9B c.451_452del p.L151fs
XH_P37 19 18376973 18376973 Nonsense_Mutation INS - ATCCTCAAGACTC - KIAA1683 377insAGAGTCT459_V460delinsPESX
XH_P37 19 18377664 18377664 In_Frame_Ins INS - TTACGAGAC - KIAA1683 5_686insGTCTCG.A229delinsGLVT
XH_P37 19 19136351 19136351 Nonsense_Mutation INS - ATAATCAAATGG - SUGP2 TCCTGCCCATTTGp.N269delinsILPIX
XH_P37 19 19790925 19790925 In_Frame_Ins INS - TTTTTGACATTCG - ZNF101 sCACATTTTTGAC256delinsGTFLTFVE
XH_P37 19 20045551 20045551 Nonsense_Mutation INS - TTTAATAAGGGTT - ZNF93 CTTATGTTTAATA96_K597delinsEFSYVX
XH_P37 19 21131702 21131702 Nonsense_Mutation INS - GCAAAATACCAT - ZNF85 191insGCAAAATp.K64delinsSKIPX
XH_P37 19 21239924 21239924 Frame_Shift_Ins INS - ATATTTGGATTTG - ZNF430 8insGTATATTTGG p.F269fs
XH_P37 19 21301037 21301037 Missense_Mutation SNP G A G ZNF714 c.G1567A p.A523T
XH_P37 19 21301038 21301038 Frame_Shift_Ins INS - CT - ZNF714 .1568_1569insC p.A523fs
XH_P37 19 21606048 21606048 Frame_Shift_Ins INS - T - ZNF493 c.203_204insT p.H68fs
XH_P37 19 21606050 21606050 Frame_Shift_Ins INS - CTTAACTGTAAA - ZNF493 nsTTTTCTTAACTG p.L69fs
XH_P37 19 21719234 21719234 Frame_Shift_Ins INS - AGCAAAATACCAG - ZNF429 GCATAGCAAAAT p.K63fs
XH_P37 19 21719575 21719575 In_Frame_Ins INS - ATTTTT - ZNF429 528_529insATTTp.H176delinsHIF
XH_P37 19 21990953 21990953 In_Frame_Ins INS - TTAAAC - ZNF43 690_1691insGTTp.K564delinsSLK
XH_P37 19 21990955 21990955 Frame_Shift_Ins INS - TCCTCAAC - ZNF43 8_1689insGTTGA p.G563fs
XH_P37 19 21991894 21991894 Nonsense_Mutation INS - ATACTGCAGAGA - ZNF43 AGAATTTCTCTGCp.K250delinsNLX
XH_P37 19 21992215 21992215 Nonsense_Mutation INS - AGTCCTCAATCCT - ZNF43 TAGTAAGGATTG43_K144delinsGSKDX
XH_P37 19 22497215 22497215 Nonsense_Mutation INS - TATTTGTAAGGT - ZNF729 insTTATATTTGTA.F332delinsFLYLX
XH_P37 19 22497217 22497217 Nonsense_Mutation INS - TGAATTATCTTAT - ZNF729 AGTATGAATTAT33_A334delinsSSVX
XH_P37 19 22940344 22940344 Silent SNP A G A ZNF99 c.T2367C p.Y789Y
XH_P37 19 22941531 22941531 Missense_Mutation SNP G C G ZNF99 c.C1180G p.Q394E
XH_P37 19 23329023 23329023 In_Frame_Ins INS - ATTATGAATTCTT - ZNF730 TTCTCCATTATGAdelinsGFFSIMNSFMFCK
XH_P37 19 23329241 23329241 Nonsense_Mutation INS - TTTGTAAAATTTC - ZNF730 96insCATTTGTAAp.S465delinsSHLX
XH_P37 19 23329243 23329243 Nonsense_Mutation INS - AGTATGAATTAT - ZNF730 _1398insAGTATGp.T466delinsTVX
XH_P37 19 23542290 23542290 Missense_Mutation SNP A G A ZNF91 c.T3395C p.L1132P
XH_P37 19 23542291 23542291 Missense_Mutation SNP G C G ZNF91 c.C3394G p.L1132V
XH_P37 19 23543548 23543548 Nonsense_Mutation INS - CCTTACTAAGCAT - ZNF91 7insCTTATGCTTA3_E714delinsLMLSKGX
XH_P37 19 23543701 23543701 Missense_Mutation SNP T C T ZNF91 c.A1984G p.T662A
XH_P37 19 24115997 24115997 Missense_Mutation SNP G A G ZNF726 c.G1079A p.R360K
XH_P37 19 24310111 24310111 Frame_Shift_Ins INS - C - ZNF254 c.1054_1055insC p.E352fs
XH_P37 19 24310112 24310112 Frame_Shift_Ins INS - CTCTTATGTCTAG - ZNF254 56insTCCTCTTAT p.E352fs
XH_P37 19 24310638 24310638 In_Frame_Ins INS - TCAGTATGAATTA - ZNF254 TTCTCTTCAGTATnsFTFVGFLFSMNYLMFSKS
XH_P37 19 31768501 31768501 In_Frame_Ins INS - AGACTTGACAAAA - TSHZ3 198insCTTTTGTCL733delinsPFVKSM
XH_P37 19 31769765 31769765 Nonsense_Mutation INS - TCTGCTATGAAAA - TSHZ3 934insTTTTCATA312_A313delinsFSX
XH_P37 19 32843864 32843864 In_Frame_Ins INS - ATAGATTTAAATT - ZNF507 CAGTATAGATTT43delinsPQYRFKLVR
XH_P37 19 32844204 32844204 Frame_Shift_Ins INS - A - ZNF507 c.468_469insA p.M156fs



XH_P37 19 32844205 32844205 Nonsense_Mutation INS - TTCAGCAGTCAGT - ZNF507 nsACTTTCAGCAG7_S158delinsYFQQSVX
XH_P37 19 32844704 32844704 In_Frame_Ins INS - GGACAGTATGAG - ZNF507 sGTTTGGACAGTA323delinsQFGQYESV
XH_P37 19 33090914 33090914 Nonsense_Mutation INS - ATATTTATTTTCG - ANKRD27 sATAAACGAAAA37_Q938delinsNKRKX
XH_P37 19 35435054 35435054 Frame_Shift_Ins INS - ACTCCTTACA - ZNF30 7_1188insACTCC p.T396fs
XH_P37 19 36037879 36037879 Frame_Shift_Ins INS - CAAGGTTTAGAC - TMEM147 1insGACAAGGTTT p.I77fs
XH_P37 19 36237657 36237657 Frame_Shift_Ins INS - AGCCTTTGATTTG - PSENEN 16insAGCCTTTG p.T72fs
XH_P37 19 36509906 36509906 Frame_Shift_Ins INS - CTGTCTTTTGTCA - CLIP3 1077insTGACAAA p.K359fs
XH_P37 19 36727404 36727404 Missense_Mutation SNP G T G ZNF146 c.G62T p.C21F
XH_P37 19 36727405 36727405 Nonsense_Mutation INS - ATCTCTTACATTT - ZNF146 CCACATCTCTTACC21delinsCPHLLHLX
XH_P37 19 37037894 37037894 Nonsense_Mutation INS - TTGCTCTTTTGAC - ZNF529 TGAATAGTCAAAp.T504delinsTEX
XH_P37 19 37382524 37382524 Frame_Shift_Ins INS - AA - ZNF829 c.1168_1169insT p.N390fs
XH_P37 19 37382526 37382526 Nonsense_Mutation INS - AAGGAGAACAAA - ZNF829 ATCCTAATTTGTTN390delinsLIICILICSPYLFX
XH_P37 19 37676623 37676623 Frame_Shift_Ins INS - GAGAAACCTTATG - ZNF585B sGCACTCATAAGG p.Y606fs
XH_P37 19 37680619 37680619 Nonsense_Mutation INS - ATTATAAGTCATG - ZNF585B 6insCACATGACT79_Q80delinsAHDLX
XH_P37 19 37733607 37733607 Nonsense_Mutation INS - GAAAATAAAATGG - ZNF383 GAAAGAAAATAA157_T158delinsQIX
XH_P37 19 37870126 37870126 Frame_Shift_Ins INS - TTACATGCTGAGG - ZNF527 9insAATTACATGC p.N46fs
XH_P37 19 37975516 37975516 Frame_Shift_Ins INS - TTGAACAAGATT - ZNF570 7insTGTTGAACA p.E289fs
XH_P37 19 37975859 37975859 Nonsense_Mutation INS - CTGATGTACAGTA - ZNF570 10insCTCTGATGT403_E404delinsILX
XH_P37 19 38028116 38028116 Frame_Shift_Ins INS - GAATCATCCTTAT - ZNF793 ACAGTGAATCATC p.K186fs
XH_P37 19 38028526 38028526 Nonsense_Mutation INS - GGTTGACTT - ZNF793 6_967insGGTTGAp.E322delinsEGX
XH_P37 19 38028528 38028528 Missense_Mutation SNP A T A ZNF793 c.A968T p.K323M
XH_P37 19 38376859 38376859 Nonsense_Mutation INS - TCTCAGATGTAGA - WDR87 52insACTCTACAT484_I2485delinsPLYIX
XH_P37 19 39016054 39016054 Frame_Shift_Ins INS - CCCAG - RYR1 523_10524insCC p.T3508fs
XH_P37 19 39299482 39299482 In_Frame_Ins INS - TCCTTTTCTTTCTT - LGALS4 AAGAAAGAAAGA81delinsKERKKRKEG
XH_P37 19 40318278 40318278 Frame_Shift_Ins INS - GC - DYRK1B c.825_826insGC p.S276fs
XH_P37 19 41351373 41351373 Frame_Shift_Ins INS - TGAG - CYP2A6 .986_987insCTC p.E329fs
XH_P37 19 41515259 41515259 In_Frame_Ins INS - CCTCTCTCCTTTCT - CYP2B6 2insTGCCTCTCTCP261delinsLPLSFLS
XH_P37 19 41711887 41711887 Nonsense_Mutation INS - GTGGTGAAGAAG - CYP2S1 GGATGGTGGTGA7_S398delinsVGWWX
XH_P37 19 42314886 42314886 Missense_Mutation SNP C T C CEACAM3 c.C644T p.T215I
XH_P37 19 42462938 42462938 Nonsense_Mutation INS - ACTACC - RABAC1 218_219insGGTA p.Y73delinsX
XH_P37 19 42874964 42874964 Frame_Shift_Ins INS - CTCAACCCAAGGG - MEGF8 6917insCTCAACC p.L2306fs
XH_P37 19 42912387 42912387 Frame_Shift_Ins INS - TGGAAGTGCTAT - LIPE 507insGATAGCA p.L503fs
XH_P37 19 43031381 43031381 Frame_Shift_Ins INS - CATAAAGTCAGA - CEACAM1 6insGATCTGACT p.I79fs
XH_P37 19 43259334 43259334 Frame_Shift_Ins INS - C - PSG8 c.427_428insG p.K143fs
XH_P37 19 43259335 43259335 Frame_Shift_Ins INS - CTCTGGTCCA - PSG8 _427insTGGACC p.K143fs
XH_P37 19 43411278 43411278 In_Frame_Ins INS - ATAGTCAAAGTC - PSG6 ACCAGAGACTTT6delinsLTRDFDYHGFG
XH_P37 19 43430783 43430783 Frame_Shift_Ins INS - TCCAAGTATAGA - PSG7 nsTATGTCTATAC p.K143fs
XH_P37 19 44056349 44056349 Nonsense_Mutation INS - TCTCTCACTTGCT - XRCC1 nsAAAGCAAGTG301_E302delinsESKX
XH_P37 19 44470318 44470318 Nonsense_Mutation INS - AGTTTTGAGACCT - ZNF221 665insAGTTTTGA222_E223delinsEFX
XH_P37 19 44471384 44471384 In_Frame_Ins INS - GGGAATGAAGTT - ZNF221 1insGATGGGAAT577delinsLMGMKLC
XH_P37 19 44494249 44494249 Frame_Shift_Ins INS - TTTTGATTTTGAA - ZNF155 AGGTTTTGATTT p.C11fs
XH_P37 19 44501503 44501503 Frame_Shift_Ins INS - TTATAAGGTCTCT - ZNF155 95insAATTATAAG p.Y498fs
XH_P37 19 44570996 44570996 Frame_Shift_Ins INS - CACAATTATAATG - ZNF223 sTGCCTCACAATT p.T339fs
XH_P37 19 44611870 44611870 Frame_Shift_Ins INS - AGATCCAACCTCC - ZNF224 insTCAAGATCCA p.K519fs
XH_P37 19 44653010 44653010 Frame_Shift_Ins INS - T - ZNF234 c.102_103insT p.Q34fs
XH_P37 19 44653011 44653011 Nonsense_Mutation INS - CACTTTGATTTTC - ZNF234 nsCCACACTTTGAD35_V36delinsATLX
XH_P37 19 44739502 44739502 Frame_Shift_Ins INS - CTTCATGTATTTG - ZNF227 GAAGTCTTCATGT p.N228fs
XH_P37 19 44771155 44771155 Frame_Shift_Ins INS - AAGAAATGGCATA - ZNF233 GAAAAAGAAATG p.P93fs
XH_P37 19 44981054 44981054 Frame_Shift_Ins INS - AACCATTTGAAT - ZNF180 TGATTACATTCAA p.P523fs
XH_P37 19 45259554 45259554 Frame_Shift_Ins INS - CCTATGCTCTACT - BCL3 477insCCTATGCT p.Q159fs
XH_P37 19 45395699 45395699 Silent SNP G A G TOMM40 c.G324A p.G108G
XH_P37 19 45395701 45395701 Nonsense_Mutation INS - CCACCTGTAAA - TOMM40 _327insCCACCTG109_S110delinsFHLX
XH_P37 19 46308203 46308203 Silent SNP C T C RSPH6A c.G960A p.S320S
XH_P37 19 47585552 47585552 Nonsense_Mutation INS - ATCTCATTTAACA - ZC3H4 1219insTGTTAAAG407_D408delinsCX
XH_P37 19 48789961 48789961 In_Frame_Ins INS - GTTTGACAATCCT - ZNF114 1insCAGTTTGAC360delinsPQFDNPS
XH_P37 19 49253840 49253840 Missense_Mutation SNP C A C FUT1 c.G699T p.K233N
XH_P37 19 49253842 49253842 Nonsense_Mutation INS - ATGA - FUT1 .696_697insTCAK233_G234delinsSX
XH_P37 19 49377973 49377973 In_Frame_Ins INS - CTCAGCTTCTCTT - PPP1R15A 484insTCTCAGCTA495delinsVSASLS
XH_P37 19 49490529 49490529 Nonsense_Mutation INS - CCAACTTCAT - GYS1 _414insATGAAGN138_I139delinsKX
XH_P37 19 49841233 49841233 Missense_Mutation SNP A T A CD37 c.A190T p.T64S
XH_P37 19 49841234 49841234 Nonsense_Mutation INS - ATAAGTCTCTGT - CD37 _192insATAAGTC p.T64delinsTX
XH_P37 19 49993778 49993778 Frame_Shift_Ins INS - GG - RPL13A c.18_19insGG p.S6fs
XH_P37 19 49993779 49993779 In_Frame_Ins INS - CTA - RPL13A c.19_20insCTA p.R7delinsPR
XH_P37 19 50155362 50155373 In_Frame_Del DEL CGCTCCCGCT - CCGCTCCCGCTC SCAF1 c.1716_1727del p.572_576del
XH_P37 19 50298990 50299012 In_Frame_Del DEL GTAATGAACG - GGTAATGAACGCC AP2A1 c.809_814del p.270_272del
XH_P37 19 50549489 50549489 Frame_Shift_Ins INS - CATTTTCT - ZNF473 53_1754insCATT p.G585fs
XH_P37 19 50549491 50549491 In_Frame_Ins INS - TGTTGC - ZNF473 755_1756insTGTp.G585delinsGCC
XH_P37 19 50905151 50905151 In_Frame_Ins INS - AAATAC - POLD1 433_434insAAATp.A145delinsEIP
XH_P37 19 50945503 50945503 Frame_Shift_Ins INS - A - MYBPC2 c.836dupA p.E279fs
XH_P37 19 50945505 50945505 In_Frame_Ins INS - CTTTATTTTTATTT - MYBPC2 ACAGCTTTATTTT79delinsEKTALFLFIYF
XH_P37 19 51769129 51769129 Frame_Shift_Ins INS - A - SIGLECL1 c.121_122insA p.P41fs
XH_P37 19 52496939 52496939 Frame_Shift_Ins INS - ATGTATGCAGTG - ZNF615 05insTTCACTGCA p.G469fs
XH_P37 19 52498031 52498031 In_Frame_Ins INS - GGAGAAAAA - ZNF615 2_313insTTTTTCp.S105delinsFFSS
XH_P37 19 52498033 52498033 Missense_Mutation SNP T C T ZNF615 c.A311G p.K104R
XH_P37 19 52538619 52538619 Frame_Shift_Ins INS - ATAGAAAAAAAC - ZNF432 3insGTGGTTTTTT p.H105fs
XH_P37 19 52826090 52826090 Nonsense_Mutation INS - AAGGCTTCTCTCC - ZNF480 nsTTGTAAGGCTTp.H486delinsHLX
XH_P37 19 52869552 52869552 Frame_Shift_Ins INS - TACATTCATATTCA - ZNF610 nsCACTACATTCA p.L264fs
XH_P37 19 52869553 52869553 In_Frame_Ins INS - ATTTTCCTC - ZNF610 3_794insATTTTCp.V265delinsDFPL
XH_P37 19 52888373 52888373 In_Frame_Ins INS - GGTTTCTCTCCAG - ZNF880 TGTAAGGTTTCTdelinsLYICKVSLQCELVD
XH_P37 19 52941714 52941714 Nonsense_Mutation INS - AATTCTGATTGA - ZNF534 nsGTGAATTCTGp.V306delinsVX
XH_P37 19 53208438 53208438 Frame_Shift_Ins INS - C - ZNF611 c.1869dupG p.C624fs
XH_P37 19 53208440 53208440 Nonsense_Mutation INS - GTCATCATAGAAT - ZNF611 GTATGAATTCTAT23delinsSMNSMMTX
XH_P37 19 53210021 53210021 Frame_Shift_Ins INS - AA - ZNF611 c.286_287insTT p.H96fs
XH_P37 19 53210023 53210023 Frame_Shift_Ins INS - GTGGCAAAGC - ZNF611 4_285insGCTTTG p.S95fs
XH_P37 19 53385138 53385138 Frame_Shift_Ins INS - AAGA - ZNF320 c.240_241insTCT p.H81fs
XH_P37 19 53385140 53385140 Nonsense_Mutation INS - AGAAAGTTTTCAG - ZNF320 nsGCAACTGAAAAY80_H81delinsCNX
XH_P37 19 53855919 53855919 Missense_Mutation SNP G A G ZNF845 c.G1991A p.R664K
XH_P37 19 53856266 53856266 Nonsense_Mutation INS - GAATTGCCTTGTG - ZNF845 CAGTATGAATTGD781delinsSLQYELPCELX
XH_P37 19 53884277 53884277 Frame_Shift_Ins INS - ATTGC - ZNF525 445_446insATTG p.S149fs
XH_P37 19 53884279 53884279 Frame_Shift_Ins INS - GTGCTGTTGATG - ZNF525 48insTGTGCTGT p.S149fs
XH_P37 19 53885191 53885191 Frame_Shift_Ins INS - TATGA - ZNF525 359_1360insTAT p.S453fs
XH_P37 19 53885192 53885192 Frame_Shift_Ins INS - TTTCAAGGTTTGA - ZNF525 1361insTTTCAAG p.L454fs
XH_P37 19 53912149 53912149 Frame_Shift_Ins INS - GATGGCATGTA - ZNF765 _1183insGATGGC p.Y394fs
XH_P37 19 53993842 53993842 Nonsense_Mutation INS - GCGTAAGATTCTT - ZNF813 CAAAAGCGTAAG119delinsFRNTKAX
XH_P37 19 54969574 54969574 Nonsense_Mutation INS - GACTTGAG - LENG8 4_2115insGACT705_W706delinsATX
XH_P37 19 55174495 55174495 Frame_Shift_Ins INS - G - LILRB4 c.10_11insG p.T4fs
XH_P37 19 55451718 55451718 In_Frame_Ins INS - TGCAGGATGACA - NLRP7 69insAATGTCATCF157delinsNVILQF
XH_P37 19 55539129 55539129 Nonsense_Mutation INS - CTTTCTTCCTCAG - GP6 7insGGCTGAGGA143_A144delinsGX



XH_P37 19 55670544 55670544 Nonsense_Mutation INS - TTATTCTAATCAT - DNAAF3 insGGAATGATTA571_E572delinsWEX
XH_P37 19 56009510 56009510 Frame_Shift_Ins INS - TTCATCCACCTTT - SSC5D 1652insTTCATCC p.P551fs
XH_P37 19 56189056 56189056 Nonsense_Mutation INS - GAGCCCAGTCTT - EPN1 TCCAGGAGCCCAp.G63delinsGX
XH_P37 19 56538482 56538482 Frame_Shift_Ins INS - ATAAATACAAAA - NLRP5 4insTAATAAATA p.L295fs
XH_P37 19 56733059 56733059 Frame_Shift_Ins INS - GAATTGCCAGGA - ZSCAN5A TCAAACATCCTGG p.Q342fs
XH_P37 19 57036597 57036597 Nonsense_Mutation INS - GTTTGAAGGCTTT - ZNF471 nsTTTGTTTGAAG313_I314delinsHFVX
XH_P37 19 57066145 57066145 Frame_Shift_Ins INS - TATGGTTTTTCTC - ZFP28 CATTCATATGGTT p.Q664fs
XH_P37 19 57867553 57867560 Frame_Shift_Del DEL GAACACCA - GAACACCA ZNF304 c.316_323del p.E106fs
XH_P37 19 57910039 57910039 Frame_Shift_Ins INS - GTGCATGTTG - ZNF548 _385insGTGCAT p.E128fs
XH_P37 19 57910041 57910041 Missense_Mutation SNP A C A ZNF548 c.A386C p.N129T
XH_P37 19 57955666 57955666 Missense_Mutation SNP T A T ZNF749 c.T889A p.C297S
XH_P37 19 57955667 57955667 Nonsense_Mutation INS - AAAGC - ZNF749 890_891insAAAGC297_S298delinsX
XH_P37 19 57956369 57956369 Frame_Shift_Ins INS - TTCTCATGCTGAA - ZNF749 3insATTTTCTCAT p.G531fs
XH_P37 19 57985368 57985368 Frame_Shift_Ins INS - AGTTTTTAATCATA - ZNF772 AGAGCTATGATT p.K136fs
XH_P37 19 58049281 58049281 In_Frame_Ins INS - CCCTGCTTC - ZNF549 0_871insCCCTGCp.S290delinsSPCF
XH_P37 19 58132060 58132060 In_Frame_Ins INS - TATCCCTTCTTAA - ZNF134 74insTTATCCCTTL191delinsLLSLLK
XH_P37 19 58189550 58189550 Nonsense_Mutation INS - GACATCTCTTAAG - ZSCAN4 80insTGACATCTCp.Q193delinsQX
XH_P37 19 58216349 58216349 Splice_Site INS - CCTCTTTTCTCTAT - ZNF154 . .
XH_P37 19 58232476 58232476 Nonsense_Mutation INS - GGAAACACACAC - ZNF671 nsACAAGTGTGTGY228_D229delinsX
XH_P37 19 58370353 58370353 Frame_Shift_Ins INS - TGGTGCTGATGA - ZNF587 1insTCTGGTGCT p.A190fs
XH_P37 19 58421124 58421124 Frame_Shift_Ins INS - TGTAATTAGTT - ZNF417 _519insAACTAAT p.E173fs
XH_P37 19 58563951 58563951 In_Frame_Ins INS - TACAAAAAATAA - ZSCAN1 insTTATACAAAAH187delinsLIQKINN
XH_P37 19 58578567 58578567 Nonsense_Mutation INS - GGTTGATGTGGG - ZNF135 TCATTGGTTGATG251_R252delinsVIGX
XH_P37 19 58945011 58945011 Frame_Shift_Ins INS - AAGATTCATACCT - ZNF132 0insCTCAGGTATG p.K600fs
XH_P37 20 168713 168713 Nonsense_Mutation SNP G T G DEFB128 c.C96A p.C32X
XH_P37 20 168714 168714 Frame_Shift_Ins INS - TGTGAACTTG - DEFB128 4_95insCAAGTTC p.C32fs
XH_P37 20 744602 744602 Missense_Mutation SNP G T G SLC52A3 c.C613A p.P205T
XH_P37 20 1552540 1552540 Nonsense_Mutation INS - AATTCCTAACTGT - SIRPB1 nsAACACAGTTAG3_Q194delinsNTVRNX
XH_P37 20 2097743 2097743 Frame_Shift_Ins INS - CAATATGGTT - STK35 4_1325insCAATA p.I442fs
XH_P37 20 2820442 2820442 In_Frame_Ins INS - GACAGGTGTAATA - PCED1A 17insTTATTACACG39delinsGYYTCQ
XH_P37 20 3274887 3274887 Silent SNP G A G C20orf194 c.C2136T p.F712F
XH_P37 20 3627469 3627469 Frame_Shift_Ins INS - AAAAAGG - ATRN 65_4266insAAAA p.P1422fs
XH_P37 20 3627471 3627471 Missense_Mutation SNP G A G ATRN c.G4267A p.A1423T
XH_P37 20 3686595 3686595 Frame_Shift_Ins INS - ACAGAAAC - SIGLEC1 01_502insGTTTC p.Q168fs
XH_P37 20 5157373 5157373 Nonsense_Mutation INS - AT - CDS2 c.371_372insATW124_F125delinsX
XH_P37 20 5157374 5157374 Frame_Shift_Ins INS - TCAATTAACTTTT - CDS2 3insTTTCAATTAA p.W124fs
XH_P37 20 5904228 5904228 In_Frame_Ins INS - TGTATT - CHGB 438_1439insTGTp.P480delinsLYS
XH_P37 20 7894965 7894965 Silent SNP G A G HAO1 c.C391T p.L131L
XH_P37 20 7894966 7894966 Frame_Shift_Ins INS - AAACAGAAATGG - HAO1 90insGGCCATTTC p.Q130fs
XH_P37 20 7963266 7963266 Missense_Mutation SNP G T G TMX4 c.C682A p.Q228K
XH_P37 20 7963267 7963267 Frame_Shift_Ins INS - ATTTGAATCATCT - TMX4 nsAAAAGATGATT p.E227fs
XH_P37 20 8698448 8698448 Frame_Shift_Ins INS - TG - PLCB1 .1466_1467insT p.T489fs
XH_P37 20 8698449 8698449 Nonsense_Mutation INS - TAAACTCTTAGTG - PLCB1 nsTCATTAAACTC89_Y490delinsTSLNSX
XH_P37 20 9546971 9546971 Frame_Shift_Ins INS - AATACTT - PAK5 50_1051insAAGT p.P351fs
XH_P37 20 9546972 9546972 Nonsense_Mutation INS - GCCAACTT - PAK5 9_1050insAAGTY350_P351delinsX
XH_P37 20 10639121 10639121 Missense_Mutation SNP T C T JAG1 c.A689G p.N230S
XH_P37 20 13071794 13071794 Frame_Shift_Ins INS - CCAAA - SPTLC3 671_672insCCAA p.A224fs
XH_P37 20 13071795 13071795 Nonsense_Mutation INS - ATTGTAGAATGG - SPTLC3 CAACTATTGTAGA4_M225delinsAIQLLX
XH_P37 20 13767978 13767978 Nonsense_Mutation INS - ATATTCTTAAAAA - NDUFAF5 nsTAAATATTCTTAD81_R82delinsDX
XH_P37 20 13767980 13767980 Missense_Mutation SNP G A G NDUFAF5 c.G245A p.R82H
XH_P37 20 13850227 13850227 Frame_Shift_Ins INS - TATAACAAACATC - SEL1L2 7insTTTGATGTTT p.E393fs
XH_P37 20 13899716 13899716 In_Frame_Ins INS - AAA - SEL1L2 c.336_337insTTTp.M113delinsFM
XH_P37 20 13899717 13899717 Frame_Shift_Ins INS - TATTGTTT - SEL1L2 35_336insAAACA p.K112fs
XH_P37 20 18296814 18296814 Missense_Mutation SNP G A G ZNF133 c.G1262A p.C421Y
XH_P37 20 20171995 20171995 Nonsense_Mutation INS - ATGAGATATTATT - CFAP61 AACCCTATGAGAT508_L509delinsPTLX
XH_P37 20 20180491 20180491 Missense_Mutation SNP A T A CFAP61 c.A1877T p.Y626F
XH_P37 20 20180493 20180493 Frame_Shift_Ins INS - CAGAACCCCTAC - CFAP61 sAGTTCCAGAAC p.P627fs
XH_P37 20 23064587 23064587 Frame_Shift_Ins INS - AAATTCCAATGT - CD93 59insTCACATTG X653delinsCHIGIX
XH_P37 20 23666542 23666542 Frame_Shift_Ins INS - CTTCTAAT - CST4 4_415insATTAG p.Q139fs
XH_P37 20 23666544 23666544 Missense_Mutation SNP C G C CST4 c.G413C p.C138S
XH_P37 20 29965236 29965236 In_Frame_Ins INS - CAA - DEFB119 c.67_68insTTG p.R23delinsLG
XH_P37 20 29965237 29965237 In_Frame_Ins INS - ACTACC - DEFB119 66_67insGGTAGp.R23delinsGSR
XH_P37 20 31017233 31017233 Frame_Shift_Ins INS - AGCTACAAAAAT - ASXL1 TTCCAAGCTACA p.S188fs
XH_P37 20 31017235 31017235 Splice_Site SNP G T G ASXL1 . .
XH_P37 20 31023461 31023461 Frame_Shift_Ins INS - AA - ASXL1 .2946_2947insA p.K982fs
XH_P37 20 31814762 31814762 Nonsense_Mutation INS - ATCATATAA - BPIFA3 0_541insATCATAp.L180delinsLIIX
XH_P37 20 32005661 32005661 Frame_Shift_Ins INS - TGGTGTGCTTT - SNTA1 _565insAAAGCAC p.S189fs
XH_P37 20 32194829 32194829 Frame_Shift_Ins INS - CAACA - CBFA2T2 102_103insCAAC p.S34fs
XH_P37 20 32194831 32194831 Frame_Shift_Ins INS - TGGAACTGTG - CBFA2T2 _105insTGGAAC p.S35fs
XH_P37 20 32664866 32664866 Missense_Mutation SNP G A G RALY c.G643A p.G215S
XH_P37 20 33330414 33330414 Frame_Shift_Ins INS - TTGATCAACAA - NCOA6 _3646insTTGTTG p.S1216fs
XH_P37 20 33331045 33331045 Frame_Shift_Ins INS - CATGGTCA - NCOA6 14_3015insTGAC p.P1005fs
XH_P37 20 34292634 34292634 Missense_Mutation SNP G A G RBM39 c.C1382T p.A461V
XH_P37 20 34292635 34292635 Frame_Shift_Ins INS - TGGTTCCA - RBM39 0_1381insTGGA p.A461fs
XH_P37 20 35060845 35060845 Frame_Shift_Ins INS - GCTGC - DLGAP4 725_726insGCTG p.F242fs
XH_P37 20 39795473 39795473 Frame_Shift_Ins INS - GACGCGC - PLCG1 75_2276insGACG p.E759fs
XH_P37 20 43530427 43530427 In_Frame_Ins INS - CTCACTTTTATCC - YWHAB 4insAGCTCACTTTR85delinsQLTFIHC
XH_P37 20 43727197 43727197 Silent SNP C A C KCNS1 c.G216T p.P72P
XH_P37 20 43836290 43836290 In_Frame_Ins INS - TGTGTATTG - SEMG1 2_353insTGTGTA.K118delinsMCIE
XH_P37 20 43836292 43836292 Nonsense_Mutation INS - AAAAACTGCCTTT - SEMG1 sTAGAAAAACTGK118_S119delinsKX
XH_P37 20 43836540 43836540 Nonsense_Mutation INS - CTCCTTTATGGTG - SEMG1 sTTGCCTCCTTTA201delinsLCLLYGVX
XH_P37 20 47569340 47569340 Nonsense_Mutation INS - AACTAGGTGATT - ARFGEF2 insTTAAACTAGGp.K174delinsKLNX
XH_P37 20 47587811 47587811 Frame_Shift_Ins INS - AAAATGTCAAAC - ARFGEF2 AAAGAAAAAATGT p.P449fs
XH_P37 20 47706129 47706129 Frame_Shift_Ins INS - CAAAGCCTCC - CSE1L 9_1860insCAAAG p.N620fs
XH_P37 20 47706131 47706131 Missense_Mutation SNP G C G CSE1L c.G1861C p.D621H
XH_P37 20 47887996 47887996 Nonsense_Mutation INS - AATCTAACTTCCT - ZNFX1 53insAAGGAAGT.P118delinsQGSX
XH_P37 20 49366531 49366531 Frame_Shift_Ins INS - ATGTGGCTTTTTT - PARD6B 626insATGTGGCT p.L209fs
XH_P37 20 49366533 49366533 Frame_Shift_Ins INS - TG - PARD6B c.627_628insTG p.L209fs
XH_P37 20 50052291 50052291 Nonsense_Mutation INS - GTGACACCTTATT - NFATC2 sAATATAATAAG599_Q600delinsQIX
XH_P37 20 50782537 50782537 Frame_Shift_Ins INS - AGGCCTTTGAA - ZFP64 _314insTTCAAAG p.H105fs
XH_P37 20 52835582 52835582 Missense_Mutation SNP G A G PFDN4 c.G298A p.A100T
XH_P37 20 56191330 56191330 Missense_Mutation SNP C A C ZBP1 c.G229T p.G77C
XH_P37 20 56191331 56191331 Nonsense_Mutation INS - TAACAATTATAA - ZBP1 _228insTTATAAT.E76delinsDYNCX
XH_P37 20 57767948 57767948 Frame_Shift_Ins INS - CACAT - ZNF831 874_1875insCAC p.D625fs
XH_P37 20 60770997 60770997 In_Frame_Ins INS - TCAACACTCCAAG - MTG2 45insCTCAACACTI115delinsISTLQG
XH_P37 20 60864350 60864350 In_Frame_Ins INS - AAATTCAAT - OSBPL2 7_1178insAAATT.R393delinsQIQC
XH_P37 20 62229177 62229177 Missense_Mutation SNP G A G GMEB2 c.C394T p.H132Y
XH_P37 20 62626447 62626447 Splice_Site INS - ACTTTTGTTTTGA - PRPF6 . .



XH_P37 20 62648197 62648197 Frame_Shift_Ins INS - CATCAGCACAAG - PRPF6 647insACATCAG p.S549fs
XH_P37 21 10916450 10916450 Nonsense_Mutation INS - TTTTCCATCACCAA - TPTE CAAATTGGTGATG61_V262delinsPNWX
XH_P37 21 15988317 15988317 Frame_Shift_Ins INS - TACAAATCTAGAT - LOC388813 CCACATCTAGATT p.N31fs
XH_P37 21 30331831 30331831 Frame_Shift_Ins INS - AGATGTTATTTCT - LTN1 GATCTTTAGAAAT p.L880fs
XH_P37 21 31692273 31692273 Frame_Shift_Ins INS - CTGCTCA - KRTAP26-1 80_81insTGAGCA p.I27fs
XH_P37 21 31768435 31768435 Nonsense_Mutation INS - ATTGCAGTTAAC - KRTAP13-1 TGTCATTGCAGT1_S12delinsFVIAVNX
XH_P37 21 31798176 31798176 In_Frame_Ins INS - TCTTGCCTGACTA - KRTAP13-3 insATAGTCAGGC.L19delinsIVRQEL
XH_P37 21 32537277 32537277 Splice_Site INS - ATGAAATAAAATC - TIAM1 . .
XH_P37 21 33064733 33064733 Nonsense_Mutation INS - TTTATAGATGTG - SCAF4 1498insTCACATC00_D501delinsSHLX
XH_P37 21 33064734 33064734 Frame_Shift_Ins INS - TAGAATTTAGG - SCAF4 _1497insCCTAAA p.Q499fs
XH_P37 21 33069022 33069022 Frame_Shift_Ins INS - G - SCAF4 c.773dupC p.A258fs
XH_P37 21 33069024 33069024 Nonsense_Mutation INS - TTGTTAGTTTTTTT - SCAF4 TAAAAAAAAAAACA258_V259delinsX
XH_P37 21 33747751 33747751 Nonsense_Mutation INS - ACTAGAAGGTTA - URB1 insTCTTTAACCTT236_I237delinsSLTFX
XH_P37 21 33747753 33747753 Frame_Shift_Ins INS - AG - URB1 c.703_704insCT p.D235fs
XH_P37 21 34056348 34056348 In_Frame_Ins INS - TGA - SYNJ1 1199_1200insTCp.E400delinsDQ
XH_P37 21 34056350 34056350 Frame_Shift_Ins INS - CATATTCTCTTTA - SYNJ1 8insCCTAAAGAG p.E400fs
XH_P37 21 34166584 34166584 In_Frame_Ins INS - CACTGAATACCT - C21orf62 149insAGGTATT.R50delinsQVFSG
XH_P37 21 34804524 34804524 Nonsense_Mutation INS - TCTCCTTTAACAT - IFNGR2 CTTTTTCTCCTTT01_L202delinsNLFLLX
XH_P37 21 34926657 34926657 In_Frame_Ins INS - TCATATTTATTAA - SON TCAACATCATATT07delinsDKSTSYLLTKLR
XH_P37 21 34927415 34927415 Missense_Mutation SNP C G C SON c.C5878G p.P1960A
XH_P37 21 34958436 34958436 Nonsense_Mutation INS - ATGTGTTAAAGTA - DONSON TTTGTTACTTTAA_L153delinsSHLICYFNTX
XH_P37 21 35469580 35469580 Nonsense_Mutation INS - GATTAACATCTTC - SLC5A3 CCAACAGATTAAC_V696delinsTNRLTSSGX
XH_P37 21 37742058 37742058 In_Frame_Ins INS - CTGCAGATTTATC - MORC3 nsTCATCTGCAGA727delinsIICRFIGG
XH_P37 21 38877705 38877705 Nonsense_Mutation INS - GTTTAAATATATA - DYRK1A insTATGTTTAAA15_D416delinsKYVX
XH_P37 21 38877707 38877707 Frame_Shift_Ins INS - GG - DYRK1A .1247_1248insG p.D416fs
XH_P37 21 38877709 38877709 Frame_Shift_Ins INS - T - DYRK1A c.1250dupT p.L417fs
XH_P37 21 40636904 40636904 Nonsense_Mutation INS - CTTCATTTTTCTAG - BRWD1 572insCTAGAAAF524_S525delinsFX
XH_P37 21 43282118 43282118 Splice_Site INS - AACTCACTCTCCTA - PRDM15 . .
XH_P37 21 43413723 43413723 Frame_Shift_Ins INS - GAAAAGAAATGC - ZBTB21 insCACTGCATTTC p.K161fs
XH_P37 21 43704749 43704749 Frame_Shift_Ins INS - TGTTGCATTTTAT - ABCG1 815insTGTTGCAT p.T272fs
XH_P37 21 44514767 44514767 Frame_Shift_Ins INS - TTCCAAAAAAAA - U2AF1 480insTTTTTTTTT p.M160fs
XH_P37 21 45472239 45472239 Frame_Shift_Ins INS - GTCTC - TRAPPC10 364_365insGTCT p.D122fs
XH_P37 21 45472241 45472241 Missense_Mutation SNP C G C TRAPPC10 c.C366G p.D122E
XH_P37 21 45548025 45548025 Frame_Shift_Ins INS - AAATTAAGCA - PWP2 _2354insAAATTA p.G785fs
XH_P37 21 46229000 46229000 Frame_Shift_Ins INS - CTCACTGTAAG - SUMO3 _298insCTTACAG p.D100fs
XH_P37 21 46271526 46271526 Frame_Shift_Ins INS - GGGCTTTTTTATA - PTTG1IP 85insGTATAAAA p.K62fs
XH_P37 21 47737264 47737264 Splice_Site INS - TTACATTCA - C21orf58 . .
XH_P37 22 17445751 17445751 In_Frame_Ins INS - TTTGGTCTCCTAT - GAB4 81insAATAGGAGH461delinsNRRPNH
XH_P37 22 18020327 18020327 In_Frame_Ins INS - TTG - CECR2 1233_1234insTTp.G411delinsGL
XH_P37 22 18020328 18020328 Frame_Shift_Ins INS - CTTCTAGGTAT - CECR2 _1235insCTTCTA p.K412fs
XH_P37 22 18364038 18364038 Frame_Shift_Ins INS - CCCTCAGGAT - MICAL3 _2273insATCCTG p.P758fs
XH_P37 22 19223350 19223350 Missense_Mutation SNP C T C CLTCL1 c.G838A p.G280S
XH_P37 22 19223352 19223352 Nonsense_Mutation INS - TAGTTCCTGTTAT - CLTCL1 nsTTAATAACAGG9_G280delinsFNNRNYX
XH_P37 22 19423320 19423320 In_Frame_Ins INS - ACACAA - MRPL40 324_325insACACp.L108delinsLTQ
XH_P37 22 19423322 19423322 Missense_Mutation SNP A T A MRPL40 c.A326T p.E109V
XH_P37 22 19808873 19808873 Frame_Shift_Ins INS - CAGCGCTT - GNB1L 5_6insAAGCGCT p.T2fs
XH_P37 22 20073496 20073496 Frame_Shift_Ins INS - AGAACCACTGCCT - DGCR8 TTTTAGAACCACT p.D4fs
XH_P37 22 20109827 20109827 Frame_Shift_Ins INS - AGGT - RANBP1 .424_425insAGG p.P142fs
XH_P37 22 20109829 20109829 Nonsense_Mutation INS - TCTTGAATTCC - RANBP1 _427insTCTTGAA142_E143delinsPSX
XH_P37 22 20761238 20761238 Nonsense_Mutation INS - GATTTTCTGATGT - ZNF74 nsAGTGGATTTTC68_S569delinsEWIFX
XH_P37 22 22843355 22843355 Frame_Shift_Ins INS - GACTTGTGGCCC - ZNF280B TGGTGGGGCCAC p.K123fs
XH_P37 22 22843642 22843642 Frame_Shift_Ins INS - AG - ZNF280B c.81_82insCT p.A28fs
XH_P37 22 22843644 22843644 Frame_Shift_Ins INS - CCTATTATTATTG - ZNF280B sGCTCAATAATAA p.D27fs
XH_P37 22 24038845 24038845 Frame_Shift_Ins INS - CT - RGL4 .1131_1132insC p.R377fs
XH_P37 22 24038846 24038846 Frame_Shift_Ins INS - TT - RGL4 c.1132_1133insT p.V378fs
XH_P37 22 24226079 24226079 Frame_Shift_Ins INS - GTAGTTTATT - SLC2A11 4_1025insGTAGT p.G342fs
XH_P37 22 24468371 24468371 Frame_Shift_Ins INS - CTGT - CABIN1 2393_2394insCT p.W798fs
XH_P37 22 24468373 24468373 In_Frame_Ins INS - CACTTCTGC - CABIN1 5_2396insCACTTp.I799delinsTLLL
XH_P37 22 24717350 24717350 Frame_Shift_Ins INS - A - SPECC1L c.403dupA p.Q134fs
XH_P37 22 24717352 24717352 Nonsense_Mutation INS - AATTATCAAGGA - SPECC1L TCTTTTAATTATCAS135delinsRSFIFX
XH_P37 22 25603123 25603123 Frame_Shift_Ins INS - CTGCCTACATTCC - CRYBB3 81insCCTGCCTAC p.V194fs
XH_P37 22 26902819 26902819 Frame_Shift_Ins INS - TTCCTGACACGTT - TFIP11 192insAACGTGTC p.L64fs
XH_P37 22 29176959 29176959 Missense_Mutation SNP T C T CCDC117 c.T209C p.I70T
XH_P37 22 29754771 29754771 In_Frame_Ins INS - ACCCTCTGA - AP1B1 8_469insTCAGAGp.E157delinsSEGE
XH_P37 22 29885211 29885211 Missense_Mutation SNP G C G NEFH c.G1582C p.A528P
XH_P37 22 30074221 30074221 Frame_Shift_Ins INS - GG - NF2 .1234_1235insG p.I412fs
XH_P37 22 30074222 30074222 Frame_Shift_Ins INS - AACAATATCAAA - NF2 236insAAACAAT p.I412fs
XH_P37 22 30221716 30221716 In_Frame_Ins INS - TTCTTTCACTGGA - ASCC2 nsGGATCCAGTGK45delinsKDPVKEV
XH_P37 22 30403260 30403260 Frame_Shift_Ins INS - AACAACAAAAC - MTMR3 _830insAACAACA p.T277fs
XH_P37 22 32109168 32109168 Frame_Shift_Ins INS - CCAAAGAATCAG - PRR14L insAAGGCTGATT p.S1553fs
XH_P37 22 32110141 32110141 Frame_Shift_Ins INS - ACAGCGTATGTA - PRR14L 3684insGTACATA p.S1228fs
XH_P37 22 32134814 32134814 Frame_Shift_Ins INS - TTGTTGTGAAGAA - PRR14L sAGGTTTCTTCAC p.V11fs
XH_P37 22 32239107 32239107 Nonsense_Mutation INS - GGCAGATTTTTCT - DEPDC5 9insTTGGCAGAT770delinsVGRFFCX
XH_P37 22 32352372 32352372 Missense_Mutation SNP T G T YWHAH c.T334G p.C112G
XH_P37 22 32352373 32352373 Nonsense_Mutation INS - ATTACGAACAGG - YWHAH 36insAATTACGAC112_N113delinsX
XH_P37 22 32756799 32756799 Frame_Shift_Ins INS - A - RFPL3 c.934_935insA p.R312fs
XH_P37 22 32756800 32756800 In_Frame_Ins INS - AATCCAAGC - RFPL3 5_936insAATCCA.R312delinsRIQA
XH_P37 22 35942994 35942994 Frame_Shift_Ins INS - T - RASD2 c.138_139insT p.D46fs
XH_P37 22 35942996 35942996 Frame_Shift_Ins INS - GTTTTCTGTCT - RASD2 _141insGTTTTCT p.Q47fs
XH_P37 22 37469658 37469658 In_Frame_Ins INS - GCAACCATCAATC - TMPRSS6 9insGGAGATTGA490delinsGRLMVAQ
XH_P37 22 37770540 37770540 Missense_Mutation SNP G C G ELFN2 c.C1035G p.I345M
XH_P37 22 37904577 37904577 Missense_Mutation SNP G A G CARD10 c.C1022T p.A341V
XH_P37 22 37966343 37966343 Frame_Shift_Ins INS - GG - LGALS2 c.325_326insCC p.L109fs
XH_P37 22 37966345 37966345 Frame_Shift_Ins INS - AAGCAAACAAAA - LGALS2 insATTATTTTGTT p.R108fs
XH_P37 22 38021845 38021845 Missense_Mutation SNP C T C GGA1 c.C982T p.P328S
XH_P37 22 38021846 38021846 Frame_Shift_Ins INS - TTGGCATATGAT - GGA1 84insTTTGGCAT p.P328fs
XH_P37 22 38130788 38130788 Frame_Shift_Ins INS - AGGTCTCTGT - TRIOBP 5_4446insAGGTC p.R1482fs
XH_P37 22 38134648 38134648 Splice_Site SNP G T G TRIOBP . .
XH_P37 22 38134649 38134649 Nonsense_Mutation INS - GATCCATCACATA - TRIOBP 5108insGATCCAT1703_Q1704delinsX
XH_P37 22 40660979 40660979 Frame_Shift_Ins INS - ACCTTGTCCCAG - TNRC6B 6insTCACCTTGT p.S249fs
XH_P37 22 40661168 40661168 Frame_Shift_Ins INS - AGAGTGCTCTT - TNRC6B _935insAGAGTG p.P312fs
XH_P37 22 40661374 40661374 Frame_Shift_Ins INS - TTCCTAGTCCATT - TNRC6B insAATTTCCTAG p.S380fs
XH_P37 22 41257741 41257741 Silent SNP G A G DNAJB7 c.C258T p.Y86Y
XH_P37 22 42606518 42606518 Frame_Shift_Ins INS - ACAATCATCAATG - TCF20 94insAGCATTGA p.T1598fs
XH_P37 22 43471550 43471550 In_Frame_Ins INS - TTTTCCTTAAGGT - TTLL1 AAAAACCTTAAGGV15delinsKNLKEKCV
XH_P37 22 46657960 46657960 Frame_Shift_Ins INS - GGTCAATTTTGTC - PKDREJ GAAGAAGACAAA p.P420fs
XH_P37 22 46704403 46704403 In_Frame_Ins INS - ATTTAAAGGAAAG - GTSE1 26insCATTTAAAGA109delinsAFKGKT
XH_P37 22 46704486 46704486 Nonsense_Mutation INS - TTTACTGAATGTG - GTSE1 09insCTTTACTGAp.R136delinsRLYX



XH_P37 22 50181432 50181432 Frame_Shift_Ins INS - ACCAAAACCTT - BRD1 _2448insAAGGTT p.N816fs
XH_P37 22 50682362 50682362 Frame_Shift_Ins INS - TTTCATCTCTCTCG - TUBGCP6 7insCCGAGAGAG p.Q176fs
XH_P37 X 3238869 3238869 In_Frame_Ins INS - TCCAAGAATTCCT - MXRA5 nsAATGAGGAATT619delinsVMRNSWTG
XH_P37 X 3240206 3240206 Frame_Shift_Ins INS - CAAACATCGATAT - MXRA5 3520insATATCGA p.F1174fs
XH_P37 X 5811441 5811441 In_Frame_Ins INS - GAGACTCAC - NLGN4X 7_1868insGTGAGp.Y623delinsCESH
XH_P37 X 11206955 11206955 Nonsense_Mutation INS - CA - ARHGAP6 c.429_430insTGN144_K145delinsX
XH_P37 X 11779666 11779666 Nonsense_Mutation INS - CAATTCCATGTAT - MSL3 AACTGCAATTCCA_E133delinsINCNSMYFX
XH_P37 X 12938177 12938177 Missense_Mutation SNP G A G TLR8 c.G1018A p.E340K
XH_P37 X 12938178 12938178 In_Frame_Ins INS - GTAATGTTAAATT - TLR8 nsTCTAGTAATGT340delinsDLVMLNLS
XH_P37 X 12939855 12939855 Frame_Shift_Ins INS - GAACG - TLR8 696_2697insGAA p.N899fs
XH_P37 X 13636104 13636104 Frame_Shift_Ins INS - TCCTTCACAGAAT - EGFL6 35insCTTCCTTCA p.D345fs
XH_P37 X 14929488 14929488 Nonsense_Mutation INS - AGACTTAATTAG - MOSPD2 4insACAGACTTA15_L216delinsNRLNX
XH_P37 X 15827376 15827376 Nonsense_Mutation INS - ATAAACATTGTT - ZRSR2 CAAAGATAAACA164_M165delinsVYX
XH_P37 X 16887709 16887709 Frame_Shift_Ins INS - TGGAAAAAATAG - RBBP7 insAGCCTATTTTT p.R19fs
XH_P37 X 17705872 17705872 Frame_Shift_Ins INS - TTTACTCCTGTCC - NHS 46insTTTACTCCT p.N15fs
XH_P37 X 17744883 17744883 Missense_Mutation SNP G T G NHS c.G2063T p.R688M
XH_P37 X 17745550 17745550 Frame_Shift_Ins INS - AGTAAAGA - NHS 0_2731insAGTA p.L910fs
XH_P37 X 17745551 17745551 Nonsense_Mutation INS - TTGAACTTCCAAT - NHS 732insCTTGAACTp.H911delinsPX
XH_P37 X 17746889 17746889 Nonsense_Mutation INS - AAATGAGAGAGA - NHS TTTTTAAAAATGA250_H1251delinsIFX
XH_P37 X 18221732 18221732 Nonsense_Mutation INS - A - BEND2 c.795_796insT E266_S267delinsX
XH_P37 X 18221733 18221733 In_Frame_Ins INS - AAGAAATAATACA - BEND2 TCTCTCTGTATTAT65delinsRVSLCIISYNYI
XH_P37 X 18956867 18956867 Frame_Shift_Ins INS - TTCGGTTATCTGT - PHKA2 GGGAACAGATAA p.D307fs
XH_P37 X 20069036 20069036 Frame_Shift_Ins INS - TTGTGAAAAG - MAP7D2 3_624insCTTTTCA p.E208fs
XH_P37 X 20069038 20069038 Frame_Shift_Ins INS - TT - MAP7D2 c.621_622insAA p.E208fs
XH_P37 X 20213200 20213200 Nonsense_Mutation INS - GAAGCTTTTATTG - RPS6KA3 CTAAACAATAAA_V131delinsKLNNKSFX
XH_P37 X 21550092 21550092 Frame_Shift_Ins INS - GCAATTTGTAATT - CNKSR2 sCAGGGCAATTT p.N355fs
XH_P37 X 21581569 21581569 In_Frame_Ins INS - TTCTTTCTCAAT - CNKSR2 _1371insTTCTTT.H457delinsHSFSI
XH_P37 X 21581571 21581571 Splice_Site INS - TGC - CNKSR2 . .
XH_P37 X 21675796 21675828 In_Frame_Del DEL CAGTGTCACG - TCCAGTGTCACGT KLHL34 c.79_111del p.27_37del
XH_P37 X 21863337 21863337 Nonsense_Mutation INS - TTTTGATCTTGTC - MBTPS2 TATTGTTTTGATCp.F91delinsFTX
XH_P37 X 22291465 22291465 In_Frame_Ins INS - CAGGCATCT - ZNF645 7_358insCAGGCAQ119delinsQQAS
XH_P37 X 22291467 22291467 In_Frame_Ins INS - TTCATATTC - ZNF645 9_360insTTCATAp.C120delinsCSYS
XH_P37 X 23019726 23019726 Frame_Shift_Ins INS - ATTTTGCTTCACT - DDX53 sATTATATTTTGC p.I518fs
XH_P37 X 24228695 24228695 Frame_Shift_Ins INS - GGTGTTCGGGAT - ZFX 34insAGGTGTTC p.A311fs
XH_P37 X 24229461 24229461 Frame_Shift_Ins INS - GGAAGATCCTTTG - ZFX 00insATGGAAGA p.M567fs
XH_P37 X 24330133 24330133 Frame_Shift_Ins INS - CTCCT - SUPT20HL2 299_1300insAGG p.Q434fs
XH_P37 X 24330134 24330134 Silent SNP A G A SUPT20HL2 c.T1299C p.S433S
XH_P37 X 24732779 24732779 Missense_Mutation SNP C A C POLA1 c.C455A p.T152N
XH_P37 X 24742515 24742515 Frame_Shift_Ins INS - C - POLA1 c.1264_1265insC p.E422fs
XH_P37 X 24742516 24742516 Frame_Shift_Ins INS - AAAGAAAATATG - POLA1 TTACACAAAGAA p.E422fs
XH_P37 X 24757629 24757629 Silent SNP G A G POLA1 c.G2178A p.R726R
XH_P37 X 24757630 24757630 In_Frame_Ins INS - AGACACTGAGAA - POLA1 180insCAGACACTV727delinsADTENI
XH_P37 X 26212634 26212634 In_Frame_Ins INS - CTTGGACTTTTC - MAGEB6 _672insCTTGGAC.C224delinsCLDFS
XH_P37 X 27999010 27999010 Frame_Shift_Ins INS - GCCAGTACTGAA - DCAF8L1 42insGTTCAGTA p.S148fs
XH_P37 X 29414501 29414501 Nonsense_Mutation INS - TAACTAATTTTATG - IL1RAPL1 CTGTTTAACTAAT.S163delinsSLFNX
XH_P37 X 29973346 29973346 Frame_Shift_Ins INS - GAGTGCATCAAA - IL1RAPL1 nsAAAAGAGTGC p.L500fs
XH_P37 X 30327151 30327348 In_Frame_Del DEL ATGCTGCCCT - GGATGCTGCCCTG NR0B1 c.133_330del p.45_110del
XH_P37 X 32361392 32361392 Frame_Shift_Ins INS - TTGATGCATTTCC - DMD 75insAAGGAAAT p.S525fs
XH_P37 X 34962268 34962268 Frame_Shift_Ins INS - CACCT - FAM47B 320_1321insCAC p.Q440fs
XH_P37 X 34962270 34962270 Missense_Mutation SNP A T A FAM47B c.A1322T p.E441V
XH_P37 X 44091917 44091917 Frame_Shift_Ins INS - GTACATTGTGCA - EFHC2 30insAATGCACA p.A477fs
XH_P37 X 44919364 44919364 Nonsense_Mutation INS - AGAAAATAGATT - KDM6A TTTAAAAGAAAA1_T432delinsLIVFKRKX
XH_P37 X 44942025 44942025 Nonsense_Mutation INS - TCTTTATGATGAC - KDM6A sGTGGTCTTTATG13_D1014delinsEWSLX
XH_P37 X 46887444 46887444 In_Frame_Ins INS - AATCTCTATATTT - JADE3 TCTTAAATCTCTA209delinsPLKSLYFLL
XH_P37 X 46951534 46951534 Frame_Shift_Ins INS - TGCATTTAATATT - RGN 554insTGCATTTA p.E185fs
XH_P37 X 47039424 47039424 In_Frame_Ins INS - GATCAA - RBM10 816_817insGATC.Q272delinsQDQ
XH_P37 X 48117290 48117290 Nonsense_Mutation INS - CTGAGAG - SSX1 79_180insCTGAGK60_L61delinsNX
XH_P37 X 48418504 48418504 Frame_Shift_Ins INS - GGCAGTAGGA - TBC1D25 _1257insGGCAG p.L419fs
XH_P37 X 48458875 48458875 Missense_Mutation SNP T A T WDR13 c.T416A p.I139N
XH_P37 X 48681883 48681883 Frame_Shift_Ins INS - AGAAATGGTCTGG - HDAC6 3075insAGAAATG p.S1025fs
XH_P37 X 49071898 49071898 Nonsense_Mutation INS - CGCATCAGTATCG - CACNA1F 42insACGATACTA1114delinsARYX
XH_P37 X 49645359 49645359 In_Frame_Ins INS - TGGTTGTTTCCCA - USP27X 50insTTGGTTGTTV150delinsVWLFPR
XH_P37 X 50053379 50053379 Frame_Shift_Ins INS - GGTATGCTTCTC - CCNB3 sAAGGTGGTATG p.A737fs
XH_P37 X 50053502 50053502 In_Frame_Ins INS - GAATTCCTCCTCA - CCNB3 nsGAGAGAATTCC778delinsLREFLLSG
XH_P37 X 50053692 50053692 Frame_Shift_Ins INS - TAAAGATAATTG - CCNB3 TCTTCTTTAAAGA p.K841fs
XH_P37 X 50376557 50376557 Frame_Shift_Ins INS - AAATCTGC - SHROOM4 15_2516insGCAG p.A839fs
XH_P37 X 53106728 53106728 Frame_Shift_Ins INS - TTCATCTTGCG - GPR173 _926insTTCATCT p.R309fs
XH_P37 X 53115154 53115154 In_Frame_Ins INS - ATGAATTGTCTCA - TSPYL2 581insCATGAATTD527delinsDMNCLI
XH_P37 X 53584360 53584360 Frame_Shift_Ins INS - GTTCTGGTTATTA - HUWE1 AGTAGATAATAA p.T2730fs
XH_P37 X 54275917 54275917 Nonsense_Mutation INS - ATGGATGCAGAG - WNK3 _2864insCTCTGC.K955delinsTLHPX
XH_P37 X 54282286 54282286 Nonsense_Mutation INS - GACGGTAAGCTG - WNK3 TAAATTTCAGCTTV713_S714delinsX
XH_P37 X 54334497 54334497 Nonsense_Mutation INS - TTCATGTTGAAAT - WNK3 nsACTAATTTCAACM316_A317delinsNX
XH_P37 X 54957160 54957160 Frame_Shift_Ins INS - AAGCCAGAAC - TRO _2597insAAGCC p.I866fs
XH_P37 X 57405140 57405140 Frame_Shift_Ins INS - ACAA - FAAH2 .799_800insACA p.L267fs
XH_P37 X 57405141 57405141 Frame_Shift_Ins INS - TAGCTCTCTTAAA - FAAH2 sTTTACTAGCTCTC p.L267fs
XH_P37 X 57620461 57620461 Frame_Shift_Ins INS - TTGGATGTGAAG - ZXDB 981insCTTGGATG p.V660fs
XH_P37 X 57934884 57934884 Frame_Shift_Ins INS - AAACCCAGTTTG - ZXDA 71insTCCAAACT p.D657fs
XH_P37 X 63412333 63412333 Nonsense_Mutation INS - TTATGTCACCACA - AMER1 GGTTGTGGTGAC78_S279delinsALIHX
XH_P37 X 66765778 66765778 Frame_Shift_Ins INS - CTGCTGCTGTT - AR _791insCTGCTGC p.R264fs
XH_P37 X 66863139 66863139 Frame_Shift_Ins INS - TTCATTG - AR 58_1659insTTCA p.Y553fs
XH_P37 X 66863141 66863141 Nonsense_Mutation INS - CAAGTTAG - AR 60_1661insCAAG554_P555delinsSSX
XH_P37 X 67454353 67454353 Frame_Shift_Ins INS - GCCTCATTCCA - OPHN1 _462insTGGAATG p.K154fs
XH_P37 X 67937231 67937231 In_Frame_Ins INS - CAAACTCTTGGG - STARD8 nsTTCCAAACTCTP79delinsLPNSWGT
XH_P37 X 68381584 68381584 Frame_Shift_Ins INS - TCTCGCAGTGG - PJA1 _1333insCCACTG p.D445fs
XH_P37 X 69713281 69713281 Nonsense_Mutation INS - TTTAAAATCCATT - DLG3 ATGCTTTAAAAT p.Y127delinsX
XH_P37 X 70072985 70072985 Nonsense_Mutation INS - ATCTCTGTTATAT - TEX11 TCAGATATAACA142_K143delinsLQIX
XH_P37 X 70514190 70514190 Nonsense_Mutation INS - AGTGAAAGAACT - NONO nsAGAAGTGAAAN65delinsNRSERTX
XH_P37 X 70597658 70597658 In_Frame_Ins INS - GGCCTGAAAACT - TAF1 81insGGGCCTGAAL327delinsLGLKTP
XH_P37 X 70602698 70602698 Frame_Shift_Ins INS - GCTGTGGTTCCTC - TAF1 814insGCTGTGG p.F605fs
XH_P37 X 71358444 71358444 Missense_Mutation SNP C G C NHSL2 c.C1046G p.S349C
XH_P37 X 71360264 71360264 Nonsense_Mutation INS - GCACTAACTTCA - NHSL2 GAGTATGCACTAS956_D957delinsX
XH_P37 X 71363334 71363334 Nonsense_Mutation INS - TTTGGACCTAGAT - NHSL2 nsTCCTTTTGGAC1196delinsASFWTX
XH_P37 X 71425693 71425693 Frame_Shift_Ins INS - CAGTAGTGTAAA - ERCC6L nsACTTATTTACAC p.V975fs
XH_P37 X 71846899 71846899 Frame_Shift_Ins INS - AGAGTGTATAGAG - PHKA1 AGTGACCTCTATA p.D572fs
XH_P37 X 71886145 71886145 Frame_Shift_Ins INS - TTGTGCCTTTGG - PHKA1 0insCCCCAAAGG p.S240fs
XH_P37 X 71904404 71904404 Missense_Mutation SNP C T C PHKA1 c.G481A p.E161K
XH_P37 X 71904405 71904405 Nonsense_Mutation INS - GCCTCTTTCTTTAT - PHKA1 80insATAAAGAAD160_E161delinsEX
XH_P37 X 73811450 73811450 Frame_Shift_Ins INS - TGTCC - RLIM 699_1700insGGA p.L567fs



XH_P37 X 73811451 73811451 In_Frame_Ins INS - CTTTTTGAG - RLIM 8_1699insCTCAAp.L567delinsLKKL
XH_P37 X 76855954 76855954 Nonsense_Mutation INS - AAACTTTTTATTTT - ATRX ATTTCAAAATAA44_W1845delinsIISKX
XH_P37 X 77264700 77264700 Nonsense_Mutation INS - TTAACAGGTGAG - ATP7A TTGTCTTTAACAG_A604delinsKCFVFNRX
XH_P37 X 77378784 77378784 Nonsense_Mutation INS - TAAAAATGGGAA - PGK1 ATAAATAAAAAT283_V284delinsPKX
XH_P37 X 77381311 77381311 Frame_Shift_Ins INS - CAGGAGCTTTA - PGK1 _1239insCAGGAG p.A413fs
XH_P37 X 79932211 79932211 Nonsense_Mutation INS - GTTTCAAGACTTTT - BRWD3 nsATCAAAAGTC69_S1770delinsDQKSX
XH_P37 X 83371228 83371247 Frame_Shift_Del DEL TTACATCCCA - ACTTACATCCCAGT RPS6KA6 c.998_1008del p.I333fs
XH_P37 X 84363543 84363543 Missense_Mutation SNP G T G SATL1 c.C432A p.S144R
XH_P37 X 84363544 84363544 In_Frame_Ins INS - TCA - SATL1 c.430_431insTGAp.S144delinsMS
XH_P37 X 84363759 84363759 Silent SNP G A G SATL1 c.C216T p.P72P
XH_P37 X 91132809 91132809 Frame_Shift_Ins INS - ATTCAAAGGAGG - PCDH11X 1571insATTCAAA p.V524fs
XH_P37 X 91133143 91133143 Frame_Shift_Ins INS - GGCTATTGTCATT - PCDH11X 5insCTGGGCTATT p.K635fs
XH_P37 X 99662614 99662631 In_Frame_Del DEL GATGGAATTG - GGATGGAATTGG PCDH19 c.965_982del p.322_328del
XH_P37 X 100169529 100169529 In_Frame_Ins INS - AGTGTTGTC - XKRX 7_1148insGACAAp.I383delinsRQHF
XH_P37 X 100169592 100169592 In_Frame_Ins INS - AACGAAAGGATG - XKRX nsACCTCATCCTT362delinsNLILSFNF
XH_P37 X 100356281 100356281 Frame_Shift_Ins INS - GTGACATTACTGC - CENPI 223insGTGACATT p.E74fs
XH_P37 X 100356283 100356283 Missense_Mutation SNP A T A CENPI c.A224T p.K75I
XH_P37 X 100493976 100493976 Missense_Mutation SNP A T A DRP2 c.A211T p.M71L
XH_P37 X 100667186 100667186 Frame_Shift_Ins INS - AATGCAATTTTG - HNRNPH2 11insCAATGCAA p.A70fs
XH_P37 X 100668323 100668323 Frame_Shift_Ins INS - AATTCAAAAAAA - HNRNPH2 nsGTAGAATTCA p.A449fs
XH_P37 X 101911697 101911697 In_Frame_Ins INS - CCC - GPRASP1 2856_2857insCCp.G952delinsGP
XH_P37 X 101911698 101911698 Frame_Shift_Ins INS - TAATGACTTCTTC - GPRASP1 858insATAATGAC p.T953fs
XH_P37 X 102317920 102317920 Frame_Shift_Ins INS - CTAA - BEX1 .282_283insTTA p.K95fs
XH_P37 X 102317922 102317922 In_Frame_Ins INS - ATATTGTGTTTTT - BEX1 insTTCAAAAACAE94delinsVQKHNIQ
XH_P37 X 102339805 102339805 In_Frame_Ins INS - AGAGAGGAA - NXF3 4_35insTTCCTCTp.T12delinsIPLS
XH_P37 X 102612735 102612735 Frame_Shift_Ins INS - TTTTTTATTCAGAG - TCEAL9 TAATTTTTTTTATT p.A41fs
XH_P37 X 102931275 102931275 Missense_Mutation SNP G T G MORF4L2 c.C681A p.H227Q
XH_P37 X 102979512 102979512 Frame_Shift_Ins INS - GTTCCCAACATTC - GLRA4 27insGGAATGTT p.N76fs
XH_P37 X 103041637 103041637 Nonsense_Mutation INS - ATCCTGCATTAA - PLP1 _436insATCCTGCW145delinsWILHX
XH_P37 X 103359714 103359715 Frame_Shift_Del DEL GG - GG ZCCHC18 c.912_913del p.L304fs
XH_P37 X 103359715 103359715 In_Frame_Ins INS - TCCTCCCTTATC - ZCCHC18 _914insTCCTCCCD305delinsVLPYH
XH_P37 X 103360011 103360011 Frame_Shift_Ins INS - AA - ZCCHC18 .1209_1210insA p.Q403fs
XH_P37 X 103360012 103360012 Nonstop_Mutation INS - TGTTGGGGG - ZCCHC18 0_1211insTGTTGp.X404delinsLLGE
XH_P37 X 105153712 105153712 Frame_Shift_Ins INS - TTGCCTGTGG - NRK _2080insTTGCCT p.Q693fs
XH_P37 X 107414141 107414141 Frame_Shift_Ins INS - GTTTCACATTTAG - COL4A6 84insTCCTAAATG p.K1095fs
XH_P37 X 107464598 107464598 Frame_Shift_Ins INS - CTGCATT - COL4A6 50_151insAATGC p.P51fs
XH_P37 X 109695074 109695074 Frame_Shift_Ins INS - TGGCTTTGGT - RTL9 9_1230insTGGCT p.A410fs
XH_P37 X 109695360 109695360 Frame_Shift_Ins INS - G - RTL9 c.1515_1516insG p.P505fs
XH_P37 X 109695361 109695361 Frame_Shift_Ins INS - ATCTAAAGCT - RTL9 6_1517insATCTAA p.T506fs
XH_P37 X 109695687 109695687 In_Frame_Ins INS - GAGACAGGGGC - RTL9 nsCTTCAGAGACA614delinsLLQRQGLS
XH_P37 X 109695913 109695914 Frame_Shift_Del DEL GG - GG RTL9 c.2068_2069del p.G690fs
XH_P37 X 110954911 110954911 Frame_Shift_Ins INS - AAAAGCT - ALG13 43_844insAAAAG p.E281fs
XH_P37 X 110954913 110954913 Nonsense_Mutation INS - AGTATAAAAGT - ALG13 _846insAGTATAA282_S283delinsGVX
XH_P37 X 114141710 114141710 Frame_Shift_Ins INS - TGCAGCACTTCAG - HTR2C 1110insTGCAGCA p.L370fs
XH_P37 X 114249016 114249016 In_Frame_Ins INS - TGTTATGTTGATT - IL13RA2 TTGCAATCAACATnsYDLSILFCNQHNRIISKGSSW
XH_P37 X 117742253 117742253 Frame_Shift_Ins INS - ACGACATTCACAA - DOCK11 12insAAACGACAT p.L937fs
XH_P37 X 118221220 118221220 Frame_Shift_Ins INS - G - KIAA1210 c.3972_3973insC p.K1325fs
XH_P37 X 118221222 118221222 In_Frame_Ins INS - AGCAATTCTGAC - KIAA1210 3971insGTCAGAS1324delinsCQNCS
XH_P37 X 118257544 118257544 Splice_Site INS - TAAGGCTTTTTCT - KIAA1210 . .
XH_P37 X 118257546 118257546 Silent SNP C T C KIAA1210 c.G480A p.E160E
XH_P37 X 118723709 118723709 Frame_Shift_Ins INS - GAGATAGGCTCCC - NKRF 9insTACGGGAGC p.R560fs
XH_P37 X 119293141 119293141 In_Frame_Ins INS - ACCATA - RHOXF2 300_301insACCAp.S100delinsSTI
XH_P37 X 119293142 119293142 Frame_Shift_Ins INS - CATTC - RHOXF2 301_302insCATT p.D101fs
XH_P37 X 119293332 119293332 Missense_Mutation SNP G C G RHOXF2 c.G491C p.R164P
XH_P37 X 119293333 119293333 Splice_Site INS - ACTTTAAC - RHOXF2 . .
XH_P37 X 119500492 119500492 Nonsense_Mutation INS - TTTCTCCCTAGTTC - ATP1B4 TTTTCTTTCTCCCT.E59delinsDFLSPX
XH_P37 X 119581877 119581877 Nonsense_Mutation INS - TAGGTGTCTATCT - LAMP2 GATAAAGATAGAF187_L188delinsYX
XH_P37 X 119739402 119739402 In_Frame_Ins INS - GTATACAGC - MCTS1 5_156insGTATACp.K52delinsKYTA
XH_P37 X 119739404 119739404 Frame_Shift_Ins INS - T - MCTS1 c.158dupT p.I53fs
XH_P37 X 120182711 120182711 In_Frame_Ins INS - CTG - GLUD2 1173_1174insCTp.S391delinsSL
XH_P37 X 120182713 120182713 In_Frame_Ins INS - AACAAATGTTTTA - GLUD2 176insCAACAAATN392delinsNNKCFI
XH_P37 X 123839103 123839103 Splice_Site INS - TTTAACAAACCTT - TENM1 . .
XH_P37 X 125685480 125685480 Frame_Shift_Ins INS - A - DCAF12L1 c.1111dupT p.S371fs
XH_P37 X 125685482 125685482 Frame_Shift_Ins INS - TGTTT - DCAF12L1 109_1110insAAA p.G370fs
XH_P37 X 128650425 128650425 Frame_Shift_Ins INS - TTGCCATTATAAT - SMARCA1 nsATAATTATAAT p.L104fs
XH_P37 X 129150176 129150176 Frame_Shift_Ins INS - AGCTTGG - BCORL1 28_3429insAGCT p.S1143fs
XH_P37 X 129205062 129205062 In_Frame_Ins INS - TCCTTTTTCTTTCT - ELF4 AGAAAGAAAGAA254delinsQERKKKEK
XH_P37 X 129205064 129205064 Missense_Mutation SNP G T G ELF4 c.C760A p.Q254K
XH_P37 X 129370583 129370583 Frame_Shift_Ins INS - TTGA - ZNF280C .523_524insTCA p.H175fs
XH_P37 X 129370585 129370585 Nonsense_Mutation INS - CTTAAAAG - ZNF280C 21_522insCTTTTA174_H175delinsNFX
XH_P37 X 131526342 131526342 In_Frame_Ins INS - AACCTTACACAT - MBNL3 insTTTATGTGTAP71delinsPLCVRLI
XH_P37 X 131526344 131526344 Missense_Mutation SNP G C G MBNL3 c.C211G p.P71A
XH_P37 X 131762305 131762305 In_Frame_Ins INS - GTGTAGGTAAAA - HS6ST2 GATTTGTTTTACC588delinsEICFTYTQY
XH_P37 X 133379417 133379417 Frame_Shift_Ins INS - AGAATTTGTGTCT - CCDC160 88insAGAATTTG p.A196fs
XH_P37 X 134185856 134185856 Missense_Mutation SNP G A G RTL8A c.C283T p.R95W
XH_P37 X 134425455 134425455 Frame_Shift_Ins INS - TCACTTTTTTCCCC - ZNF75D TTTAGGGGAAAA p.E213fs
XH_P37 X 135405194 135405194 Frame_Shift_Ins INS - AAAAAATCCAGCT - ADGRG4 29insAAAAAATC p.I110fs
XH_P37 X 135428612 135428612 Nonsense_Mutation INS - ATGCAAGCAAGA - ADGRG4 8insTGAATGCAA 916delinsVECKQEX
XH_P37 X 135431391 135431391 In_Frame_Ins INS - CCCACAAAAAAT - ADGRG4 TCTGGACCCACA42delinsSASGPTKNVKT
XH_P37 X 142596761 142596761 Silent SNP G A G SPANXN3 c.C309T p.G103G
XH_P37 X 147106508 147106508 Frame_Shift_Ins INS - AAAAA - FMR1NB 756_757insAAAA p.H252fs
XH_P37 X 147106509 147106509 Frame_Shift_Ins INS - TGAAACCTTATTT - FMR1NB TCAAGTGAAACCT p.G253fs
XH_P37 X 147733581 147733581 Nonsense_Mutation INS - ACTTGCTTATTTG - AFF2 CAAAAACTTGCTT7_Q38delinsENKNLLIX
XH_P37 X 148037594 148037594 Frame_Shift_Ins INS - GTTTCTGGAATTT - AFF2 nsTTTGTTTCTGG p.A314fs
XH_P37 X 148037596 148037596 Missense_Mutation SNP C G C AFF2 c.C944G p.T315S
XH_P37 X 148037904 148037904 Nonsense_Mutation INS - AGGGATGTTAGG - AFF2 1253insAGGGATG18_F419delinsKGCX
XH_P37 X 148037906 148037906 Silent SNP A T A AFF2 c.A1254T p.T418T
XH_P37 X 148693140 148693140 Frame_Shift_Ins INS - GAGC - TMEM185A c.44_45insGCTC p.F15fs
XH_P37 X 148693142 148693142 In_Frame_Ins INS - TATCTTGAC - TMEM185A 2_43insGTCAAGAp.F15delinsVKIF
XH_P37 X 149639324 149639324 In_Frame_Ins INS - CAACAGCAG - MAMLD1 4_1405insCAACAQ468delinsQQQQ
XH_P37 X 149814270 149814270 Nonsense_Mutation INS - AAGTGAATCTGA - MTM1 4insAGAAGTGAA265_E266delinsKKX
XH_P37 X 150349558 150349569 In_Frame_Del DEL ACCACTGGCC - CACCACTGGCCA GPR50 c.1503_1514del p.501_505del
XH_P37 X 151514145 151514145 Frame_Shift_Ins INS - AA - GABRA3 c.169_170insTT p.P57fs
XH_P37 X 151514146 151514146 Frame_Shift_Ins INS - TTTTGCTAGGTGC - GABRA3 CATATGCACCTAG p.P57fs
XH_P37 X 151815565 151815565 In_Frame_Ins INS - CACTTGTGT - GABRQ 3_464insCACTTG.D155delinsALVY
XH_P37 X 151996388 151996388 Nonsense_Mutation INS - TTTGAGCACCTGC - CETN2 sAATGGCAGGTGY172_X173delinsX
XH_P37 X 152612427 152612427 In_Frame_Ins INS - TTTTCTTTCTGA - ZNF275 _285insTTTTCTTTp.L95delinsLFLSE
XH_P37 X 153136379 153136379 Frame_Shift_Ins INS - GACCCCT - L1CAM 44_545insAGGG p.M182fs



XH_P37 X 153215976 153215976 Frame_Shift_Ins INS - TGTCCTTC - HCFC1 1_5722insGAAG p.L1908fs
XH_P37 X 153649039 153649039 Frame_Shift_Ins INS - CTTCCTCTGCTCTC - TAZ 11insACTTCCTCT p.V204fs
XH_P37 X 154197683 154197683 Missense_Mutation SNP G C G F8 c.C932G p.T311S
XH_P37 X 154743862 154743862 Frame_Shift_Ins INS - TCCACAGTATTAT - TMLHE TAATTATAATACT p.Q141fs
XH_P37 1 12837291 12837291 Missense_Mutation SNV T C C PRAMEF12 c.1001T>C P.F334S
XH_P37 1 155218094 155218094 Splice_Site INDEL - TTATTGATGATG TTATTGATGATG FAM189B _1526insCATCATCAATAA
XH_P37 1 155698914 155698914 Splice_Site INDEL - AGTTCATTT AGTTCATTT DAP3 1_684+2insAGTTCATTT
XH_P37 1 155698916 155698916 Splice_Site INDEL - TATTGTTCAGGTTTATTGTTCAGGTT DAP3 +4insATCTATTGTTCAGGTTCTG
XH_P37 1 156203525 156203525 Splice_Site INDEL - AATTTCTGTTCTAAATTTCTGTTCTAG PMF1-BGLAP TTGGCTAATTTCTGTTCTAGGTCTTTAT
XH_P37 1 159021716 159021716 Missense_Mutation SNV G A A IFI16 c.1745G>A P.R582H
XH_P37 1 161173285 161173285 Missense_Mutation SNV A T T NDUFS2 c.154A>T P.M52L
XH_P37 1 201195059 201195059 Missense_Mutation SNV T G G IGFN1 c.10594T>G P.Y3532D
XH_P37 1 248020603 248020603 Missense_Mutation SNV T C C TRIM58 c.55T>C P.C19R
XH_P37 1 46543274 46543274 Frame_Shift_Ins INDEL - TTTCCAGTCTGGCTTTCCAGTCTGGC PIK3R3 AATTAGCCAGAC P.N76fs
XH_P37 1 86437068 86437068 Missense_Mutation INDEL - GTT GTT COL24A1 2372_2373insAAP.L791_G792insT
XH_P37 1 86437069 86437069 Frame_Shift_Ins INDEL - TTATATATTTAGATTATATATTTAGA COL24A1 ACTCTGTCTAAAT P.L791fs
XH_P37 10 5815797 5815797 Splice_Site INDEL - CAGTTGTTGATTACAGTTGTTGATTA GDI2 TTAAAATAATCAACAACTGACAACAAAAAAGAT
XH_P37 11 1025072 1025072 Silent SNV G A A MUC6 c.2997C>T P.C999C
XH_P37 12 102041901 102041901 Missense_Mutation INDEL - TTTGTTCTTGTTTTTTTGTTCTTGTTTT MYBPC1 TTTGTTTTTGTTC5_S366insFVFVLVLRQ
XH_P37 12 91552169 91552169 Missense_Mutation SNV T A A DCN c.442A>T P.M148L
XH_P37 12 95927168 95927175 Frame_Shift_Del INDEL GAAGAACA - - USP44 58_865delTGTTC P.V287fs
XH_P37 14 103958256 103958256 Frame_Shift_Ins INDEL - G G MARK3 c.1729_1730insG P.Y577fs
XH_P37 14 20215589 20215589 Frame_Shift_Ins INDEL - A A OR4Q3 c.9dupA P.E4fs
XH_P37 17 41245268 41245268 Missense_Mutation INDEL - AAT AAT BRCA1 2279_2280insATP.T760_E761insF
XH_P37 17 41245269 41245269 Frame_Shift_Ins INDEL - CTCACACATTTATACTCACACATTTAT BRCA1 AACCAAATAAATG P.T760fs
XH_P37 17 41245706 41245706 Frame_Shift_Ins INDEL - ATGACAGTGA ATGACAGTGA BRCA1 1_1842insTCACT P.K614fs
XH_P37 17 7294053 7294053 Missense_Mutation SNV A G G PLSCR3 c.731T>C P.V244A
XH_P37 17 78321148 78321148 Missense_Mutation SNV G A A RNF213 c.9013G>A P.E3005K
XH_P37 17 78914290 78914290 Splice_Site INDEL - TTATTTTTGTTATTTTATTTTTGTTATT RPTOR TTTAAATTTATTTTTGTTATTTACATTTGTTTTTTTA
XH_P37 19 15083605 15083605 Missense_Mutation SNV G A A SLC1A6 c.118C>T P.R40C
XH_P37 19 24310638 24310638 Frame_Shift_Ins INDEL - TCAGTATGAATTATCAGTATGAATTA ZNF254 TTCTCTTCAGTAT72insTFVGFLFSMNYLMFSKS
XH_P37 19 42266136 42266136 Splice_Site SNV G C C CEACAM6 c.958+5G>C
XH_P37 2 11780490 11780490 Silent SNV C T T GREB1 c.5760C>T P.D1920D
XH_P37 2 135890564 135890564 Splice_Site INDEL - TATAGACATTATTTATAGACATTATTT RAB3GAP1 ATAACTCATATAGACATTATTTAACTTTTTAATG
XH_P37 2 179398216 179398216 Missense_Mutation SNV C T T TTN c.98203G>A P.E32735K
XH_P37 2 179399194 179399194 Frame_Shift_Ins INDEL - ATGGGTGCTGGAATGGGTGCTGGA TTN 7225insCTCCAG P.V32409fs
XH_P37 2 179616165 179616165 Missense_Mutation SNV C A A TTN c.10962G>T P.M3654I
XH_P37 2 234186258 234186258 Frame_Shift_Ins INDEL - ATTATCATTTTATTATTATCATTTTATT ATG16L1 ATTCTATTATCAT P.S250fs
XH_P37 2 96993664 96993664 Missense_Mutation INDEL - TGAAGCTGGTGGCTGAAGCTGGTGG ITPRIPL1 TGTTCCTGAAGC2_Q433insLFLKLVGRF
XH_P37 20 18296814 18296814 Missense_Mutation SNV G A A ZNF133 c.1316G>A P.C439Y
XH_P37 3 121340958 121340958 Missense_Mutation SNV G T T FBXO40 c.682G>T P.A228S
XH_P37 3 129218800 129218800 Missense_Mutation SNV C A A IFT122 c.2240C>A P.A747D
XH_P37 3 143691687 143691687 Silent SNV C T T C3orf58 c.513C>T P.P171P
XH_P37 3 38037304 38037304 Missense_Mutation SNV A G G VILL c.416A>G P.H139R
XH_P37 4 187539653 187539653 Missense_Mutation SNV G A A FAT1 c.8087C>T P.P2696L
XH_P37 5 140574045 140574045 Silent SNV C G G PCDHB10 c.1920C>G P.L640L
XH_P37 5 37014856 37014856 Missense_Mutation SNV C G G NIPBL c.4632C>G P.I1544M
XH_P37 6 26197293 26197293 Silent SNV C G G HIST1H3D c.186G>C P.L62L
XH_P37 6 38831782 38831782 In_Frame_Ins INDEL - AATATACCTTCTTTAATATACCTTCTT DNAH8 CTCTATAATATACS2149insLLYNIPSTerTerQ
XH_P37 6 64422419 64422419 Frame_Shift_Ins INDEL - GTTTTGACTGAATGTTTTGACTGAAT PHF3 CCTCTTGTTTTGA P.I1558fs
XH_P37 6 64940723 64940723 Splice_Site INDEL - AATCTTCATTACCAATCTTCATTACC EYS TACAAAAGGGTAATGAAGATTGATTACCTTTT
XH_P37 6 74119061 74119065 Frame_Shift_Del INDEL GTTAT - - DDX43 271_1275delTTA P.V424fs
XH_P37 7 128597275 128597275 Splice_Site SNV C T T TNPO3 c.*31+3G>A
XH_P37 8 99142344 99142344 Missense_Mutation SNV G A A POP1 c.625G>A P.A209T
XH_P37 9 5054805 5054805 In_Frame_Ins INDEL - TTTGGTAAGAATGTTTGGTAAGAATG JAK2 TACATTTTGGTAA_T287insRIHFGKNVLTerL
XH_P37 X 100493976 100493976 Missense_Mutation SNV A T T DRP2 c.211A>T P.M71L
XH_P37 X 148037594 148037594 Frame_Shift_Ins INDEL - GTTTCTGGAATTTGTTTCTGGAATTTT AFF2 insTTTGTTTCTG P.T641fs
XH_P37 X 154197683 154197683 Missense_Mutation SNV G C C F8 c.932C>G P.T311S
XH_P37 X 17744883 17744883 Missense_Mutation SNV G T T NHS c.2126G>T P.R709M
XH_P37 X 17745550 17745550 Frame_Shift_Ins INDEL - AGTAAAGA AGTAAAGA NHS 3_2794insAGTA P.H932fs
XH_P37 X 21675796 21675828 Missense_Mutation INDEL CAGTGTCACG - - KLHL34 TGCGACGTGACA P.F27_G37del
XH_P38 2 209113113 209113113 Missense_Mutation SNP G C C IDH1 c.394C>G p.R132G
XH_P38 17 7577538 7577538 Missense_Mutation SNP C T T TP53 c.743G>A p.R248Q
XH_P38 - - Frame_Shift_Del INS - - - EPHA2 c.1880delT p.V627Gfs*6
XH_P38 17 16068463 16068463 Missense_Mutation SNP C T T NCOR1 c.448G>A p.G150R
XH_P38 - - Frame_Shift_Del INS - - - ARID1A c.4977_4978del p.T1660Nfs*37
XH_P38 17 63010698 63010698 Missense_Mutation SNP T C C GNA13 c.811A>G p.I271V
XH_P38 1 881627 881627 Silent SNP G A G NOC2L c.C1843T p.L615L
XH_P38 1 889238 889238 Missense_Mutation SNP G A G NOC2L c.C812T p.A271V
XH_P38 1 897738 897738 Silent SNP C T C KLHL17 c.C715T p.L239L
XH_P38 1 909419 909419 Silent SNP C T C PLEKHN1 c.C1536T p.D512D
XH_P38 1 949608 949608 Missense_Mutation SNP G A G ISG15 c.G248A p.S83N
XH_P38 1 1119410 1119410 Missense_Mutation SNP G A G TTLL10 c.G980A p.R327H
XH_P38 1 1226757 1226757 Missense_Mutation SNP G A G SCNN1D c.G2176A p.G726S
XH_P38 1 1226889 1226889 Missense_Mutation SNP G A G SCNN1D c.G2308A p.G770R
XH_P38 1 1231656 1231656 Silent SNP G A G ACAP3 c.C1342T p.L448L
XH_P38 1 1271799 1271799 Missense_Mutation SNP G A G DVL1 c.C1811T p.S604L
XH_P38 1 1334053 1334057 Splice_Site DEL TAGAG - TAGAG CCNL2 . .
XH_P38 1 1354515 1354515 Missense_Mutation SNP C G C ANKRD65 c.G1165C p.E389Q
XH_P38 1 1354594 1354594 Silent SNP A G A ANKRD65 c.T1086C p.T362T
XH_P38 1 1354800 1354800 Missense_Mutation SNP C T C ANKRD65 c.G880A p.E294K
XH_P38 1 1361555 1361555 Silent SNP T C T TMEM88B c.T48C p.G16G
XH_P38 1 1421991 1421991 Missense_Mutation SNP G A G ATAD3B c.G1019A p.R340Q
XH_P38 1 1423267 1423267 Silent SNP A G A ATAD3B c.A1101G p.A367A
XH_P38 1 1425700 1425700 Silent SNP T C T ATAD3B c.T1263C p.I421I
XH_P38 1 1562536 1562536 Silent SNP G A G MIB2 c.G1473A p.A491A
XH_P38 1 1573181 1573181 Silent SNP C A C CDK11B c.G639T p.S213S
XH_P38 1 1689870 1689870 Missense_Mutation SNP G A G NADK c.C101T p.P34L
XH_P38 1 1847979 1847979 Missense_Mutation SNP T C T CALML6 c.T127C p.W43R
XH_P38 1 1849530 1849530 Missense_Mutation SNP T C T TMEM52 c.A421G p.M141V
XH_P38 1 1849744 1849744 Silent SNP G A G TMEM52 c.C297T p.D99D
XH_P38 1 1854546 1854546 Missense_Mutation SNP C T C CFAP74 c.G4561A p.E1521K
XH_P38 1 1855319 1855319 Silent SNP C T C CFAP74 c.G4284A p.K1428K
XH_P38 1 1855896 1855896 Missense_Mutation SNP G A G CFAP74 c.C4168T p.R1390W
XH_P38 1 1858161 1858161 Silent SNP C T C CFAP74 c.G3702A p.T1234T
XH_P38 1 1859176 1859176 Missense_Mutation SNP T C T CFAP74 c.A3397G p.N1133D
XH_P38 1 1918384 1918384 Silent SNP C T C CFAP74 c.G387A p.A129A
XH_P38 1 1960674 1960674 Silent SNP C T C GABRD c.C816T p.S272S



XH_P38 1 2433773 2433773 Missense_Mutation SNP G A G PLCH2 c.G2803A p.D935N
XH_P38 1 2434022 2434022 Missense_Mutation SNP C A C PLCH2 c.C3052A p.P1018T
XH_P38 1 2938697 2938697 Silent SNP T G T ACTRT2 c.T447G p.S149S
XH_P38 1 3379757 3379757 Missense_Mutation SNP A G A ARHGEF16 c.A109G p.M37V
XH_P38 1 3409208 3409208 Missense_Mutation SNP C T C MEGF6 c.G4511A p.R1504Q
XH_P38 1 3428608 3428608 Missense_Mutation SNP G A G MEGF6 c.C938T p.A313V
XH_P38 1 3511934 3511934 Missense_Mutation SNP A G A MEGF6 c.T344C p.M115T
XH_P38 1 3697733 3697733 Silent SNP A G A LRRC47 c.T1671C p.D557D
XH_P38 1 4772717 4772717 Missense_Mutation SNP G A G AJAP1 c.G787A p.G263R
XH_P38 1 6529443 6529443 Silent SNP A G A PLEKHG5 c.T2001C p.S667S
XH_P38 1 6533393 6533393 Missense_Mutation SNP G C G PLEKHG5 c.C713G p.T238S
XH_P38 1 6614230 6614230 Silent SNP G A G NOL9 c.C333T p.L111L
XH_P38 1 7723534 7723534 Silent SNP G A G CAMTA1 c.G837A p.S279S
XH_P38 1 7844944 7844944 Missense_Mutation SNP C T C PER3 c.C7T p.R3C
XH_P38 1 7887248 7887248 Silent SNP G A G PER3 c.G2259A p.P753P
XH_P38 1 7887605 7887605 Silent SNP G A G PER3 c.G2616A p.S872S
XH_P38 1 7909737 7909737 Missense_Mutation SNP C T C UTS2 c.G221A p.S74N
XH_P38 1 9322159 9322159 Missense_Mutation SNP G A G H6PD c.G820A p.V274I
XH_P38 1 9324571 9324571 Silent SNP T C T H6PD c.T2052C p.Y684Y
XH_P38 1 9324670 9324670 Silent SNP A G A H6PD c.A2151G p.S717S
XH_P38 1 10689924 10689924 Silent SNP C T C PEX14 c.C1014T p.D338D
XH_P38 1 10699188 10699188 In_Frame_Ins INS - TCGTCC - CASZ1 90_5091insGGA.D1697delinsEDD
XH_P38 1 10708142 10708142 Silent SNP A G A CASZ1 c.T3213C p.F1071F
XH_P38 1 10713765 10713765 Silent SNP T C T CASZ1 c.A2349G p.S783S
XH_P38 1 10725498 10725498 Silent SNP G A G CASZ1 c.C147T p.D49D
XH_P38 1 11008497 11008497 Silent SNP G C G C1orf127 c.C1695G p.G565G
XH_P38 1 11008695 11008695 Silent SNP T C T C1orf127 c.A1497G p.P499P
XH_P38 1 11014118 11014118 Missense_Mutation SNP C T C C1orf127 c.G1057A p.A353T
XH_P38 1 11561593 11561593 Missense_Mutation SNP G A G DISP3 c.G544A p.G182S
XH_P38 1 11579470 11579470 Missense_Mutation SNP G A G DISP3 c.G1948A p.A650T
XH_P38 1 11710779 11710779 In_Frame_Ins INS - GCG - FBXO2 c.134_135insCGCp.A45delinsAA
XH_P38 1 11766424 11766424 Missense_Mutation SNP C T C DRAXIN c.C109T p.L37F
XH_P38 1 11832289 11832289 Missense_Mutation SNP C A C C1orf167 c.C1961A p.P654H
XH_P38 1 11863566 11863566 Missense_Mutation SNP G T G MTHFR c.C6A p.D2E
XH_P38 1 12186058 12186058 Missense_Mutation SNP A G A TNFRSF8 c.A871G p.S291G
XH_P38 1 12252955 12252955 Missense_Mutation SNP T G T TNFRSF1B c.T587G p.M196R
XH_P38 1 16342237 16342237 Silent SNP A G A HSPB7 c.T363C p.T121T
XH_P38 1 16344360 16344360 Silent SNP A G A HSPB7 c.T99C p.A33A
XH_P38 1 16351275 16351275 Missense_Mutation SNP A G A CLCNKA c.A247G p.R83G
XH_P38 1 16731510 16731510 Missense_Mutation SNP C G C SPATA21 c.G763C p.V255L
XH_P38 1 16736132 16736132 Missense_Mutation SNP T C T SPATA21 c.A551G p.Q184R
XH_P38 1 17282573 17282573 Silent SNP G A G CROCC c.G3786A p.G1262G
XH_P38 1 17764969 17764969 Silent SNP C T C RCC2 c.G42A p.P14P
XH_P38 1 18807953 18807953 Missense_Mutation SNP C A C KLHDC7A c.C478A p.R160S
XH_P38 1 18809653 18809653 Silent SNP C T C KLHDC7A c.C2178T p.Y726Y
XH_P38 1 19166243 19166243 Silent SNP G A G TAS1R2 c.C2370T p.I790I
XH_P38 1 19166893 19166893 Missense_Mutation SNP C T C TAS1R2 c.G1720A p.A574T
XH_P38 1 19634721 19634721 Silent SNP A G A AKR7A2 c.T522C p.A174A
XH_P38 1 19992513 19992513 Silent SNP C T C HTR6 c.C267T p.Y89Y
XH_P38 1 20009737 20009737 Silent SNP G A G TMCO4 c.C1701T p.S567S
XH_P38 1 20020993 20020993 Silent SNP A G A TMCO4 c.T1434C p.R478R
XH_P38 1 20141283 20141283 Silent SNP C T C RNF186 c.G312A p.A104A
XH_P38 1 20656824 20656824 Missense_Mutation SNP A G A VWA5B1 c.A1406G p.N469S
XH_P38 1 21011346 21011346 Silent SNP A G A KIF17 c.T2187C p.T729T
XH_P38 1 21024901 21024901 Missense_Mutation SNP C T C KIF17 c.G1204A p.V402M
XH_P38 1 21031046 21031046 Silent SNP C T C KIF17 c.G1017A p.P339P
XH_P38 1 22141206 22141206 Missense_Mutation SNP A C A LDLRAD2 c.A401C p.N134T
XH_P38 1 22214127 22214127 Silent SNP A G A HSPG2 c.T744C p.L248L
XH_P38 1 22310190 22310190 Silent SNP T C T CELA3B c.T366C p.N122N
XH_P38 1 22970642 22970642 Silent SNP C T C C1QC c.C126T p.P42P
XH_P38 1 23688933 23688933 Silent SNP A G A ZNF436 c.T942C p.N314N
XH_P38 1 23885493 23885493 Silent SNP C T C ID3 c.G318A p.P106P
XH_P38 1 24201448 24201448 Silent SNP C T C CNR2 c.G660A p.V220V
XH_P38 1 24201643 24201643 Silent SNP G A G CNR2 c.C465T p.G155G
XH_P38 1 24201919 24201919 Silent SNP T C T CNR2 c.A189G p.Q63Q
XH_P38 1 24201920 24201920 Missense_Mutation SNP T C T CNR2 c.A188G p.Q63R
XH_P38 1 24409165 24409165 Silent SNP C T C MYOM3 c.G2010A p.E670E
XH_P38 1 24432539 24432539 Missense_Mutation SNP T A T MYOM3 c.A431T p.E144V
XH_P38 1 24432540 24432540 Nonsense_Mutation SNP C A C MYOM3 c.G430T p.E144X
XH_P38 1 24668667 24668667 Silent SNP C G C GRHL3 c.C972G p.V324V
XH_P38 1 24746100 24746100 Silent SNP C T C NIPAL3 c.C63T p.S21S
XH_P38 1 24782710 24782710 Silent SNP C T C NIPAL3 c.C237T p.P79P
XH_P38 1 26357667 26357667 Silent SNP G A G EXTL1 c.G1146A p.L382L
XH_P38 1 26385003 26385003 Missense_Mutation SNP T C T TRIM63 c.A709G p.K237E
XH_P38 1 26393974 26393974 Silent SNP C T C TRIM63 c.G12A p.K4K
XH_P38 1 26663362 26663362 Missense_Mutation SNP C T C CRYBG2 c.G3881A p.S1294N
XH_P38 1 26671084 26671084 Missense_Mutation SNP G T G CRYBG2 c.C2065A p.P689T
XH_P38 1 26671248 26671248 Missense_Mutation SNP A G A CRYBG2 c.T1901C p.V634A
XH_P38 1 26883511 26883511 Missense_Mutation SNP A C A RPS6KA1 c.A1031C p.K344T
XH_P38 1 27278810 27278810 Missense_Mutation SNP C T C KDF1 c.G62A p.R21Q
XH_P38 1 28476862 28476862 Missense_Mutation SNP G T G PTAFR c.C671A p.A224D
XH_P38 1 33236285 33236285 Missense_Mutation SNP G A G KIAA1522 c.G1328A p.R443H
XH_P38 1 33832933 33832933 Missense_Mutation SNP G A G PHC2 c.C673T p.P225S
XH_P38 1 33957130 33957130 Silent SNP C A C ZSCAN20 c.C1272A p.A424A
XH_P38 1 35250720 35250720 Silent SNP C T C GJB3 c.C357T p.N119N
XH_P38 1 35250943 35250943 Missense_Mutation SNP G A G GJB3 c.G580A p.A194T
XH_P38 1 35259961 35259961 Silent SNP A G A GJA4 c.A147G p.Q49Q
XH_P38 1 36643701 36643703 In_Frame_Del DEL AGA - AGA MAP7D1 c.1496_1498del p.499_500del
XH_P38 1 36937065 36937065 Silent SNP A G A CSF3R c.T1254C p.R418R
XH_P38 1 38184055 38184055 Missense_Mutation SNP C T C EPHA10 c.G3016A p.V1006M
XH_P38 1 39847730 39847730 Missense_Mutation SNP G A G MACF1 c.G7568A p.R2523Q
XH_P38 1 40150156 40150156 Silent SNP G A G HPCAL4 c.C120T p.S40S
XH_P38 1 40668255 40668255 Missense_Mutation SNP C G C RLF c.C779G p.S260C
XH_P38 1 40923019 40923019 Missense_Mutation SNP G A G ZFP69B c.G344A p.C115Y
XH_P38 1 40981230 40981230 Silent SNP G A G EXO5 c.G1014A p.E338E
XH_P38 1 41848060 41848060 Missense_Mutation SNP C T C FOXO6 c.C1187T p.A396V
XH_P38 1 41848296 41848296 Missense_Mutation SNP G A G FOXO6 c.G1423A p.A475T
XH_P38 1 42047300 42047300 Missense_Mutation SNP A T A HIVEP3 c.T3169A p.S1057T



XH_P38 1 42619152 42619152 Missense_Mutation SNP C A C GUCA2B c.C31A p.P11T
XH_P38 1 43232316 43232316 Silent SNP G A G P3H1 c.C327T p.F109F
XH_P38 1 43719778 43719778 Silent SNP G A G CFAP57 c.G3768A p.Q1256Q
XH_P38 1 43851797 43851797 Silent SNP G A G MED8 c.C327T p.G109G
XH_P38 1 43886494 43886494 Missense_Mutation SNP C T C SZT2 c.C1336T p.P446S
XH_P38 1 44595047 44595047 Missense_Mutation SNP T A T KLF17 c.T104A p.I35N
XH_P38 1 45250007 45250007 Missense_Mutation SNP C G C BEST4 c.G1297C p.V433L
XH_P38 1 45268754 45268754 Missense_Mutation SNP G A G PLK3 c.G877A p.A293T
XH_P38 1 45292866 45292866 Silent SNP G A G PTCH2 c.C2487T p.D829D
XH_P38 1 45469176 45469176 Silent SNP A T A HECTD3 c.T2574A p.P858P
XH_P38 1 45469555 45469555 Missense_Mutation SNP G A G HECTD3 c.C2401T p.R801W
XH_P38 1 45671966 45671966 Silent SNP A G A ZSWIM5 c.T57C p.A19A
XH_P38 1 46086766 46086766 Missense_Mutation SNP C T C CCDC17 c.G1408A p.V470I
XH_P38 1 46094027 46094027 Silent SNP A G A GPBP1L1 c.T1326C p.S442S
XH_P38 1 46095272 46095272 Silent SNP T C T GPBP1L1 c.A1248G p.K416K
XH_P38 1 46685443 46685443 Missense_Mutation SNP C T C LURAP1 c.C271T p.R91C
XH_P38 1 46870761 46870761 Missense_Mutation SNP C A C FAAH c.C385A p.P129T
XH_P38 1 46976717 46976717 Silent SNP C T C DMBX1 c.C459T p.A153A
XH_P38 1 47280747 47280748 Frame_Shift_Del DEL AT - AT CYP4B1 c.395_396del p.D132fs
XH_P38 1 47282772 47282772 Missense_Mutation SNP C T C CYP4B1 c.C637T p.R213C
XH_P38 1 48694594 48694594 Missense_Mutation SNP G A G SLC5A9 c.G307A p.G103R
XH_P38 1 48713100 48713100 Missense_Mutation SNP C A C SLC5A9 c.C1931A p.A644E
XH_P38 1 50887065 50887065 Silent SNP G A G DMRTA2 c.C144T p.G48G
XH_P38 1 53527917 53527917 Missense_Mutation SNP C G C PODN c.C26G p.A9G
XH_P38 1 53535478 53535478 Missense_Mutation SNP G A G PODN c.G95A p.R32H
XH_P38 1 53537266 53537266 Silent SNP G A G PODN c.G516A p.T172T
XH_P38 1 53544289 53544289 Silent SNP C T C PODN c.C1251T p.N417N
XH_P38 1 53553754 53553754 Missense_Mutation SNP T C T SLC1A7 c.A1787G p.Q596R
XH_P38 1 54060016 54060016 Missense_Mutation SNP G C G GLIS1 c.C560G p.A187G
XH_P38 1 54060248 54060248 Missense_Mutation SNP T C T GLIS1 c.A328G p.T110A
XH_P38 1 54690954 54690954 Missense_Mutation SNP T C T MRPL37 c.T1351C p.F451L
XH_P38 1 55060251 55060251 Missense_Mutation SNP C T C ACOT11 c.C494T p.P165L
XH_P38 1 55073681 55073681 Silent SNP A G A ACOT11 c.A1569G p.R523R
XH_P38 1 55119515 55119515 Missense_Mutation SNP T G T MROH7 c.T916G p.Y306D
XH_P38 1 55136529 55136529 Missense_Mutation SNP T C T MROH7 c.T80C p.V27A
XH_P38 1 55224131 55224131 Missense_Mutation SNP T C T PARS2 c.A704G p.N235S
XH_P38 1 55224751 55224751 Missense_Mutation SNP C A C PARS2 c.G84T p.R28S
XH_P38 1 55319902 55319902 Silent SNP A G A DHCR24 c.T1026C p.I342I
XH_P38 1 55457710 55457710 Silent SNP G A G TMEM61 c.G567A p.A189A
XH_P38 1 57257817 57257817 Silent SNP T C T C1orf168 c.A669G p.K223K
XH_P38 1 62456014 62456014 Missense_Mutation SNP G A G PATJ c.G3845A p.R1282H
XH_P38 1 67109335 67109335 Missense_Mutation SNP A G A SGIP1 c.A320G p.K107R
XH_P38 1 68624878 68624878 Silent SNP C T C WLS c.G159A p.A53A
XH_P38 1 70493890 70493890 Missense_Mutation SNP C G C LRRC7 c.C1717G p.P573A
XH_P38 1 75055419 75055419 Missense_Mutation SNP T C T ERICH3 c.A2072G p.H691R
XH_P38 1 75622616 75622616 Silent SNP C T C LHX8 c.C819T p.H273H
XH_P38 1 78511960 78511960 Missense_Mutation SNP C T C GIPC2 c.C182T p.S61F
XH_P38 1 79095526 79095526 Missense_Mutation SNP G A G IFI44L c.G649A p.V217I
XH_P38 1 85016177 85016177 Silent SNP A G A SPATA1 c.A1254G p.L418L
XH_P38 1 85031630 85031630 Silent SNP G A G CTBS c.C591T p.I197I
XH_P38 1 85040069 85040069 Silent SNP G A G CTBS c.C30T p.R10R
XH_P38 1 87045897 87045902 In_Frame_Del DEL CCTACA - CCTACA CLCA4 c.2629_2634del p.877_878del
XH_P38 1 89732237 89732237 Silent SNP G A G GBP5 c.C660T p.P220P
XH_P38 1 92200382 92200382 Silent SNP T C T TGFBR3 c.A519G p.S173S
XH_P38 1 94342564 94342564 Missense_Mutation SNP C A C DNTTIP2 c.G927T p.E309D
XH_P38 1 94467447 94467447 Silent SNP G A G ABCA4 c.C6249T p.I2083I
XH_P38 1 99225627 99225627 Silent SNP G A G SNX7 c.G1131A p.E377E
XH_P38 1 107867390 107867390 Missense_Mutation SNP G A G NTNG1 c.G733A p.G245R
XH_P38 1 109261509 109261509 Missense_Mutation SNP A G A FNDC7 c.A436G p.I146V
XH_P38 1 109793851 109793851 Missense_Mutation SNP G T G CELSR2 c.G1150T p.A384S
XH_P38 1 109810544 109810544 Silent SNP C A C CELSR2 c.C6180A p.R2060R
XH_P38 1 110086451 110086451 Silent SNP G A G GPR61 c.G807A p.S269S
XH_P38 1 110151395 110151395 Missense_Mutation SNP G T G GNAT2 c.C319A p.L107I
XH_P38 1 110163879 110163879 Missense_Mutation SNP G A G AMPD2 c.G244A p.A82T
XH_P38 1 110466466 110466466 Missense_Mutation SNP T C T CSF1 c.T1223C p.L408P
XH_P38 1 110466555 110466555 Missense_Mutation SNP G A G CSF1 c.G1312A p.G438R
XH_P38 1 110466810 110466810 Silent SNP C A C CSF1 c.C1567A p.R523R
XH_P38 1 110738296 110738296 Silent SNP G A G SLC6A17 c.G1581A p.S527S
XH_P38 1 112524974 112524974 Silent SNP C T C KCND3 c.G375A p.P125P
XH_P38 1 114354942 114354942 Silent SNP T G T RSBN1 c.A93C p.R31R
XH_P38 1 116206423 116206423 Missense_Mutation SNP G A G VANGL1 c.G340A p.A114T
XH_P38 1 116534852 116534852 Silent SNP C T C SLC22A15 c.C288T p.S96S
XH_P38 1 116609185 116609185 Silent SNP G A G SLC22A15 c.G1410A p.T470T
XH_P38 1 117122291 117122291 Missense_Mutation SNP C G C IGSF3 c.G3057C p.E1019D
XH_P38 1 117603156 117603156 Silent SNP G T G TTF2 c.G108T p.T36T
XH_P38 1 118165973 118165973 Silent SNP C T C FAM46C c.C483T p.N161N
XH_P38 1 119575818 119575818 Missense_Mutation SNP C G C WARS2 c.G799C p.A267P
XH_P38 1 120384205 120384205 Silent SNP A G A NBPF7 c.T357C p.V119V
XH_P38 1 145562293 145562293 Missense_Mutation SNP G C G ANKRD35 c.G1711C p.E571Q
XH_P38 1 145588905 145588905 Silent SNP G A G NUDT17 c.C343T p.L115L
XH_P38 1 146420082 146420082 Missense_Mutation SNP T G T NBPF12 c.T2730G p.C910W
XH_P38 1 147231249 147231249 Missense_Mutation SNP C T C GJA5 c.G98A p.R33H
XH_P38 1 150526406 150526406 Silent SNP C T C ADAMTSL4 c.C939T p.G313G
XH_P38 1 150529523 150529523 Missense_Mutation SNP C T C ADAMTSL4 c.C1858T p.P620S
XH_P38 1 151260611 151260611 Missense_Mutation SNP C T C ZNF687 c.C1844T p.P615L
XH_P38 1 152081108 152081108 Missense_Mutation SNP G A G TCHH c.C4585T p.R1529W
XH_P38 1 152084175 152084175 In_Frame_Ins INS - CTGCTCGCGCCTC - TCHH insGGAGAGGCG506delinsQERREQQ
XH_P38 1 152129066 152129101 In_Frame_Del DEL CTGTCTTGTTT - TCTGTCTTGTTTCT RPTN c.474_509del p.158_170del
XH_P38 1 152187799 152187799 Silent SNP G A G HRNR c.C6306T p.G2102G
XH_P38 1 152188365 152188365 Missense_Mutation SNP C T C HRNR c.G5740A p.G1914R
XH_P38 1 152191944 152191944 Missense_Mutation SNP T C T HRNR c.A2161G p.S721G
XH_P38 1 152324952 152324952 Silent SNP T A T FLG2 c.A5310T p.I1770I
XH_P38 1 152324953 152324953 Missense_Mutation SNP A G A FLG2 c.T5309C p.I1770T
XH_P38 1 152328169 152328169 Missense_Mutation SNP A G A FLG2 c.T2093C p.F698S
XH_P38 1 152488146 152488146 Missense_Mutation SNP G A G CRCT1 c.G287A p.C96Y
XH_P38 1 152552285 152552285 Missense_Mutation SNP C A C LCE3D c.G128T p.G43V
XH_P38 1 152659471 152659471 Missense_Mutation SNP T G T LCE2B c.T152G p.I51S
XH_P38 1 152681689 152681689 In_Frame_Ins INS - CTGCTGTAGCTCT - LCE4A nsGGCTGCTGTAG46delinsGGCCSSG



XH_P38 1 152681835 152681835 Missense_Mutation SNP G T G LCE4A c.G284T p.G95V
XH_P38 1 152692074 152692074 Missense_Mutation SNP G C G C1orf68 c.G77C p.S26T
XH_P38 1 152733301 152733301 Missense_Mutation SNP T A T KPRP c.T1237A p.C413S
XH_P38 1 152749008 152749008 In_Frame_Ins INS - CTCTGGGGGCTG - LCE1F nsCAGCTCTGGGS54delinsSSSGGCC
XH_P38 1 152777908 152777908 Missense_Mutation SNP C T C LCE1C c.G47A p.C16Y
XH_P38 1 152944499 152944499 Missense_Mutation SNP C T C SPRR4 c.C133T p.P45S
XH_P38 1 153233578 153233578 Silent SNP C T C LOR c.C153T p.C51C
XH_P38 1 153233701 153233701 Silent SNP A C A LOR c.A276C p.G92G
XH_P38 1 153233991 153233991 In_Frame_Ins INS - CTCTGGCGGCGG - LOR 567insCTCTGGCGY189delinsYSGGG
XH_P38 1 153320372 153320372 Missense_Mutation SNP T G T PGLYRP4 c.A37C p.I13L
XH_P38 1 153333264 153333264 Missense_Mutation SNP G A G S100A9 c.G295A p.E99K
XH_P38 1 153750682 153750682 Missense_Mutation SNP G A G SLC27A3 c.G1591A p.G531R
XH_P38 1 154548306 154548306 Silent SNP C G C CHRNB2 c.C1407G p.V469V
XH_P38 1 154744807 154744807 Silent SNP C G C KCNN3 c.G1092C p.L364L
XH_P38 1 154918939 154918939 Missense_Mutation SNP A T A PBXIP1 c.T746A p.L249Q
XH_P38 1 155007165 155007165 Missense_Mutation SNP A G A DCST1 c.A224G p.Y75C
XH_P38 1 155028450 155028450 Missense_Mutation SNP C A C ADAM15 c.C748A p.L250M
XH_P38 1 155239438 155239438 Silent SNP G A G CLK2 c.C240T p.N80N
XH_P38 1 156144971 156144971 Missense_Mutation SNP G A G SEMA4A c.G1133A p.R378Q
XH_P38 1 156206121 156206121 Missense_Mutation SNP G A G PMF1 c.G204A p.M68I
XH_P38 1 156214533 156214533 Missense_Mutation SNP G A G PAQR6 c.C257T p.P86L
XH_P38 1 156233189 156233189 Silent SNP C T C SMG5 c.G1890A p.A630A
XH_P38 1 156255456 156255456 Missense_Mutation SNP G A G TMEM79 c.G439A p.V147M
XH_P38 1 156526387 156526387 Missense_Mutation SNP C G C IQGAP3 c.G1228C p.V410L
XH_P38 1 156846233 156846233 Silent SNP G A G NTRK1 c.G1656A p.Q552Q
XH_P38 1 157069154 157069154 Silent SNP A G A ETV3L c.T75C p.D25D
XH_P38 1 157771880 157771880 Silent SNP C T C FCRL1 c.G711A p.P237P
XH_P38 1 158435927 158435927 Silent SNP C A C OR10K1 c.C576A p.S192S
XH_P38 1 158725080 158725080 Missense_Mutation SNP C T C OR6K6 c.C475T p.R159C
XH_P38 1 159175428 159175428 Missense_Mutation SNP C T C ACKR1 c.C205T p.L69F
XH_P38 1 159409857 159409857 Missense_Mutation SNP A G A OR10J1 c.A309G p.I103M
XH_P38 1 159505297 159505297 Silent SNP C T C OR10J5 c.G501A p.P167P
XH_P38 1 159912899 159912899 Missense_Mutation SNP C T C IGSF9 c.G101A p.G34E
XH_P38 1 160062340 160062340 Silent SNP G A G IGSF8 c.C1458T p.D486D
XH_P38 1 160098543 160098543 Silent SNP G A G ATP1A2 c.G1119A p.S373S
XH_P38 1 160105002 160105002 Missense_Mutation SNP A G A ATP1A2 c.A2032G p.I678V
XH_P38 1 160322763 160322763 Silent SNP A G A NCSTN c.A669G p.S223S
XH_P38 1 161021261 161021261 Silent SNP C T C ARHGAP30 c.G732A p.P244P
XH_P38 1 161088583 161088583 Missense_Mutation SNP T G T NIT1 c.T10G p.F4V
XH_P38 1 161139738 161139738 Missense_Mutation SNP G A G PPOX c.G812A p.R271H
XH_P38 1 161145005 161145005 Silent SNP C T C B4GALT3 c.G267A p.S89S
XH_P38 1 161161284 161161284 Missense_Mutation SNP G C G ADAMTS4 c.C2158G p.P720A
XH_P38 1 161167854 161167854 Silent SNP G A G ADAMTS4 c.C564T p.S188S
XH_P38 1 161172233 161172233 Missense_Mutation SNP C A C NDUFS2 c.C58A p.P20T
XH_P38 1 161643798 161643798 Missense_Mutation SNP T C T FCGR2B c.T674C p.I225T
XH_P38 1 161697072 161697072 Missense_Mutation SNP G C G FCRLB c.G735C p.Q245H
XH_P38 1 161697149 161697149 Missense_Mutation SNP G T G FCRLB c.G812T p.R271L
XH_P38 1 161970046 161970046 Missense_Mutation SNP A G A OLFML2B c.T809C p.L270P
XH_P38 1 166039898 166039898 Silent SNP C G C FAM78B c.G366C p.V122V
XH_P38 1 169510118 169510118 Missense_Mutation SNP G A G F5 c.C4210T p.P1404S
XH_P38 1 169510380 169510380 Silent SNP G A G F5 c.C3948T p.L1316L
XH_P38 1 170928671 170928671 Missense_Mutation SNP T C T MROH9 c.T221C p.V74A
XH_P38 1 171083242 171083242 Missense_Mutation SNP A G A FMO3 c.A734G p.E245G
XH_P38 1 171292269 171292269 Missense_Mutation SNP T G T FMO4 c.T259G p.F87V
XH_P38 1 171486912 171486912 Missense_Mutation SNP G A G PRRC2C c.G703A p.A235T
XH_P38 1 175375469 175375469 Missense_Mutation SNP C A C TNR c.G382T p.A128S
XH_P38 1 176175910 176175910 Silent SNP A G A RFWD2 c.T205C p.L69L
XH_P38 1 176564219 176564219 Silent SNP T C T PAPPA2 c.T1479C p.P493P
XH_P38 1 177902753 177902753 Missense_Mutation SNP G C G SEC16B c.C2590G p.P864A
XH_P38 1 178489978 178489978 Missense_Mutation SNP T G T TEX35 c.T536G p.L179R
XH_P38 1 179312752 179312752 Silent SNP C T C SOAT1 c.C795T p.V265V
XH_P38 1 180064742 180064742 Missense_Mutation SNP G A G CEP350 c.G8596A p.A2866T
XH_P38 1 180897569 180897569 Silent SNP C T C KIAA1614 c.C1065T p.T355T
XH_P38 1 180905448 180905448 Missense_Mutation SNP G T G KIAA1614 c.G2403T p.L801F
XH_P38 1 182353547 182353547 Missense_Mutation SNP T G T GLUL c.A1115C p.K372T
XH_P38 1 182496829 182496829 Missense_Mutation SNP A G A RGSL1 c.A2047G p.I683V
XH_P38 1 184723721 184723721 Missense_Mutation SNP T G T EDEM3 c.A60C p.R20S
XH_P38 1 184765072 184765072 Missense_Mutation SNP A G A FAM129A c.T1826C p.L609P
XH_P38 1 185984517 185984517 Silent SNP T C T HMCN1 c.T4857C p.H1619H
XH_P38 1 193074651 193074651 Missense_Mutation SNP T A T GLRX2 c.A118T p.R40W
XH_P38 1 196695742 196695742 Silent SNP A G A CFH c.A2016G p.Q672Q
XH_P38 1 196709774 196709774 Missense_Mutation SNP G T G CFH c.G2808T p.E936D
XH_P38 1 196799691 196799691 Silent SNP G A G CFHR1 c.G669A p.P223P
XH_P38 1 197898321 197898321 Missense_Mutation SNP G A G LHX9 c.G1126A p.V376M
XH_P38 1 200089966 200089966 Missense_Mutation SNP G A G NR5A2 c.G1045A p.G349R
XH_P38 1 200534248 200534248 Silent SNP C T C KIF14 c.G2547A p.E849E
XH_P38 1 200558363 200558363 Silent SNP T C T KIF14 c.A1623G p.E541E
XH_P38 1 201022376 201022376 Silent SNP G A G CACNA1S c.C3822T p.I1274I
XH_P38 1 201035071 201035071 Silent SNP G A G CACNA1S c.C2748T p.H916H
XH_P38 1 201061138 201061138 Missense_Mutation SNP C T C CACNA1S c.G503A p.R168Q
XH_P38 1 201184939 201184939 Missense_Mutation SNP C A C IGFN1 c.C9268A p.Q3090K
XH_P38 1 201286771 201286771 Silent SNP C T C PKP1 c.C918T p.A306A
XH_P38 1 201355522 201355522 Missense_Mutation SNP T C T LAD1 c.A967G p.K323E
XH_P38 1 201358304 201358304 Missense_Mutation SNP C A C LAD1 c.G166T p.A56S
XH_P38 1 202183308 202183308 Missense_Mutation SNP C T C LGR6 c.C26T p.S9L
XH_P38 1 202304868 202304868 Silent SNP T C T UBE2T c.A15G p.S5S
XH_P38 1 202565948 202565948 Silent SNP G A G SYT2 c.C1197T p.I399I
XH_P38 1 203024722 203024722 Silent SNP A T A PPFIA4 c.A1992T p.P664P
XH_P38 1 203276546 203276546 Missense_Mutation SNP G A G BTG2 c.G457A p.V153M
XH_P38 1 204159612 204159612 Nonstop_Mutation DEL T - T KISS1 c.417delA p.X139W
XH_P38 1 204159787 204159787 Missense_Mutation SNP G C G KISS1 c.C242G p.P81R
XH_P38 1 204197356 204197356 Silent SNP A G A PLEKHA6 c.T2886C p.S962S
XH_P38 1 204380483 204380483 Silent SNP C G C PPP1R15B c.G57C p.R19R
XH_P38 1 204396830 204396830 Silent SNP G A G PIK3C2B c.C4533T p.S1511S
XH_P38 1 205273346 205273346 Silent SNP C T C NUAK2 c.G1251A p.S417S
XH_P38 1 205290794 205290794 Missense_Mutation SNP G A G NUAK2 c.C95T p.T32I
XH_P38 1 205306692 205306692 Silent SNP C T C KLHDC8A c.G888A p.A296A
XH_P38 1 205561372 205561372 Silent SNP C T C MFSD4A c.C1254T p.F418F



XH_P38 1 206651107 206651107 Silent SNP G A G IKBKE c.G462A p.T154T
XH_P38 1 206665052 206665052 Missense_Mutation SNP C T C IKBKE c.C1550T p.A517V
XH_P38 1 208207839 208207839 Silent SNP G A G PLXNA2 c.C4863T p.Y1621Y
XH_P38 1 208391098 208391098 Missense_Mutation SNP T C T PLXNA2 c.A170G p.Q57R
XH_P38 1 209785206 209785206 Missense_Mutation SNP G A G CAMK1G c.G985A p.V329I
XH_P38 1 209788703 209788703 Silent SNP T C T LAMB3 c.A3432G p.S1144S
XH_P38 1 209791929 209791929 Missense_Mutation SNP G T G LAMB3 c.C2777A p.A926D
XH_P38 1 209799205 209799205 Silent SNP A G A LAMB3 c.T1764C p.Y588Y
XH_P38 1 210004199 210004199 Missense_Mutation SNP C G C DIEXF c.C199G p.Q67E
XH_P38 1 212798336 212798336 Missense_Mutation SNP A G A FAM71A c.A117G p.I39M
XH_P38 1 213031948 213031948 Missense_Mutation SNP G C G FLVCR1 c.G154C p.A52P
XH_P38 1 214813782 214813782 Missense_Mutation SNP A G A CENPF c.A2101G p.M701V
XH_P38 1 214814733 214814733 Missense_Mutation SNP T G T CENPF c.T3052G p.Y1018D
XH_P38 1 214814778 214814778 Missense_Mutation SNP G A G CENPF c.G3097A p.G1033R
XH_P38 1 214818846 214818846 Missense_Mutation SNP A G A CENPF c.A5933G p.D1978G
XH_P38 1 214819587 214819587 Missense_Mutation SNP A G A CENPF c.A6674G p.Q2225R
XH_P38 1 214826196 214826196 Missense_Mutation SNP G A G CENPF c.G8186A p.R2729Q
XH_P38 1 214830617 214830617 Missense_Mutation SNP A G A CENPF c.A8827G p.R2943G
XH_P38 1 222802783 222802783 Missense_Mutation SNP C T C MIA3 c.C2221T p.R741W
XH_P38 1 223116472 223116472 Missense_Mutation SNP G A G DISP1 c.G307A p.E103K
XH_P38 1 223116474 223116474 Missense_Mutation SNP G T G DISP1 c.G309T p.E103D
XH_P38 1 223905532 223905532 Silent SNP G A G CAPN2 c.G72A p.L24L
XH_P38 1 223934720 223934720 Silent SNP G A G CAPN2 c.G348A p.A116A
XH_P38 1 226075608 226075608 Silent SNP G A G LEFTY1 c.C375T p.V125V
XH_P38 1 226352498 226352498 Missense_Mutation SNP T G T ACBD3 c.A561C p.E187D
XH_P38 1 226924569 226924569 Missense_Mutation SNP G T G ITPKB c.C591A p.S197R
XH_P38 1 228113046 228113046 Silent SNP C T C WNT9A c.G270A p.A90A
XH_P38 1 228335125 228335125 Silent SNP C T C GUK1 c.C333T p.A111A
XH_P38 1 228346425 228346425 Silent SNP G C G GJC2 c.G966C p.A322A
XH_P38 1 228404198 228404198 Silent SNP G A G OBSCN c.G2172A p.A724A
XH_P38 1 228433346 228433346 Silent SNP C T C OBSCN c.C3714T p.C1238C
XH_P38 1 228437772 228437772 Silent SNP G A G OBSCN c.G4140A p.E1380E
XH_P38 1 228451826 228451826 Missense_Mutation SNP C T C OBSCN c.C4595T p.A1532V
XH_P38 1 228468244 228468244 Silent SNP G A G OBSCN c.G7944A p.V2648V
XH_P38 1 228526665 228526665 Silent SNP T C T OBSCN c.T17196C p.A5732A
XH_P38 1 228528563 228528563 Missense_Mutation SNP C G C OBSCN c.C17671G p.Q5891E
XH_P38 1 228550426 228550426 Missense_Mutation SNP C T C OBSCN c.C18811T p.P6271S
XH_P38 1 228564884 228564884 Missense_Mutation SNP G A G OBSCN c.G23171A p.R7724H
XH_P38 1 228588680 228588680 Silent SNP A C A TRIM11 c.T720G p.A240A
XH_P38 1 228602660 228602660 Silent SNP G C G TRIM17 c.C114G p.A38A
XH_P38 1 229730452 229730452 Silent SNP G A G TAF5L c.C1362T p.S454S
XH_P38 1 229738170 229738170 Silent SNP T G T TAF5L c.A744C p.R248R
XH_P38 1 229772693 229772693 Missense_Mutation SNP T G T URB2 c.T2333G p.V778G
XH_P38 1 230845977 230845977 Missense_Mutation SNP G A G AGT c.C620T p.T207M
XH_P38 1 230846449 230846449 Missense_Mutation SNP T A T AGT c.A148T p.T50S
XH_P38 1 230898397 230898397 Splice_Site SNP A G A CAPN9 . .
XH_P38 1 231298898 231298898 Silent SNP C A C TRIM67 c.C183A p.A61A
XH_P38 1 231488524 231488524 Missense_Mutation SNP C T C SPRTN c.C887T p.P296L
XH_P38 1 232649870 232649870 Missense_Mutation SNP C T C SIPA1L2 c.G1216A p.V406I
XH_P38 1 232650867 232650867 Silent SNP C T C SIPA1L2 c.G219A p.K73K
XH_P38 1 233121951 233121951 Missense_Mutation SNP C T C PCNX2 c.G6127A p.V2043I
XH_P38 1 234744250 234744250 Silent SNP G A G IRF2BP2 c.C991T p.L331L
XH_P38 1 234744413 234744413 Silent SNP C A C IRF2BP2 c.G828T p.A276A
XH_P38 1 234745009 234745009 Missense_Mutation SNP A G A IRF2BP2 c.T232C p.S78P
XH_P38 1 236925844 236925844 Silent SNP G A G ACTN2 c.G2610A p.S870S
XH_P38 1 237058748 237058748 Silent SNP C T C MTR c.C3343T p.L1115L
XH_P38 1 240256822 240256822 Silent SNP C A C FMN2 c.C1413A p.A471A
XH_P38 1 241712134 241712134 Silent SNP C T C KMO c.C60T p.G20G
XH_P38 1 242045275 242045275 Missense_Mutation SNP C T C EXO1 c.C2167T p.R723C
XH_P38 1 246021941 246021941 Silent SNP T C T SMYD3 c.A933G p.A311A
XH_P38 1 247752367 247752367 Missense_Mutation SNP A G A OR2G2 c.A706G p.R236G
XH_P38 1 248028219 248028219 Silent SNP G A G TRIM58 c.G729A p.P243P
XH_P38 1 248039451 248039451 Missense_Mutation SNP C T C TRIM58 c.C1121T p.T374M
XH_P38 1 248059252 248059252 Missense_Mutation SNP C T C OR2W3 c.C364T p.R122W
XH_P38 1 248059612 248059612 Missense_Mutation SNP G A G OR2W3 c.G724A p.G242S
XH_P38 1 248085149 248085149 Missense_Mutation SNP C G C OR2T8 c.C830G p.T277S
XH_P38 1 248202344 248202344 Missense_Mutation SNP G C G OR2L2 c.G775C p.V259L
XH_P38 1 248224099 248224099 Missense_Mutation SNP T C T OR2L3 c.T116C p.I39T
XH_P38 1 248224754 248224754 Silent SNP T C T OR2L3 c.T771C p.T257T
XH_P38 1 248366702 248366702 Silent SNP G A G OR2M3 c.G333A p.E111E
XH_P38 1 248487783 248487783 Missense_Mutation SNP G T G OR2M7 c.C88A p.L30M
XH_P38 1 249108778 249108778 Missense_Mutation SNP C T C SH3BP5L c.G50A p.R17Q
XH_P38 1 249142018 249142018 Missense_Mutation SNP C T C ZNF672 c.C545T p.A182V
XH_P38 2 1418192 1418192 Silent SNP C G C TPO c.C12G p.L4L
XH_P38 2 1481231 1481231 Missense_Mutation SNP G C G TPO c.G1193C p.S398T
XH_P38 2 1652912 1652912 Silent SNP G C G PXDN c.C2640G p.R880R
XH_P38 2 1795716 1795716 Missense_Mutation SNP G T G MYT1L c.C3484A p.Q1162K
XH_P38 2 1795717 1795717 Silent SNP A G A MYT1L c.T3483C p.N1161N
XH_P38 2 1946968 1946968 Silent SNP C T C MYT1L c.G291A p.E97E
XH_P38 2 3691548 3691548 Missense_Mutation SNP A G A COLEC11 c.A434G p.H145R
XH_P38 2 6990020 6990020 Silent SNP C T C CMPK2 c.G1311A p.T437T
XH_P38 2 9983686 9983686 Missense_Mutation SNP G T G TAF1B c.G16T p.A6S
XH_P38 2 11053416 11053416 Silent SNP C T C KCNF1 c.C864T p.A288A
XH_P38 2 11053740 11053740 Silent SNP C T C KCNF1 c.C1188T p.I396I
XH_P38 2 11702661 11702661 Missense_Mutation SNP A C A GREB1 c.A230C p.N77T
XH_P38 2 11733134 11733134 Silent SNP C G C GREB1 c.C1578G p.A526A
XH_P38 2 11817812 11817812 Missense_Mutation SNP G C G LPIN1 c.G39C p.E13D
XH_P38 2 17962994 17962998 Frame_Shift_Del DEL AAGTT - AAGTT GEN1 c.2515_2519del p.K839fs
XH_P38 2 18768850 18768850 Silent SNP A G A NT5C1B c.T39C p.P13P
XH_P38 2 21232478 21232478 Missense_Mutation SNP T C T APOB c.A7262G p.D2421G
XH_P38 2 24929851 24929851 Silent SNP A T A NCOA1 c.A1512T p.P504P
XH_P38 2 26204640 26204640 Silent SNP G A G KIF3C c.C147T p.A49A
XH_P38 2 26455127 26455127 Silent SNP G A G HADHA c.C474T p.Y158Y
XH_P38 2 26534322 26534322 Silent SNP G A G ADGRF3 c.C1677T p.L559L
XH_P38 2 26699855 26699855 Silent SNP G C G OTOF c.C510G p.V170V
XH_P38 2 26739423 26739423 Silent SNP T C T OTOF c.A372G p.T124T
XH_P38 2 26760593 26760593 Silent SNP G A G OTOF c.C129T p.D43D
XH_P38 2 26800422 26800422 Missense_Mutation SNP G A G C2orf70 c.G349A p.G117R



XH_P38 2 28854958 28854958 Missense_Mutation SNP C T C PLB1 c.C3920T p.A1307V
XH_P38 2 33774761 33774761 Silent SNP T C T RASGRP3 c.T1482C p.H494H
XH_P38 2 36739435 36739435 Frame_Shift_Ins INS - A - CRIM1 c.1679dupA p.D560fs
XH_P38 2 38604351 38604351 Missense_Mutation SNP A G A ATL2 c.T52C p.W18R
XH_P38 2 38916970 38916970 Missense_Mutation SNP A T A GALM c.A568T p.N190Y
XH_P38 2 42275664 42275664 Missense_Mutation SNP T C T PKDCC c.T325C p.S109P
XH_P38 2 42275819 42275819 Silent SNP T C T PKDCC c.T480C p.G160G
XH_P38 2 43452183 43452183 Silent SNP A G A ZFP36L2 c.T760C p.L254L
XH_P38 2 43804229 43804229 Silent SNP T C T THADA c.A969G p.G323G
XH_P38 2 44099433 44099433 Missense_Mutation SNP C A C ABCG8 c.C1199A p.T400K
XH_P38 2 46609572 46609572 Missense_Mutation SNP A C A EPAS1 c.A2296C p.T766P
XH_P38 2 55186394 55186394 Silent SNP A C A EML6 c.A4849C p.R1617R
XH_P38 2 65217089 65217089 Silent SNP G C G SLC1A4 c.G312C p.S104S
XH_P38 2 65296657 65296657 Missense_Mutation SNP A G A CEP68 c.A79G p.R27G
XH_P38 2 65298839 65298839 Silent SNP A G A CEP68 c.A609G p.T203T
XH_P38 2 65299766 65299766 Silent SNP T C T CEP68 c.T1536C p.D512D
XH_P38 2 69040500 69040500 Silent SNP G A G ARHGAP25 c.G735A p.Q245Q
XH_P38 2 70315174 70315174 Missense_Mutation SNP T A T PCBP1 c.T299A p.L100Q
XH_P38 2 70408526 70408526 Missense_Mutation SNP T C T C2orf42 c.A592G p.K198E
XH_P38 2 70933460 70933460 Silent SNP G A G ADD2 c.C129T p.D43D
XH_P38 2 71170807 71170807 Silent SNP C T C ATP6V1B1 c.C138T p.S46S
XH_P38 2 71190384 71190384 Silent SNP C T C ATP6V1B1 c.C1002T p.R334R
XH_P38 2 71211259 71211259 Nonsense_Mutation SNP G T G ANKRD53 c.G910T p.G304X
XH_P38 2 71211815 71211815 Silent SNP G A G ANKRD53 c.G978A p.L326L
XH_P38 2 71221822 71221822 Silent SNP A G A TEX261 c.T66C p.A22A
XH_P38 2 71658541 71658541 Missense_Mutation SNP C T C ZNF638 c.C5735T p.A1912V
XH_P38 2 71791211 71791211 Silent SNP C T C DYSF c.C2337T p.I779I
XH_P38 2 71827854 71827854 Missense_Mutation SNP G A G DYSF c.G3683A p.R1228H
XH_P38 2 71838597 71838597 Silent SNP C A C DYSF c.C3966A p.I1322I
XH_P38 2 73339708 73339708 Silent SNP G A G RAB11FIP5 c.C198T p.C66C
XH_P38 2 74489318 74489318 Missense_Mutation SNP G A G SLC4A5 c.C757T p.H253Y
XH_P38 2 74642265 74642265 In_Frame_Ins INS - GGGGCGGGTGG - C2orf81 GCGGCGCCACCC52delinsGGATRPSAS
XH_P38 2 74726590 74726590 Silent SNP G A G LBX2 c.C75T p.V25V
XH_P38 2 74761539 74761539 Missense_Mutation SNP T A T LOXL3 c.A760T p.I254F
XH_P38 2 74763258 74763258 Silent SNP C G C LOXL3 c.G30C p.L10L
XH_P38 2 80529738 80529738 Missense_Mutation SNP C A C LRRTM1 c.G1207T p.D403Y
XH_P38 2 80529956 80529956 Missense_Mutation SNP T C T LRRTM1 c.A989G p.N330S
XH_P38 2 86272758 86272758 Silent SNP G A G POLR1A c.C2868T p.L956L
XH_P38 2 87042751 87042751 Missense_Mutation SNP G A G CD8B c.C584T p.T195I
XH_P38 2 96780716 96780716 Silent SNP T G T ADRA2B c.A1173C p.G391G
XH_P38 2 96780986 96780986 In_Frame_Ins INS - TCCTCCTCT - ADRA2B 2_903insAGAGGAp.E301delinsEEEE
XH_P38 2 96795600 96795600 Silent SNP G A G ASTL c.C837T p.Y279Y
XH_P38 2 97508140 97508140 Missense_Mutation SNP G A G ANKRD23 c.C136T p.R46W
XH_P38 2 99779131 99779131 Silent SNP T C T LIPT1 c.T711C p.A237A
XH_P38 2 101587455 101587455 Silent SNP C T C NPAS2 c.C1059T p.Y353Y
XH_P38 2 101925026 101925026 Missense_Mutation SNP T C T RNF149 c.A25G p.S9G
XH_P38 2 102793187 102793187 Missense_Mutation SNP C G C IL1R1 c.C1246G p.L416V
XH_P38 2 105858982 105858982 Missense_Mutation SNP C T C GPR45 c.C667T p.R223C
XH_P38 2 107049593 107049593 Missense_Mutation SNP T C T RGPD3 c.A2354G p.K785R
XH_P38 2 108487330 108487330 Missense_Mutation SNP A G A RGPD4 c.A2870G p.N957S
XH_P38 2 110373197 110373197 Silent SNP G A G SOWAHC c.G1131A p.K377K
XH_P38 2 112994154 112994154 Silent SNP G A G ZC3H8 c.C489T p.S163S
XH_P38 2 113147159 113147159 Silent SNP G A G RGPD5 c.C3363T p.P1121P
XH_P38 2 114220055 114220055 Silent SNP T C T CBWD2 c.T646C p.L216L
XH_P38 2 119915509 119915509 Silent SNP G T G C1QL2 c.C337A p.R113R
XH_P38 2 120223366 120223366 Missense_Mutation SNP G A G SCTR c.C502T p.R168W
XH_P38 2 121103903 121103903 Missense_Mutation SNP T G T INHBB c.T139G p.S47A
XH_P38 2 127656857 127656857 Silent SNP G A G TEX51 c.G210A p.T70T
XH_P38 2 127816632 127816632 Silent SNP G A G BIN1 c.C792T p.A264A
XH_P38 2 128180872 128180872 Silent SNP G T G PROC c.G423T p.S141S
XH_P38 2 128186063 128186063 Silent SNP C T C PROC c.C927T p.A309A
XH_P38 2 128393800 128393800 Silent SNP T C T MYO7B c.T5946C p.Y1982Y
XH_P38 2 128394955 128394955 Missense_Mutation SNP A G A MYO7B c.A6314G p.Q2105R
XH_P38 2 130737899 130737899 Missense_Mutation SNP G T G RAB6C c.G211T p.G71C
XH_P38 2 133489401 133489401 Silent SNP A G A NCKAP5 c.T1395C p.D465D
XH_P38 2 135781035 135781035 Missense_Mutation SNP C T C MAP3K19 c.G65A p.R22Q
XH_P38 2 141274576 141274576 Silent SNP T C T LRP1B c.A8031G p.Q2677Q
XH_P38 2 152410418 152410418 Missense_Mutation SNP C T C NEB c.G14411A p.R4804H
XH_P38 2 159481643 159481643 Missense_Mutation SNP G A G PKP4 c.G857A p.R286Q
XH_P38 2 160994362 160994362 Missense_Mutation SNP C A C ITGB6 c.G958T p.A320S
XH_P38 2 161029218 161029218 Silent SNP G A G ITGB6 c.C498T p.D166D
XH_P38 2 163005674 163005674 Silent SNP G A G GCG c.C15T p.Y5Y
XH_P38 2 163291981 163291981 Silent SNP G A G KCNH7 c.C1660T p.L554L
XH_P38 2 166245230 166245230 Silent SNP T A T SCN2A c.T4914A p.R1638R
XH_P38 2 169103796 169103796 In_Frame_Ins INS - GCCGGG - STK39 149_150insCCCGp.A50delinsAPA
XH_P38 2 171678625 171678625 Silent SNP T C T GAD1 c.T111C p.H37H
XH_P38 2 172966250 172966250 Silent SNP T C T DLX2 c.A525G p.Q175Q
XH_P38 2 172967128 172967128 In_Frame_Ins INS - GCT - DLX2 c.138_139insAGC p.L47delinsSL
XH_P38 2 176964652 176964652 Frame_Shift_Del DEL T - T HOXD12 c.123delT p.P41fs
XH_P38 2 178482596 178482596 Silent SNP T G T TTC30A c.A834C p.P278P
XH_P38 2 178482974 178482974 Silent SNP A G A TTC30A c.T456C p.N152N
XH_P38 2 179474668 179474668 Missense_Mutation SNP G A G TTN c.C24287T p.A8096V
XH_P38 2 179497025 179497025 Silent SNP A G A TTN c.T16401C p.N5467N
XH_P38 2 179605497 179605497 Missense_Mutation SNP C T C TTN c.G11374A p.V3792I
XH_P38 2 179644855 179644855 Missense_Mutation SNP T C T TTN c.A3463G p.K1155E
XH_P38 2 179650701 179650701 Silent SNP C T C TTN c.G2106A p.E702E
XH_P38 2 179698945 179698945 Silent SNP G A G CCDC141 c.C4548T p.V1516V
XH_P38 2 182403891 182403891 Missense_Mutation SNP G C G CERKL c.C1127G p.T376S
XH_P38 2 191064753 191064753 Missense_Mutation SNP C T C C2orf88 c.C167T p.T56I
XH_P38 2 191231503 191231503 Silent SNP G A G INPP1 c.G348A p.V116V
XH_P38 2 197021276 197021276 Silent SNP T C T STK17B c.A222G p.R74R
XH_P38 2 201342616 201342616 Silent SNP C T C SPATS2L c.C1332T p.H444H
XH_P38 2 201354935 201354935 Missense_Mutation SNP C G C KCTD18 c.G1169C p.C390S
XH_P38 2 202358592 202358592 In_Frame_Ins INS - AGA - C2CD6 2471_2472insTCp.H824delinsHL
XH_P38 2 202358593 202358593 Missense_Mutation SNP T A T C2CD6 c.A2471T p.H824L
XH_P38 2 202508115 202508115 Silent SNP A C A TMEM237 c.T9G p.T3T
XH_P38 2 203500326 203500326 In_Frame_Ins INS - GCC - FAM117B c.416_417insGCCp.R139delinsRP
XH_P38 2 204305093 204305093 Silent SNP T C T RAPH1 c.A2820G p.P940P



XH_P38 2 207041441 207041441 Silent SNP G A G GPR1 c.C531T p.D177D
XH_P38 2 207824384 207824384 Missense_Mutation SNP T G T CPO c.T402G p.S134R
XH_P38 2 210860289 210860289 Silent SNP G A G UNC80 c.G9675A p.T3225T
XH_P38 2 215865575 215865575 Silent SNP T C T ABCA12 c.A2079G p.P693P
XH_P38 2 217148417 217148417 Silent SNP C A C MARCH4 c.G552T p.S184S
XH_P38 2 218682474 218682474 Silent SNP A G A TNS1 c.T4206C p.S1402S
XH_P38 2 218682771 218682771 Silent SNP A G A TNS1 c.T3909C p.G1303G
XH_P38 2 219257795 219257795 Missense_Mutation SNP G A G SLC11A1 c.G1256A p.R419Q
XH_P38 2 219503113 219503113 Silent SNP C T C ZNF142 c.G5013A p.E1671E
XH_P38 2 219507302 219507302 Missense_Mutation SNP C T C ZNF142 c.G3937A p.A1313T
XH_P38 2 219527712 219527712 Silent SNP C T C BCS1L c.C636T p.N212N
XH_P38 2 219527866 219527866 Silent SNP T C T BCS1L c.T657C p.P219P
XH_P38 2 219528995 219528995 Silent SNP T C T RNF25 c.A1065G p.P355P
XH_P38 2 219529247 219529247 Silent SNP A C A RNF25 c.T813G p.P271P
XH_P38 2 219563504 219563504 Silent SNP C T C STK36 c.C3174T p.S1058S
XH_P38 2 219903258 219903258 Missense_Mutation SNP T G T CFAP65 c.A1C p.M1L
XH_P38 2 220037608 220037608 Missense_Mutation SNP A C A CNPPD1 c.T933G p.S311R
XH_P38 2 220045902 220045902 Silent SNP C T C RETREG2 c.C138T p.A46A
XH_P38 2 220285309 220285309 Silent SNP C T C DES c.C828T p.D276D
XH_P38 2 220286142 220286142 Silent SNP G A G DES c.G1104A p.A368A
XH_P38 2 220353013 220353013 Silent SNP G A G SPEG c.G7839A p.P2613P
XH_P38 2 220354365 220354365 Silent SNP C T C SPEG c.C8625T p.F2875F
XH_P38 2 220356520 220356520 Silent SNP G T G SPEG c.G9390T p.P3130P
XH_P38 2 220405230 220405230 Silent SNP G A G CHPF c.C717T p.H239H
XH_P38 2 220422774 220422774 Silent SNP A G A OBSL1 c.T3561C p.P1187P
XH_P38 2 222308299 222308299 Missense_Mutation SNP G A G EPHA4 c.C1649T p.T550M
XH_P38 2 223917629 223917629 Silent SNP C T C KCNE4 c.C234T p.G78G
XH_P38 2 225362478 225362478 Missense_Mutation SNP C T C CUL3 c.G1501A p.V501I
XH_P38 2 227663185 227663185 Silent SNP G A G IRS1 c.C270T p.D90D
XH_P38 2 228855866 228855866 Missense_Mutation SNP G C G SPHKAP c.C4722G p.S1574R
XH_P38 2 231256812 231256812 Silent SNP A G A SP140L c.A795G p.A265A
XH_P38 2 231774844 231774844 Silent SNP G A G GPR55 c.C834T p.N278N
XH_P38 2 231865144 231865144 Missense_Mutation SNP G C G SPATA3 c.G365C p.C122S
XH_P38 2 232263127 232263127 Missense_Mutation SNP G A G B3GNT7 c.G697A p.V233I
XH_P38 2 233345474 233345474 Missense_Mutation SNP C T C ECEL1 c.G2099A p.R700Q
XH_P38 2 233386752 233386752 Missense_Mutation SNP G A G PRSS56 c.G328A p.A110T
XH_P38 2 233391303 233391303 Missense_Mutation SNP C G C CHRND c.C117G p.N39K
XH_P38 2 234638249 234638249 Silent SNP A G A UGT1A3 c.A477G p.A159A
XH_P38 2 234652347 234652347 Silent SNP C G C DNAJB3 c.G216C p.G72G
XH_P38 2 234727986 234727986 Silent SNP C T C MROH2A c.C3237T p.C1079C
XH_P38 2 234730807 234730807 Missense_Mutation SNP G A G MROH2A c.G3559A p.V1187M
XH_P38 2 234732317 234732317 Missense_Mutation SNP A G A MROH2A c.A4144G p.M1382V
XH_P38 2 234761225 234761225 Missense_Mutation SNP C T C HJURP c.G226A p.E76K
XH_P38 2 238283605 238283605 Silent SNP G A G COL6A3 c.C1308T p.G436G
XH_P38 2 238990388 238990388 Missense_Mutation SNP G A G SCLY c.G547A p.A183T
XH_P38 2 239006879 239006879 Silent SNP C T C SCLY c.C1245T p.F415F
XH_P38 2 239036270 239036270 Silent SNP C T C ESPNL c.C6T p.S2S
XH_P38 2 239038912 239038912 Silent SNP T C T ESPNL c.T453C p.L151L
XH_P38 2 239165663 239165663 Silent SNP T C T PER2 c.A1965G p.A655A
XH_P38 2 241404317 241404317 Silent SNP C T C GPC1 c.C1059T p.P353P
XH_P38 2 241451351 241451351 Missense_Mutation SNP G A G ANKMY1 c.C1523T p.T508M
XH_P38 2 241511974 241511974 Silent SNP C T C RNPEPL1 c.C663T p.V221V
XH_P38 2 241513695 241513695 Silent SNP G A G RNPEPL1 c.G1104A p.T368T
XH_P38 2 241531479 241531479 Silent SNP A G A CAPN10 c.A600G p.P200P
XH_P38 2 241536126 241536126 Missense_Mutation SNP A G A CAPN10 c.A1510G p.T504A
XH_P38 2 241622187 241622187 Missense_Mutation SNP C T C AQP12B c.G68A p.R23Q
XH_P38 2 241664801 241664801 Silent SNP C T C KIF1A c.G3840A p.P1280P
XH_P38 2 241826517 241826517 Silent SNP C T C C2orf54 c.G1314A p.K438K
XH_P38 2 241831005 241831005 Silent SNP C T C C2orf54 c.G690A p.R230R
XH_P38 2 241870534 241870534 Silent SNP G A G CROCC2 c.G936A p.A312A
XH_P38 2 241873180 241873180 Silent SNP A G A CROCC2 c.A1557G p.A519A
XH_P38 2 241874844 241874844 Missense_Mutation SNP G A G CROCC2 c.G2008A p.E670K
XH_P38 2 241874893 241874893 Missense_Mutation SNP G A G CROCC2 c.G2057A p.R686H
XH_P38 2 242002306 242002306 Missense_Mutation SNP G A G SNED1 c.G2356A p.A786T
XH_P38 2 242003487 242003487 Silent SNP C T C SNED1 c.C2544T p.G848G
XH_P38 2 242004866 242004866 Silent SNP A G A SNED1 c.A2865G p.T955T
XH_P38 2 242793433 242793433 Missense_Mutation SNP G A G PDCD1 c.C644T p.A215V
XH_P38 2 242795029 242795029 Silent SNP C T C PDCD1 c.G180A p.S60S
XH_P38 2 242814639 242814639 Missense_Mutation SNP T C T RTP5 c.T932C p.L311P
XH_P38 2 242815059 242815059 Missense_Mutation SNP C T C RTP5 c.C1352T p.A451V
XH_P38 3 3078900 3078900 Silent SNP C T C CNTN4 c.C993T p.T331T
XH_P38 3 8675539 8675539 Missense_Mutation SNP G A G SSUH2 c.C86T p.P29L
XH_P38 3 8775661 8775661 Silent SNP C T C CAV3 c.C99T p.N33N
XH_P38 3 9851818 9851818 Missense_Mutation SNP T C T TTLL3 c.T128C p.L43P
XH_P38 3 10420087 10420087 Silent SNP T C T ATP2B2 c.A915G p.Q305Q
XH_P38 3 10967712 10967712 Silent SNP G A G SLC6A11 c.G1143A p.A381A
XH_P38 3 11059035 11059035 Silent SNP G A G SLC6A1 c.G138A p.T46T
XH_P38 3 11596302 11596302 Silent SNP T C T ATG7 c.T1857C p.D619D
XH_P38 3 12560560 12560560 Silent SNP G A G TSEN2 c.G885A p.E295E
XH_P38 3 13376973 13376973 Missense_Mutation SNP G C G NUP210 c.C3824G p.S1275W
XH_P38 3 13612020 13612020 Silent SNP T C T FBLN2 c.T165C p.C55C
XH_P38 3 13612296 13612296 Silent SNP C T C FBLN2 c.C441T p.A147A
XH_P38 3 13612936 13612936 Missense_Mutation SNP A G A FBLN2 c.A1081G p.S361G
XH_P38 3 13677946 13677946 Silent SNP C T C FBLN2 c.C3075T p.D1025D
XH_P38 3 13679335 13679335 Silent SNP C T C FBLN2 c.C3471T p.D1157D
XH_P38 3 13896140 13896140 Silent SNP A G A WNT7A c.T459C p.S153S
XH_P38 3 13896284 13896284 Silent SNP C T C WNT7A c.G315A p.A105A
XH_P38 3 14798976 14798976 Missense_Mutation SNP G A G C3orf20 c.G1673A p.R558H
XH_P38 3 15115478 15115478 Missense_Mutation SNP C T C RBSN c.G2166A p.M722I
XH_P38 3 15115723 15115723 Missense_Mutation SNP T C T RBSN c.A1921G p.T641A
XH_P38 3 15115872 15115872 Missense_Mutation SNP A G A RBSN c.T1772C p.L591P
XH_P38 3 30713842 30713842 Silent SNP C T C TGFBR2 c.C1167T p.N389N
XH_P38 3 31725316 31725316 Silent SNP G A G OSBPL10 c.C1344T p.H448H
XH_P38 3 33155782 33155782 Silent SNP G A G CRTAP c.G213A p.L71L
XH_P38 3 33161898 33161898 Silent SNP C T C CRTAP c.C534T p.D178D
XH_P38 3 37323642 37323642 Missense_Mutation SNP A G A GOLGA4 c.A356G p.D119G
XH_P38 3 38052725 38052725 Missense_Mutation SNP C T C PLCD1 c.G833A p.R278H
XH_P38 3 38170810 38170810 Missense_Mutation SNP C G C ACAA1 c.G516C p.E172D



XH_P38 3 39184959 39184959 Missense_Mutation SNP C T C CSRNP1 c.G1417A p.V473I
XH_P38 3 39185077 39185077 Silent SNP G A G CSRNP1 c.C1299T p.S433S
XH_P38 3 39186728 39186728 Silent SNP C T C CSRNP1 c.G285A p.R95R
XH_P38 3 40231883 40231883 Silent SNP C T C MYRIP c.C1033T p.L345L
XH_P38 3 41266914 41266914 Frame_Shift_Ins INS - ACAACGAGCTGT - CTNNB1 GCGGTACAACGA p.V195fs
XH_P38 3 42568895 42568895 Missense_Mutation SNP T C T VIPR1 c.T266C p.M89T
XH_P38 3 42735150 42735150 Missense_Mutation SNP T C T HHATL c.A1207G p.M403V
XH_P38 3 43074620 43074620 Missense_Mutation SNP G T G FAM198A c.G865T p.V289L
XH_P38 3 44541028 44541028 Missense_Mutation SNP T C T ZNF852 c.A1241G p.N414S
XH_P38 3 45267058 45267058 Silent SNP G A G TMEM158 c.C462T p.T154T
XH_P38 3 45557707 45557707 Silent SNP G A G LARS2 c.G1983A p.T661T
XH_P38 3 46399208 46399208 Missense_Mutation SNP G A G CCR2 c.G190A p.V64I
XH_P38 3 46586622 46586622 Missense_Mutation SNP T C T LRRC2 c.A247G p.T83A
XH_P38 3 46592987 46592987 Missense_Mutation SNP A G A LRRC2 c.T95C p.V32A
XH_P38 3 46729757 46729757 Missense_Mutation SNP C G C ALS2CL c.G133C p.E45Q
XH_P38 3 46945060 46945060 Missense_Mutation SNP G A G PTH1R c.G1696A p.G566S
XH_P38 3 47036756 47036756 Missense_Mutation SNP C G C NBEAL2 c.C1531G p.R511G
XH_P38 3 47043622 47043622 Silent SNP G A G NBEAL2 c.G4995A p.V1665V
XH_P38 3 47888286 47888286 Missense_Mutation SNP T C T DHX30 c.T1724C p.L575P
XH_P38 3 48461313 48461313 Silent SNP C G C PLXNB1 c.G2382C p.P794P
XH_P38 3 48625266 48625266 Silent SNP T C T COL7A1 c.A2817G p.P939P
XH_P38 3 48658419 48658419 Silent SNP C T C TMEM89 c.G336A p.R112R
XH_P38 3 48677316 48677316 Silent SNP G A G CELSR3 c.C9702T p.P3234P
XH_P38 3 48680252 48680252 Silent SNP G A G CELSR3 c.C8472T p.G2824G
XH_P38 3 49680121 49680121 Missense_Mutation SNP G A G BSN c.G1054A p.G352S
XH_P38 3 49738945 49738945 Silent SNP C T C RNF123 c.C1299T p.V433V
XH_P38 3 49751585 49751585 Silent SNP C T C RNF123 c.C2988T p.D996D
XH_P38 3 49898273 49898273 Silent SNP A G A CAMKV c.T651C p.N217N
XH_P38 3 49899795 49899795 Silent SNP G A G CAMKV c.C27T p.G9G
XH_P38 3 49924940 49924940 Missense_Mutation SNP T C T MST1R c.A3685G p.R1229G
XH_P38 3 49936102 49936102 Missense_Mutation SNP T C T MST1R c.A1250G p.Q417R
XH_P38 3 49949071 49949071 Silent SNP A G A MON1A c.T792C p.P264P
XH_P38 3 50224060 50224060 Missense_Mutation SNP G C G SEMA3F c.G1531C p.V511L
XH_P38 3 50264608 50264608 Missense_Mutation SNP A C A GNAI2 c.A53C p.H18P
XH_P38 3 50312822 50312822 Silent SNP T C T SEMA3B c.T552C p.C184C
XH_P38 3 50327429 50327429 Silent SNP A G A IFRD2 c.T669C p.F223F
XH_P38 3 50334231 50334231 Missense_Mutation SNP T A T NAT6 c.A664T p.R222W
XH_P38 3 50355730 50355730 Missense_Mutation SNP T G T HYAL2 c.A1252C p.I418L
XH_P38 3 50378176 50378176 Missense_Mutation SNP T G T RASSF1 c.A61C p.K21Q
XH_P38 3 50645158 50645158 Silent SNP A G A CISH c.T657C p.S219S
XH_P38 3 50645413 50645413 Silent SNP G A G CISH c.C402T p.A134A
XH_P38 3 51737965 51737965 Missense_Mutation SNP G A G TEX264 c.G653A p.G218E
XH_P38 3 51928928 51928928 Missense_Mutation SNP A G A IQCF1 c.T596C p.I199T
XH_P38 3 52378506 52378506 Silent SNP G A G DNAH1 c.G1287A p.S429S
XH_P38 3 52398983 52398983 Silent SNP G A G DNAH1 c.G5466A p.L1822L
XH_P38 3 52407041 52407041 Silent SNP C T C DNAH1 c.C6957T p.H2319H
XH_P38 3 52522297 52522297 Missense_Mutation SNP G A G NISCH c.G2789A p.R930H
XH_P38 3 52540773 52540773 Silent SNP T C T STAB1 c.T1896C p.G632G
XH_P38 3 52548818 52548818 Silent SNP C T C STAB1 c.C3780T p.C1260C
XH_P38 3 52859902 52859902 Missense_Mutation SNP C A C ITIH4 c.G759T p.Q253H
XH_P38 3 53222761 53222761 Silent SNP C T C PRKCD c.C1441T p.L481L
XH_P38 3 53856653 53856653 Silent SNP C T C CHDH c.G720A p.A240A
XH_P38 3 54798258 54798258 Silent SNP G A G CACNA2D3 c.G1260A p.Q420Q
XH_P38 3 57131759 57131759 Missense_Mutation SNP T C T IL17RD c.A1972G p.M658V
XH_P38 3 57542173 57542173 Missense_Mutation SNP C T C PDE12 c.C67T p.R23W
XH_P38 3 62189189 62189189 Missense_Mutation SNP G A G PTPRG c.G1720A p.G574S
XH_P38 3 63973881 63973881 Silent SNP G A G ATXN7 c.G807A p.P269P
XH_P38 3 64009508 64009508 Missense_Mutation SNP T C T PSMD6 c.A4G p.N2D
XH_P38 3 66430870 66430870 Silent SNP G A G LRIG1 c.C3099T p.S1033S
XH_P38 3 69151152 69151152 Silent SNP C A C ARL6IP5 c.C339A p.I113I
XH_P38 3 75786440 75786440 Silent SNP C T C ZNF717 c.G2334A p.G778G
XH_P38 3 77614161 77614161 Missense_Mutation SNP A G A ROBO2 c.A1739G p.Y580C
XH_P38 3 87276699 87276699 Silent SNP C T C CHMP2B c.C27T p.T9T
XH_P38 3 97868419 97868419 Missense_Mutation SNP G A G OR5H14 c.G190A p.G64R
XH_P38 3 97868616 97868616 Silent SNP C T C OR5H14 c.C387T p.P129P
XH_P38 3 97887865 97887865 Missense_Mutation SNP G A G OR5H15 c.G322A p.V108I
XH_P38 3 98250986 98250986 Missense_Mutation SNP C T C GPR15 c.C109T p.P37S
XH_P38 3 98307630 98307630 Missense_Mutation SNP C T C CPOX c.G880A p.V294I
XH_P38 3 99513875 99513875 Missense_Mutation SNP A G A COL8A1 c.A1130G p.K377R
XH_P38 3 101395629 101395629 Missense_Mutation SNP C T C ZBTB11 c.G130A p.G44S
XH_P38 3 105421034 105421034 Silent SNP C T C CBLB c.G1716A p.A572A
XH_P38 3 112546473 112546473 Silent SNP G A G CD200R1L c.C171T p.I57I
XH_P38 3 112993367 112993367 Silent SNP G A G BOC c.G1380A p.P460P
XH_P38 3 113377505 113377505 Silent SNP T G T USF3 c.A3024C p.L1008L
XH_P38 3 113594377 113594377 Silent SNP A G A GRAMD1C c.A306G p.L102L
XH_P38 3 113720517 113720517 Missense_Mutation SNP T A T CCDC191 c.A2088T p.E696D
XH_P38 3 113955820 113955820 Silent SNP G C G ZNF80 c.C102G p.S34S
XH_P38 3 114069526 114069526 Missense_Mutation SNP C T C ZBTB20 c.G1399A p.G467R
XH_P38 3 115395336 115395336 Silent SNP T C T GAP43 c.T507C p.D169D
XH_P38 3 118865332 118865332 Missense_Mutation SNP A G A C3orf30 c.A296G p.D99G
XH_P38 3 118865609 118865609 Silent SNP C T C C3orf30 c.C573T p.S191S
XH_P38 3 118945796 118945796 Missense_Mutation SNP G C G B4GALT4 c.C346G p.Q116E
XH_P38 3 119305379 119305379 Silent SNP T A T ADPRH c.T225A p.A75A
XH_P38 3 120068022 120068022 Silent SNP C G C LRRC58 c.G69C p.V23V
XH_P38 3 120389335 120389335 Missense_Mutation SNP T A T HGD c.A221T p.E74V
XH_P38 3 121351315 121351315 In_Frame_Ins INS - GGCTCAGGCTCA - HCLS1 993insTGAGCCT.P331delinsPEPEP
XH_P38 3 121414061 121414061 Missense_Mutation SNP C T C GOLGB1 c.G5069A p.G1690D
XH_P38 3 122003711 122003711 Silent SNP C T C CASR c.C2910T p.S970S
XH_P38 3 122103120 122103120 Missense_Mutation SNP G A G FAM162A c.G8A p.S3N
XH_P38 3 122632436 122632436 Missense_Mutation SNP A G A SEMA5B c.T2051C p.M684T
XH_P38 3 123420352 123420352 Missense_Mutation SNP G A G MYLK c.C1867T p.R623W
XH_P38 3 124515308 124515308 Silent SNP A G A ITGB5 c.T1620C p.F540F
XH_P38 3 124515509 124515509 Silent SNP G A G ITGB5 c.C1419T p.S473S
XH_P38 3 126071681 126071681 Missense_Mutation SNP G A G KLF15 c.C85T p.R29W
XH_P38 3 126260608 126260608 Silent SNP G T G CHST13 c.G213T p.R71R
XH_P38 3 126268918 126268918 Silent SNP G A G C3orf22 c.C219T p.L73L
XH_P38 3 126451937 126451937 Missense_Mutation SNP G T G CHCHD6 c.G283T p.A95S
XH_P38 3 126723549 126723549 Silent SNP C T C PLXNA1 c.C1614T p.H538H



XH_P38 3 126735453 126735453 Silent SNP C T C PLXNA1 c.C3108T p.T1036T
XH_P38 3 126737268 126737268 Silent SNP C A C PLXNA1 c.C3792A p.L1264L
XH_P38 3 126741011 126741011 Silent SNP G A G PLXNA1 c.G4122A p.T1374T
XH_P38 3 128181777 128181777 Silent SNP A G A DNAJB8 c.T312C p.F104F
XH_P38 3 128200073 128200073 Missense_Mutation SNP G A G GATA2 c.C1190T p.A397V
XH_P38 3 128840321 128840321 Silent SNP C T C RAB43 c.G12A p.P4P
XH_P38 3 129275206 129275206 Silent SNP C T C PLXND1 c.G5727A p.Q1909Q
XH_P38 3 129281718 129281718 Silent SNP C T C PLXND1 c.G4737A p.T1579T
XH_P38 3 129290087 129290087 Silent SNP G A G PLXND1 c.C3396T p.N1132N
XH_P38 3 129308209 129308209 Silent SNP G A G PLXND1 c.C1473T p.N491N
XH_P38 3 130098349 130098349 Silent SNP G A G COL6A5 c.G756A p.R252R
XH_P38 3 130104062 130104062 Silent SNP T C T COL6A5 c.T1716C p.T572T
XH_P38 3 137843106 137843106 Silent SNP T C T A4GNT c.A1023G p.X341X
XH_P38 3 137843476 137843476 Missense_Mutation SNP G T G A4GNT c.C653A p.A218D
XH_P38 3 138762707 138762707 Silent SNP C G C PRR23C c.G756C p.P252P
XH_P38 3 138763343 138763343 Silent SNP T G T PRR23C c.A120C p.R40R
XH_P38 3 142681090 142681090 Silent SNP T G T PAQR9 c.A1089C p.V363V
XH_P38 3 142681642 142681642 Silent SNP G A G PAQR9 c.C537T p.G179G
XH_P38 3 146177815 146177815 Silent SNP C T C PLSCR2 c.G84A p.Q28Q
XH_P38 3 147114054 147114054 Silent SNP A G A ZIC4 c.T423C p.A141A
XH_P38 3 148847668 148847668 Missense_Mutation SNP A G A HPS3 c.A158G p.Q53R
XH_P38 3 149238595 149238595 Nonsense_Mutation INS - TTAA - WWTR1 1199_1200insTTAL400_X401delinsLX
XH_P38 3 150128392 150128392 Missense_Mutation SNP G A G TSC22D2 c.G1255A p.A419T
XH_P38 3 150690439 150690439 Silent SNP T A T CLRN1 c.A57T p.A19A
XH_P38 3 150917000 150917000 Silent SNP T G T GPR171 c.A174C p.T58T
XH_P38 3 151082923 151082923 Silent SNP T C T MED12L c.T3009C p.N1003N
XH_P38 3 151164174 151164174 Missense_Mutation SNP A C A IGSF10 c.T3595G p.S1199A
XH_P38 3 153839959 153839959 Missense_Mutation SNP C T C ARHGEF26 c.C178T p.L60F
XH_P38 3 171404478 171404478 Missense_Mutation SNP C A C PLD1 c.G1864T p.A622S
XH_P38 3 172165727 172165727 Silent SNP C T C GHSR c.G477A p.R159R
XH_P38 3 172166033 172166033 Silent SNP G A G GHSR c.C171T p.G57G
XH_P38 3 179046131 179046131 Missense_Mutation SNP G A G ZNF639 c.G50A p.R17H
XH_P38 3 180321110 180321110 Frame_Shift_Ins INS - TAACGAT - TTC14 85_486insTAACG p.T162fs
XH_P38 3 183226072 183226072 Silent SNP G A G KLHL6 c.C684T p.Y228Y
XH_P38 3 183368216 183368216 Silent SNP A T A KLHL24 c.A72T p.R24R
XH_P38 3 183756637 183756637 Silent SNP C T C HTR3D c.C714T p.A238A
XH_P38 3 183904049 183904049 Silent SNP A G A ABCF3 c.A54G p.Q18Q
XH_P38 3 183951135 183951135 Silent SNP C T C VWA5B2 c.C480T p.A160A
XH_P38 3 183951431 183951431 Missense_Mutation SNP C T C VWA5B2 c.C598T p.P200S
XH_P38 3 183953972 183953972 Silent SNP G A G VWA5B2 c.G477A p.P159P
XH_P38 3 183955109 183955109 Silent SNP C T C VWA5B2 c.C972T p.P324P
XH_P38 3 183976108 183976108 Silent SNP T C T ECE2 c.T513C p.F171F
XH_P38 3 184039666 184039666 Missense_Mutation SNP A G A EIF4G1 c.A706G p.M236V
XH_P38 3 184073551 184073551 Silent SNP C T C CLCN2 c.G969A p.P323P
XH_P38 3 184082931 184082931 Silent SNP T C T POLR2H c.T168C p.F56F
XH_P38 3 184099342 184099342 Silent SNP G C G CHRD c.G441C p.P147P
XH_P38 3 184106493 184106493 Silent SNP T G T CHRD c.T2673G p.P891P
XH_P38 3 186006618 186006618 Missense_Mutation SNP G C G DGKG c.C425G p.T142S
XH_P38 3 186395436 186395436 Missense_Mutation SNP C T C HRG c.C1342T p.R448C
XH_P38 3 186570892 186570892 Silent SNP T G T ADIPOQ c.T45G p.G15G
XH_P38 3 186954324 186954324 Silent SNP G A G MASP1 c.C1335T p.S445S
XH_P38 3 193372726 193372726 Silent SNP G A G OPA1 c.G1815A p.A605A
XH_P38 3 195453249 195453249 Missense_Mutation SNP T C T MUC20 c.T1775C p.M592T
XH_P38 3 195477791 195477791 Silent SNP G A G MUC4 c.C2979T p.I993I
XH_P38 3 195489009 195489009 Missense_Mutation SNP C A C MUC4 c.G1600T p.A534S
XH_P38 3 195489067 195489067 Silent SNP C G C MUC4 c.G1542C p.S514S
XH_P38 3 195497174 195497174 Missense_Mutation SNP C G C MUC4 c.G450C p.M150I
XH_P38 3 195606019 195606019 Silent SNP G A G TNK2 c.C1104T p.R368R
XH_P38 3 195615376 195615376 Silent SNP A G A TNK2 c.T273C p.D91D
XH_P38 3 195936382 195936382 Silent SNP G A G ZDHHC19 c.C273T p.S91S
XH_P38 3 195938177 195938177 Silent SNP A G A ZDHHC19 c.T10C p.L4L
XH_P38 3 196613075 196613075 Silent SNP C T C SENP5 c.C1023T p.D341D
XH_P38 4 517376 517376 Silent SNP T C T PIGG c.T1344C p.L448L
XH_P38 4 682882 682882 Missense_Mutation SNP G A G MFSD7 c.C35T p.A12V
XH_P38 4 1646017 1646017 Missense_Mutation SNP C G C FAM53A c.G935C p.S312T
XH_P38 4 1657281 1657281 Silent SNP G A G FAM53A c.C306T p.T102T
XH_P38 4 1823989 1823989 Silent SNP G A G LETM1 c.C1527T p.T509T
XH_P38 4 2175733 2175733 Silent SNP A G A POLN c.T1323C p.H441H
XH_P38 4 2306045 2306045 Silent SNP G A G ZFYVE28 c.C1932T p.H644H
XH_P38 4 3039150 3039150 Missense_Mutation SNP T C T GRK4 c.T875C p.V292A
XH_P38 4 3124653 3124653 Silent SNP A G A HTT c.A1311G p.R437R
XH_P38 4 3231661 3231661 Silent SNP G A G HTT c.G8157A p.L2719L
XH_P38 4 3318726 3318726 Missense_Mutation SNP A T A RGS12 c.A829T p.M277L
XH_P38 4 3425299 3425299 Silent SNP C T C RGS12 c.C1221T p.P407P
XH_P38 4 3446682 3446682 Silent SNP C T C HGFAC c.C978T p.A326A
XH_P38 4 3769329 3769329 Silent SNP G A G ADRA2C c.G996A p.A332A
XH_P38 4 4304522 4304522 Missense_Mutation SNP A C A ZBTB49 c.A959C p.Y320S
XH_P38 4 4861745 4861745 Missense_Mutation SNP C G C MSX1 c.C119G p.A40G
XH_P38 4 5624670 5624670 Missense_Mutation SNP T C T EVC2 c.A1855G p.T619A
XH_P38 4 6303479 6303479 Missense_Mutation SNP C T C WFS1 c.C1957T p.R653C
XH_P38 4 7056450 7056450 Missense_Mutation SNP C T C TADA2B c.C932T p.A311V
XH_P38 4 7436073 7436073 Silent SNP C T C PSAPL1 c.G534A p.A178A
XH_P38 4 7436239 7436239 Missense_Mutation SNP C T C PSAPL1 c.G368A p.R123H
XH_P38 4 7716061 7716061 Missense_Mutation SNP C T C SORCS2 c.C2084T p.T695M
XH_P38 4 8375342 8375342 Silent SNP G A G ACOX3 c.C1842T p.S614S
XH_P38 4 8594616 8594616 Missense_Mutation SNP G C G CPZ c.G56C p.R19P
XH_P38 4 11401012 11401012 Silent SNP A G A HS3ST1 c.T618C p.F206F
XH_P38 4 11401087 11401087 Silent SNP A G A HS3ST1 c.T543C p.D181D
XH_P38 4 15964501 15964501 Silent SNP G A G FGFBP2 c.C252T p.F84F
XH_P38 4 16188159 16188159 Silent SNP G A G TAPT1 c.C915T p.S305S
XH_P38 4 17706665 17706665 Silent SNP G T G FAM184B c.C1335A p.S445S
XH_P38 4 17710905 17710905 Missense_Mutation SNP G C G FAM184B c.C504G p.H168Q
XH_P38 4 25032135 25032135 Missense_Mutation SNP C T C LGI2 c.G181A p.G61S
XH_P38 4 25235801 25235801 Missense_Mutation SNP G A G PI4K2B c.G16A p.E6K
XH_P38 4 37591815 37591815 Missense_Mutation SNP C G C C4orf19 c.C138G p.S46R
XH_P38 4 38776725 38776725 Missense_Mutation SNP C A C TLR10 c.G487T p.A163S
XH_P38 4 38829163 38829163 Silent SNP A C A TLR6 c.T1932G p.A644A
XH_P38 4 40351207 40351207 Missense_Mutation SNP C T C CHRNA9 c.C674T p.P225L



XH_P38 4 41747990 41748004 In_Frame_Del DEL TGCCGCCGCT - CTGCCGCCGCTGC PHOX2B c.765_779del p.255_260del
XH_P38 4 53494241 53494241 Silent SNP C T C USP46 c.G186A p.Q62Q
XH_P38 4 53728701 53728701 Silent SNP C A C RASL11B c.C27A p.T9T
XH_P38 4 54011603 54011603 Silent SNP C T C SCFD2 c.G1458A p.T486T
XH_P38 4 55133726 55133726 Silent SNP T G T PDGFRA c.T939G p.G313G
XH_P38 4 55143577 55143577 Silent SNP G A G PDGFRA c.G1809A p.A603A
XH_P38 4 55152040 55152040 Silent SNP C T C PDGFRA c.C2472T p.V824V
XH_P38 4 57180626 57180626 Nonsense_Mutation SNP C T C KIAA1211 c.C958T p.R320X
XH_P38 4 57182647 57182647 Silent SNP G A G KIAA1211 c.G2979A p.A993A
XH_P38 4 57221348 57221348 Missense_Mutation SNP T C T AASDH c.A803G p.K268R
XH_P38 4 57250285 57250285 Missense_Mutation SNP T C T AASDH c.A181G p.I61V
XH_P38 4 57397157 57397157 Silent SNP G C G THEGL c.G315C p.G105G
XH_P38 4 70921241 70921241 Missense_Mutation SNP T G T HTN1 c.T129G p.F43L
XH_P38 4 72433545 72433545 Missense_Mutation SNP A C A SLC4A4 c.A3220C p.I1074L
XH_P38 4 72618323 72618323 Missense_Mutation SNP G T G GC c.C1307A p.T436K
XH_P38 4 74735244 74735244 Silent SNP A G A CXCL1 c.A57G p.A19A
XH_P38 4 75937971 75937971 Missense_Mutation SNP C T C PARM1 c.C380T p.S127L
XH_P38 4 77662248 77662248 Silent SNP G A G SHROOM3 c.G2922A p.S974S
XH_P38 4 77818548 77818548 Missense_Mutation SNP T C T SOWAHB c.A455G p.D152G
XH_P38 4 79238649 79238649 Silent SNP T C T FRAS1 c.T1947C p.H649H
XH_P38 4 79240063 79240063 Missense_Mutation SNP A G A FRAS1 c.A2060G p.D687G
XH_P38 4 79385719 79385719 Silent SNP G A G FRAS1 c.G7011A p.A2337A
XH_P38 4 83748617 83748617 Missense_Mutation SNP C T C SEC31A c.G2737A p.V913I
XH_P38 4 85762385 85762385 Silent SNP T C T WDFY3 c.A336G p.L112L
XH_P38 4 87706506 87706506 Missense_Mutation SNP T G T PTPN13 c.T5668G p.Y1890D
XH_P38 4 89671591 89671591 Missense_Mutation SNP A C A FAM13A c.T862G p.S288A
XH_P38 4 103225513 103225513 Silent SNP T C T SLC39A8 c.A600G p.G200G
XH_P38 4 103228734 103228734 Silent SNP C T C SLC39A8 c.G210A p.T70T
XH_P38 4 104062223 104062223 Silent SNP C T C CENPE c.G5427A p.T1809T
XH_P38 4 106196951 106196951 Missense_Mutation SNP A G A TET2 c.A5284G p.I1762V
XH_P38 4 110581363 110581363 Missense_Mutation SNP T A T MCUB c.T188A p.I63N
XH_P38 4 110883121 110883121 Missense_Mutation SNP G A G EGF c.G1166A p.R389K
XH_P38 4 113199075 113199075 Silent SNP A G A TIFA c.T498C p.Y166Y
XH_P38 4 119161795 119161795 Silent SNP G A G NDST3 c.G2235A p.P745P
XH_P38 4 119216188 119216188 Missense_Mutation SNP G A G PRSS12 c.C1945T p.R649W
XH_P38 4 119273712 119273712 Missense_Mutation SNP C G C PRSS12 c.G164C p.R55T
XH_P38 4 125590478 125590478 Silent SNP T C T ANKRD50 c.A3417G p.P1139P
XH_P38 4 125591687 125591687 Silent SNP A G A ANKRD50 c.T2208C p.N736N
XH_P38 4 128584580 128584580 Silent SNP G A G INTU c.G813A p.T271T
XH_P38 4 128723042 128723042 Missense_Mutation SNP T C T HSPA4L c.T509C p.L170S
XH_P38 4 128814964 128814964 Missense_Mutation SNP G T G PLK4 c.G2394T p.E798D
XH_P38 4 129012181 129012181 Silent SNP G A G LARP1B c.G384A p.R128R
XH_P38 4 129043286 129043286 Silent SNP C T C LARP1B c.C744T p.Y248Y
XH_P38 4 140640703 140640703 Missense_Mutation SNP G T G MAML3 c.C3179A p.P1060H
XH_P38 4 140811135 140811135 Silent SNP T C T MAML3 c.A1455G p.K485K
XH_P38 4 141543997 141543997 Silent SNP G A G TBC1D9 c.C3153T p.H1051H
XH_P38 4 143033778 143033778 Silent SNP T C T INPP4B c.A2193G p.L731L
XH_P38 4 151000419 151000419 Silent SNP G A G DCLK2 c.G240A p.G80G
XH_P38 4 154624656 154624656 Silent SNP T C T TLR2 c.T597C p.N199N
XH_P38 4 154625409 154625409 Silent SNP T C T TLR2 c.T1350C p.S450S
XH_P38 4 155411939 155411939 Missense_Mutation SNP A C A DCHS2 c.T569G p.V190G
XH_P38 4 156787340 156787340 Silent SNP G A G ASIC5 c.C39T p.N13N
XH_P38 4 159631991 159631991 Missense_Mutation SNP G T G PPID c.C904A p.L302I
XH_P38 4 159642576 159642576 Missense_Mutation SNP G A G PPID c.C145T p.R49C
XH_P38 4 162307433 162307433 Silent SNP G A G FSTL5 c.C1980T p.T660T
XH_P38 4 164466824 164466824 Silent SNP C T C MARCH1 c.G444A p.A148A
XH_P38 4 169799163 169799163 Missense_Mutation SNP C G C PALLD c.C121G p.P41A
XH_P38 4 170037572 170037572 Missense_Mutation SNP G A G SH3RF1 c.C1987T p.P663S
XH_P38 4 184203886 184203886 Missense_Mutation SNP G C G WWC2 c.G2710C p.D904H
XH_P38 4 184366145 184366145 Silent SNP C T C CDKN2AIP c.C195T p.S65S
XH_P38 4 184629569 184629569 Missense_Mutation SNP C T C TRAPPC11 c.C3199T p.R1067C
XH_P38 4 186097045 186097045 Silent SNP C T C CFAP97 c.G1215A p.P405P
XH_P38 4 186299260 186299260 Silent SNP A G A LRP2BP c.T81C p.F27F
XH_P38 4 186598483 186598483 Missense_Mutation SNP A G A SORBS2 c.T160C p.Y54H
XH_P38 4 187078819 187078819 Silent SNP C G C FAM149A c.C675G p.S225S
XH_P38 4 187510280 187510280 Silent SNP G A G FAT1 c.C13233T p.P4411P
XH_P38 4 187517758 187517758 Silent SNP G A G FAT1 c.C12936T p.P4312P
XH_P38 4 187522528 187522528 Silent SNP C T C FAT1 c.G11535A p.T3845T
XH_P38 4 187534375 187534375 Silent SNP A G A FAT1 c.T9351C p.D3117D
XH_P38 4 187629497 187629497 Silent SNP G A G FAT1 c.C1485T p.N495N
XH_P38 4 189061106 189061106 Missense_Mutation SNP G A G TRIML1 c.G394A p.E132K
XH_P38 5 640705 640705 Missense_Mutation SNP A G A CEP72 c.A1525G p.T509A
XH_P38 5 1033594 1033594 Missense_Mutation SNP G A G NKD2 c.G310A p.G104R
XH_P38 5 1201806 1201806 Missense_Mutation SNP G A G SLC6A19 c.G41A p.R14Q
XH_P38 5 1878212 1878212 Silent SNP G A G IRX4 c.C1431T p.G477G
XH_P38 5 7868030 7868030 Missense_Mutation SNP T C T FASTKD3 c.A167G p.K56R
XH_P38 5 10973727 10973727 Silent SNP G A G CTNND2 c.C2505T p.F835F
XH_P38 5 16766269 16766269 Missense_Mutation SNP T C T MYO10 c.A1099G p.T367A
XH_P38 5 31409252 31409252 Silent SNP A G A DROSHA c.T3654C p.N1218N
XH_P38 5 32074173 32074173 Silent SNP G A G PDZD2 c.G2961A p.G987G
XH_P38 5 32074392 32074392 Silent SNP G A G PDZD2 c.G3180A p.T1060T
XH_P38 5 32087326 32087326 Missense_Mutation SNP C A C PDZD2 c.C3772A p.Q1258K
XH_P38 5 32087430 32087430 Silent SNP G A G PDZD2 c.G3876A p.P1292P
XH_P38 5 32088213 32088213 Silent SNP C T C PDZD2 c.C4659T p.G1553G
XH_P38 5 32088500 32088500 Missense_Mutation SNP C T C PDZD2 c.C4946T p.A1649V
XH_P38 5 34004707 34004707 Missense_Mutation SNP C T C AMACR c.G524A p.G175D
XH_P38 5 34008100 34008100 Missense_Mutation SNP C T C AMACR c.G25A p.V9M
XH_P38 5 35692775 35692775 Missense_Mutation SNP T A T SPEF2 c.T1848A p.N616K
XH_P38 5 35861068 35861068 Missense_Mutation SNP T C T IL7R c.T197C p.I66T
XH_P38 5 35991342 35991342 Missense_Mutation SNP T C T UGT3A1 c.A1G p.M1V
XH_P38 5 38921788 38921788 Missense_Mutation SNP G A G OSMR c.G1657A p.D553N
XH_P38 5 41000886 41000886 Missense_Mutation SNP G T G MROH2B c.C4244A p.A1415E
XH_P38 5 43609376 43609376 Missense_Mutation SNP C T C NNT c.C79T p.R27C
XH_P38 5 44809408 44809408 Missense_Mutation SNP T A T MRPS30 c.T344A p.L115Q
XH_P38 5 52193287 52193287 Silent SNP C T C ITGA1 c.C1092T p.A364A
XH_P38 5 53815066 53815066 Silent SNP C A C SNX18 c.C1284A p.I428I
XH_P38 5 53815240 53815240 Silent SNP G C G SNX18 c.G1458C p.S486S
XH_P38 5 55407542 55407542 Missense_Mutation SNP C T C ANKRD55 c.G1033A p.V345M



XH_P38 5 56111751 56111751 Silent SNP G C G MAP3K1 c.G351C p.A117A
XH_P38 5 56161787 56161787 Silent SNP G A G MAP3K1 c.G1284A p.T428T
XH_P38 5 56177743 56177743 Missense_Mutation SNP G A G MAP3K1 c.G2716A p.V906I
XH_P38 5 56178217 56178217 Silent SNP A C A MAP3K1 c.A3190C p.R1064R
XH_P38 5 60628774 60628774 Silent SNP C T C ZSWIM6 c.C675T p.V225V
XH_P38 5 63257500 63257500 Missense_Mutation SNP G A G HTR1A c.C47T p.P16L
XH_P38 5 64081367 64081367 Silent SNP C T C CWC27 c.C456T p.D152D
XH_P38 5 66462372 66462372 Silent SNP G A G MAST4 c.G6582A p.P2194P
XH_P38 5 74907503 74907503 Missense_Mutation SNP G A G ANKDD1B c.G44A p.G15E
XH_P38 5 75923285 75923285 Silent SNP C T C IQGAP2 c.C231T p.A77A
XH_P38 5 78421959 78421959 Missense_Mutation SNP G A G BHMT c.G716A p.R239Q
XH_P38 5 79950724 79950724 In_Frame_Ins INS - CCGCAGCGC - MSH3 8_179insCCGCAGp.A60delinsAAAP
XH_P38 5 80604430 80604430 Silent SNP C T C ZCCHC9 c.C435T p.A145A
XH_P38 5 80736444 80736444 Silent SNP A G A SSBP2 c.T801C p.G267G
XH_P38 5 87493525 87493525 Missense_Mutation SNP C T C TMEM161B c.G601A p.V201I
XH_P38 5 96031575 96031575 Silent SNP C T C CAST c.C174T p.S58S
XH_P38 5 96249115 96249115 Silent SNP C T C ERAP2 c.C2476T p.L826L
XH_P38 5 96350710 96350710 Missense_Mutation SNP G A G LNPEP c.G2287A p.A763T
XH_P38 5 102494181 102494181 Silent SNP T C T PPIP5K2 c.T1641C p.C547C
XH_P38 5 112849608 112849608 Missense_Mutation SNP A T A YTHDC2 c.A16T p.S6C
XH_P38 5 115394626 115394626 Silent SNP G A G ARL14EPL c.G441A p.P147P
XH_P38 5 115469773 115469773 Silent SNP C T C COMMD10 c.C366T p.T122T
XH_P38 5 128797315 128797315 In_Frame_Ins INS - CCCGGC - ADAMTS19 612_613insCCCGp.N204delinsNPG
XH_P38 5 129520679 129520679 Missense_Mutation SNP G A G CHSY3 c.G1844A p.G615E
XH_P38 5 132083458 132083458 Missense_Mutation SNP G C G CCNI2 c.G271C p.A91P
XH_P38 5 132099999 132099999 Silent SNP A G A SEPT8 c.T264C p.Y88Y
XH_P38 5 134076812 134076812 Missense_Mutation SNP G A G CAMLG c.G232A p.V78I
XH_P38 5 134223593 134223593 Silent SNP A G A TXNDC15 c.A108G p.K36K
XH_P38 5 134782576 134782576 Missense_Mutation SNP T G T DCANP1 c.A223C p.T75P
XH_P38 5 135388663 135388663 Silent SNP A G A TGFBI c.A981G p.V327V
XH_P38 5 137681261 137681261 Missense_Mutation SNP G A G FAM53C c.G884A p.R295H
XH_P38 5 138717709 138717709 Silent SNP G A G SLC23A1 c.C180T p.I60I
XH_P38 5 138728533 138728533 Silent SNP C T C PROB1 c.G2238A p.E746E
XH_P38 5 138730037 138730037 Missense_Mutation SNP T C T PROB1 c.A734G p.Q245R
XH_P38 5 138730407 138730407 Missense_Mutation SNP C T C PROB1 c.G364A p.G122S
XH_P38 5 138861078 138861078 Missense_Mutation SNP C T C TMEM173 c.G212A p.R71H
XH_P38 5 139217320 139217320 Silent SNP G C G PSD2 c.G1776C p.V592V
XH_P38 5 140021482 140021482 Silent SNP C T C TMCO6 c.C342T p.V114V
XH_P38 5 140168138 140168138 Missense_Mutation SNP C T C PCDHA1 c.C2263T p.R755W
XH_P38 5 140307284 140307284 Silent SNP G A G PCDHAC1 c.G807A p.Q269Q
XH_P38 5 140307746 140307746 Silent SNP C G C PCDHAC1 c.C1269G p.P423P
XH_P38 5 140307969 140307969 Missense_Mutation SNP C G C PCDHAC1 c.C1492G p.L498V
XH_P38 5 140346468 140346468 Silent SNP T A T PCDHAC2 c.T117A p.P39P
XH_P38 5 140346712 140346712 Silent SNP T C T PCDHAC2 c.T361C p.L121L
XH_P38 5 140481475 140481475 Missense_Mutation SNP A T A PCDHB3 c.A1242T p.R414S
XH_P38 5 140481477 140481477 Missense_Mutation SNP C G C PCDHB3 c.C1244G p.S415C
XH_P38 5 140553917 140553917 Missense_Mutation SNP G A G PCDHB7 c.G1501A p.A501T
XH_P38 5 140553919 140553919 Silent SNP C A C PCDHB7 c.C1503A p.A501A
XH_P38 5 140563173 140563173 Missense_Mutation SNP G T G PCDHB16 c.G1039T p.V347L
XH_P38 5 140595106 140595106 Missense_Mutation SNP C G C PCDHB13 c.C1411G p.R471G
XH_P38 5 140604721 140604721 Silent SNP C A C PCDHB14 c.C1644A p.R548R
XH_P38 5 140605131 140605131 Missense_Mutation SNP C T C PCDHB14 c.C2054T p.S685F
XH_P38 5 140605132 140605132 Silent SNP C G C PCDHB14 c.C2055G p.S685S
XH_P38 5 140699057 140699057 Silent SNP G C G TAF7 c.C555G p.A185A
XH_P38 5 140720543 140720543 Missense_Mutation SNP C T C PCDHGA2 c.C2005T p.P669S
XH_P38 5 140751128 140751128 Missense_Mutation SNP C G C PCDHGB3 c.C1167G p.N389K
XH_P38 5 140763029 140763029 Missense_Mutation SNP A G A PCDHGA7 c.A563G p.E188G
XH_P38 5 140772427 140772427 Missense_Mutation SNP T G T PCDHGA8 c.T47G p.L16R
XH_P38 5 140783596 140783596 Silent SNP C T C PCDHGA9 c.C1077T p.D359D
XH_P38 5 140794962 140794962 Silent SNP C T C PCDHGA10 c.C2220T p.S740S
XH_P38 5 140797630 140797630 Silent SNP G T G PCDHGB7 c.G204T p.V68V
XH_P38 5 140810773 140810773 Silent SNP G A G PCDHGA12 c.G447A p.E149E
XH_P38 5 141019110 141019110 Missense_Mutation SNP C A C RELL2 c.C397A p.L133I
XH_P38 5 141019569 141019569 Missense_Mutation SNP G C G RELL2 c.G586C p.G196R
XH_P38 5 141019830 141019830 Missense_Mutation SNP C G C RELL2 c.C847G p.Q283E
XH_P38 5 141052416 141052416 Silent SNP G T G ARAP3 c.C1170A p.P390P
XH_P38 5 141233796 141233796 Silent SNP C T C PCDH1 c.G3525A p.P1175P
XH_P38 5 141242878 141242878 Silent SNP G A G PCDH1 c.C1881T p.T627T
XH_P38 5 141243646 141243646 Silent SNP A G A PCDH1 c.T1113C p.A371A
XH_P38 5 141334921 141334921 Silent SNP C T C PCDH12 c.G2496A p.Q832Q
XH_P38 5 142661490 142661490 Silent SNP A G A NR3C1 c.T2298C p.N766N
XH_P38 5 142678361 142678361 Silent SNP G A G NR3C1 c.C1764T p.H588H
XH_P38 5 146258290 146258290 In_Frame_Ins INS - GCTGCTGCTGCT - PPP2R2B 58insAGCAGCAGp.C20delinsSSSSC
XH_P38 5 148206917 148206917 Silent SNP C A C ADRB2 c.C523A p.R175R
XH_P38 5 148386525 148386525 Silent SNP T G T SH3TC2 c.A3594C p.P1198P
XH_P38 5 148737644 148737644 Missense_Mutation SNP G C G PCYOX1L c.G13C p.A5P
XH_P38 5 149361221 149361221 Missense_Mutation SNP A T A SLC26A2 c.A2065T p.T689S
XH_P38 5 149421502 149421502 Silent SNP A G A HMGXB3 c.A2700G p.E900E
XH_P38 5 149431476 149431476 Silent SNP C T C HMGXB3 c.C3600T p.Y1200Y
XH_P38 5 149460343 149460343 Silent SNP G A G CSF1R c.C294T p.H98H
XH_P38 5 149677593 149677593 Silent SNP A G A ARSI c.T894C p.N298N
XH_P38 5 149826526 149826526 Silent SNP C T C RPS14 c.G150A p.K50K
XH_P38 5 149915402 149915402 Silent SNP G A G NDST1 c.G1392A p.L464L
XH_P38 5 150029415 150029415 Silent SNP C T C SYNPO c.C1578T p.P526P
XH_P38 5 150227998 150227998 Silent SNP C T C IRGM c.C313T p.L105L
XH_P38 5 150512740 150512740 Silent SNP G A G ANXA6 c.C459T p.Y153Y
XH_P38 5 150948016 150948016 Silent SNP C T C FAT2 c.G477A p.E159E
XH_P38 5 151784183 151784183 Silent SNP G A G NMUR2 c.C492T p.L164L
XH_P38 5 154395158 154395158 Missense_Mutation SNP G T G KIF4B c.G1739T p.R580L
XH_P38 5 159992655 159992655 Silent SNP T C T ATP10B c.A4191G p.V1397V
XH_P38 5 159992754 159992754 Silent SNP T G T ATP10B c.A4092C p.P1364P
XH_P38 5 161522556 161522556 Silent SNP C T C GABRG2 c.C315T p.N105N
XH_P38 5 167379679 167379679 Missense_Mutation SNP G A G TENM2 c.G226A p.A76T
XH_P38 5 169504743 169504743 Silent SNP T C T DOCK2 c.T4896C p.R1632R
XH_P38 5 169695446 169695446 Silent SNP C T C LCP2 c.G564A p.V188V
XH_P38 5 170883734 170883734 Silent SNP G A G FGF18 c.G549A p.P183P
XH_P38 5 174937193 174937193 Silent SNP C T C SFXN1 c.C417T p.D139D
XH_P38 5 175665522 175665522 Missense_Mutation SNP T A T SIMC1 c.T11A p.F4Y



XH_P38 5 176314639 176314639 Silent SNP G A G HK3 c.C1413T p.A471A
XH_P38 5 176637576 176637576 Missense_Mutation SNP T C T NSD1 c.T2176C p.S726P
XH_P38 5 177031348 177031348 Silent SNP T C T B4GALT7 c.T219C p.R73R
XH_P38 5 177547336 177547336 Missense_Mutation SNP G A G N4BP3 c.G488A p.R163Q
XH_P38 5 177657001 177657001 Missense_Mutation SNP G A G PHYKPL c.C155T p.A52V
XH_P38 5 177675217 177675217 Silent SNP C T C COL23A1 c.G1188A p.A396A
XH_P38 5 179734200 179734200 Silent SNP A G A GFPT2 c.T1650C p.Y550Y
XH_P38 5 180659796 180659796 Silent SNP G A G TRIM41 c.G1047A p.A349A
XH_P38 6 564145 564145 Silent SNP A G A EXOC2 c.T1677C p.H559H
XH_P38 6 1313258 1313258 Missense_Mutation SNP G C G FOXQ1 c.G319C p.E107Q
XH_P38 6 3273457 3273457 Silent SNP A G A SLC22A23 c.T1050C p.S350S
XH_P38 6 3850463 3850463 Missense_Mutation SNP G A G FAM50B c.G418A p.G140R
XH_P38 6 6174866 6174866 Missense_Mutation SNP G A G F13A1 c.C1694T p.P565L
XH_P38 6 7229619 7229619 Silent SNP G A G RREB1 c.G1287A p.A429A
XH_P38 6 7247344 7247344 Missense_Mutation SNP C A C RREB1 c.C4496A p.S1499Y
XH_P38 6 10894381 10894381 Missense_Mutation SNP G A G SYCP2L c.G280A p.V94I
XH_P38 6 11185533 11185533 Silent SNP G A G NEDD9 c.C1920T p.T640T
XH_P38 6 12122174 12122174 Missense_Mutation SNP A G A HIVEP1 c.A2146G p.T716A
XH_P38 6 12124855 12124855 Missense_Mutation SNP G A G HIVEP1 c.G4827A p.M1609I
XH_P38 6 13206282 13206282 Silent SNP C T C PHACTR1 c.C624T p.T208T
XH_P38 6 15496662 15496662 Silent SNP C T C JARID2 c.C690T p.P230P
XH_P38 6 16145325 16145325 Missense_Mutation SNP A G A MYLIP c.A1025G p.N342S
XH_P38 6 16327330 16327330 Silent SNP T C T ATXN1 c.A1212G p.E404E
XH_P38 6 16328245 16328245 Silent SNP G A G ATXN1 c.C297T p.A99A
XH_P38 6 21065449 21065449 Missense_Mutation SNP C T C CDKAL1 c.C1226T p.P409L
XH_P38 6 21065450 21065450 Silent SNP A G A CDKAL1 c.A1227G p.P409P
XH_P38 6 25776949 25776949 Missense_Mutation SNP G A G SLC17A4 c.G1114A p.A372T
XH_P38 6 26020783 26020783 Silent SNP C T C HIST1H3A c.C66T p.A22A
XH_P38 6 26020981 26020981 Silent SNP C A C HIST1H3A c.C264A p.S88S
XH_P38 6 26021945 26021945 Silent SNP G A G HIST1H4A c.G39A p.K13K
XH_P38 6 26056417 26056417 Silent SNP G A G HIST1H1C c.C240T p.I80I
XH_P38 6 26184041 26184041 Silent SNP A G A HIST1H2BE c.A18G p.K6K
XH_P38 6 26199222 26199222 Silent SNP G A G HIST1H2AD c.C250T p.L84L
XH_P38 6 26216656 26216656 Silent SNP T C T HIST1H2BG c.A216G p.E72E
XH_P38 6 26285503 26285503 Silent SNP C T C HIST1H4H c.G225A p.E75E
XH_P38 6 27833174 27833174 Silent SNP A G A HIST1H2AL c.A42G p.K14K
XH_P38 6 27835272 27835272 Silent SNP T C T HIST1H1B c.A36G p.P12P
XH_P38 6 27858421 27858421 Silent SNP A G A HIST1H3J c.T150C p.R50R
XH_P38 6 28227436 28227436 Missense_Mutation SNP A G A NKAPL c.A287G p.Y96C
XH_P38 6 28227604 28227604 Missense_Mutation SNP C A C NKAPL c.C455A p.T152N
XH_P38 6 28269663 28269663 Missense_Mutation SNP A G A PGBD1 c.A2032G p.I678V
XH_P38 6 31106516 31106516 Missense_Mutation SNP C T C PSORS1C1 c.C127T p.P43S
XH_P38 6 33636907 33636907 Silent SNP C T C ITPR3 c.C2163T p.H721H
XH_P38 6 33638453 33638453 Missense_Mutation SNP A G A ITPR3 c.A2447G p.D816G
XH_P38 6 33641379 33641379 Silent SNP T C T ITPR3 c.T2940C p.N980N
XH_P38 6 33653486 33653486 Missense_Mutation SNP G A G ITPR3 c.G5549A p.R1850Q
XH_P38 6 34003685 34003685 Silent SNP T C T GRM4 c.A1854G p.T618T
XH_P38 6 34008006 34008006 Silent SNP A G A GRM4 c.T1107C p.D369D
XH_P38 6 34214348 34214348 Missense_Mutation SNP C T C SMIM29 c.G363A p.M121I
XH_P38 6 34857302 34857302 In_Frame_Ins INS - GGCGGC - ANKS1A 23_124insGGCGp.G41delinsGGG
XH_P38 6 35705892 35705892 Silent SNP T C T ARMC12 c.T252C p.Y84Y
XH_P38 6 36269725 36269725 Missense_Mutation SNP A G A PNPLA1 c.A605G p.E202G
XH_P38 6 36672070 36672070 Missense_Mutation SNP C T C RAB44 c.C58T p.R20W
XH_P38 6 36689630 36689630 Silent SNP C T C RAB44 c.C1719T p.A573A
XH_P38 6 36690455 36690455 Silent SNP C A C RAB44 c.C2544A p.S848S
XH_P38 6 36882353 36882353 Silent SNP A G A C6orf89 c.A600G p.E200E
XH_P38 6 38650588 38650588 Silent SNP T A T GLO1 c.A372T p.G124G
XH_P38 6 38840492 38840492 Missense_Mutation SNP G T G DNAH8 c.G7171T p.A2391S
XH_P38 6 38841083 38841083 Silent SNP T C T DNAH8 c.T7551C p.D2517D
XH_P38 6 39033593 39033593 Silent SNP G A G GLP1R c.G390A p.K130K
XH_P38 6 39041502 39041502 Missense_Mutation SNP A C A GLP1R c.A780C p.L260F
XH_P38 6 39282036 39282036 Missense_Mutation SNP T C T KCNK17 c.A61G p.S21G
XH_P38 6 39284184 39284184 Silent SNP A G A KCNK16 c.T696C p.Y232Y
XH_P38 6 41303995 41303995 Missense_Mutation SNP A G A NCR2 c.A223G p.M75V
XH_P38 6 41658889 41658889 Silent SNP C T C TFEB c.G105A p.Q35Q
XH_P38 6 41754576 41754576 Silent SNP C T C PRICKLE4 c.C864T p.L288L
XH_P38 6 41903782 41903782 Missense_Mutation SNP A C A CCND3 c.T559G p.S187A
XH_P38 6 42072692 42072692 Silent SNP G T G C6orf132 c.C2958A p.I986I
XH_P38 6 42532102 42532102 Silent SNP C T C UBR2 c.C45T p.S15S
XH_P38 6 43030791 43030791 Missense_Mutation SNP G A G KLC4 c.G395A p.R132H
XH_P38 6 43738977 43738977 Silent SNP C T C VEGFA c.C534T p.S178S
XH_P38 6 43970827 43970827 Silent SNP G A G C6orf223 c.G357A p.A119A
XH_P38 6 44223010 44223010 Silent SNP G T G SLC35B2 c.C333A p.T111T
XH_P38 6 44250165 44250165 Silent SNP A G A TCTE1 c.T978C p.G326G
XH_P38 6 44255459 44255459 Missense_Mutation SNP G A G TCTE1 c.C104T p.P35L
XH_P38 6 44269193 44269193 Silent SNP C T C AARS2 c.G2607A p.K869K
XH_P38 6 44982593 44982593 Silent SNP G A G SUPT3H c.C51T p.I17I
XH_P38 6 46620252 46620252 Missense_Mutation SNP C G C CYP39A1 c.G68C p.R23P
XH_P38 6 46801071 46801071 Missense_Mutation SNP G T G MEP1A c.G1405T p.V469L
XH_P38 6 49485266 49485266 Missense_Mutation SNP C A C GLYATL3 c.C310A p.Q104K
XH_P38 6 50683193 50683193 Missense_Mutation SNP G A G TFAP2D c.G404A p.G135D
XH_P38 6 52101844 52101844 Missense_Mutation SNP T C T IL17F c.A377G p.E126G
XH_P38 6 53517035 53517035 Silent SNP G A G KLHL31 c.C1266T p.Y422Y
XH_P38 6 56438601 56438601 In_Frame_Ins INS - GTGAAC - DST 242_5243insGTTp.L1748delinsRSL
XH_P38 6 56917538 56917538 Missense_Mutation SNP G A G KIAA1586 c.G160A p.V54M
XH_P38 6 56919443 56919443 Missense_Mutation SNP A G A KIAA1586 c.A2065G p.I689V
XH_P38 6 57055354 57055354 Missense_Mutation SNP C T C RAB23 c.G619A p.G207S
XH_P38 6 64694354 64694354 Missense_Mutation SNP C T C EYS c.G6977A p.R2326Q
XH_P38 6 65300143 65300143 Missense_Mutation SNP G C G EYS c.C5617G p.L1873V
XH_P38 6 65301408 65301408 Missense_Mutation SNP A G A EYS c.T4352C p.I1451T
XH_P38 6 71569090 71569090 Missense_Mutation SNP T C T SMAP1 c.T1247C p.M416T
XH_P38 6 71998778 71998778 Missense_Mutation SNP T C T OGFRL1 c.T139C p.S47P
XH_P38 6 72892383 72892383 Silent SNP G A G RIMS1 c.G1209A p.A403A
XH_P38 6 74019376 74019376 Missense_Mutation SNP T C T KHDC1 c.A62G p.Y21C
XH_P38 6 74161762 74161762 Missense_Mutation SNP G T G MB21D1 c.C143A p.A48E
XH_P38 6 75797302 75797302 Missense_Mutation SNP C T C COL12A1 c.G5680A p.G1894S
XH_P38 6 88224164 88224164 Silent SNP T C T RARS2 c.A1179G p.K393K
XH_P38 6 90039670 90039670 Missense_Mutation SNP G C G UBE2J1 c.C685G p.L229V



XH_P38 6 90497589 90497589 Missense_Mutation SNP A C A MDN1 c.T1318G p.F440V
XH_P38 6 90660754 90660754 Silent SNP G A G BACH2 c.C1071T p.P357P
XH_P38 6 99848777 99848777 Missense_Mutation SNP C G C PNISR c.G2003C p.R668P
XH_P38 6 106960447 106960447 Silent SNP G A G CRYBG1 c.G231A p.E77E
XH_P38 6 107076696 107076696 Silent SNP G A G RTN4IP1 c.C201T p.I67I
XH_P38 6 107391213 107391213 Silent SNP C T C BEND3 c.G1182A p.T394T
XH_P38 6 108067915 108067915 Silent SNP G A G SCML4 c.C291T p.G97G
XH_P38 6 109591433 109591433 Silent SNP T C T C6orf183 c.T1638C p.N546N
XH_P38 6 109767931 109767931 Missense_Mutation SNP C T C MICAL1 c.G2014A p.A672T
XH_P38 6 109775021 109775021 Missense_Mutation SNP C T C MICAL1 c.G286A p.G96R
XH_P38 6 110777962 110777962 Silent SNP A G A SLC22A16 c.T312C p.N104N
XH_P38 6 111689082 111689082 Missense_Mutation SNP C T C REV3L c.G5909A p.R1970H
XH_P38 6 114378970 114378970 Silent SNP C T C HS3ST5 c.G492A p.E164E
XH_P38 6 116574994 116574994 Missense_Mutation SNP C G C TSPYL4 c.G178C p.G60R
XH_P38 6 116747769 116747769 Missense_Mutation SNP C T C DSE c.C449T p.P150L
XH_P38 6 117113653 117113653 Silent SNP T C T GPRC6A c.A2220G p.P740P
XH_P38 6 117114025 117114025 Silent SNP G A G GPRC6A c.C1848T p.A616A
XH_P38 6 117114223 117114223 Silent SNP T A T GPRC6A c.A1650T p.T550T
XH_P38 6 117725578 117725578 Silent SNP T A T ROS1 c.A303T p.L101L
XH_P38 6 121629167 121629167 Silent SNP G A G TBC1D32 c.C645T p.C215C
XH_P38 6 127476516 127476516 Silent SNP G A G RSPO3 c.G567A p.L189L
XH_P38 6 127797179 127797179 Silent SNP G A G SOGA3 c.C1992T p.A664A
XH_P38 6 127797374 127797374 Silent SNP G A G SOGA3 c.C1797T p.N599N
XH_P38 6 128388799 128388799 Silent SNP G T G PTPRK c.C1635A p.L545L
XH_P38 6 129612808 129612808 Silent SNP A G A LAMA2 c.A2799G p.Q933Q
XH_P38 6 132030037 132030037 Silent SNP T C T CTAGE9 c.A2121G p.P707P
XH_P38 6 132031548 132031548 Nonsense_Mutation SNP G A G CTAGE9 c.C610T p.R204X
XH_P38 6 133045902 133045902 Missense_Mutation SNP A G A VNN3 c.T272C p.F91S
XH_P38 6 139487836 139487836 Silent SNP T C T HECA c.T687C p.N229N
XH_P38 6 143090734 143090734 Silent SNP T C T HIVEP2 c.A5142G p.G1714G
XH_P38 6 145103215 145103215 Silent SNP C T C UTRN c.C8790T p.L2930L
XH_P38 6 146056476 146056476 Silent SNP G C G EPM2A c.C159G p.A53A
XH_P38 6 146234644 146234644 Silent SNP G A G SHPRH c.C4296T p.C1432C
XH_P38 6 146755140 146755140 Silent SNP G A G GRM1 c.G2793A p.K931K
XH_P38 6 146755324 146755324 Missense_Mutation SNP T C T GRM1 c.T2977C p.S993P
XH_P38 6 146755515 146755515 Silent SNP T G T GRM1 c.T3168G p.G1056G
XH_P38 6 146755842 146755842 Silent SNP C A C GRM1 c.C3495A p.P1165P
XH_P38 6 148664242 148664242 In_Frame_Ins INS - GAGCCC - SASH1 .39_40insGAGCCp.P13delinsPEP
XH_P38 6 149795522 149795522 Missense_Mutation SNP G A G ZC3H12D c.C158T p.P53L
XH_P38 6 150266578 150266578 Silent SNP T C T ULBP2 c.T219C p.P73P
XH_P38 6 150342232 150342232 Missense_Mutation SNP G A G RAET1L c.C440T p.T147I
XH_P38 6 150346532 150346532 Missense_Mutation SNP T C T RAET1L c.A76G p.R26G
XH_P38 6 150464356 150464356 Missense_Mutation SNP A G A PPP1R14C c.A28G p.T10A
XH_P38 6 151670172 151670172 Missense_Mutation SNP A C A AKAP12 c.A352C p.K118Q
XH_P38 6 152129077 152129077 Silent SNP T C T ESR1 c.T30C p.S10S
XH_P38 6 152694184 152694184 Silent SNP T C T SYNE1 c.A9516G p.E3172E
XH_P38 6 157405930 157405930 Silent SNP G A G ARID1B c.G2133A p.A711A
XH_P38 6 158014097 158014097 Missense_Mutation SNP G A G ZDHHC14 c.G484A p.V162M
XH_P38 6 158492691 158492691 Silent SNP C T C SYNJ2 c.C1287T p.G429G
XH_P38 6 159420574 159420574 Silent SNP T C T RSPH3 c.A435G p.S145S
XH_P38 6 159653094 159653094 Missense_Mutation SNP G T G FNDC1 c.G1550T p.G517V
XH_P38 6 159653635 159653635 Silent SNP C G C FNDC1 c.C2091G p.A697A
XH_P38 6 159672455 159672455 Silent SNP C T C FNDC1 c.C4956T p.D1652D
XH_P38 6 160448324 160448324 Missense_Mutation SNP C G C IGF2R c.C754G p.L252V
XH_P38 6 160468278 160468278 Silent SNP A G A IGF2R c.A2139G p.T713T
XH_P38 6 160557643 160557643 Missense_Mutation SNP C T C SLC22A1 c.C1022T p.P341L
XH_P38 6 160679666 160679666 Missense_Mutation SNP A G A SLC22A2 c.T124C p.F42L
XH_P38 6 160969629 160969629 Missense_Mutation SNP A G A LPA c.T5036C p.M1679T
XH_P38 6 161137779 161137779 Silent SNP T C T PLG c.T771C p.C257C
XH_P38 6 165715587 165715587 Missense_Mutation SNP G A G C6orf118 c.C224T p.T75M
XH_P38 6 166572045 166572045 Missense_Mutation SNP C T C T c.G892A p.G298S
XH_P38 6 168343838 168343838 Silent SNP T C T AFDN c.T3060C p.Y1020Y
XH_P38 6 168366580 168366580 Silent SNP G A G AFDN c.G4962A p.P1654P
XH_P38 6 168377309 168377309 Silent SNP G A G HGC6.3 c.C24T p.S8S
XH_P38 6 168442687 168442687 Missense_Mutation SNP A C A KIF25 c.A685C p.T229P
XH_P38 6 168479562 168479562 Silent SNP C T C FRMD1 c.G213A p.G71G
XH_P38 6 168708793 168708793 Silent SNP C G C DACT2 c.G1134C p.R378R
XH_P38 6 168711070 168711070 Missense_Mutation SNP C T C DACT2 c.G436A p.V146I
XH_P38 6 170176467 170176467 Missense_Mutation SNP A G A ERMARD c.A1558G p.K520E
XH_P38 7 297023 297023 Silent SNP G A G FAM20C c.G1416A p.T472T
XH_P38 7 995003 995003 Missense_Mutation SNP G C G ADAP1 c.C41G p.P14R
XH_P38 7 1097952 1097952 Silent SNP C T C GPR146 c.C801T p.D267D
XH_P38 7 1131411 1131411 Missense_Mutation SNP C T C GPER1 c.C47T p.P16L
XH_P38 7 1192797 1192797 Missense_Mutation SNP C A C ZFAND2A c.G346T p.A116S
XH_P38 7 1195215 1195215 Silent SNP A C A ZFAND2A c.T156G p.V52V
XH_P38 7 1976457 1976457 Missense_Mutation SNP C T C MAD1L1 c.G41A p.R14H
XH_P38 7 2552881 2552881 Frame_Shift_Ins INS - GATG - LFNG .138_139insGAT p.T46fs
XH_P38 7 2582907 2582907 Missense_Mutation SNP C T C BRAT1 c.G329A p.R110Q
XH_P38 7 4304937 4304937 Missense_Mutation SNP C A C SDK1 c.C6563A p.T2188K
XH_P38 7 4823396 4823396 Silent SNP C T C AP5Z1 c.C588T p.S196S
XH_P38 7 4901191 4901191 Missense_Mutation SNP T C T PAPOLB c.A251G p.K84R
XH_P38 7 5330436 5330436 Silent SNP C T C SLC29A4 c.C243T p.F81F
XH_P38 7 5336667 5336667 Silent SNP G A G SLC29A4 c.G720A p.A240A
XH_P38 7 5352659 5352659 Silent SNP G T G TNRC18 c.C7863A p.S2621S
XH_P38 7 5427517 5427517 Silent SNP G A G TNRC18 c.C1938T p.G646G
XH_P38 7 5428477 5428477 Silent SNP A T A TNRC18 c.T978A p.P326P
XH_P38 7 6063283 6063283 Silent SNP C T C AIMP2 c.C717T p.N239N
XH_P38 7 6189780 6189780 Silent SNP T C T USP42 c.T1953C p.L651L
XH_P38 7 6193464 6193464 Missense_Mutation SNP T G T USP42 c.T2279G p.L760R
XH_P38 7 6537821 6537821 Silent SNP G C G GRID2IP c.C3438G p.L1146L
XH_P38 7 6547902 6547902 Missense_Mutation SNP G A G GRID2IP c.C2258T p.P753L
XH_P38 7 6693079 6693079 Silent SNP C T C ZNF316 c.C1852T p.L618L
XH_P38 7 11581121 11581121 Missense_Mutation SNP T C T THSD7A c.A1747G p.N583D
XH_P38 7 11675855 11675855 Silent SNP C T C THSD7A c.G924A p.R308R
XH_P38 7 11676551 11676551 Silent SNP G T G THSD7A c.C228A p.P76P
XH_P38 7 14188806 14188806 Missense_Mutation SNP C T C DGKB c.G2308A p.G770S
XH_P38 7 16734506 16734506 Nonsense_Mutation SNP C G C BZW2 c.C699G p.Y233X
XH_P38 7 16816718 16816718 Missense_Mutation SNP G T G TSPAN13 c.G283T p.A95S



XH_P38 7 19156668 19156668 In_Frame_Ins INS - CCGCCGCCGCCCG - TWIST1 GGCGCGGGCGGC93delinsGAGGGGGS
XH_P38 7 19184732 19184732 Missense_Mutation SNP C A C FERD3L c.G254T p.G85V
XH_P38 7 20201458 20201458 Missense_Mutation SNP G A G MACC1 c.C28T p.R10W
XH_P38 7 21956405 21956405 Silent SNP G A G CDCA7L c.C132T p.C44C
XH_P38 7 23226747 23226747 Nonsense_Mutation INS - TTTAAATTCT - NUPL2 7_428insTTTAAAK143_K144delinsIX
XH_P38 7 27150028 27150028 Missense_Mutation SNP G A G HOXA3 c.C232T p.P78S
XH_P38 7 27204732 27204732 Silent SNP C A C HOXA9 c.G345T p.T115T
XH_P38 7 30113706 30113706 Silent SNP A G A PLEKHA8 c.A1320G p.T440T
XH_P38 7 30174773 30174773 Silent SNP C G C MTURN c.C21G p.A7A
XH_P38 7 30491311 30491311 Silent SNP C T C NOD1 c.G1722A p.A574A
XH_P38 7 30492237 30492237 Missense_Mutation SNP C T C NOD1 c.G796A p.E266K
XH_P38 7 31855569 31855569 Silent SNP G A G PDE1C c.C1782T p.A594A
XH_P38 7 34009946 34009946 Silent SNP C T C BMPER c.C408T p.G136G
XH_P38 7 34917740 34917740 Nonsense_Mutation SNP C T C NPSR1 c.C1045T p.R349X
XH_P38 7 35293193 35293193 Silent SNP A G A TBX20 c.T39C p.S13S
XH_P38 7 36656035 36656035 Missense_Mutation SNP G C G AOAH c.C701G p.A234G
XH_P38 7 36763672 36763672 Missense_Mutation SNP C T C AOAH c.G82A p.D28N
XH_P38 7 37960715 37960715 Silent SNP T C T EPDR1 c.T174C p.S58S
XH_P38 7 37961001 37961001 Silent SNP C A C EPDR1 c.C34A p.R12R
XH_P38 7 38305142 38305142 Silent SNP G C G TARP c.C126G p.G42G
XH_P38 7 43484310 43484310 Silent SNP T C T HECW1 c.T1539C p.S513S
XH_P38 7 44259706 44259706 Silent SNP G A G CAMK2B c.C1305T p.N435N
XH_P38 7 44747514 44747514 Silent SNP C T C OGDH c.C2976T p.T992T
XH_P38 7 44802545 44802545 Silent SNP C G C ZMIZ2 c.C1584G p.L528L
XH_P38 7 45113170 45113170 Silent SNP G A G CCM2 c.G642A p.T214T
XH_P38 7 45122464 45122464 Missense_Mutation SNP A C A NACAD c.T3315G p.D1105E
XH_P38 7 45123090 45123090 Missense_Mutation SNP G A G NACAD c.C2689T p.P897S
XH_P38 7 45124008 45124008 Missense_Mutation SNP T C T NACAD c.A1771G p.K591E
XH_P38 7 45124286 45124286 Missense_Mutation SNP A G A NACAD c.T1493C p.V498A
XH_P38 7 45124465 45124465 Missense_Mutation SNP A T A NACAD c.T1314A p.D438E
XH_P38 7 45753324 45753324 Silent SNP G A G ADCY1 c.G3090A p.R1030R
XH_P38 7 47408443 47408443 Missense_Mutation SNP C G C TNS3 c.G1800C p.Q600H
XH_P38 7 47913560 47913560 Missense_Mutation SNP G T G PKD1L1 c.C3833A p.P1278Q
XH_P38 7 47971626 47971626 Silent SNP G A G PKD1L1 c.C426T p.I142I
XH_P38 7 48081095 48081095 Missense_Mutation SNP G T G C7orf57 c.G220T p.A74S
XH_P38 7 50467941 50467941 Silent SNP C T C IKZF1 c.C486T p.N162N
XH_P38 7 55249063 55249063 Silent SNP G A G EGFR c.G1560A p.Q520Q
XH_P38 7 57528997 57528997 Missense_Mutation SNP T C T ZNF716 c.T830C p.V277A
XH_P38 7 63538449 63538449 Missense_Mutation SNP T A T ZNF727 c.T1022A p.I341N
XH_P38 7 63538450 63538450 Silent SNP T A T ZNF727 c.T1023A p.I341I
XH_P38 7 63796744 63796744 Silent SNP T C T ZNF736 c.T111C p.Y37Y
XH_P38 7 65579838 65579838 Missense_Mutation SNP A G A CRCP c.A23G p.E8G
XH_P38 7 66460358 66460358 Missense_Mutation SNP G A G SBDS c.C47T p.A16V
XH_P38 7 70597884 70597884 Silent SNP G A G GALNT17 c.G96A p.A32A
XH_P38 7 72418992 72418992 Missense_Mutation SNP C T C POM121 c.C2983T p.P995S
XH_P38 7 72436307 72436307 Missense_Mutation SNP C T C TRIM74 c.G382A p.V128I
XH_P38 7 72732993 72732993 Missense_Mutation SNP A G A TRIM50 c.T554C p.L185P
XH_P38 7 73012042 73012042 Missense_Mutation SNP G A G MLXIPL c.C1073T p.A358V
XH_P38 7 73013901 73013901 Silent SNP C T C MLXIPL c.G1026A p.P342P
XH_P38 7 73020337 73020337 Missense_Mutation SNP C G C MLXIPL c.G723C p.Q241H
XH_P38 7 73097654 73097654 Missense_Mutation SNP C T C DNAJC30 c.G100A p.G34R
XH_P38 7 73731906 73731906 Silent SNP C T C CLIP2 c.C30T p.P10P
XH_P38 7 73935578 73935578 Silent SNP C T C GTF2IRD1 c.C1053T p.N351N
XH_P38 7 73969541 73969541 Missense_Mutation SNP A G A GTF2IRD1 c.A2050G p.M684V
XH_P38 7 74193668 74193668 Missense_Mutation SNP G A G NCF1 c.G295A p.G99S
XH_P38 7 75034350 75034350 Missense_Mutation SNP T C T TRIM73 c.T724C p.W242R
XH_P38 7 75915093 75915093 Missense_Mutation SNP G A G SRRM3 c.G1973A p.R658H
XH_P38 7 75932101 75932101 Silent SNP G A G HSPB1 c.G72A p.P24P
XH_P38 7 76030355 76030355 Missense_Mutation SNP C T C SSC4D c.G139A p.A47T
XH_P38 7 76054372 76054372 Missense_Mutation SNP G A G ZP3 c.G91A p.G31R
XH_P38 7 76069629 76069629 Silent SNP G A G ZP3 c.G894A p.K298K
XH_P38 7 76132898 76132898 Silent SNP T C T DTX2 c.T1404C p.G468G
XH_P38 7 76140186 76140186 Missense_Mutation SNP T C T UPK3B c.T217C p.S73P
XH_P38 7 76916819 76916819 Silent SNP G A G CCDC146 c.G2340A p.Q780Q
XH_P38 7 76950686 76950686 Missense_Mutation SNP C A C GSAP c.G1217T p.W406L
XH_P38 7 86468516 86468516 Silent SNP C T C GRM3 c.C1686T p.C562C
XH_P38 7 90233544 90233544 Missense_Mutation SNP A T A CDK14 c.A104T p.D35V
XH_P38 7 90894459 90894459 In_Frame_Ins INS - CCG - FZD1 c.264_265insCCGp.Q88delinsQP
XH_P38 7 91641928 91641928 Silent SNP A G A AKAP9 c.A3504G p.E1168E
XH_P38 7 91691601 91691601 Silent SNP C T C AKAP9 c.C5778T p.G1926G
XH_P38 7 91712698 91712698 Missense_Mutation SNP A G A AKAP9 c.A8375G p.N2792S
XH_P38 7 91726927 91726927 Silent SNP A C A AKAP9 c.A10426C p.R3476R
XH_P38 7 91779971 91779971 Missense_Mutation SNP T G T LRRD1 c.A2155C p.I719L
XH_P38 7 92734451 92734451 Silent SNP A G A SAMD9 c.T960C p.Y320Y
XH_P38 7 92762681 92762681 Silent SNP A G A SAMD9L c.T2604C p.A868A
XH_P38 7 92970847 92970847 Silent SNP C T C VPS50 c.C2167T p.L723L
XH_P38 7 92985252 92985252 Silent SNP T C T VPS50 c.T2635C p.L879L
XH_P38 7 95001555 95001555 Silent SNP C T C PON3 c.G297A p.A99A
XH_P38 7 97823435 97823435 Missense_Mutation SNP G A G LMTK2 c.G3658A p.D1220N
XH_P38 7 97854393 97854393 Silent SNP G A G TECPR1 c.C2535T p.Y845Y
XH_P38 7 97863145 97863145 Silent SNP G A G TECPR1 c.C1260T p.V420V
XH_P38 7 98990419 98990419 Silent SNP G A G ARPC1B c.G909A p.Q303Q
XH_P38 7 99217424 99217424 Silent SNP G A G ZSCAN25 c.G195A p.E65E
XH_P38 7 99227172 99227172 Silent SNP A G A ZSCAN25 c.A1164G p.E388E
XH_P38 7 99474427 99474427 Missense_Mutation SNP A G A OR2AE1 c.T230C p.I77T
XH_P38 7 100238335 100238335 Silent SNP C T C TFR2 c.G447A p.G149G
XH_P38 7 100459443 100459443 Missense_Mutation SNP C A C SLC12A9 c.C1354A p.P452T
XH_P38 7 100609631 100609631 Missense_Mutation SNP C T C MUC3A c.C4193T p.A1398V
XH_P38 7 100634964 100634964 Missense_Mutation SNP C A C MUC12 c.C1120A p.P374T
XH_P38 7 100635375 100635375 Missense_Mutation SNP A C A MUC12 c.A1531C p.S511R
XH_P38 7 100635591 100635591 Missense_Mutation SNP C A C MUC12 c.C1747A p.R583S
XH_P38 7 100635679 100635679 Missense_Mutation SNP C G C MUC12 c.C1835G p.T612S
XH_P38 7 100639054 100639054 Missense_Mutation SNP G A G MUC12 c.G5210A p.R1737H
XH_P38 7 100641872 100641872 Silent SNP T C T MUC12 c.T8028C p.S2676S
XH_P38 7 100648117 100648117 Missense_Mutation SNP C G C MUC12 c.C14273G p.T4758R
XH_P38 7 100875772 100875772 Silent SNP T G T CLDN15 c.A606C p.P202P
XH_P38 7 101844851 101844851 Silent SNP A G A CUX1 c.A2307G p.P769P
XH_P38 7 102108532 102108532 Silent SNP G A G LRWD1 c.G246A p.R82R



XH_P38 7 102462538 102462538 Missense_Mutation SNP C A C FBXL13 c.G1832T p.G611V
XH_P38 7 102950891 102950891 Missense_Mutation SNP G A G PMPCB c.G1123A p.A375T
XH_P38 7 103474041 103474041 Missense_Mutation SNP G C G RELN c.C416G p.T139S
XH_P38 7 105621512 105621512 Silent SNP G T G CDHR3 c.G84T p.L28L
XH_P38 7 105671267 105671267 Silent SNP T C T CDHR3 c.T2070C p.D690D
XH_P38 7 106513011 106513011 Silent SNP C T C PIK3CG c.C2025T p.S675S
XH_P38 7 107167769 107167769 Missense_Mutation SNP T C T COG5 c.A544G p.I182V
XH_P38 7 107743664 107743664 Silent SNP A G A LAMB4 c.T1005C p.N335N
XH_P38 7 117306991 117306991 Silent SNP C T C CFTR c.C4272T p.Y1424Y
XH_P38 7 120969769 120969769 Missense_Mutation SNP G A G WNT16 c.G214A p.G72R
XH_P38 7 120979089 120979089 Missense_Mutation SNP C T C WNT16 c.C758T p.T253I
XH_P38 7 123594206 123594206 Silent SNP G A G SPAM1 c.G582A p.K194K
XH_P38 7 123599845 123599845 Missense_Mutation SNP A T A SPAM1 c.A1352T p.D451V
XH_P38 7 127721507 127721507 Silent SNP T C T SND1 c.T2064C p.T688T
XH_P38 7 127991133 127991133 Missense_Mutation SNP G A G PRRT4 c.C2477T p.P826L
XH_P38 7 127999645 127999645 Missense_Mutation SNP C T C PRRT4 c.G401A p.R134Q
XH_P38 7 128000004 128000004 Silent SNP G A G PRRT4 c.C42T p.C14C
XH_P38 7 128317658 128317658 Missense_Mutation SNP C T C FAM71F2 c.C406T p.R136W
XH_P38 7 128486363 128486363 Silent SNP C T C FLNC c.C3973T p.L1325L
XH_P38 7 128488734 128488734 Missense_Mutation SNP G A G FLNC c.G4700A p.R1567Q
XH_P38 7 128587352 128587381 In_Frame_Del DEL CGCCCACTCT - GCCGCCCACTCTG IRF5 c.502_531del p.168_177del
XH_P38 7 128641226 128641226 Silent SNP G C G TNPO3 c.C759G p.L253L
XH_P38 7 128843396 128843396 Missense_Mutation SNP G A G SMO c.G503A p.R168H
XH_P38 7 129938598 129938598 Missense_Mutation SNP G T G CPA4 c.G81T p.L27F
XH_P38 7 129950740 129950740 Missense_Mutation SNP G T G CPA4 c.G808T p.G270C
XH_P38 7 130022041 130022041 Silent SNP C T C CPA1 c.C474T p.Y158Y
XH_P38 7 131190696 131190696 Silent SNP T C T PODXL c.A1314G p.A438A
XH_P38 7 132192949 132192949 Silent SNP T C T PLXNA4 c.A504G p.S168S
XH_P38 7 133979711 133979711 Silent SNP G A G SLC35B4 c.C870T p.N290N
XH_P38 7 134849577 134849577 Silent SNP A C A TMEM140 c.A384C p.A128A
XH_P38 7 134925411 134925411 Silent SNP G A G STRA8 c.G201A p.A67A
XH_P38 7 135406176 135406176 Silent SNP A G A SLC13A4 c.T195C p.L65L
XH_P38 7 139138950 139138950 Missense_Mutation SNP C G C KLRG2 c.G1016C p.G339A
XH_P38 7 141429371 141429371 Missense_Mutation SNP T G T WEE2 c.T1576G p.Y526D
XH_P38 7 141920378 141920378 Missense_Mutation SNP A T A MGAM2 c.A6067T p.T2023S
XH_P38 7 143657801 143657801 Silent SNP A G A OR2F1 c.A738G p.T246T
XH_P38 7 143771408 143771408 Silent SNP G C G OR2A25 c.G96C p.L32L
XH_P38 7 143771536 143771536 Missense_Mutation SNP G A G OR2A25 c.G224A p.S75N
XH_P38 7 143771937 143771937 Missense_Mutation SNP G C G OR2A25 c.G625C p.A209P
XH_P38 7 143884103 143884103 Silent SNP G A G ARHGEF35 c.C1374T p.C458C
XH_P38 7 144060802 144060802 Missense_Mutation SNP C T C ARHGEF5 c.C1040T p.T347I
XH_P38 7 144077106 144077106 Missense_Mutation SNP G A G ARHGEF5 c.G4751A p.R1584Q
XH_P38 7 148311213 148311213 Missense_Mutation SNP C T C C7orf33 c.C284T p.P95L
XH_P38 7 148802229 148802229 Missense_Mutation SNP C T C ZNF425 c.G734A p.R245Q
XH_P38 7 149129098 149129098 Silent SNP G A G ZNF777 c.C2265T p.C755C
XH_P38 7 149511902 149511902 Silent SNP C T C SSPO c.C10452T p.C3484C
XH_P38 7 149513077 149513077 Silent SNP G C G SSPO c.G10980C p.S3660S
XH_P38 7 149513560 149513560 Silent SNP T C T SSPO c.T11181C p.S3727S
XH_P38 7 149515189 149515189 Splice_Site DEL A - A SSPO . .
XH_P38 7 149517978 149517978 Missense_Mutation SNP G T G SSPO c.G12321T p.Q4107H
XH_P38 7 149518148 149518148 Missense_Mutation SNP A G A SSPO c.A12491G p.H4164R
XH_P38 7 149518961 149518961 Silent SNP T C T SSPO c.T12765C p.A4255A
XH_P38 7 149543269 149543269 Missense_Mutation SNP C T C ZNF862 c.C166T p.R56C
XH_P38 7 149558409 149558409 Silent SNP G C G ZNF862 c.G2160C p.L720L
XH_P38 7 149559273 149559273 Silent SNP C T C ZNF862 c.C3024T p.L1008L
XH_P38 7 149559465 149559465 Silent SNP C T C ZNF862 c.C3216T p.G1072G
XH_P38 7 150034456 150034456 Missense_Mutation SNP G A G LRRC61 c.G506A p.G169D
XH_P38 7 150066900 150066900 Missense_Mutation SNP A G A REPIN1 c.A100G p.R34G
XH_P38 7 150094683 150094683 Missense_Mutation SNP G A G ZNF775 c.G1114A p.G372S
XH_P38 7 150217309 150217309 Missense_Mutation SNP C T C GIMAP7 c.C247T p.R83C
XH_P38 7 150325175 150325175 Missense_Mutation SNP C T C GIMAP6 c.G721A p.G241S
XH_P38 7 150439374 150439374 Silent SNP C A C GIMAP1-GIMAP c.C147A p.G49G
XH_P38 7 150491084 150491084 Missense_Mutation SNP T G T TMEM176B c.A280C p.S94R
XH_P38 7 150704250 150704250 Silent SNP C G C NOS3 c.C1998G p.A666A
XH_P38 7 150768786 150768786 Silent SNP G A G SLC4A2 c.G2175A p.T725T
XH_P38 7 150884602 150884602 Missense_Mutation SNP T C T ASB10 c.A208G p.S70G
XH_P38 7 151859288 151859288 Missense_Mutation SNP G T G KMT2C c.C11374A p.Q3792K
XH_P38 7 154667694 154667694 Silent SNP C T C DPP6 c.C1641T p.G547G
XH_P38 7 155251433 155251433 Missense_Mutation SNP C T C EN2 c.C361T p.L121F
XH_P38 7 155255214 155255214 Silent SNP G A G EN2 c.G834A p.A278A
XH_P38 7 155255332 155255332 Silent SNP T C T EN2 c.T952C p.L318L
XH_P38 7 155503920 155503920 Silent SNP A T A RBM33 c.A972T p.P324P
XH_P38 7 156742779 156742779 Silent SNP C A C NOM1 c.C348A p.A116A
XH_P38 7 157931091 157931091 Missense_Mutation SNP C T C PTPRN2 c.G913A p.V305M
XH_P38 7 157985149 157985149 Missense_Mutation SNP C G C PTPRN2 c.G305C p.S102T
XH_P38 8 1808256 1808256 Silent SNP A G A ARHGEF10 c.A387G p.V129V
XH_P38 8 1900911 1900911 Silent SNP C T C ARHGEF10 c.C3324T p.H1108H
XH_P38 8 2021421 2021421 Missense_Mutation SNP G T G MYOM2 c.G961T p.V321L
XH_P38 8 2820745 2820745 Silent SNP G C G CSMD1 c.C9453G p.L3151L
XH_P38 8 3351195 3351195 Silent SNP C A C CSMD1 c.G1398T p.L466L
XH_P38 8 6371291 6371291 Silent SNP A G A ANGPT2 c.T951C p.Y317Y
XH_P38 8 6389889 6389889 Silent SNP C A C ANGPT2 c.G408T p.A136A
XH_P38 8 7215807 7215807 Missense_Mutation SNP C A C ZNF705G c.G594T p.R198S
XH_P38 8 9414049 9414049 Silent SNP G A G TNKS c.G600A p.R200R
XH_P38 8 9564485 9564485 Silent SNP G A G TNKS c.G1434A p.P478P
XH_P38 8 10383138 10383138 Missense_Mutation SNP G A G PRSS55 c.G43A p.G15R
XH_P38 8 10464755 10464755 Missense_Mutation SNP C T C RP1L1 c.G6853A p.G2285R
XH_P38 8 10465942 10465942 Missense_Mutation SNP T A T RP1L1 c.A5666T p.D1889V
XH_P38 8 10468172 10468172 Missense_Mutation SNP G A G RP1L1 c.C3436T p.R1146W
XH_P38 8 10469030 10469030 Missense_Mutation SNP G A G RP1L1 c.C2578T p.R860W
XH_P38 8 10469340 10469340 Silent SNP G A G RP1L1 c.C2268T p.N756N
XH_P38 8 10469817 10469817 Silent SNP G A G RP1L1 c.C1791T p.G597G
XH_P38 8 10480211 10480211 Silent SNP T C T RP1L1 c.A501G p.T167T
XH_P38 8 10555301 10555301 Missense_Mutation SNP G T G C8orf74 c.G434T p.C145F
XH_P38 8 10557760 10557760 Missense_Mutation SNP A G A C8orf74 c.A664G p.I222V
XH_P38 8 10583909 10583909 Missense_Mutation SNP G C G SOX7 c.C506G p.T169S
XH_P38 8 10584067 10584067 Silent SNP C T C SOX7 c.G348A p.P116P
XH_P38 8 12957475 12957475 Missense_Mutation SNP C T C DLC1 c.G838A p.V280M



XH_P38 8 13424866 13424866 Silent SNP G C G C8orf48 c.G366C p.L122L
XH_P38 8 16012648 16012648 Missense_Mutation SNP G C G MSR1 c.C823G p.P275A
XH_P38 8 17500223 17500223 Silent SNP T C T PDGFRL c.T1041C p.F347F
XH_P38 8 19190491 19190491 Silent SNP A G A SH2D4A c.A72G p.K24K
XH_P38 8 19316086 19316086 Silent SNP G A G CSGALNACT1 c.C702T p.H234H
XH_P38 8 19363123 19363123 Silent SNP G A G CSGALNACT1 c.C223T p.L75L
XH_P38 8 20107601 20107601 Missense_Mutation SNP G C G LZTS1 c.C1423G p.L475V
XH_P38 8 20110641 20110641 Silent SNP C T C LZTS1 c.G801A p.E267E
XH_P38 8 21978469 21978469 Silent SNP A G A HR c.T2370C p.D790D
XH_P38 8 21978578 21978578 Silent SNP A G A HR c.T2367C p.S789S
XH_P38 8 21986657 21986657 Silent SNP C T C HR c.G27A p.K9K
XH_P38 8 23190941 23190941 Silent SNP T C T LOXL2 c.A939G p.S313S
XH_P38 8 23423697 23423697 Missense_Mutation SNP G A G SLC25A37 c.G287A p.R96Q
XH_P38 8 23429329 23429329 Silent SNP T C T SLC25A37 c.T525C p.F175F
XH_P38 8 24171051 24171051 Silent SNP C T C ADAM28 c.C534T p.H178H
XH_P38 8 24356818 24356818 Missense_Mutation SNP A C A ADAM7 c.A1912C p.N638H
XH_P38 8 26481697 26481697 Missense_Mutation SNP G A G DPYSL2 c.G667A p.A223T
XH_P38 8 26510792 26510792 Silent SNP T C T DPYSL2 c.T1821C p.P607P
XH_P38 8 27328511 27328511 Missense_Mutation SNP G A G CHRNA2 c.C65T p.T22I
XH_P38 8 27824045 27824045 Missense_Mutation SNP G A G SCARA5 c.C127T p.R43W
XH_P38 8 28206275 28206275 Silent SNP G C G ZNF395 c.C1503G p.A501A
XH_P38 8 28932797 28932797 Splice_Site SNP C A C KIF13B . .
XH_P38 8 36788479 36788479 Missense_Mutation SNP A G A KCNU1 c.A2747G p.N916S
XH_P38 8 37699716 37699718 In_Frame_Del DEL AGA - AGA ADGRA2 c.3860_3862delp.1287_1288del
XH_P38 8 37963239 37963239 Silent SNP C T C ASH2L c.C171T p.S57S
XH_P38 8 41166638 41166640 In_Frame_Del DEL GCT - GCT SFRP1 c.39_41del p.13_14del
XH_P38 8 54163562 54163562 Silent SNP C A C OPRK1 c.G36T p.P12P
XH_P38 8 59508134 59508134 Missense_Mutation SNP T C T NSMAF c.A1970G p.Y657C
XH_P38 8 67341378 67341378 Silent SNP G A G RRS1 c.G12A p.Q4Q
XH_P38 8 67341938 67341938 Missense_Mutation SNP G T G RRS1 c.G572T p.R191L
XH_P38 8 67342077 67342077 Silent SNP G A G RRS1 c.G711A p.E237E
XH_P38 8 71593425 71593425 Silent SNP G A G XKR9 c.G132A p.A44A
XH_P38 8 75233158 75233158 Missense_Mutation SNP G T G JPH1 c.C365A p.T122N
XH_P38 8 76465360 76465360 Silent SNP A G A HNF4G c.A543G p.K181K
XH_P38 8 77618751 77618751 Missense_Mutation SNP C A C ZFHX4 c.C2428A p.H810N
XH_P38 8 87076520 87076520 Missense_Mutation SNP C A C PSKH2 c.G526T p.A176S
XH_P38 8 90770315 90770315 Silent SNP C T C RIPK2 c.C27T p.A9A
XH_P38 8 95521985 95521985 Silent SNP A G A VIRMA c.T3810C p.P1270P
XH_P38 8 98787994 98787994 Silent SNP A G A LAPTM4B c.A30G p.P10P
XH_P38 8 98788033 98788033 Silent SNP G C G LAPTM4B c.G69C p.A23A
XH_P38 8 104948947 104948947 Silent SNP C G C RIMS2 c.C2061G p.G687G
XH_P38 8 105478933 105478933 Silent SNP G A G DPYS c.C216T p.F72F
XH_P38 8 110100245 110100245 Missense_Mutation SNP T G T TRHR c.T504G p.I168M
XH_P38 8 114186003 114186003 Missense_Mutation SNP T C T CSMD3 c.A657G p.I219M
XH_P38 8 119391791 119391791 Silent SNP T C T SAMD12 c.A471G p.L157L
XH_P38 8 123964953 123964953 Silent SNP C T C ZHX2 c.C1203T p.T401T
XH_P38 8 124658210 124658210 Silent SNP C T C KLHL38 c.G1515A p.A505A
XH_P38 8 125463250 125463250 Missense_Mutation SNP T C T TRMT12 c.T82C p.W28R
XH_P38 8 125463435 125463435 Silent SNP C G C TRMT12 c.C267G p.L89L
XH_P38 8 125499363 125499363 Silent SNP G A G RNF139 c.G1473A p.S491S
XH_P38 8 139164192 139164192 Silent SNP G A G FAM135B c.C2526T p.P842P
XH_P38 8 139164570 139164570 Silent SNP C T C FAM135B c.G2148A p.P716P
XH_P38 8 141461062 141461062 Silent SNP G A G TRAPPC9 c.C411T p.N137N
XH_P38 8 142199229 142199229 Missense_Mutation SNP G A G DENND3 c.G2989A p.G997R
XH_P38 8 142200467 142200467 Silent SNP G A G DENND3 c.G3090A p.P1030P
XH_P38 8 142204326 142204326 Silent SNP C G C DENND3 c.C3591G p.G1197G
XH_P38 8 142228149 142228149 Silent SNP G A G SLC45A4 c.C1437T p.T479T
XH_P38 8 142228686 142228686 Silent SNP G A G SLC45A4 c.C900T p.L300L
XH_P38 8 142228909 142228909 Missense_Mutation SNP G A G SLC45A4 c.C677T p.P226L
XH_P38 8 142229834 142229834 Silent SNP G A G SLC45A4 c.C372T p.T124T
XH_P38 8 143782044 143782044 Silent SNP A G A LY6K c.A99G p.R33R
XH_P38 8 143808951 143808951 Silent SNP C T C THEM6 c.C187T p.L63L
XH_P38 8 143809193 143809193 Silent SNP C T C THEM6 c.C429T p.G143G
XH_P38 8 143956693 143956693 Missense_Mutation SNP G A G CYP11B1 c.C1157T p.A386V
XH_P38 8 143957163 143957163 Silent SNP C G C CYP11B1 c.G1086C p.L362L
XH_P38 8 143960597 143960597 Silent SNP G A G CYP11B1 c.C246T p.D82D
XH_P38 8 143961102 143961102 Missense_Mutation SNP C T C CYP11B1 c.G128A p.R43Q
XH_P38 8 143994041 143994041 Missense_Mutation SNP C T C CYP11B2 c.G1303A p.G435S
XH_P38 8 144102747 144102747 Silent SNP C T C LY6E c.C69T p.C23C
XH_P38 8 144130643 144130643 Missense_Mutation SNP G A G C8orf31 c.G373A p.G125R
XH_P38 8 144239859 144239859 Silent SNP A G A LY6H c.T294C p.C98C
XH_P38 8 144623574 144623574 Missense_Mutation SNP T C T ZC3H3 c.A18G p.I6M
XH_P38 8 144654594 144654594 Missense_Mutation SNP G T G MROH6 c.C291A p.H97Q
XH_P38 8 144654693 144654693 Silent SNP G C G MROH6 c.C192G p.P64P
XH_P38 8 144671244 144671244 Silent SNP C G C EEF1D c.G1008C p.R336R
XH_P38 8 144681714 144681714 Silent SNP G A G TIGD5 c.G1641A p.E547E
XH_P38 8 144688736 144688736 Missense_Mutation SNP C G C PYCR3 c.G426C p.K142N
XH_P38 8 144697070 144697070 Missense_Mutation SNP T C T TSTA3 c.A295G p.M99V
XH_P38 8 144801243 144801243 Silent SNP C T C MAPK15 c.C498T p.P166P
XH_P38 8 144808747 144808747 Silent SNP G A G FAM83H c.C2884T p.L962L
XH_P38 8 144941419 144941419 Silent SNP C T C EPPK1 c.G6003A p.A2001A
XH_P38 8 144997783 144997783 Missense_Mutation SNP G A G PLEC c.C6272T p.A2091V
XH_P38 8 144998514 144998514 Silent SNP C T C PLEC c.G5541A p.A1847A
XH_P38 8 145009203 145009203 Silent SNP G A G PLEC c.C759T p.D253D
XH_P38 8 145058539 145058539 Missense_Mutation SNP T C T PARP10 c.A1555G p.S519G
XH_P38 8 145065682 145065682 Silent SNP G A G GRINA c.G291A p.G97G
XH_P38 8 145583707 145583707 Silent SNP C T C SLC52A2 c.C555T p.L185L
XH_P38 8 145603114 145603114 Missense_Mutation SNP A C A ADCK5 c.A51C p.R17S
XH_P38 8 145640720 145640720 Silent SNP C G C SLC39A4 c.G483C p.L161L
XH_P38 8 145661320 145661320 Silent SNP G A G TONSL c.C2496T p.A832A
XH_P38 8 145661675 145661675 Missense_Mutation SNP G A G TONSL c.C2141T p.A714V
XH_P38 8 145729727 145729727 Missense_Mutation SNP C A C GPT c.C40A p.H14N
XH_P38 8 145732017 145732017 Missense_Mutation SNP C G C GPT c.C1265G p.P422R
XH_P38 8 145737816 145737816 Missense_Mutation SNP C T C RECQL4 c.G3014A p.R1005Q
XH_P38 8 145747920 145747920 Missense_Mutation SNP T G T LRRC24 c.A1481C p.E494A
XH_P38 8 145752900 145752900 Silent SNP C T C C8orf82 c.G477A p.P159P
XH_P38 9 712040 712040 In_Frame_Ins INS - AGCTGT - KANK1 800_801insAGCTp.A267delinsAAV
XH_P38 9 841971 841971 Missense_Mutation SNP T A T DMRT1 c.T133A p.S45T



XH_P38 9 2718351 2718351 Silent SNP G A G KCNV2 c.G612A p.E204E
XH_P38 9 4564432 4564432 Silent SNP G A G SLC1A1 c.G414A p.T138T
XH_P38 9 5050706 5050706 Silent SNP C T C JAK2 c.C42T p.H14H
XH_P38 9 5763354 5763354 Missense_Mutation SNP T C T RIC1 c.T2216C p.I739T
XH_P38 9 6007767 6007767 Silent SNP C A C KIAA2026 c.G21T p.P7P
XH_P38 9 6015011 6015011 Silent SNP T C T RANBP6 c.A597G p.T199T
XH_P38 9 18681821 18681821 Silent SNP A G A ADAMTSL1 c.A1353G p.T451T
XH_P38 9 18777191 18777191 Silent SNP G T G ADAMTSL1 c.G2964T p.P988P
XH_P38 9 19058048 19058048 Missense_Mutation SNP G A G HAUS6 c.C2612T p.S871F
XH_P38 9 19516280 19516280 Silent SNP G C G SLC24A2 c.C1806G p.L602L
XH_P38 9 20346570 20346570 Silent SNP G A G MLLT3 c.C1569T p.I523I
XH_P38 9 21227621 21227621 Missense_Mutation SNP T C T IFNA17 c.A552G p.I184M
XH_P38 9 32784414 32784414 Missense_Mutation SNP G A G TMEM215 c.G233A p.R78H
XH_P38 9 34242094 34242094 Missense_Mutation SNP T A T UBAP1 c.T1263A p.N421K
XH_P38 9 34310927 34310927 Missense_Mutation SNP T C T KIF24 c.A418G p.M140V
XH_P38 9 34311195 34311195 Missense_Mutation SNP G C G KIF24 c.C150G p.D50E
XH_P38 9 34500821 34500821 Missense_Mutation SNP G A G DNAI1 c.G1015A p.V339I
XH_P38 9 34637329 34637329 Silent SNP C T C SIGMAR1 c.G240A p.Q80Q
XH_P38 9 34726182 34726182 Missense_Mutation SNP A G A FAM205A c.T1055C p.F352S
XH_P38 9 35560358 35560366 In_Frame_Del DEL GAAGAGGAA - GAAGAGGAA RUSC2 c.1087_1095del p.363_365del
XH_P38 9 35704150 35704150 Silent SNP C T C TLN1 c.G6069A p.A2023A
XH_P38 9 37442190 37442190 Missense_Mutation SNP G A G ZBTB5 c.C359T p.T120M
XH_P38 9 37740637 37740637 Silent SNP T C T FRMPD1 c.T2112C p.A704A
XH_P38 9 37745413 37745413 Silent SNP G A G FRMPD1 c.G3384A p.E1128E
XH_P38 9 37948724 37948724 Silent SNP T C T SHB c.A1254G p.G418G
XH_P38 9 38068532 38068532 Silent SNP A G A SHB c.T111C p.P37P
XH_P38 9 38595886 38595886 Missense_Mutation SNP T C T ANKRD18A c.A1451G p.N484S
XH_P38 9 39118196 39118196 Missense_Mutation SNP C A C CNTNAP3 c.G2141T p.G714V
XH_P38 9 71002491 71002491 Silent SNP C T C PGM5 c.C684T p.D228D
XH_P38 9 71628207 71628207 Missense_Mutation SNP G C G PRKACG c.C802G p.H268D
XH_P38 9 72741247 72741247 Silent SNP C T C MAMDC2 c.C816T p.Y272Y
XH_P38 9 72755129 72755131 In_Frame_Del DEL AAA - AAA MAMDC2 c.1063_1065del p.355_355del
XH_P38 9 73028223 73028223 Silent SNP C T C KLF9 c.G57A p.S19S
XH_P38 9 77377410 77377410 Missense_Mutation SNP C T C TRPM6 c.G4162A p.V1388I
XH_P38 9 77502160 77502160 Missense_Mutation SNP G A G TRPM6 c.C5T p.T2I
XH_P38 9 78773953 78773953 Silent SNP G A G PCSK5 c.G1485A p.S495S
XH_P38 9 79320847 79320847 Missense_Mutation SNP G C G PRUNE2 c.C6343G p.Q2115E
XH_P38 9 80851350 80851350 Silent SNP G C G CEP78 c.G84C p.S28S
XH_P38 9 84605747 84605747 Missense_Mutation SNP G A G SPATA31D1 c.G362A p.R121H
XH_P38 9 88692336 88692336 Silent SNP C T C GOLM1 c.G300A p.Q100Q
XH_P38 9 90588903 90588903 Silent SNP C T C CDK20 c.G123A p.E41E
XH_P38 9 90744737 90744737 Missense_Mutation SNP G A G SPATA31C2 c.C3215T p.A1072V
XH_P38 9 90747121 90747121 Silent SNP G A G SPATA31C2 c.C831T p.G277G
XH_P38 9 90749692 90749692 Silent SNP C T C SPATA31C2 c.G180A p.K60K
XH_P38 9 91606390 91606390 Silent SNP G A G C9orf47 c.G252A p.P84P
XH_P38 9 93641151 93641151 Silent SNP T C T SYK c.T1428C p.N476N
XH_P38 9 94486688 94486688 Silent SNP G A G ROR2 c.C2088T p.Y696Y
XH_P38 9 94495608 94495608 Missense_Mutation SNP T C T ROR2 c.A733G p.T245A
XH_P38 9 95838070 95838070 Silent SNP G C G SUSD3 c.G93C p.T31T
XH_P38 9 95993170 95993170 Silent SNP A G A WNK2 c.A855G p.T285T
XH_P38 9 96051785 96051785 Silent SNP C T C WNK2 c.C4749T p.F1583F
XH_P38 9 96097673 96097673 Silent SNP G A G C9orf129 c.C348T p.G116G
XH_P38 9 96214928 96214928 Missense_Mutation SNP G A G FAM120AOS c.C64T p.L22F
XH_P38 9 96714491 96714491 Silent SNP C G C BARX1 c.G720C p.P240P
XH_P38 9 98638288 98638288 Missense_Mutation SNP A G A ERCC6L2 c.A1G p.M1V
XH_P38 9 99180243 99180243 Silent SNP G A G ZNF367 c.C72T p.H24H
XH_P38 9 99700727 99700727 Missense_Mutation SNP T A T NUTM2G c.T1522A p.S508T
XH_P38 9 100194406 100194406 Missense_Mutation SNP T C T TDRD7 c.T227C p.V76A
XH_P38 9 100672338 100672338 Missense_Mutation SNP C T C TRMO c.G970A p.V324M
XH_P38 9 101748356 101748356 Missense_Mutation SNP A G A COL15A1 c.A610G p.M204V
XH_P38 9 102591042 102591042 Missense_Mutation SNP A G A NR4A3 c.A718G p.S240G
XH_P38 9 104309445 104309445 Silent SNP T C T RNF20 c.T921C p.Y307Y
XH_P38 9 104449063 104449063 Silent SNP C T C GRIN3A c.G1119A p.G373G
XH_P38 9 107331722 107331722 Missense_Mutation SNP G C G OR13C8 c.G274C p.V92L
XH_P38 9 110249648 110249648 Missense_Mutation SNP G A G KLF4 c.C1027T p.H343Y
XH_P38 9 110250186 110250186 Silent SNP C A C KLF4 c.G489T p.A163A
XH_P38 9 111653574 111653574 Silent SNP C G C ELP1 c.G2022C p.L674L
XH_P38 9 111727670 111727670 Missense_Mutation SNP C G C CTNNAL1 c.G1579C p.E527Q
XH_P38 9 111755008 111755008 Silent SNP C T C CTNNAL1 c.G423A p.V141V
XH_P38 9 113166792 113166792 Missense_Mutation SNP A T A SVEP1 c.T9481A p.F3161I
XH_P38 9 113169126 113169126 Silent SNP G A G SVEP1 c.C8754T p.H2918H
XH_P38 9 113169630 113169630 Silent SNP T C T SVEP1 c.A8250G p.A2750A
XH_P38 9 113169631 113169631 Missense_Mutation SNP G A G SVEP1 c.C8249T p.A2750V
XH_P38 9 113208250 113208250 Missense_Mutation SNP T G T SVEP1 c.A4330C p.M1444L
XH_P38 9 114246717 114246717 Missense_Mutation SNP C T C KIAA0368 c.G196A p.E66K
XH_P38 9 115652836 115652836 Silent SNP G A G SLC46A2 c.C126T p.L42L
XH_P38 9 115968797 115968797 Missense_Mutation SNP C T C FKBP15 c.G316A p.A106T
XH_P38 9 116060124 116060124 Missense_Mutation SNP T C T RNF183 c.A341G p.Q114R
XH_P38 9 116060221 116060221 Missense_Mutation SNP C T C RNF183 c.G244A p.A82T
XH_P38 9 116153900 116153900 Silent SNP A G A ALAD c.T144C p.Y48Y
XH_P38 9 116346118 116346118 Missense_Mutation SNP G A G RGS3 c.G389A p.R130Q
XH_P38 9 116346236 116346236 Silent SNP G A G RGS3 c.G507A p.A169A
XH_P38 9 116356776 116356776 Silent SNP C T C RGS3 c.C57T p.P19P
XH_P38 9 117050998 117050998 Missense_Mutation SNP G A G COL27A1 c.G4061A p.R1354Q
XH_P38 9 117051534 117051534 Missense_Mutation SNP C T C COL27A1 c.C4165T p.P1389S
XH_P38 9 117139280 117139280 Silent SNP T C T AKNA c.A450G p.P150P
XH_P38 9 117166246 117166246 Missense_Mutation SNP A G A WHRN c.T1295C p.V432A
XH_P38 9 117792583 117792583 Missense_Mutation SNP C G C TNC c.G6022C p.E2008Q
XH_P38 9 117808785 117808785 Missense_Mutation SNP T A T TNC c.A5029T p.I1677L
XH_P38 9 117848201 117848201 Silent SNP T C T TNC c.A1809G p.Q603Q
XH_P38 9 118949998 118949998 Silent SNP C T C PAPPA c.C981T p.C327C
XH_P38 9 119491365 119491365 Missense_Mutation SNP C A C ASTN2 c.G2379T p.R793S
XH_P38 9 123583192 123583192 Silent SNP A G A PSMD5 c.T1053C p.D351D
XH_P38 9 123769200 123769200 Missense_Mutation SNP C T C C5 c.G2422A p.V808I
XH_P38 9 123780005 123780005 Silent SNP G A G C5 c.C1650T p.Y550Y
XH_P38 9 124535282 124535282 Silent SNP G A G DAB2IP c.G2103A p.P701P
XH_P38 9 124632992 124632992 Missense_Mutation SNP T C T TTLL11 c.A1787G p.E596G
XH_P38 9 126132919 126132919 Silent SNP G A G CRB2 c.G1587A p.A529A



XH_P38 9 126133497 126133497 Silent SNP C T C CRB2 c.C2076T p.S692S
XH_P38 9 127618162 127618162 Silent SNP G A G WDR38 c.G183A p.T61T
XH_P38 9 129595667 129595667 Silent SNP C T C ZBTB43 c.C879T p.I293I
XH_P38 9 129854199 129854199 Silent SNP G A G ANGPTL2 c.C1032T p.D344D
XH_P38 9 130164927 130164927 Silent SNP G A G SLC2A8 c.G129A p.P43P
XH_P38 9 130504070 130504070 Silent SNP G A G SH2D3C c.C1611T p.A537A
XH_P38 9 130677112 130677112 Silent SNP G A G ST6GALNAC4 c.C21T p.L7L
XH_P38 9 130885353 130885353 Silent SNP A G A PTGES2 c.T747C p.N249N
XH_P38 9 131088076 131088076 Missense_Mutation SNP G A G COQ4 c.G221A p.R74Q
XH_P38 9 131670919 131670919 Silent SNP T C T LRRC8A c.T1476C p.R492R
XH_P38 9 132630570 132630570 Missense_Mutation SNP G A G USP20 c.G977A p.R326Q
XH_P38 9 132638424 132638424 Silent SNP C T C USP20 c.C2316T p.P772P
XH_P38 9 132686143 132686143 Missense_Mutation SNP A G A FNBP1 c.T1150C p.F384L
XH_P38 9 133556993 133557007 In_Frame_Del DEL CCGCCGCCGC - GCCGCCGCCGCCG PRDM12 c.1041_1055del p.347_352del
XH_P38 9 133759864 133759864 Silent SNP G A G ABL1 c.G2187A p.T729T
XH_P38 9 133901819 133901819 Missense_Mutation SNP C A C LAMC3 c.C521A p.P174H
XH_P38 9 133914285 133914285 Silent SNP G A G LAMC3 c.G1011A p.T337T
XH_P38 9 134350854 134350854 Missense_Mutation SNP G A G PRRC2B c.G3338A p.R1113Q
XH_P38 9 134363270 134363270 Silent SNP G C G PRRC2B c.G6012C p.L2004L
XH_P38 9 134400534 134400534 Missense_Mutation SNP A G A UCK1 c.T700C p.S234P
XH_P38 9 134473655 134473655 Silent SNP C T C RAPGEF1 c.G2037A p.E679E
XH_P38 9 135073877 135073877 Silent SNP C T C NTNG2 c.C738T p.F246F
XH_P38 9 135273607 135273607 Silent SNP C G C TTF1 c.G153C p.L51L
XH_P38 9 135974100 135974100 Silent SNP G A G RALGDS c.C2454T p.T818T
XH_P38 9 135985796 135985796 Silent SNP C T C RALGDS c.G210A p.V70V
XH_P38 9 136006421 136006421 Frame_Shift_Del DEL G - G RALGDS c.50delC p.P17fs
XH_P38 9 136199466 136199466 Missense_Mutation SNP G A G SURF6 c.C523T p.R175W
XH_P38 9 136199503 136199503 Missense_Mutation SNP G A G SURF6 c.C487T p.R163W
XH_P38 9 136268084 136268084 Missense_Mutation SNP A G A STKLD1 c.A1417G p.K473E
XH_P38 9 136505114 136505114 Silent SNP A G A DBH c.A486G p.E162E
XH_P38 9 136507473 136507473 Missense_Mutation SNP G A G DBH c.G631A p.A211T
XH_P38 9 136573412 136573412 Silent SNP G A G SARDH c.C1467T p.H489H
XH_P38 9 136915508 136915508 Silent SNP C T C BRD3 c.G702A p.P234P
XH_P38 9 137619195 137619195 Silent SNP C T C COL5A1 c.C738T p.T246T
XH_P38 9 137711997 137711997 Silent SNP G C G COL5A1 c.G4482C p.P1494P
XH_P38 9 137777727 137777727 Silent SNP C T C FCN2 c.C429T p.H143H
XH_P38 9 137801800 137801800 Silent SNP T C T FCN1 c.A825G p.Q275Q
XH_P38 9 137804360 137804360 Silent SNP A G A FCN1 c.T570C p.N190N
XH_P38 9 138377433 138377433 Silent SNP G A G PPP1R26 c.G1077A p.A359A
XH_P38 9 138516128 138516128 Missense_Mutation SNP C T C GLT6D1 c.G646A p.A216T
XH_P38 9 138516347 138516347 Frame_Shift_Del DEL A - A GLT6D1 c.427delT p.W143fs
XH_P38 9 138714620 138714620 Silent SNP G A G CAMSAP1 c.C1887T p.S629S
XH_P38 9 138903635 138903635 Silent SNP G A G NACC2 c.C1491T p.A497A
XH_P38 9 138908250 138908250 Silent SNP C T C NACC2 c.G912A p.P304P
XH_P38 9 139256495 139256495 Missense_Mutation SNP G T G DNLZ c.C506A p.P169H
XH_P38 9 139265088 139265088 Silent SNP C T C CARD9 c.G693A p.T231T
XH_P38 9 139265870 139265870 Silent SNP G A G CARD9 c.C228T p.Y76Y
XH_P38 9 139270876 139270876 Missense_Mutation SNP G A G SNAPC4 c.C4342T p.P1448S
XH_P38 9 139273288 139273288 Silent SNP C T C SNAPC4 c.G2991A p.E997E
XH_P38 9 139289825 139289825 Silent SNP A G A SNAPC4 c.T396C p.D132D
XH_P38 9 139298607 139298607 Missense_Mutation SNP G A G SDCCAG3 c.C889T p.R297W
XH_P38 9 139301960 139301960 Silent SNP G A G SDCCAG3 c.C237T p.T79T
XH_P38 9 139311471 139311471 Silent SNP C T C PMPCA c.C309T p.N103N
XH_P38 9 139350125 139350125 Missense_Mutation SNP C T C SEC16A c.G5785A p.A1929T
XH_P38 9 139391543 139391543 Silent SNP C T C NOTCH1 c.G6648A p.P2216P
XH_P38 9 139402694 139402694 Silent SNP C A C NOTCH1 c.G3315T p.A1105A
XH_P38 9 139617662 139617662 Silent SNP T C T FAM69B c.T732C p.L244L
XH_P38 9 139634495 139634495 Nonsense_Mutation SNP G A G LCN10 c.C481T p.Q161X
XH_P38 9 139636334 139636334 Missense_Mutation SNP G A G LCN10 c.C256T p.R86W
XH_P38 9 139693596 139693596 Missense_Mutation SNP T C T CCDC183 c.T113C p.M38T
XH_P38 9 139733769 139733769 Missense_Mutation SNP C T C RABL6 c.C1592T p.P531L
XH_P38 9 139753246 139753246 Missense_Mutation SNP C T C MAMDC4 c.C2897T p.P966L
XH_P38 9 139873565 139873565 Missense_Mutation SNP C G C PTGDS c.C235G p.L79V
XH_P38 9 139996099 139996099 Missense_Mutation SNP G A G MAN1B1 c.G1229A p.R410H
XH_P38 9 140008934 140008934 Silent SNP A G A DPP7 c.T162C p.P54P
XH_P38 9 140051376 140051376 Silent SNP G A G GRIN1 c.G855A p.V285V
XH_P38 9 140109871 140109871 Missense_Mutation SNP C T C NDOR1 c.C1084T p.R362W
XH_P38 9 140323749 140323749 Missense_Mutation SNP C T C NOXA1 c.C526T p.R176W
XH_P38 9 140372570 140372570 Missense_Mutation SNP G A G PNPLA7 c.C2723T p.P908L
XH_P38 9 140917779 140917779 Missense_Mutation SNP G T G CACNA1B c.G2584T p.A862S
XH_P38 9 141016262 141016262 Missense_Mutation SNP T G T CACNA1B c.T6644G p.L2215R
XH_P38 10 429977 429977 Silent SNP G A G DIP2C c.C1866T p.G622G
XH_P38 10 3150973 3150973 Silent SNP C T C PFKP c.C303T p.F101F
XH_P38 10 3197856 3197856 Missense_Mutation SNP C G C PITRM1 c.G1452C p.Q484H
XH_P38 10 5415954 5415954 Missense_Mutation SNP A G A UCN3 c.A271G p.R91G
XH_P38 10 5541181 5541181 Missense_Mutation SNP T C T CALML5 c.A221G p.K74R
XH_P38 10 5541183 5541183 Silent SNP C T C CALML5 c.G219A p.A73A
XH_P38 10 5541230 5541230 Missense_Mutation SNP T C T CALML5 c.A172G p.S58G
XH_P38 10 7605243 7605243 Missense_Mutation SNP C T C ITIH5 c.G1990A p.V664I
XH_P38 10 7679393 7679393 Silent SNP C T C ITIH5 c.G450A p.K150K
XH_P38 10 7780646 7780646 Missense_Mutation SNP C G C ITIH2 c.C2020G p.P674A
XH_P38 10 14816448 14816448 Missense_Mutation SNP G A G FAM107B c.C215T p.A72V
XH_P38 10 15255835 15255835 Silent SNP C T C FAM171A1 c.G1752A p.P584P
XH_P38 10 15255915 15255915 Missense_Mutation SNP C T C FAM171A1 c.G1672A p.G558S
XH_P38 10 15256194 15256194 Missense_Mutation SNP G A G FAM171A1 c.C1393T p.P465S
XH_P38 10 16918972 16918972 Silent SNP A G A CUBN c.T9030C p.A3010A
XH_P38 10 17216556 17216556 Missense_Mutation SNP C T C TRDMT1 c.G68A p.R23Q
XH_P38 10 19425531 19425531 Missense_Mutation SNP A G A MALRD1 c.A1232G p.Q411R
XH_P38 10 19678449 19678449 Missense_Mutation SNP A G A MALRD1 c.A4756G p.M1586V
XH_P38 10 20506418 20506418 Missense_Mutation SNP G A G PLXDC2 c.G1039A p.V347I
XH_P38 10 21415006 21415006 Missense_Mutation SNP T C T C10orf113 c.A214G p.R72G
XH_P38 10 23481621 23481621 Silent SNP C T C PTF1A c.C162T p.S54S
XH_P38 10 24813454 24813454 Missense_Mutation SNP G A G KIAA1217 c.G1708A p.A570T
XH_P38 10 27459670 27459670 Silent SNP C T C MASTL c.C1782T p.I594I
XH_P38 10 29783908 29783908 Missense_Mutation SNP A G A SVIL c.T2498C p.M833T
XH_P38 10 30316208 30316208 Missense_Mutation SNP T C T JCAD c.A2869G p.R957G
XH_P38 10 30316872 30316872 Silent SNP T C T JCAD c.A2205G p.A735A
XH_P38 10 35929131 35929131 Silent SNP G A G FZD8 c.C1227T p.A409A



XH_P38 10 45430462 45430462 Silent SNP C T C TMEM72 c.C354T p.A118A
XH_P38 10 45472899 45472899 Missense_Mutation SNP G A G C10orf10 c.C580T p.R194C
XH_P38 10 45473317 45473317 Silent SNP C T C C10orf10 c.G162A p.L54L
XH_P38 10 45939617 45939617 Silent SNP A G A ALOX5 c.A1728G p.P576P
XH_P38 10 45958676 45958676 Silent SNP G A G MARCH8 c.C1011T p.S337S
XH_P38 10 45958881 45958881 Missense_Mutation SNP A G A MARCH8 c.T806C p.L269S
XH_P38 10 46224381 46224381 Silent SNP C T C WASHC2C c.C198T p.D66D
XH_P38 10 46321527 46321527 Missense_Mutation SNP G A G AGAP4 c.C1828T p.R610C
XH_P38 10 46321905 46321905 Missense_Mutation SNP G A G AGAP4 c.C1450T p.R484C
XH_P38 10 46968665 46968665 Silent SNP G A G SYT15 c.C271T p.L91L
XH_P38 10 47756065 47756065 Silent SNP C T C ANXA8L1 c.C354T p.D118D
XH_P38 10 49654545 49654545 Silent SNP C T C ARHGAP22 c.G1716A p.A572A
XH_P38 10 50533776 50533776 Silent SNP C G C C10orf71 c.C3186G p.P1062P
XH_P38 10 50534599 50534599 Missense_Mutation SNP G A G C10orf71 c.G4009A p.G1337S
XH_P38 10 52002980 52002980 Silent SNP T G T ASAH2 c.A492C p.S164S
XH_P38 10 52005153 52005153 Silent SNP A G A ASAH2 c.T189C p.A63A
XH_P38 10 52573698 52573698 Silent SNP G A G A1CF c.C1242T p.L414L
XH_P38 10 54074757 54074757 Silent SNP A G A DKK1 c.A318G p.A106A
XH_P38 10 61831744 61831744 Silent SNP A G A ANK3 c.T8895C p.A2965A
XH_P38 10 63450379 63450379 Silent SNP G A G C10orf107 c.G288A p.E96E
XH_P38 10 64565011 64565011 Silent SNP G A G ADO c.G192A p.E64E
XH_P38 10 64967951 64967956 In_Frame_Del DEL CTAAAC - CTAAAC JMJD1C c.2816_2821del p.939_941del
XH_P38 10 64974380 64974380 Missense_Mutation SNP G C G JMJD1C c.C890G p.T297S
XH_P38 10 70940191 70940191 Silent SNP C T C SUPV3L1 c.C144T p.A48A
XH_P38 10 71026510 71026510 Missense_Mutation SNP C A C HKDC1 c.C2751A p.N917K
XH_P38 10 71168727 71168727 Missense_Mutation SNP C T C TACR2 c.G692A p.G231E
XH_P38 10 71332204 71332204 Missense_Mutation SNP A G A NEUROG3 c.T596C p.F199S
XH_P38 10 71391542 71391542 Missense_Mutation SNP G A G C10orf35 c.G43A p.D15N
XH_P38 10 71678058 71678058 Silent SNP C G C COL13A1 c.C843G p.A281A
XH_P38 10 71874048 71874048 Silent SNP G A G AIFM2 c.C1008T p.D336D
XH_P38 10 72289701 72289701 Silent SNP G A G PALD1 c.G345A p.V115V
XH_P38 10 72358340 72358340 Silent SNP C T C PRF1 c.G1137A p.R379R
XH_P38 10 72358655 72358655 Silent SNP G A G PRF1 c.C822T p.A274A
XH_P38 10 72517837 72517837 Silent SNP C T C ADAMTS14 c.C3057T p.P1019P
XH_P38 10 72520259 72520259 Missense_Mutation SNP C T C ADAMTS14 c.C3322T p.P1108S
XH_P38 10 73051388 73051388 Silent SNP T C T UNC5B c.T1461C p.D487D
XH_P38 10 73466709 73466709 Silent SNP T C T CDH23 c.T3009C p.S1003S
XH_P38 10 73500599 73500599 Silent SNP C T C CDH23 c.C4509T p.G1503G
XH_P38 10 73520632 73520632 Missense_Mutation SNP A C A VSIR c.T561G p.D187E
XH_P38 10 73550969 73550969 Missense_Mutation SNP G A G CDH23 c.G6130A p.E2044K
XH_P38 10 73562744 73562744 Silent SNP G A G CDH23 c.G852A p.A284A
XH_P38 10 75406764 75406764 Silent SNP G C G SYNPO2L c.C1974G p.A658A
XH_P38 10 75406912 75406912 Missense_Mutation SNP G T G SYNPO2L c.C1826A p.S609Y
XH_P38 10 75407290 75407290 Missense_Mutation SNP G A G SYNPO2L c.C1448T p.P483L
XH_P38 10 75407649 75407649 Silent SNP A C A SYNPO2L c.T1089G p.P363P
XH_P38 10 75519905 75519905 Missense_Mutation SNP G T G SEC24C c.G611T p.R204L
XH_P38 10 81373674 81373674 Silent SNP T C T SFTPA1 c.T552C p.Y184Y
XH_P38 10 81465826 81465826 Silent SNP C T C NUTM2B c.C411T p.T137T
XH_P38 10 88441431 88441431 Missense_Mutation SNP C T C LDB3 c.C560T p.P187L
XH_P38 10 88696622 88696622 Missense_Mutation SNP C G C MMRN2 c.G2728C p.V910L
XH_P38 10 88719789 88719789 Missense_Mutation SNP C G C SNCG c.C247G p.R83G
XH_P38 10 88722398 88722398 Nonstop_Mutation SNP A T A SNCG c.A381T p.X127C
XH_P38 10 89623716 89623716 Missense_Mutation SNP G A G PTEN c.G10A p.G4R
XH_P38 10 90429652 90429652 Missense_Mutation SNP A G A LIPF c.A382G p.T128A
XH_P38 10 90438207 90438207 Silent SNP A G A LIPF c.A867G p.Q289Q
XH_P38 10 90580144 90580144 Silent SNP C T C LIPM c.C1158T p.H386H
XH_P38 10 91222287 91222287 Missense_Mutation SNP A C A SLC16A12 c.T49G p.W17G
XH_P38 10 91404448 91404448 Silent SNP C G C PANK1 c.G612C p.L204L
XH_P38 10 91404832 91404832 Silent SNP T C T PANK1 c.A228G p.A76A
XH_P38 10 91497631 91497631 Missense_Mutation SNP T A T KIF20B c.T3033A p.D1011E
XH_P38 10 94822686 94822686 Silent SNP C T C CYP26C1 c.C639T p.T213T
XH_P38 10 95123725 95123725 Missense_Mutation SNP G A G MYOF c.C2822T p.T941M
XH_P38 10 95276742 95276742 Missense_Mutation SNP G C G CEP55 c.G730C p.A244P
XH_P38 10 96493058 96493058 Missense_Mutation SNP C T C CYP2C18 c.C977T p.T326M
XH_P38 10 96541616 96541616 Silent SNP G A G CYP2C19 c.G681A p.P227P
XH_P38 10 96602622 96602622 Silent SNP C T C CYP2C19 c.C990T p.V330V
XH_P38 10 97174537 97174537 Missense_Mutation SNP C A C SORBS1 c.G497T p.G166V
XH_P38 10 98806512 98806512 Silent SNP G C G SLIT1 c.C1752G p.A584A
XH_P38 10 99126249 99126249 Silent SNP G A G RRP12 c.C3045T p.D1015D
XH_P38 10 99141205 99141205 Silent SNP A G A RRP12 c.T1056C p.A352A
XH_P38 10 99219885 99219885 Silent SNP G A G MMS19 c.C2280T p.A760A
XH_P38 10 99240048 99240048 Missense_Mutation SNP C T C MMS19 c.G329A p.R110Q
XH_P38 10 99332488 99332488 Silent SNP A C A ANKRD2 c.A24C p.A8A
XH_P38 10 99439556 99439556 Missense_Mutation SNP A C A AVPI1 c.T107G p.L36R
XH_P38 10 99473729 99473729 Silent SNP C G C MARVELD1 c.C96G p.G32G
XH_P38 10 100018844 100018844 Silent SNP G A G LOXL4 c.C843T p.H281H
XH_P38 10 102988345 102988345 Silent SNP G A G LBX1 c.C228T p.R76R
XH_P38 10 104230437 104230437 Silent SNP C G C MFSD13A c.C267G p.L89L
XH_P38 10 104386934 104386934 Silent SNP T C T SUFU c.T1299C p.I433I
XH_P38 10 105217976 105217976 Missense_Mutation SNP C T C CALHM1 c.G533A p.R178H
XH_P38 10 105344451 105344451 Missense_Mutation SNP G A G NEURL1 c.G808A p.G270S
XH_P38 10 108380213 108380213 Silent SNP G A G SORCS1 c.C2769T p.Y923Y
XH_P38 10 114849264 114849264 Missense_Mutation SNP T C T TCF7L2 c.T589C p.S197P
XH_P38 10 115393948 115393948 Missense_Mutation SNP C T C NRAP c.G1345A p.D449N
XH_P38 10 115439641 115439642 Frame_Shift_Del DEL TT - TT CASP7 c.128_129del p.L43fs
XH_P38 10 116602805 116602805 Silent SNP A G A FAM160B1 c.A636G p.E212E
XH_P38 10 118969346 118969346 Missense_Mutation SNP T C T KCNK18 c.T691C p.S231P
XH_P38 10 119133968 119133968 Silent SNP G C G PDZD8 c.C771G p.S257S
XH_P38 10 119134058 119134058 Silent SNP T C T PDZD8 c.A681G p.G227G
XH_P38 10 121196335 121196335 Missense_Mutation SNP G A G GRK5 c.G911A p.R304H
XH_P38 10 121685689 121685689 Missense_Mutation SNP G A G SEC23IP c.G2263A p.V755M
XH_P38 10 122216862 122216862 Silent SNP C T C PLPP4 c.C45T p.F15F
XH_P38 10 122645376 122645376 Silent SNP A T A WDR11 c.A1899T p.A633A
XH_P38 10 123687456 123687456 Silent SNP G A G ATE1 c.C9T p.F3F
XH_P38 10 123842195 123842195 Silent SNP C T C TACC2 c.C180T p.T60T
XH_P38 10 123970587 123970587 Missense_Mutation SNP C T C TACC2 c.C881T p.P294L
XH_P38 10 124896963 124896963 Silent SNP C T C HMX3 c.C790T p.L264L
XH_P38 10 126715075 126715075 Silent SNP T C T CTBP2 c.A1254G p.A418A



XH_P38 10 126715744 126715744 Silent SNP G A G CTBP2 c.C585T p.D195D
XH_P38 10 127462833 127462833 Silent SNP C T C MMP21 c.G264A p.A88A
XH_P38 10 129160458 129160458 Silent SNP G A G DOCK1 c.G3414A p.S1138S
XH_P38 10 129216658 129216658 Silent SNP T C T DOCK1 c.T4545C p.I1515I
XH_P38 10 129535789 129535789 Silent SNP C T C FOXI2 c.C252T p.A84A
XH_P38 10 129899778 129899778 Missense_Mutation SNP G C G MKI67 c.C8369G p.T2790S
XH_P38 10 129901946 129901946 Missense_Mutation SNP T G T MKI67 c.A7078C p.T2360P
XH_P38 10 129904477 129904477 Missense_Mutation SNP C T C MKI67 c.G4547A p.R1516Q
XH_P38 10 129905896 129905896 Missense_Mutation SNP T A T MKI67 c.A3128T p.E1043V
XH_P38 10 129906468 129906468 Silent SNP C T C MKI67 c.G2556A p.Q852Q
XH_P38 10 129906903 129906903 Silent SNP C T C MKI67 c.G2121A p.T707T
XH_P38 10 129906980 129906980 Missense_Mutation SNP C T C MKI67 c.G2044A p.G682S
XH_P38 10 129907544 129907544 Missense_Mutation SNP G C G MKI67 c.C1480G p.L494V
XH_P38 10 129914272 129914272 Splice_Site SNP C T C MKI67 . .
XH_P38 10 133918372 133918372 Silent SNP G A G JAKMIP3 c.G60A p.A20A
XH_P38 10 133950642 133950642 Silent SNP T C T JAKMIP3 c.T1020C p.D340D
XH_P38 10 134623959 134623959 Missense_Mutation SNP T C T CFAP46 c.A7618G p.S2540G
XH_P38 10 134624504 134624504 Silent SNP C T C CFAP46 c.G7533A p.A2511A
XH_P38 10 134942166 134942166 Silent SNP A G A ADGRA1 c.A543G p.S181S
XH_P38 10 134942340 134942340 Silent SNP C T C ADGRA1 c.C717T p.A239A
XH_P38 10 135012429 135012429 Missense_Mutation SNP T A T KNDC1 c.T2417A p.V806D
XH_P38 10 135012430 135012430 Silent SNP T C T KNDC1 c.T2418C p.V806V
XH_P38 10 135044263 135044263 Silent SNP C G C UTF1 c.C471G p.R157R
XH_P38 10 135051653 135051653 Missense_Mutation SNP A G A VENTX c.A235G p.M79V
XH_P38 10 135053465 135053465 Missense_Mutation SNP G A G VENTX c.G432A p.M144I
XH_P38 10 135139635 135139635 Missense_Mutation SNP G A G CALY c.C104T p.P35L
XH_P38 11 290494 290494 Missense_Mutation SNP C T C PGGHG c.C364T p.R122C
XH_P38 11 403764 403764 Silent SNP C T C PKP3 c.C2070T p.D690D
XH_P38 11 403980 403980 Silent SNP G A G PKP3 c.G2115A p.P705P
XH_P38 11 404317 404317 Silent SNP C T C PKP3 c.C2352T p.F784F
XH_P38 11 406954 406954 Silent SNP G A G SIGIRR c.C768T p.P256P
XH_P38 11 420983 420983 Silent SNP C G C ANO9 c.G1020C p.L340L
XH_P38 11 433453 433453 Missense_Mutation SNP G A G ANO9 c.C211T p.R71W
XH_P38 11 490036 490036 Silent SNP G A G PTDSS2 c.G642A p.A214A
XH_P38 11 494942 494942 Silent SNP G C G RNH1 c.C1239G p.A413A
XH_P38 11 562421 562421 Missense_Mutation SNP G A G RASSF7 c.G467A p.R156Q
XH_P38 11 563257 563257 Silent SNP G A G RASSF7 c.G891A p.Q297Q
XH_P38 11 721570 721570 Silent SNP C T C EPS8L2 c.C774T p.I258I
XH_P38 11 772490 772490 Silent SNP G A G GATD1 c.C129T p.A43A
XH_P38 11 802379 802379 Missense_Mutation SNP T C T PIDD1 c.A992G p.Q331R
XH_P38 11 804212 804212 Silent SNP C A C PIDD1 c.G177T p.L59L
XH_P38 11 1013987 1013987 Missense_Mutation SNP G A G MUC6 c.C7054T p.R2352W
XH_P38 11 1016513 1016513 In_Frame_Ins INS - ATCGCCTTCTGT - MUC6 6288insACAGAAQ2096delinsQQKAM
XH_P38 11 1027811 1027811 Missense_Mutation SNP C T C MUC6 c.G1855A p.V619M
XH_P38 11 1087972 1087972 Silent SNP C T C MUC2 c.C3447T p.N1149N
XH_P38 11 1090343 1090343 Silent SNP T C T MUC2 c.T3639C p.C1213C
XH_P38 11 1092388 1092388 Missense_Mutation SNP A C A MUC2 c.A4207C p.T1403P
XH_P38 11 1093769 1093769 Missense_Mutation SNP G A G MUC2 c.G5588A p.R1863Q
XH_P38 11 1246941 1246941 Missense_Mutation SNP A G A MUC5B c.A101G p.E34G
XH_P38 11 1247458 1247458 Missense_Mutation SNP C T C MUC5B c.C151T p.R51W
XH_P38 11 1267443 1267443 Silent SNP G C G MUC5B c.G9333C p.T3111T
XH_P38 11 1481930 1481930 Missense_Mutation SNP A G A BRSK2 c.A2188G p.T730A
XH_P38 11 1578090 1578090 Silent SNP G A G DUSP8 c.C1536T p.L512L
XH_P38 11 1857762 1857762 Silent SNP C T C SYT8 c.C669T p.T223T
XH_P38 11 2016717 2016717 Silent SNP T A T HOTS c.T291A p.I97I
XH_P38 11 2320865 2320865 Frame_Shift_Ins INS - G - C11orf21 c.219dupC p.T74fs
XH_P38 11 2797237 2797237 Silent SNP G A G KCNQ1 c.G1638A p.S546S
XH_P38 11 3249984 3249984 Missense_Mutation SNP C T C MRGPRE c.G46A p.G16S
XH_P38 11 3660914 3660914 Missense_Mutation SNP A G A ART5 c.T745C p.Y249H
XH_P38 11 3681519 3681519 Missense_Mutation SNP T C T ART1 c.T770C p.L257P
XH_P38 11 4608542 4608542 Missense_Mutation SNP C T C OR52I2 c.C500T p.T167M
XH_P38 11 4615508 4615508 Silent SNP C G C OR52I1 c.C240G p.S80S
XH_P38 11 4703321 4703321 Silent SNP G A G OR51E2 c.C621T p.G207G
XH_P38 11 4703654 4703654 Silent SNP A G A OR51E2 c.T288C p.C96C
XH_P38 11 4703762 4703762 Silent SNP G T G OR51E2 c.C180A p.L60L
XH_P38 11 4945196 4945196 Missense_Mutation SNP T G T OR51G1 c.A374C p.Y125S
XH_P38 11 5345128 5345128 Missense_Mutation SNP G A G OR51B2 c.C400T p.L134F
XH_P38 11 5423931 5423931 Silent SNP C T C OR51J1 c.C105T p.S35S
XH_P38 11 5510553 5510553 Missense_Mutation SNP C T C OR52D1 c.C617T p.A206V
XH_P38 11 5537045 5537045 Silent SNP T G T UBQLNL c.A627C p.P209P
XH_P38 11 5537161 5537161 Missense_Mutation SNP A G A UBQLNL c.T511C p.C171R
XH_P38 11 5632018 5632018 Missense_Mutation SNP C A C TRIM6 c.C388A p.L130M
XH_P38 11 5757785 5757785 Silent SNP C T C OR56B1 c.C39T p.S13S
XH_P38 11 5842356 5842356 Missense_Mutation SNP A G A OR52N2 c.A791G p.H264R
XH_P38 11 5906143 5906143 Silent SNP T C T OR52E4 c.T621C p.Y207Y
XH_P38 11 6129152 6129152 Silent SNP T C T OR56B4 c.T144C p.N48N
XH_P38 11 6238960 6238960 Missense_Mutation SNP C A C FAM160A2 c.G1856T p.R619L
XH_P38 11 6281267 6281267 Missense_Mutation SNP C T C CCKBR c.C109T p.L37F
XH_P38 11 6415463 6415463 Missense_Mutation SNP G A G SMPD1 c.G1522A p.G508R
XH_P38 11 6422834 6422834 Silent SNP G A G APBB1 c.C813T p.I271I
XH_P38 11 6453232 6453232 Missense_Mutation SNP C T C HPX c.G851A p.R284H
XH_P38 11 6585207 6585207 Silent SNP G A G DNHD1 c.G10137A p.L3379L
XH_P38 11 6942726 6942726 Missense_Mutation SNP G C G OR2D3 c.G494C p.W165S
XH_P38 11 6953858 6953858 Missense_Mutation SNP A G A ZNF215 c.A355G p.M119V
XH_P38 11 6976996 6976996 Missense_Mutation SNP C T C ZNF215 c.C788T p.S263F
XH_P38 11 7022038 7022038 Silent SNP A G A ZNF214 c.T876C p.F292F
XH_P38 11 7059981 7059981 Missense_Mutation SNP G A G NLRP14 c.G164A p.R55Q
XH_P38 11 7110548 7110548 Missense_Mutation SNP C T C RBMXL2 c.C197T p.A66V
XH_P38 11 7949860 7949860 Missense_Mutation SNP G A G OR10A6 c.C350T p.A117V
XH_P38 11 8251921 8251921 Silent SNP G C G LMO1 c.C153G p.A51A
XH_P38 11 8707233 8707233 Silent SNP C T C RPL27A c.C327T p.Y109Y
XH_P38 11 8751640 8751640 Missense_Mutation SNP G C G ST5 c.C1197G p.D399E
XH_P38 11 10064452 10064452 Missense_Mutation SNP A G A SBF2 c.T218C p.I73T
XH_P38 11 10647702 10647702 Silent SNP G A G MRVI1 c.C234T p.L78L
XH_P38 11 10650329 10650329 Silent SNP C T C MRVI1 c.G594A p.R198R
XH_P38 11 11373960 11373960 Missense_Mutation SNP C T C CSNK2A3 c.G707A p.R236H
XH_P38 11 14865551 14865551 Silent SNP A G A PDE3B c.A2499G p.L833L
XH_P38 11 17449929 17449929 Silent SNP C T C ABCC8 c.G1947A p.K649K



XH_P38 11 17981047 17981047 Silent SNP C T C SERGEF c.G981A p.S327S
XH_P38 11 19955500 19955500 Silent SNP A G A NAV2 c.A1518G p.K506K
XH_P38 11 20529886 20529886 Missense_Mutation SNP G A G PRMT3 c.G1337A p.S446N
XH_P38 11 26587133 26587133 Silent SNP T C T MUC15 c.A273G p.S91S
XH_P38 11 34482908 34482908 Silent SNP C T C CAT c.C1167T p.D389D
XH_P38 11 36103228 36103228 Silent SNP A G A LDLRAD3 c.A72G p.P24P
XH_P38 11 44089352 44089352 Missense_Mutation SNP G A G ACCS c.G175A p.D59N
XH_P38 11 44129290 44129290 Silent SNP C A C EXT2 c.C127A p.R43R
XH_P38 11 44289071 44289071 Silent SNP G A G ALX4 c.C879T p.L293L
XH_P38 11 44636833 44636833 Silent SNP G A G CD82 c.G273A p.E91E
XH_P38 11 45307634 45307634 Missense_Mutation SNP C T C SYT13 c.G125A p.R42Q
XH_P38 11 45975130 45975130 Missense_Mutation SNP C T C PHF21A c.G1040A p.R347H
XH_P38 11 46338965 46338965 Silent SNP C T C CREB3L1 c.C1185T p.P395P
XH_P38 11 46564032 46564032 Missense_Mutation SNP C T C AMBRA1 c.G1535A p.R512Q
XH_P38 11 47355475 47355475 Missense_Mutation SNP G C G MYBPC3 c.C2992G p.Q998E
XH_P38 11 47380422 47380422 Missense_Mutation SNP C T C SPI1 c.G469A p.G157R
XH_P38 11 48239182 48239182 Missense_Mutation SNP C A C OR4B1 c.C821A p.T274K
XH_P38 11 49080252 49080252 Splice_Site SNP C T C TRIM64C . .
XH_P38 11 49197416 49197416 Silent SNP A G A FOLH1 c.T90C p.S30S
XH_P38 11 49974670 49974670 Silent SNP C T C OR4C13 c.C696T p.H232H
XH_P38 11 51515912 51515912 Missense_Mutation SNP C T C OR4C46 c.C631T p.L211F
XH_P38 11 55322638 55322638 Missense_Mutation SNP C T C OR4C15 c.C856T p.R286C
XH_P38 11 55406022 55406022 Nonsense_Mutation SNP C G C OR4P4 c.C189G p.Y63X
XH_P38 11 55418693 55418693 Missense_Mutation SNP T C T OR4S2 c.T314C p.F105S
XH_P38 11 56128081 56128081 Missense_Mutation SNP A G A OR8J1 c.A359G p.Y120C
XH_P38 11 56185327 56185327 Missense_Mutation SNP T C T OR5R1 c.A382G p.S128G
XH_P38 11 56380134 56380134 Missense_Mutation SNP C G C OR5M1 c.G845C p.S282T
XH_P38 11 56431216 56431216 Nonsense_Mutation SNP C T C OR5AR1 c.C55T p.Q19X
XH_P38 11 57075940 57075940 Silent SNP G T G TNKS1BP1 c.C4245A p.S1415S
XH_P38 11 57081197 57081197 Missense_Mutation SNP G C G TNKS1BP1 c.C965G p.T322S
XH_P38 11 57996084 57996084 Silent SNP G A G OR10Q1 c.C264T p.N88N
XH_P38 11 58170738 58170738 Missense_Mutation SNP A G A OR5B3 c.T145C p.W49R
XH_P38 11 60699230 60699230 Silent SNP G A G TMEM132A c.G1089A p.A363A
XH_P38 11 61487690 61487690 Silent SNP G A G DAGLA c.G63A p.P21P
XH_P38 11 61505168 61505168 Silent SNP G A G DAGLA c.G1524A p.A508A
XH_P38 11 61511498 61511498 Missense_Mutation SNP C T C DAGLA c.C2666T p.P889L
XH_P38 11 61658800 61658800 Silent SNP C T C FADS3 c.G54A p.A18A
XH_P38 11 61895741 61895741 Silent SNP A G A INCENP c.A108G p.E36E
XH_P38 11 61897359 61897359 Silent SNP C T C INCENP c.C360T p.V120V
XH_P38 11 61908440 61908440 Missense_Mutation SNP T C T INCENP c.T1517C p.M506T
XH_P38 11 61913196 61913196 Missense_Mutation SNP G T G INCENP c.G1920T p.E640D
XH_P38 11 62285818 62285818 Silent SNP G A G AHNAK c.C16071T p.N5357N
XH_P38 11 62288649 62288649 Missense_Mutation SNP G C G AHNAK c.C13240G p.L4414V
XH_P38 11 62290140 62290140 Missense_Mutation SNP T C T AHNAK c.A11749G p.N3917D
XH_P38 11 62293822 62293822 Silent SNP C T C AHNAK c.G8067A p.K2689K
XH_P38 11 62296892 62296892 Missense_Mutation SNP T C T AHNAK c.A4997G p.K1666R
XH_P38 11 63988045 63988045 Silent SNP G A G FERMT3 c.G1449A p.P483P
XH_P38 11 64034911 64034911 Silent SNP G A G PLCB3 c.G3387A p.P1129P
XH_P38 11 64066999 64066999 Missense_Mutation SNP C T C KCNK4 c.C983T p.P328L
XH_P38 11 64109148 64109148 Silent SNP G A G CCDC88B c.G609A p.E203E
XH_P38 11 64110668 64110668 Silent SNP G A G CCDC88B c.G1080A p.S360S
XH_P38 11 64122853 64122853 Silent SNP G A G CCDC88B c.G4287A p.A1429A
XH_P38 11 64496357 64496357 Silent SNP G T G RASGRP2 c.C1749A p.G583G
XH_P38 11 64597506 64597506 Missense_Mutation SNP T C T CDC42BPG c.A3404G p.Q1135R
XH_P38 11 64606177 64606177 Silent SNP C T C CDC42BPG c.G1074A p.G358G
XH_P38 11 64695360 64695360 Silent SNP G A G PPP2R5B c.G483A p.S161S
XH_P38 11 64789194 64789194 Missense_Mutation SNP T C T ARL2 c.T341C p.V114A
XH_P38 11 64855986 64855986 Missense_Mutation SNP A G A TMEM262 c.T260C p.V87A
XH_P38 11 64882789 64882789 Missense_Mutation SNP C T C TM7SF2 c.C896T p.T299I
XH_P38 11 64972286 64972286 Missense_Mutation SNP G C G CAPN1 c.G1298C p.R433P
XH_P38 11 64981472 64981472 Silent SNP G C G SLC22A20 c.G129C p.T43T
XH_P38 11 64981853 64981853 Missense_Mutation SNP G T G SLC22A20 c.G438T p.M146I
XH_P38 11 65349962 65349962 Missense_Mutation SNP G T G EHBP1L1 c.G1819T p.A607S
XH_P38 11 65351074 65351074 Silent SNP G A G EHBP1L1 c.G2931A p.A977A
XH_P38 11 65386206 65386206 Missense_Mutation SNP C G C PCNX3 c.C1373G p.S458C
XH_P38 11 65392695 65392695 Silent SNP C T C PCNX3 c.C2973T p.L991L
XH_P38 11 65417434 65417434 Silent SNP G A G SIPA1 c.G2760A p.A920A
XH_P38 11 65628334 65628334 Missense_Mutation SNP G A G MUS81 c.G110A p.R37H
XH_P38 11 65629932 65629932 Silent SNP T C T MUS81 c.T537C p.A179A
XH_P38 11 65629934 65629934 Missense_Mutation SNP G C G MUS81 c.G539C p.R180P
XH_P38 11 65631973 65631973 Silent SNP G A G MUS81 c.G1068A p.R356R
XH_P38 11 65685317 65685317 Silent SNP G A G C11orf68 c.C495T p.H165H
XH_P38 11 65793454 65793454 Missense_Mutation SNP C T C CATSPER1 c.G397A p.G133S
XH_P38 11 65793797 65793797 Silent SNP G A G CATSPER1 c.C54T p.N18N
XH_P38 11 65826704 65826704 Silent SNP G A G SF3B2 c.G1215A p.K405K
XH_P38 11 66033430 66033430 Missense_Mutation SNP C T C KLC2 c.C1318T p.P440S
XH_P38 11 66062023 66062023 Silent SNP G T G TMEM151A c.G306T p.P102P
XH_P38 11 66206169 66206169 Silent SNP C T C MRPL11 c.G57A p.V19V
XH_P38 11 66335832 66335832 Silent SNP G A G CTSF c.C126T p.P42P
XH_P38 11 66512290 66512290 In_Frame_Ins INS - GGC - C11orf80 c.77_78insGGC p.G26delinsGA
XH_P38 11 66807561 66807561 Missense_Mutation SNP A C A SYT12 c.A163C p.N55H
XH_P38 11 67075131 67075131 Silent SNP C T C SSH3 c.C714T p.S238S
XH_P38 11 67135006 67135006 Silent SNP A T A CLCF1 c.T78A p.P26P
XH_P38 11 67160961 67160961 Missense_Mutation SNP A G A RAD9A c.A1G p.M1V
XH_P38 11 67164791 67164791 Silent SNP T C T RAD9A c.T786C p.G262G
XH_P38 11 67171736 67171736 Silent SNP C T C TBC1D10C c.C63T p.S21S
XH_P38 11 67172911 67172911 Silent SNP C T C TBC1D10C c.C294T p.R98R
XH_P38 11 67176898 67176898 Missense_Mutation SNP A G A TBC1D10C c.A820G p.R274G
XH_P38 11 67188466 67188466 Silent SNP C T C CARNS1 c.C1033T p.L345L
XH_P38 11 67209515 67209515 Silent SNP C T C CORO1B c.G246A p.T82T
XH_P38 11 68029253 68029253 Missense_Mutation SNP C T C C11orf24 c.G1210A p.V404M
XH_P38 11 68115489 68115489 Missense_Mutation SNP A G A LRP5 c.A266G p.Q89R
XH_P38 11 68174122 68174122 Silent SNP G A G LRP5 c.G189A p.E63E
XH_P38 11 68682402 68682402 Missense_Mutation SNP A G A IGHMBP2 c.A823G p.I275V
XH_P38 11 68701948 68701948 Silent SNP C T C IGHMBP2 c.C1554T p.V518V
XH_P38 11 68704028 68704028 Missense_Mutation SNP C T C IGHMBP2 c.C2080T p.R694W
XH_P38 11 69063510 69063510 Missense_Mutation SNP G A G MYEOV c.G419A p.R140Q
XH_P38 11 69063728 69063728 Missense_Mutation SNP G C G MYEOV c.G637C p.G213R



XH_P38 11 71276769 71276769 Missense_Mutation SNP G A G KRTAP5-10 c.G136A p.V46I
XH_P38 11 72288599 72288599 Silent SNP G A G PDE2A c.C2634T p.Y878Y
XH_P38 11 72408055 72408055 Missense_Mutation SNP G C G ARAP1 c.C2221G p.Q741E
XH_P38 11 72466071 72466071 Silent SNP C A C STARD10 c.G747T p.L249L
XH_P38 11 72946020 72946020 Silent SNP C T C P2RY2 c.C816T p.R272R
XH_P38 11 72946140 72946140 Missense_Mutation SNP G C G P2RY2 c.G936C p.R312S
XH_P38 11 73020363 73020363 Missense_Mutation SNP C T C ARHGEF17 c.C680T p.A227V
XH_P38 11 73669367 73669367 Missense_Mutation SNP G A G DNAJB13 c.G74A p.R25H
XH_P38 11 73689104 73689104 Missense_Mutation SNP G A G UCP2 c.C164T p.A55V
XH_P38 11 73717254 73717254 Silent SNP A G A UCP3 c.T297C p.Y99Y
XH_P38 11 73825503 73825503 Silent SNP T C T C2CD3 c.A1656G p.P552P
XH_P38 11 73978243 73978243 Nonsense_Mutation SNP G A G P4HA3 c.C1678T p.Q560X
XH_P38 11 73988167 73988167 Missense_Mutation SNP C T C P4HA3 c.G1198A p.D400N
XH_P38 11 74109166 74109166 Missense_Mutation SNP A G A PGM2L1 c.T41C p.L14P
XH_P38 11 74413872 74413872 Silent SNP A G A CHRDL2 c.T892C p.L298L
XH_P38 11 75277582 75277582 Missense_Mutation SNP C T C SERPINH1 c.C188T p.A63V
XH_P38 11 76371418 76371418 Missense_Mutation SNP C T C LRRC32 c.G1219A p.A407T
XH_P38 11 76372052 76372052 Silent SNP A G A LRRC32 c.T585C p.G195G
XH_P38 11 76895771 76895792 Frame_Shift_Del DEL GGGGACACCA - CGGGGACACCAG MYO7A c.3514_3535del p.G1172fs
XH_P38 11 76910766 76910766 Silent SNP C T C MYO7A c.C4755T p.S1585S
XH_P38 11 76912636 76912636 Missense_Mutation SNP A T A MYO7A c.A4996T p.S1666C
XH_P38 11 76917220 76917220 Silent SNP A G A MYO7A c.A5715G p.K1905K
XH_P38 11 77639511 77639511 Silent SNP T A T INTS4 c.A1248T p.L416L
XH_P38 11 77790655 77790655 Missense_Mutation SNP G C G NDUFC2 c.C136G p.L46V
XH_P38 11 77907888 77907888 Silent SNP G A G USP35 c.G597A p.L199L
XH_P38 11 78372536 78372536 Silent SNP G A G TENM4 c.C7509T p.L2503L
XH_P38 11 78614532 78614532 Missense_Mutation SNP C T C TENM4 c.G530A p.R177Q
XH_P38 11 82973004 82973004 Silent SNP C T C CCDC90B c.G369A p.S123S
XH_P38 11 86161388 86161388 Missense_Mutation SNP C G C ME3 c.G972C p.K324N
XH_P38 11 89537258 89537258 Missense_Mutation SNP C T C TRIM49 c.G380A p.R127H
XH_P38 11 92088177 92088177 Silent SNP C T C FAT3 c.C2899T p.L967L
XH_P38 11 93913149 93913149 Silent SNP C T C PANX1 c.C927T p.Y309Y
XH_P38 11 94261280 94261280 Missense_Mutation SNP G A G C11orf97 c.G281A p.R94K
XH_P38 11 94320237 94320237 Silent SNP T C T PIWIL4 c.T738C p.F246F
XH_P38 11 94326710 94326710 Silent SNP G A G PIWIL4 c.G1053A p.L351L
XH_P38 11 94337220 94337220 Silent SNP C T C PIWIL4 c.C1636T p.L546L
XH_P38 11 94533373 94533373 Silent SNP C T C AMOTL1 c.C867T p.P289P
XH_P38 11 95825797 95825797 Silent SNP A G A MAML2 c.T1398C p.S466S
XH_P38 11 106888608 106888608 Silent SNP G A G GUCY1A2 c.C174T p.A58A
XH_P38 11 108464209 108464209 Missense_Mutation SNP T C T EXPH5 c.A55G p.R19G
XH_P38 11 111896242 111896242 Missense_Mutation SNP G A G DLAT c.G46A p.A16T
XH_P38 11 113270828 113270828 Missense_Mutation SNP G A G ANKK1 c.G2137A p.E713K
XH_P38 11 113283477 113283477 Silent SNP A G A DRD2 c.T852C p.H284H
XH_P38 11 116728630 116728630 Missense_Mutation SNP G C G SIK3 c.C3227G p.P1076R
XH_P38 11 116729161 116729161 Missense_Mutation SNP T C T SIK3 c.A2696G p.Y899C
XH_P38 11 117042377 117042377 Missense_Mutation SNP G A G PAFAH1B2 c.G451A p.V151M
XH_P38 11 117074109 117074109 Silent SNP G A G TAGLN c.G267A p.K89K
XH_P38 11 117097952 117097952 Silent SNP C T C PCSK7 c.G690A p.T230T
XH_P38 11 117100257 117100257 Missense_Mutation SNP C T C PCSK7 c.G304A p.A102T
XH_P38 11 117267884 117267884 Missense_Mutation SNP A G A CEP164 c.A3365G p.Q1122R
XH_P38 11 117789539 117789539 Silent SNP T C T TMPRSS13 c.A36G p.A12A
XH_P38 11 118514625 118514625 Silent SNP C T C PHLDB1 c.C2844T p.S948S
XH_P38 11 118769442 118769442 Silent SNP A G A BCL9L c.T4182C p.P1394P
XH_P38 11 118922200 118922200 Silent SNP G A G HYOU1 c.C1476T p.N492N
XH_P38 11 119005132 119005132 Missense_Mutation SNP C T C HINFP c.C1478T p.A493V
XH_P38 11 119216275 119216275 Missense_Mutation SNP G C G MFRP c.C496G p.P166A
XH_P38 11 119535677 119535677 In_Frame_Ins INS - CCT - NECTIN1 1333_1334insAGp.G445delinsEG
XH_P38 11 121038810 121038810 Silent SNP C T C TECTA c.C5634T p.S1878S
XH_P38 11 122665437 122665437 Silent SNP A G A UBASH3B c.A1008G p.S336S
XH_P38 11 123886865 123886865 Missense_Mutation SNP T A T OR10G4 c.T584A p.V195E
XH_P38 11 123909342 123909342 Silent SNP G A G OR10G7 c.C367T p.L123L
XH_P38 11 124266906 124266906 Missense_Mutation SNP C T C OR8B3 c.G342A p.M114I
XH_P38 11 124765361 124765361 Missense_Mutation SNP G A G ROBO4 c.C593T p.P198L
XH_P38 11 124857578 124857578 Missense_Mutation SNP G T G CCDC15 c.G1456T p.V486F
XH_P38 11 125365285 125365285 Missense_Mutation SNP T C T LOC403312 c.T61C p.S21P
XH_P38 11 125476252 125476252 Silent SNP C G C STT3A c.C396G p.L132L
XH_P38 11 125547869 125547869 Missense_Mutation SNP C T C ACRV1 c.G376A p.G126R
XH_P38 11 126135973 126135973 Silent SNP C T C SRPRA c.G852A p.A284A
XH_P38 11 126162468 126162468 Missense_Mutation SNP G A G TIRAP c.G164A p.S55N
XH_P38 11 126174038 126174038 Silent SNP C T C DCPS c.C63T p.H21H
XH_P38 11 126278203 126278203 Silent SNP T C T ST3GAL4 c.T436C p.L146L
XH_P38 11 128844354 128844354 Missense_Mutation SNP A G A ARHGAP32 c.T1649C p.L550S
XH_P38 11 130058817 130058817 Silent SNP G A G ST14 c.G423A p.S141S
XH_P38 11 130068491 130068491 Silent SNP G C G ST14 c.G1659C p.G553G
XH_P38 11 130078470 130078470 Silent SNP G A G ST14 c.G2160A p.P720P
XH_P38 11 130339312 130339312 Silent SNP T C T ADAMTS15 c.T1698C p.N566N
XH_P38 11 133805585 133805585 Silent SNP C T C IGSF9B c.G894A p.S298S
XH_P38 11 133814191 133814191 Silent SNP A G A IGSF9B c.T333C p.Y111Y
XH_P38 12 274647 274647 Silent SNP T C T IQSEC3 c.T1848C p.F616F
XH_P38 12 300332 300332 Missense_Mutation SNP T C T SLC6A12 c.A1747G p.K583E
XH_P38 12 653594 653594 Silent SNP C T C B4GALNT3 c.C441T p.Y147Y
XH_P38 12 662838 662838 Silent SNP T C T B4GALNT3 c.T1749C p.P583P
XH_P38 12 974355 974355 Frame_Shift_Ins INS - C - WNK1 c.2220dupC p.L740fs
XH_P38 12 994014 994014 Silent SNP C T C WNK1 c.C3303T p.T1101T
XH_P38 12 1702561 1702561 Silent SNP G A G FBXL14 c.C672T p.S224S
XH_P38 12 2944024 2944024 Silent SNP G C G NRIP2 c.C126G p.P42P
XH_P38 12 2968169 2968169 Missense_Mutation SNP A G A FOXM1 c.T1882C p.S628P
XH_P38 12 3789452 3789452 Missense_Mutation SNP C T C CRACR2A c.G292A p.A98T
XH_P38 12 6030302 6030302 Silent SNP T C T ANO2 c.A438G p.G146G
XH_P38 12 6184646 6184646 Silent SNP G A G VWF c.C729T p.P243P
XH_P38 12 6426747 6426747 Missense_Mutation SNP T G T PLEKHG6 c.T806G p.M269R
XH_P38 12 6483851 6483851 Silent SNP G A G SCNN1A c.C276T p.P92P
XH_P38 12 6638116 6638116 Silent SNP C T C NCAPD2 c.C3483T p.N1161N
XH_P38 12 6781677 6781677 Silent SNP C T C ZNF384 c.G933A p.T311T
XH_P38 12 6933223 6933223 Silent SNP C T C GPR162 c.C159T p.C53C
XH_P38 12 7047017 7047017 Silent SNP A G A ATN1 c.A2304G p.K768K
XH_P38 12 7249598 7249598 Missense_Mutation SNP T C T C1RL c.A727G p.I243V
XH_P38 12 7280880 7280880 Missense_Mutation SNP C G C RBP5 c.G208C p.E70Q



XH_P38 12 7528471 7528471 Silent SNP G A G CD163L1 c.C2541T p.N847N
XH_P38 12 7585247 7585247 Silent SNP T C T CD163L1 c.A561G p.G187G
XH_P38 12 8200622 8200622 Missense_Mutation SNP A G A FOXJ2 c.A962G p.Q321R
XH_P38 12 9312951 9312951 Missense_Mutation SNP G A G PZP c.C3008T p.T1003M
XH_P38 12 10069302 10069302 Missense_Mutation SNP C T C CLEC2A c.G407A p.G136D
XH_P38 12 10131939 10131939 Silent SNP C T C CLEC12A c.C96T p.H32H
XH_P38 12 10332197 10332197 Missense_Mutation SNP G T G TMEM52B c.G8T p.W3L
XH_P38 12 10954632 10954632 Missense_Mutation SNP C A C TAS2R7 c.G538T p.A180S
XH_P38 12 10954916 10954916 Missense_Mutation SNP A G A TAS2R7 c.T254C p.I85T
XH_P38 12 11150240 11150240 Missense_Mutation SNP T C T TAS2R20 c.A235G p.K79E
XH_P38 12 11175087 11175087 Silent SNP G A G TAS2R19 c.C84T p.A28A
XH_P38 12 14019128 14019128 Silent SNP C T C GRIN2B c.G15A p.A5A
XH_P38 12 22602796 22602796 Silent SNP A G A C2CD5 c.T2901C p.D967D
XH_P38 12 27064232 27064232 Silent SNP C T C INTS13 c.G1824A p.E608E
XH_P38 12 29709853 29709853 Missense_Mutation SNP T C T TMTC1 c.A1613G p.Q538R
XH_P38 12 30868002 30868002 Silent SNP C T C CAPRIN2 c.G2373A p.V791V
XH_P38 12 30881809 30881809 Missense_Mutation SNP T C T CAPRIN2 c.A556G p.M186V
XH_P38 12 30888001 30888001 Missense_Mutation SNP T C T CAPRIN2 c.A710G p.K237R
XH_P38 12 31135579 31135579 Missense_Mutation SNP T C T TSPAN11 c.T569C p.V190A
XH_P38 12 44148259 44148259 Missense_Mutation SNP T C T PUS7L c.A790G p.K264E
XH_P38 12 44180295 44180295 Missense_Mutation SNP G A G IRAK4 c.G910A p.A304T
XH_P38 12 44191625 44191625 Silent SNP G A G TWF1 c.C495T p.D165D
XH_P38 12 45444516 45444516 Silent SNP G A G DBX2 c.C195T p.A65A
XH_P38 12 47629368 47629368 Silent SNP G T G PCED1B c.G522T p.G174G
XH_P38 12 48919659 48919659 Missense_Mutation SNP T C T OR8S1 c.T245C p.L82P
XH_P38 12 48919796 48919796 Missense_Mutation SNP C T C OR8S1 c.C382T p.R128C
XH_P38 12 48920006 48920006 Missense_Mutation SNP G A G OR8S1 c.G592A p.A198T
XH_P38 12 49221622 49221622 Silent SNP G A G CACNB3 c.G1272A p.E424E
XH_P38 12 49230035 49230035 Silent SNP T G T DDX23 c.A1251C p.I417I
XH_P38 12 49390677 49390677 Missense_Mutation SNP T C T DDN c.A1982G p.E661G
XH_P38 12 49425978 49425978 Silent SNP T C T KMT2D c.A12510G p.P4170P
XH_P38 12 49434074 49434074 Silent SNP C A C KMT2D c.G7479T p.G2493G
XH_P38 12 49689009 49689009 Missense_Mutation SNP G A G PRPH c.G26A p.R9Q
XH_P38 12 49691250 49691250 Silent SNP A G A PRPH c.A1107G p.K369K
XH_P38 12 51236802 51236802 Missense_Mutation SNP T C T TMPRSS12 c.T55C p.Y19H
XH_P38 12 52369191 52369191 Silent SNP C T C ACVR1B c.C234T p.A78A
XH_P38 12 52448157 52448157 Silent SNP G A G NR4A1 c.G45A p.P15P
XH_P38 12 52635360 52635360 Silent SNP G A G KRT7 c.G798A p.A266A
XH_P38 12 52685213 52685213 Missense_Mutation SNP T G T KRT81 c.A37C p.S13R
XH_P38 12 52699548 52699548 Silent SNP T C T KRT86 c.T1002C p.A334A
XH_P38 12 52777502 52777502 Silent SNP A G A KRT84 c.T627C p.N209N
XH_P38 12 52824352 52824352 Silent SNP G A G KRT75 c.C1008T p.A336A
XH_P38 12 52886478 52886478 Silent SNP T C T KRT6A c.A495G p.E165E
XH_P38 12 52994896 52994896 Missense_Mutation SNP A G A KRT72 c.T341C p.M114T
XH_P38 12 52995020 52995020 Missense_Mutation SNP C T C KRT72 c.G217A p.G73S
XH_P38 12 53164848 53164848 Silent SNP G A G KRT76 c.C1419T p.N473N
XH_P38 12 53189543 53189543 Missense_Mutation SNP C T C KRT3 c.G284A p.G95D
XH_P38 12 53645615 53645615 Nonsense_Mutation SNP C A C MFSD5 c.C99A p.Y33X
XH_P38 12 53645616 53645616 Missense_Mutation SNP C G C MFSD5 c.C100G p.R34G
XH_P38 12 53671005 53671005 Missense_Mutation SNP G A G ESPL1 c.G2079A p.M693I
XH_P38 12 53682457 53682457 Missense_Mutation SNP G A G ESPL1 c.G4682A p.R1561Q
XH_P38 12 53777171 53777171 Silent SNP A G A SP1 c.A1296G p.Q432Q
XH_P38 12 54379670 54379670 Silent SNP C T C HOXC10 c.C627T p.P209P
XH_P38 12 55523685 55523685 Missense_Mutation SNP C T C OR9K2 c.C133T p.R45C
XH_P38 12 55863224 55863224 Missense_Mutation SNP C G C OR6C70 c.G699C p.K233N
XH_P38 12 55886489 55886489 Missense_Mutation SNP T A T OR6C68 c.T328A p.F110I
XH_P38 12 56415298 56415298 Silent SNP C T C IKZF4 c.C21T p.L7L
XH_P38 12 57585144 57585144 Silent SNP C T C LRP1 c.C7278T p.A2426A
XH_P38 12 57593101 57593101 Silent SNP G A G LRP1 c.G9783A p.T3261T
XH_P38 12 58009796 58009796 Silent SNP C T C ARHGEF25 c.C1326T p.L442L
XH_P38 12 58015494 58015494 Missense_Mutation SNP G A G SLC26A10 c.G577A p.A193T
XH_P38 12 58176614 58176614 Silent SNP T C T TSFM c.T30C p.F10F
XH_P38 12 59313936 59313936 Silent SNP T G T LRIG3 c.A81C p.S27S
XH_P38 12 62946739 62946739 Missense_Mutation SNP A C A MON2 c.A2995C p.K999Q
XH_P38 12 65672558 65672558 Silent SNP C A C MSRB3 c.C10A p.R4R
XH_P38 12 66696410 66696410 Silent SNP C T C HELB c.C27T p.R9R
XH_P38 12 69646914 69646914 Silent SNP G A G CPSF6 c.G354A p.R118R
XH_P38 12 70037520 70037520 Missense_Mutation SNP G A G BEST3 c.C1148T p.P383L
XH_P38 12 70953277 70953277 Silent SNP T C T PTPRB c.A3636G p.A1212A
XH_P38 12 72372862 72372862 Silent SNP A G A TPH2 c.A936G p.P312P
XH_P38 12 75902186 75902186 Silent SNP T C T KRR1 c.A126G p.E42E
XH_P38 12 78362303 78362303 Missense_Mutation SNP A G A NAV3 c.A492G p.I164M
XH_P38 12 94243853 94243853 Silent SNP C T C CRADD c.C406T p.L136L
XH_P38 12 94543506 94543506 Silent SNP C T C PLXNC1 c.C759T p.Y253Y
XH_P38 12 94972290 94972290 Silent SNP C T C TMCC3 c.G918A p.E306E
XH_P38 12 96337225 96337225 Silent SNP C T C AMDHD1 c.C49T p.L17L
XH_P38 12 96346594 96346594 Silent SNP T C T AMDHD1 c.T237C p.I79I
XH_P38 12 97023939 97023939 Missense_Mutation SNP A T A CFAP54 c.A4172T p.N1391I
XH_P38 12 97254620 97254620 Silent SNP G A G CFAP54 c.G9195A p.P3065P
XH_P38 12 99007623 99007623 Missense_Mutation SNP C T C IKBIP c.G793A p.G265S
XH_P38 12 102036305 102036305 Silent SNP C T C MYBPC1 c.C621T p.D207D
XH_P38 12 102224436 102224436 Silent SNP C T C GNPTAB c.G18A p.L6L
XH_P38 12 104100617 104100617 Silent SNP C T C STAB2 c.C4044T p.C1348C
XH_P38 12 104171742 104171742 Silent SNP C T C NT5DC3 c.G1512A p.L504L
XH_P38 12 104186995 104186995 Silent SNP G A G NT5DC3 c.C966T p.F322F
XH_P38 12 108985785 108985785 Silent SNP C T C TMEM119 c.G375A p.S125S
XH_P38 12 109017898 109017898 Missense_Mutation SNP C T C SELPLG c.G234A p.M78I
XH_P38 12 109182049 109182049 Silent SNP T C T SSH1 c.A2865G p.T955T
XH_P38 12 110841379 110841379 Silent SNP G A G ANAPC7 c.C156T p.N52N
XH_P38 12 112580071 112580071 Silent SNP C T C TRAFD1 c.C822T p.G274G
XH_P38 12 113379599 113379599 Silent SNP A G A OAS3 c.A402G p.T134T
XH_P38 12 113565889 113565889 Silent SNP G A G RASAL1 c.C217T p.L73L
XH_P38 12 113592306 113592306 Frame_Shift_Ins INS - C - CFAP73 c.557dupC p.A186fs
XH_P38 12 118020115 118020115 Silent SNP G A G KSR2 c.C1134T p.L378L
XH_P38 12 120741382 120741382 Silent SNP G A G SIRT4 c.G18A p.A6A
XH_P38 12 120762837 120762837 Silent SNP A G A PLA2G1B c.T222C p.Y74Y
XH_P38 12 120907271 120907271 Silent SNP G T G SRSF9 c.C142A p.R48R
XH_P38 12 121878659 121878659 Silent SNP C T C KDM2B c.G3363A p.Q1121Q



XH_P38 12 121880520 121880520 Silent SNP G A G KDM2B c.C2517T p.D839D
XH_P38 12 121881848 121881848 Silent SNP G A G KDM2B c.C2325T p.Y775Y
XH_P38 12 122079441 122079441 Silent SNP T C T ORAI1 c.T804C p.T268T
XH_P38 12 122255356 122255356 Missense_Mutation SNP C T C SETD1B c.C3058T p.R1020W
XH_P38 12 122392038 122392038 Missense_Mutation SNP C T C WDR66 c.C1333T p.L445F
XH_P38 12 124819027 124819027 Missense_Mutation SNP G A G NCOR2 c.C6518T p.P2173L
XH_P38 12 128899673 128899673 Missense_Mutation SNP A G A TMEM132C c.A482G p.H161R
XH_P38 12 129278864 129278864 Silent SNP A G A SLC15A4 c.T1611C p.F537F
XH_P38 12 130185054 130185054 Missense_Mutation SNP A T A TMEM132D c.T269A p.L90Q
XH_P38 12 130941150 130941150 Silent SNP G C G RIMBP2 c.C198G p.G66G
XH_P38 12 131306314 131306314 Missense_Mutation SNP C G C STX2 c.G125C p.S42T
XH_P38 12 132402020 132402020 Silent SNP T C T ULK1 c.T2247C p.P749P
XH_P38 12 132514288 132514288 Silent SNP C G C EP400 c.C5424G p.S1808S
XH_P38 12 132547162 132547162 Silent SNP G A G EP400 c.G8250A p.T2750T
XH_P38 12 132561987 132561987 Silent SNP C T C EP400 c.C9141T p.A3047A
XH_P38 12 132626425 132626425 Missense_Mutation SNP G A G DDX51 c.C965T p.A322V
XH_P38 12 133196596 133196596 Silent SNP T C T P2RX2 c.T252C p.T84T
XH_P38 12 133208979 133208979 Silent SNP T C T POLE c.A6252G p.S2084S
XH_P38 12 133294333 133294333 Silent SNP C T C PGAM5 c.C534T p.G178G
XH_P38 12 133295353 133295353 Missense_Mutation SNP C T C PGAM5 c.C725T p.P242L
XH_P38 12 133306710 133306710 Missense_Mutation SNP C T C ANKLE2 c.G2038A p.E680K
XH_P38 12 133357412 133357412 Missense_Mutation SNP T C T GOLGA3 c.A3554G p.K1185R
XH_P38 12 133378440 133378440 Silent SNP C T C GOLGA3 c.G1713A p.L571L
XH_P38 13 19748038 19748038 Missense_Mutation SNP C T C TUBA3C c.G1318A p.V440M
XH_P38 13 19751229 19751229 Silent SNP T C T TUBA3C c.A894G p.P298P
XH_P38 13 24895437 24895437 Missense_Mutation SNP G A G C1QTNF9 c.G533A p.R178Q
XH_P38 13 28008980 28008980 Missense_Mutation SNP C T C GTF3A c.C682T p.R228C
XH_P38 13 28009920 28009920 Missense_Mutation SNP G C G MTIF3 c.C729G p.F243L
XH_P38 13 28542961 28542961 Silent SNP C G C CDX2 c.G183C p.P61P
XH_P38 13 28674628 28674628 Missense_Mutation SNP T C T FLT3 c.A20G p.D7G
XH_P38 13 33703656 33703656 Silent SNP T C T STARD13 c.A1134G p.E378E
XH_P38 13 36385031 36385031 Silent SNP G T G DCLK1 c.C708A p.P236P
XH_P38 13 36402426 36402426 Silent SNP A G A DCLK1 c.T327C p.Y109Y
XH_P38 13 36801415 36801415 Missense_Mutation SNP C T C CCDC169 c.G349A p.G117R
XH_P38 13 36886469 36886469 Silent SNP T C T SPG20 c.A1629G p.A543A
XH_P38 13 39586343 39586343 Silent SNP G C G PROSER1 c.C2589G p.G863G
XH_P38 13 39587166 39587166 Silent SNP A G A PROSER1 c.T2223C p.P741P
XH_P38 13 39587677 39587677 Missense_Mutation SNP A G A PROSER1 c.T1712C p.V571A
XH_P38 13 41134122 41134122 Silent SNP C T C FOXO1 c.G1506A p.S502S
XH_P38 13 42772717 42772717 Silent SNP G T G DGKH c.G1536T p.P512P
XH_P38 13 43148565 43148565 Silent SNP T C T TNFSF11 c.T126C p.P42P
XH_P38 13 44411432 44411432 Missense_Mutation SNP A G A CCDC122 c.T443C p.I148T
XH_P38 13 44457925 44457925 Missense_Mutation SNP A G A LACC1 c.A760G p.I254V
XH_P38 13 45841502 45841502 Silent SNP G A G GTF2F2 c.G621A p.K207K
XH_P38 13 50204880 50204880 Silent SNP G A G ARL11 c.G297A p.S99S
XH_P38 13 52515354 52515354 Missense_Mutation SNP A G A ATP7B c.T2798C p.V933A
XH_P38 13 53235671 53235671 Silent SNP A T A SUGT1 c.A390T p.P130P
XH_P38 13 53421432 53421432 Silent SNP C A C PCDH8 c.G1140T p.G380G
XH_P38 13 53422553 53422553 Missense_Mutation SNP A G A PCDH8 c.T19C p.W7R
XH_P38 13 76055602 76055602 Missense_Mutation SNP G A G TBC1D4 c.C302T p.A101V
XH_P38 13 76055820 76055820 Silent SNP G C G TBC1D4 c.C84G p.P28P
XH_P38 13 88329472 88329472 Missense_Mutation SNP T A T SLITRK5 c.T1829A p.L610Q
XH_P38 13 99575568 99575568 Silent SNP G A G DOCK9 c.C477T p.V159V
XH_P38 13 103391634 103391634 Missense_Mutation SNP C T C CCDC168 c.G11413A p.V3805I
XH_P38 13 103400083 103400083 Silent SNP G A G CCDC168 c.C2964T p.S988S
XH_P38 13 103402522 103402522 Silent SNP C T C CCDC168 c.G525A p.T175T
XH_P38 13 108922556 108922556 Missense_Mutation SNP G A G TNFSF13B c.G313A p.A105T
XH_P38 13 110435953 110435953 Silent SNP A G A IRS2 c.T2448C p.C816C
XH_P38 13 110436232 110436232 Silent SNP G A G IRS2 c.C2169T p.S723S
XH_P38 13 111156506 111156506 Missense_Mutation SNP G T G COL4A2 c.G4297T p.A1433S
XH_P38 13 111160304 111160304 Silent SNP G A G COL4A2 c.G4617A p.A1539A
XH_P38 13 111290630 111290630 Missense_Mutation SNP T C T NAXD c.T935C p.I312T
XH_P38 13 111298392 111298392 Silent SNP A G A CARS2 c.T1239C p.D413D
XH_P38 13 113728781 113728781 Silent SNP G A G MCF2L c.G1020A p.A340A
XH_P38 13 113751159 113751159 Missense_Mutation SNP G A G MCF2L c.G3364A p.D1122N
XH_P38 13 113795264 113795264 Silent SNP G T G F10 c.G402T p.G134G
XH_P38 13 114498153 114498153 Frame_Shift_Ins INS - GT - TMEM255B c.285_286insGT p.G95fs
XH_P38 13 114622597 114622597 Missense_Mutation SNP A G A LINC00452 c.A503G p.N168S
XH_P38 13 115047305 115047305 Missense_Mutation SNP G A G UPF3A c.G191A p.R64K
XH_P38 13 115064423 115064423 Missense_Mutation SNP G A G UPF3A c.G856A p.A286T
XH_P38 13 115090019 115090019 Silent SNP G A G CHAMP1 c.G702A p.P234P
XH_P38 13 115090193 115090193 Silent SNP G A G CHAMP1 c.G876A p.P292P
XH_P38 13 115091399 115091399 Silent SNP T C T CHAMP1 c.T2082C p.S694S
XH_P38 14 20852817 20852817 Missense_Mutation SNP G A G TEP1 c.C2839T p.R947C
XH_P38 14 20898347 20898347 Missense_Mutation SNP C T C KLHL33 c.G488A p.R163H
XH_P38 14 20898442 20898442 Silent SNP C T C KLHL33 c.G393A p.Q131Q
XH_P38 14 21550499 21550499 Silent SNP G T G ARHGEF40 c.G1206T p.T402T
XH_P38 14 21551058 21551058 Silent SNP G A G ARHGEF40 c.G1413A p.A471A
XH_P38 14 21560632 21560632 Missense_Mutation SNP C T C ZNF219 c.G824A p.R275H
XH_P38 14 21623290 21623290 Missense_Mutation SNP T C T OR5AU1 c.A895G p.I299V
XH_P38 14 21770730 21770730 Missense_Mutation SNP A G A RPGRIP1 c.A574G p.K192E
XH_P38 14 23371055 23371055 Missense_Mutation SNP G C G RBM23 c.C1182G p.F394L
XH_P38 14 23530622 23530622 Silent SNP T C T ACIN1 c.A1302G p.S434S
XH_P38 14 23745533 23745533 Missense_Mutation SNP C T C HOMEZ c.G904A p.A302T
XH_P38 14 23992742 23992742 Missense_Mutation SNP T G T ZFHX2 c.A6409C p.S2137R
XH_P38 14 23994517 23994517 Missense_Mutation SNP A G A ZFHX2 c.T4634C p.V1545A
XH_P38 14 24002602 24002602 Missense_Mutation SNP T C T ZFHX2 c.A1933G p.T645A
XH_P38 14 24423090 24423090 Silent SNP A G A DHRS4 c.A93G p.A31A
XH_P38 14 24731043 24731043 Silent SNP C T C TGM1 c.G366A p.S122S
XH_P38 14 24785092 24785092 Missense_Mutation SNP G T G LTB4R c.G235T p.A79S
XH_P38 14 24785784 24785784 Silent SNP C T C LTB4R c.C927T p.G309G
XH_P38 14 24839083 24839083 Missense_Mutation SNP G C G NFATC4 c.G479C p.G160A
XH_P38 14 24845841 24845841 Missense_Mutation SNP T C T NFATC4 c.T2188C p.S730P
XH_P38 14 24878370 24878370 Missense_Mutation SNP C T C NYNRIN c.C1370T p.T457M
XH_P38 14 24883887 24883887 Missense_Mutation SNP G A G NYNRIN c.G2932A p.A978T
XH_P38 14 24901249 24901249 Missense_Mutation SNP A C A KHNYN c.A905C p.K302T
XH_P38 14 31355096 31355096 Missense_Mutation SNP C G C COCH c.C1055G p.T352S
XH_P38 14 37135752 37135752 Silent SNP C T C PAX9 c.C717T p.H239H



XH_P38 14 38060905 38060905 Missense_Mutation SNP A C A FOXA1 c.T1084G p.S362A
XH_P38 14 38679473 38679473 Silent SNP C T C SSTR1 c.C879T p.V293V
XH_P38 14 38723905 38723905 Silent SNP C T C CLEC14A c.G1323A p.P441P
XH_P38 14 39901186 39901186 Silent SNP G A G FBXO33 c.C181T p.L61L
XH_P38 14 44974966 44974966 Missense_Mutation SNP G A G FSCB c.C1225T p.P409S
XH_P38 14 44975052 44975052 Missense_Mutation SNP A G A FSCB c.T1139C p.L380P
XH_P38 14 44975606 44975606 Missense_Mutation SNP G T G FSCB c.C585A p.H195Q
XH_P38 14 51101982 51101982 Nonsense_Mutation SNP G T G SAV1 c.C1071A p.Y357X
XH_P38 14 51378591 51378591 Splice_Site DEL T - T PYGL . .
XH_P38 14 53619500 53619500 Missense_Mutation SNP C G C DDHD1 c.G317C p.G106A
XH_P38 14 59105188 59105188 Silent SNP C T C DACT1 c.C268T p.L90L
XH_P38 14 59112732 59112732 Missense_Mutation SNP C T C DACT1 c.C1280T p.A427V
XH_P38 14 59789727 59789727 Silent SNP G A G DAAM1 c.G558A p.K186K
XH_P38 14 60976537 60976537 Missense_Mutation SNP C A C SIX6 c.C421A p.H141N
XH_P38 14 61180466 61180466 Missense_Mutation SNP G A G SIX4 c.C2005T p.L669F
XH_P38 14 64699917 64699917 Missense_Mutation SNP C T C ESR2 c.G1258A p.E420K
XH_P38 14 64701690 64701690 Silent SNP C T C ESR2 c.G1131A p.A377A
XH_P38 14 64988279 64988279 Silent SNP A G A ZBTB1 c.A57G p.E19E
XH_P38 14 65035067 65035067 Missense_Mutation SNP G T G PPP1R36 c.G435T p.R145S
XH_P38 14 65260078 65260078 Missense_Mutation SNP C T C SPTB c.G2303A p.G768D
XH_P38 14 68029118 68029118 Missense_Mutation SNP C A C PLEKHH1 c.C770A p.P257H
XH_P38 14 68249803 68249803 Missense_Mutation SNP A C A ZFYVE26 c.T4066G p.C1356G
XH_P38 14 70171418 70171418 Silent SNP T C T SUSD6 c.T417C p.F139F
XH_P38 14 70924852 70924852 Silent SNP A C A ADAM21 c.A636C p.L212L
XH_P38 14 71374702 71374702 Silent SNP G A G PCNX1 c.G135A p.L45L
XH_P38 14 73717720 73717720 Missense_Mutation SNP G A G PAPLN c.G571A p.A191T
XH_P38 14 74196581 74196581 Silent SNP G A G ELMSAN1 c.C1857T p.I619I
XH_P38 14 75378038 75378038 Missense_Mutation SNP T G T RPS6KL1 c.A577C p.I193L
XH_P38 14 75388183 75388183 Missense_Mutation SNP C T C RPS6KL1 c.G62A p.R21Q
XH_P38 14 76045691 76045691 Silent SNP C T C FLVCR2 c.C376T p.L126L
XH_P38 14 76368544 76368544 Missense_Mutation SNP T C T TTLL5 c.T3800C p.F1267S
XH_P38 14 76905777 76905777 Silent SNP C A C ESRRB c.C81A p.I27I
XH_P38 14 76964655 76964655 Missense_Mutation SNP C T C ESRRB c.C1156T p.P386S
XH_P38 14 77708804 77708804 Silent SNP C T C TMEM63C c.C1179T p.D393D
XH_P38 14 78398004 78398004 Silent SNP C T C ADCK1 c.C1146T p.S382S
XH_P38 14 81610583 81610583 Missense_Mutation SNP G C G TSHR c.G2181C p.E727D
XH_P38 14 86089363 86089363 Missense_Mutation SNP G A G FLRT2 c.G1505A p.R502H
XH_P38 14 88407888 88407888 Missense_Mutation SNP A G A GALC c.T1616C p.I539T
XH_P38 14 88652389 88652389 Silent SNP C T C KCNK10 c.G1107A p.A369A
XH_P38 14 88938652 88938652 Missense_Mutation SNP A G A PTPN21 c.T2807C p.V936A
XH_P38 14 88946622 88946622 Missense_Mutation SNP G A G PTPN21 c.C1153T p.L385F
XH_P38 14 91681888 91681888 Silent SNP G A G C14orf159 c.G1704A p.P568P
XH_P38 14 91773494 91773494 Missense_Mutation SNP G A G CCDC88C c.C3083T p.A1028V
XH_P38 14 92436176 92436176 Silent SNP C T C TRIP11 c.G5778A p.S1926S
XH_P38 14 93412743 93412743 Silent SNP G A G ITPK1 c.C834T p.F278F
XH_P38 14 93650465 93650465 Silent SNP A C A MOAP1 c.T123G p.A41A
XH_P38 14 94187832 94187832 Silent SNP C T C PRIMA1 c.G420A p.S140S
XH_P38 14 94756450 94756450 Missense_Mutation SNP T A T SERPINA10 c.A481T p.T161S
XH_P38 14 94935901 94935901 Missense_Mutation SNP G C G SERPINA9 c.C223G p.Q75E
XH_P38 14 95053849 95053849 Silent SNP T C T SERPINA5 c.T150C p.F50F
XH_P38 14 95884323 95884323 Missense_Mutation SNP G A G SYNE3 c.C2768T p.A923V
XH_P38 14 96922766 96922766 Missense_Mutation SNP A G A AK7 c.A1103G p.H368R
XH_P38 14 97299853 97299853 Silent SNP A G A VRK1 c.A45G p.A15A
XH_P38 14 99182535 99182535 Missense_Mutation SNP C T C C14orf177 c.C7T p.R3W
XH_P38 14 100380948 100380948 Missense_Mutation SNP T C T EML1 c.T1666C p.S556P
XH_P38 14 100615961 100615961 Missense_Mutation SNP C T C DEGS2 c.G169A p.A57T
XH_P38 14 100625902 100625902 Missense_Mutation SNP C T C DEGS2 c.G23A p.S8N
XH_P38 14 100795139 100795139 Missense_Mutation SNP G T G SLC25A47 c.G404T p.R135L
XH_P38 14 100808845 100808845 Silent SNP G A G WARS c.C880T p.L294L
XH_P38 14 101004432 101004432 Silent SNP G A G BEGAIN c.C1656T p.A552A
XH_P38 14 101010204 101010204 Silent SNP T C T BEGAIN c.A342G p.S114S
XH_P38 14 101350523 101350523 Silent SNP G A G RTL1 c.C603T p.P201P
XH_P38 14 103342049 103342049 Missense_Mutation SNP T C T TRAF3 c.T386C p.M129T
XH_P38 14 103570354 103570354 Missense_Mutation SNP G T G EXOC3L4 c.G1126T p.A376S
XH_P38 14 103573871 103573871 Silent SNP G A G EXOC3L4 c.G1692A p.P564P
XH_P38 14 103987728 103987728 Silent SNP C G C CKB c.G525C p.A175A
XH_P38 14 104029378 104029378 Missense_Mutation SNP C G C APOPT1 c.C79G p.P27A
XH_P38 14 104165753 104165753 Missense_Mutation SNP G A G XRCC3 c.C722T p.T241M
XH_P38 14 104643421 104643421 Silent SNP T C T KIF26A c.T4296C p.L1432L
XH_P38 14 104643721 104643721 Silent SNP C A C KIF26A c.C4596A p.A1532A
XH_P38 14 104643859 104643859 Silent SNP A G A KIF26A c.A4734G p.R1578R
XH_P38 14 104644099 104644099 Silent SNP T C T KIF26A c.T4974C p.S1658S
XH_P38 14 104646103 104646103 Silent SNP G A G KIF26A c.G5625A p.P1875P
XH_P38 14 105060632 105060632 Missense_Mutation SNP T C T TMEM179 c.A623G p.H208R
XH_P38 14 105071055 105071055 Silent SNP G A G TMEM179 c.C24T p.F8F
XH_P38 14 105196365 105196365 Silent SNP T C T ADSSL1 c.T136C p.L46L
XH_P38 14 105211221 105211221 Silent SNP C T C ADSSL1 c.C531T p.N177N
XH_P38 14 105222037 105222037 Silent SNP C T C SIVA1 c.C189T p.A63A
XH_P38 14 105239894 105239894 Silent SNP C T C AKT1 c.G726A p.E242E
XH_P38 14 105405942 105405942 Silent SNP G A G AHNAK2 c.C15546T p.L5182L
XH_P38 14 105406238 105406238 Missense_Mutation SNP A C A AHNAK2 c.T15250G p.Y5084D
XH_P38 14 105407031 105407031 Silent SNP A G A AHNAK2 c.T14457C p.S4819S
XH_P38 14 105407208 105407208 Silent SNP T C T AHNAK2 c.A14280G p.V4760V
XH_P38 14 105407798 105407798 Missense_Mutation SNP T C T AHNAK2 c.A13690G p.T4564A
XH_P38 14 105408030 105408030 Silent SNP A G A AHNAK2 c.T13458C p.D4486D
XH_P38 14 105410352 105410352 Silent SNP T C T AHNAK2 c.A11136G p.S3712S
XH_P38 14 105411153 105411153 Silent SNP G A G AHNAK2 c.C10335T p.P3445P
XH_P38 14 105411260 105411260 Missense_Mutation SNP A G A AHNAK2 c.T10228C p.S3410P
XH_P38 14 105412138 105412138 Missense_Mutation SNP A G A AHNAK2 c.T9350C p.L3117P
XH_P38 14 105413223 105413223 Silent SNP A G A AHNAK2 c.T8265C p.D2755D
XH_P38 14 105414629 105414629 Missense_Mutation SNP G A G AHNAK2 c.C6859T p.P2287S
XH_P38 14 105414804 105414804 Silent SNP A G A AHNAK2 c.T6684C p.F2228F
XH_P38 14 105415933 105415933 Missense_Mutation SNP G A G AHNAK2 c.C5555T p.P1852L
XH_P38 14 105416010 105416010 Silent SNP T C T AHNAK2 c.A5478G p.T1826T
XH_P38 14 105417527 105417527 Missense_Mutation SNP C T C AHNAK2 c.G3961A p.V1321M
XH_P38 14 105417548 105417548 Missense_Mutation SNP G C G AHNAK2 c.C3940G p.L1314V
XH_P38 14 105419446 105419446 Missense_Mutation SNP T G T AHNAK2 c.A2042C p.K681T
XH_P38 14 105420215 105420215 Missense_Mutation SNP T C T AHNAK2 c.A1273G p.T425A



XH_P38 14 105461067 105461067 Silent SNP C T C C14orf79 c.C949T p.L317L
XH_P38 14 105478102 105478102 Silent SNP G A G CDCA4 c.C165T p.N55N
XH_P38 14 105611282 105611282 Silent SNP A G A JAG2 c.T2955C p.A985A
XH_P38 14 105613039 105613039 Silent SNP C T C JAG2 c.G2388A p.S796S
XH_P38 14 105615648 105615648 Missense_Mutation SNP C T C JAG2 c.G1498A p.D500N
XH_P38 15 24921376 24921376 Missense_Mutation SNP G A G NPAP1 c.G362A p.R121H
XH_P38 15 27018797 27018797 Silent SNP G A G GABRB3 c.C75T p.P25P
XH_P38 15 28511093 28511093 Silent SNP G A G HERC2 c.C1626T p.S542S
XH_P38 15 29415560 29415560 Silent SNP G A G FAM189A1 c.C1602T p.D534D
XH_P38 15 29416901 29416901 Missense_Mutation SNP A G A FAM189A1 c.T1292C p.V431A
XH_P38 15 32322929 32322929 Silent SNP G A G CHRNA7 c.G132A p.A44A
XH_P38 15 33023098 33023098 Silent SNP C G C GREM1 c.C207G p.P69P
XH_P38 15 34113010 34113010 Silent SNP C T C RYR3 c.C10797T p.F3599F
XH_P38 15 34648935 34648935 Missense_Mutation SNP G T G NUTM1 c.G2696T p.S899I
XH_P38 15 34649631 34649631 Missense_Mutation SNP G A G NUTM1 c.G3392A p.R1131H
XH_P38 15 37329154 37329154 Missense_Mutation SNP C A C MEIS2 c.G722T p.G241V
XH_P38 15 40583560 40583560 Silent SNP G T G PLCB2 c.C2731A p.R911R
XH_P38 15 40627845 40627845 Silent SNP G A G C15orf52 c.C1119T p.S373S
XH_P38 15 40633138 40633138 Silent SNP A T A C15orf52 c.T15A p.A5A
XH_P38 15 40656141 40656141 Silent SNP T C T DISP2 c.T435C p.H145H
XH_P38 15 40662501 40662501 Silent SNP G A G DISP2 c.G4188A p.T1396T
XH_P38 15 41146880 41146880 Silent SNP T C T SPINT1 c.T1110C p.S370S
XH_P38 15 41148516 41148516 Missense_Mutation SNP G A G SPINT1 c.G1331A p.S444N
XH_P38 15 42149472 42149472 Missense_Mutation SNP T C T SPTBN5 c.A8585G p.Q2862R
XH_P38 15 42158022 42158022 Missense_Mutation SNP C T C SPTBN5 c.G6902A p.R2301Q
XH_P38 15 42170578 42170578 Silent SNP G A G SPTBN5 c.C3432T p.H1144H
XH_P38 15 42178122 42178122 Missense_Mutation SNP T C T SPTBN5 c.A1331G p.D444G
XH_P38 15 42185482 42185482 Nonsense_Mutation SNP G A G SPTBN5 c.C214T p.Q72X
XH_P38 15 42287578 42287578 Silent SNP G A G PLA2G4E c.C1227T p.T409T
XH_P38 15 42979105 42979105 Missense_Mutation SNP A G A STARD9 c.A5329G p.R1777G
XH_P38 15 42982819 42982819 Missense_Mutation SNP A G A STARD9 c.A9043G p.R3015G
XH_P38 15 42983155 42983155 Missense_Mutation SNP G A G STARD9 c.G9379A p.V3127M
XH_P38 15 42983943 42983943 Silent SNP C G C STARD9 c.C10167G p.R3389R
XH_P38 15 42984858 42984858 Silent SNP G T G STARD9 c.G11082T p.L3694L
XH_P38 15 43018559 43018559 Silent SNP C T C CDAN1 c.G3153A p.E1051E
XH_P38 15 43023161 43023161 Missense_Mutation SNP C T C CDAN1 c.G1969A p.G657S
XH_P38 15 43023482 43023482 Missense_Mutation SNP T C T CDAN1 c.A1787G p.Q596R
XH_P38 15 43028511 43028511 Silent SNP G C G CDAN1 c.C558G p.P186P
XH_P38 15 43028626 43028626 Missense_Mutation SNP G A G CDAN1 c.C443T p.A148V
XH_P38 15 43028749 43028749 Missense_Mutation SNP T A T CDAN1 c.A320T p.Q107L
XH_P38 15 43531411 43531411 Missense_Mutation SNP G C G TGM5 c.C809G p.A270G
XH_P38 15 43545728 43545728 Silent SNP G A G TGM5 c.C414T p.Y138Y
XH_P38 15 43621947 43621947 Silent SNP A G A LCMT2 c.T741C p.R247R
XH_P38 15 43622265 43622265 Missense_Mutation SNP C A C LCMT2 c.G423T p.R141S
XH_P38 15 43661802 43661802 Missense_Mutation SNP T C T ZSCAN29 c.A310G p.R104G
XH_P38 15 43748304 43748304 Silent SNP A G A TP53BP1 c.T2502C p.D834D
XH_P38 15 43814780 43814780 Missense_Mutation SNP C G C MAP1A c.C1109G p.P370R
XH_P38 15 43817406 43817406 Silent SNP T C T MAP1A c.T3735C p.D1245D
XH_P38 15 43893072 43893072 Silent SNP G A G STRC c.C4842T p.F1614F
XH_P38 15 43924420 43924420 Missense_Mutation SNP C T C CATSPER2 c.G1550A p.R517H
XH_P38 15 43924422 43924422 Silent SNP T C T CATSPER2 c.A1548G p.E516E
XH_P38 15 44069069 44069069 Missense_Mutation SNP G C G ELL3 c.C31G p.Q11E
XH_P38 15 45444518 45444518 Silent SNP A G A DUOX1 c.A3228G p.T1076T
XH_P38 15 45968435 45968435 Missense_Mutation SNP T C T SQOR c.T791C p.I264T
XH_P38 15 48053229 48053229 Silent SNP C A C SEMA6D c.C276A p.P92P
XH_P38 15 48058071 48058071 Missense_Mutation SNP G A G SEMA6D c.G1433A p.S478N
XH_P38 15 51397262 51397262 Missense_Mutation SNP C T C TNFAIP8L3 c.G112A p.A38T
XH_P38 15 52230365 52230365 Missense_Mutation SNP T A T LEO1 c.A1809T p.E603D
XH_P38 15 52402026 52402026 Missense_Mutation SNP G A G BCL2L10 c.C704T p.P235L
XH_P38 15 52534344 52534344 Silent SNP G A G MYO5C c.C2457T p.R819R
XH_P38 15 52605941 52605941 Silent SNP G C G MYO5A c.C5439G p.T1813T
XH_P38 15 54003091 54003091 Missense_Mutation SNP G A G WDR72 c.C917T p.P306L
XH_P38 15 55652305 55652305 Missense_Mutation SNP T C T CCPG1 c.A1666G p.K556E
XH_P38 15 56208178 56208178 Silent SNP C T C NEDD4 c.G852A p.L284L
XH_P38 15 57836715 57836715 Silent SNP C T C CGNL1 c.C3420T p.Y1140Y
XH_P38 15 58000981 58000981 Silent SNP C T C GCOM1 c.C183T p.A61A
XH_P38 15 58834741 58834741 Silent SNP G T G LIPC c.G465T p.V155V
XH_P38 15 59453384 59453384 Silent SNP T C T MYO1E c.A2673G p.A891A
XH_P38 15 62990971 62990971 Silent SNP C T C TLN2 c.C1492T p.L498L
XH_P38 15 63125789 63125789 Silent SNP G A G TLN2 c.G7089A p.S2363S
XH_P38 15 65321795 65321795 Missense_Mutation SNP A T A MTFMT c.T157A p.F53I
XH_P38 15 65622651 65622651 Missense_Mutation SNP C T C IGDCC3 c.G1838A p.R613K
XH_P38 15 65667724 65667724 Silent SNP A G A IGDCC3 c.T120C p.A40A
XH_P38 15 65688198 65688198 Missense_Mutation SNP C T C IGDCC4 c.G1301A p.R434Q
XH_P38 15 66996307 66996307 Silent SNP C T C SMAD6 c.C711T p.H237H
XH_P38 15 68609647 68609647 Missense_Mutation SNP G T G ITGA11 c.C2671A p.Q891K
XH_P38 15 69238392 69238392 Silent SNP T C T SPESP1 c.T519C p.Y173Y
XH_P38 15 69325581 69325581 Silent SNP C T C NOX5 c.C735T p.C245C
XH_P38 15 69327825 69327825 Silent SNP C T C NOX5 c.C903T p.T301T
XH_P38 15 69709748 69709748 Silent SNP C A C KIF23 c.C108A p.G36G
XH_P38 15 70345626 70345626 Silent SNP C T C TLE3 c.G1704A p.T568T
XH_P38 15 72492965 72492965 Missense_Mutation SNP G A G PKM c.C1117T p.R373C
XH_P38 15 74001993 74001993 Silent SNP T C T CD276 c.T855C p.A285A
XH_P38 15 74220084 74220084 Silent SNP G T G LOXL1 c.G960T p.A320A
XH_P38 15 74328141 74328141 Missense_Mutation SNP G T G PML c.G2195T p.G732V
XH_P38 15 74467856 74467856 Silent SNP G A G ISLR c.G657A p.T219T
XH_P38 15 74622533 74622533 Missense_Mutation SNP A G A CCDC33 c.A73G p.M25V
XH_P38 15 74703022 74703022 Silent SNP G A G SEMA7A c.C1902T p.A634A
XH_P38 15 74706943 74706943 Silent SNP G A G SEMA7A c.C1197T p.V399V
XH_P38 15 74709975 74709975 Silent SNP G A G SEMA7A c.C465T p.Y155Y
XH_P38 15 74836829 74836829 In_Frame_Ins INS - AATGGT - ARID3B 552_553insAATG.Q184delinsQNG
XH_P38 15 74908132 74908132 Missense_Mutation SNP G A G CLK3 c.G337A p.A113T
XH_P38 15 75015305 75015305 Missense_Mutation SNP C T C CYP1A1 c.G134A p.G45D
XH_P38 15 75189930 75189930 Silent SNP A G A MPI c.A981G p.V327V
XH_P38 15 75979782 75979782 Silent SNP G T G CSPG4 c.C3624A p.R1208R
XH_P38 15 76136768 76136768 Missense_Mutation SNP C T C UBE2Q2 c.C74T p.P25L
XH_P38 15 76496232 76496232 Missense_Mutation SNP G A G TMEM266 c.G1172A p.R391H
XH_P38 15 76496340 76496340 Missense_Mutation SNP C T C TMEM266 c.C1280T p.P427L



XH_P38 15 78369972 78369972 Missense_Mutation SNP G C G TBC1D2B c.C23G p.A8G
XH_P38 15 78566680 78566680 Missense_Mutation SNP G A G DNAJA4 c.G560A p.R187H
XH_P38 15 78921762 78921762 Silent SNP G A G CHRNB4 c.C885T p.I295I
XH_P38 15 79069121 79069121 Silent SNP A G A ADAMTS7 c.T1530C p.A510A
XH_P38 15 79082108 79082108 Silent SNP C T C ADAMTS7 c.G1101A p.Q367Q
XH_P38 15 79254511 79254511 Missense_Mutation SNP C T C RASGRF1 c.G1445A p.R482Q
XH_P38 15 79296172 79296172 Silent SNP G A G RASGRF1 c.C117T p.P39P
XH_P38 15 80873642 80873642 Silent SNP C G C ARNT2 c.C1815G p.T605T
XH_P38 15 81578139 81578139 Missense_Mutation SNP C T C IL16 c.C1300T p.P434S
XH_P38 15 82934942 82934942 Missense_Mutation SNP T C T GOLGA6L10 c.A638G p.E213G
XH_P38 15 85402610 85402610 Silent SNP G A G ALPK3 c.G4560A p.E1520E
XH_P38 15 85467275 85467275 Silent SNP C T C SLC28A1 c.C1017T p.H339H
XH_P38 15 85478696 85478696 Missense_Mutation SNP C T C SLC28A1 c.C1528T p.R510C
XH_P38 15 86284342 86284342 Silent SNP C T C AKAP13 c.C3537T p.L1179L
XH_P38 15 86800209 86800209 Silent SNP C T C AGBL1 c.C861T p.P287P
XH_P38 15 86806029 86806029 Silent SNP C T C AGBL1 c.C990T p.D330D
XH_P38 15 88476365 88476365 Silent SNP G A G NTRK3 c.C1473T p.A491A
XH_P38 15 89169614 89169614 Silent SNP A G A AEN c.A174G p.E58E
XH_P38 15 89421249 89421249 Silent SNP G A G HAPLN3 c.C1035T p.P345P
XH_P38 15 89694986 89694986 Silent SNP G A G ABHD2 c.G273A p.S91S
XH_P38 15 89760391 89760391 Silent SNP T G T RLBP1 c.A306C p.A102A
XH_P38 15 90168108 90168108 Missense_Mutation SNP C T C TICRR c.C4564T p.R1522C
XH_P38 15 90172234 90172234 Missense_Mutation SNP C T C KIF7 c.G3637A p.G1213S
XH_P38 15 90176073 90176073 Missense_Mutation SNP C A C KIF7 c.G2873T p.S958I
XH_P38 15 90176432 90176432 Silent SNP T G T KIF7 c.A2658C p.A886A
XH_P38 15 90246336 90246336 Silent SNP A G A WDR93 c.A459G p.L153L
XH_P38 15 90293776 90293776 Silent SNP A C A MESP1 c.T687G p.P229P
XH_P38 15 90628537 90628537 Silent SNP G A G IDH2 c.C660T p.T220T
XH_P38 15 90768320 90768320 Silent SNP C T C SEMA4B c.C901T p.L301L
XH_P38 15 90902172 90902172 Missense_Mutation SNP C T C ZNF774 c.C194T p.P65L
XH_P38 15 91424255 91424255 Missense_Mutation SNP A G A FURIN c.A1777G p.S593G
XH_P38 15 92459385 92459385 Missense_Mutation SNP G A G SLCO3A1 c.G343A p.V115I
XH_P38 15 93588289 93588289 Missense_Mutation SNP G A G RGMA c.C1244T p.A415V
XH_P38 15 97327393 97327393 Nonsense_Mutation SNP C T C SPATA8 c.C100T p.R34X
XH_P38 15 100252805 100252805 Silent SNP G T G MEF2A c.G1119T p.G373G
XH_P38 15 101549194 101549194 Silent SNP G C G LRRK1 c.G915C p.R305R
XH_P38 16 304514 304514 Silent SNP C T C FAM234A c.C102T p.N34N
XH_P38 16 309998 309998 Missense_Mutation SNP C T C FAM234A c.C416T p.A139V
XH_P38 16 320759 320759 Missense_Mutation SNP C T C RGS11 c.G499A p.V167M
XH_P38 16 324052 324052 Silent SNP A G A RGS11 c.T387C p.D129D
XH_P38 16 325290 325290 Silent SNP C G C RGS11 c.G204C p.S68S
XH_P38 16 334580 334580 Silent SNP G C G PDIA2 c.G393C p.P131P
XH_P38 16 419154 419154 Silent SNP G A G MRPL28 c.C355T p.L119L
XH_P38 16 420140 420140 Missense_Mutation SNP G A G MRPL28 c.C79T p.H27Y
XH_P38 16 718232 718232 Silent SNP C T C RHOT2 c.C33T p.G11G
XH_P38 16 726716 726716 Silent SNP C T C RHBDL1 c.C441T p.N147N
XH_P38 16 732188 732188 Silent SNP G A G STUB1 c.G477A p.L159L
XH_P38 16 737269 737269 Silent SNP C T C WDR24 c.G807A p.T269T
XH_P38 16 765861 765861 Missense_Mutation SNP G A G METRN c.G382A p.A128T
XH_P38 16 813650 813650 Silent SNP G A G MSLN c.G138A p.A46A
XH_P38 16 839084 839084 Missense_Mutation SNP A C A CHTF18 c.A245C p.Q82P
XH_P38 16 842450 842450 Silent SNP C T C CHTF18 c.C1338T p.N446N
XH_P38 16 847743 847743 Missense_Mutation SNP C T C CHTF18 c.C2783T p.P928L
XH_P38 16 855717 855717 Missense_Mutation SNP C G C PRR25 c.C275G p.T92S
XH_P38 16 929711 929711 Silent SNP C T C LMF1 c.G756A p.A252A
XH_P38 16 1004605 1004605 Silent SNP A G A LMF1 c.T255C p.L85L
XH_P38 16 1034954 1034954 Silent SNP T C T SOX8 c.T909C p.Y303Y
XH_P38 16 1143567 1143567 Silent SNP G A G C1QTNF8 c.C693T p.Y231Y
XH_P38 16 1252259 1252259 Silent SNP A G A CACNA1H c.A1809G p.R603R
XH_P38 16 1254369 1254369 Missense_Mutation SNP C T C CACNA1H c.C2362T p.R788C
XH_P38 16 1488646 1488646 Silent SNP A G A CCDC154 c.T999C p.R333R
XH_P38 16 1524850 1524850 Silent SNP A G A CLCN7 c.T126C p.P42P
XH_P38 16 1555589 1555589 Missense_Mutation SNP A G A TELO2 c.A2021G p.Q674R
XH_P38 16 1559838 1559838 Silent SNP T C T TELO2 c.T2415C p.A805A
XH_P38 16 1574863 1574863 Silent SNP G A G IFT140 c.C2919T p.A973A
XH_P38 16 1814440 1814440 Missense_Mutation SNP A G A MAPK8IP3 c.A2239G p.T747A
XH_P38 16 1841033 1841033 Silent SNP G A G IGFALS c.C1500T p.Y500Y
XH_P38 16 1842386 1842386 Silent SNP C T C IGFALS c.G147A p.A49A
XH_P38 16 1877494 1877494 Silent SNP T C T FAHD1 c.T264C p.A88A
XH_P38 16 1877558 1877558 Missense_Mutation SNP G A G FAHD1 c.G328A p.D110N
XH_P38 16 1995898 1995898 Missense_Mutation SNP C T C RPL3L c.G985A p.D329N
XH_P38 16 2048796 2048796 Silent SNP C T C ZNF598 c.G2268A p.R756R
XH_P38 16 2049728 2049728 Missense_Mutation SNP C T C ZNF598 c.G1822A p.A608T
XH_P38 16 2050192 2050192 Missense_Mutation SNP G T G ZNF598 c.C1358A p.S453Y
XH_P38 16 2160494 2160494 Silent SNP C T C PKD1 c.G4674A p.T1558T
XH_P38 16 2367336 2367336 Silent SNP G A G ABCA3 c.C1059T p.F353F
XH_P38 16 2812647 2812647 Silent SNP C T C SRRM2 c.C2118T p.S706S
XH_P38 16 3119020 3119020 Silent SNP A G A IL32 c.A204G p.R68R
XH_P38 16 3140616 3140616 Silent SNP T C T ZSCAN10 c.A408G p.E136E
XH_P38 16 3191339 3191339 Silent SNP C G C ZNF213 c.C1371G p.P457P
XH_P38 16 3297073 3297073 Silent SNP A G A MEFV c.T897C p.D299D
XH_P38 16 3299749 3299749 Silent SNP G A G MEFV c.C309T p.R103R
XH_P38 16 3613126 3613126 Silent SNP C T C NLRC3 c.G1812A p.L604L
XH_P38 16 3614575 3614575 Silent SNP G A G NLRC3 c.C363T p.T121T
XH_P38 16 3639139 3639139 Silent SNP A G A SLX4 c.T4500C p.N1500N
XH_P38 16 3639977 3639977 Missense_Mutation SNP G A G SLX4 c.C3662T p.A1221V
XH_P38 16 3707023 3707023 Missense_Mutation SNP C G C DNASE1 c.C460G p.P154A
XH_P38 16 3778337 3778337 Silent SNP G A G CREBBP c.C6597T p.P2199P
XH_P38 16 3820667 3820667 Silent SNP C T C CREBBP c.G2670A p.P890P
XH_P38 16 4016943 4016943 Silent SNP A G A ADCY9 c.T2895C p.S965S
XH_P38 16 4511926 4511926 Missense_Mutation SNP G A G NMRAL1 c.C755T p.P252L
XH_P38 16 4743793 4743793 Silent SNP G A G NUDT16L1 c.G66A p.P22P
XH_P38 16 4787935 4787935 Missense_Mutation SNP G C G C16orf71 c.G264C p.E88D
XH_P38 16 4935185 4935185 Silent SNP C T C PPL c.G3471A p.K1157K
XH_P38 16 8953081 8953081 Silent SNP C G C CARHSP1 c.G105C p.R35R
XH_P38 16 10837913 10837913 Missense_Mutation SNP C G C NUBP1 c.C115G p.P39A
XH_P38 16 11056378 11056378 Silent SNP C T C CLEC16A c.C276T p.Y92Y
XH_P38 16 15815351 15815351 Silent SNP G A G MYH11 c.C4506T p.L1502L



XH_P38 16 16263663 16263663 Silent SNP G A G ABCC6 c.C2835T p.P945P
XH_P38 16 17228363 17228363 Missense_Mutation SNP G A G XYLT1 c.C1994T p.T665M
XH_P38 16 17232233 17232233 Silent SNP C T C XYLT1 c.G1743A p.P581P
XH_P38 16 19079037 19079037 Silent SNP G A G COQ7 c.G51A p.P17P
XH_P38 16 20360101 20360101 Silent SNP G A G UMOD c.C522T p.C174C
XH_P38 16 20441053 20441053 Missense_Mutation SNP C G C ACSM5 c.C1055G p.P352R
XH_P38 16 20635418 20635418 Silent SNP C T C ACSM1 c.G1647A p.K549K
XH_P38 16 20636814 20636814 Silent SNP G A G ACSM1 c.C1458T p.S486S
XH_P38 16 20810067 20810067 Missense_Mutation SNP T C T ERI2 c.A1055G p.Y352C
XH_P38 16 20873767 20873767 Silent SNP T G T DCUN1D3 c.A94C p.R32R
XH_P38 16 21008690 21008690 Silent SNP T C T DNAH3 c.A6378G p.K2126K
XH_P38 16 23464226 23464226 Silent SNP G A G COG7 c.C90T p.S30S
XH_P38 16 23717689 23717689 Missense_Mutation SNP C T C ERN2 c.G551A p.R184H
XH_P38 16 27374400 27374400 Missense_Mutation SNP A G A IL4R c.A1727G p.Q576R
XH_P38 16 27974487 27974487 Silent SNP T C T GSG1L c.A387G p.A129A
XH_P38 16 28123226 28123226 Silent SNP G A G XPO6 c.C2253T p.H751H
XH_P38 16 28488943 28488943 Missense_Mutation SNP T C T CLN3 c.A911G p.H304R
XH_P38 16 28506872 28506872 Silent SNP A G A APOBR c.A510G p.E170E
XH_P38 16 28508447 28508447 Silent SNP A G A APOBR c.A2085G p.A695A
XH_P38 16 28513403 28513403 Missense_Mutation SNP A G A IL27 c.T356C p.L119P
XH_P38 16 28603655 28603655 Missense_Mutation SNP T G T SULT1A2 c.A704C p.N235T
XH_P38 16 28883241 28883241 Missense_Mutation SNP A G A SH2B1 c.A442G p.T148A
XH_P38 16 28885108 28885108 Silent SNP C G C SH2B1 c.C2238G p.P746P
XH_P38 16 28898793 28898793 Silent SNP T C T ATP2A1 c.T303C p.T101T
XH_P38 16 28925721 28925721 Missense_Mutation SNP C T C RABEP2 c.G730A p.G244S
XH_P38 16 30594109 30594109 Missense_Mutation SNP G T G ZNF785 c.C990A p.H330Q
XH_P38 16 30724960 30724960 Missense_Mutation SNP C G C SRCAP c.C2421G p.F807L
XH_P38 16 30794289 30794289 Missense_Mutation SNP C T C ZNF629 c.G1360A p.G454S
XH_P38 16 31341863 31341863 Missense_Mutation SNP G C G ITGAM c.G3213C p.E1071D
XH_P38 16 31483546 31483546 Splice_Site SNP T A T TGFB1I1 . .
XH_P38 16 50188027 50188027 Silent SNP C T C PAPD5 c.C450T p.N150N
XH_P38 16 50733585 50733585 Missense_Mutation SNP G A G NOD2 c.G179A p.R60H
XH_P38 16 50745929 50745929 Missense_Mutation SNP C T C NOD2 c.C2026T p.R676C
XH_P38 16 53262964 53262964 Silent SNP C T C CHD9 c.C2238T p.I746I
XH_P38 16 53504721 53504721 Silent SNP T C T RBL2 c.T2590C p.L864L
XH_P38 16 55734106 55734106 Missense_Mutation SNP T C T SLC6A2 c.T1331C p.I444T
XH_P38 16 56368689 56368689 Silent SNP C T C GNAO1 c.C513T p.T171T
XH_P38 16 56701294 56701294 Splice_Site SNP T A T MT1G . .
XH_P38 16 56839439 56839439 Silent SNP C T C NUP93 c.C15T p.Y5Y
XH_P38 16 57068106 57068106 Missense_Mutation SNP A G A NLRC5 c.A2570G p.H857R
XH_P38 16 57068107 57068107 Silent SNP C T C NLRC5 c.C2571T p.H857H
XH_P38 16 57180158 57180158 Silent SNP C A C CPNE2 c.C1464A p.R488R
XH_P38 16 57760824 57760824 Silent SNP C T C DRC7 c.C1860T p.S620S
XH_P38 16 57762401 57762401 Missense_Mutation SNP T C T DRC7 c.T2101C p.C701R
XH_P38 16 57950057 57950057 Silent SNP G A G CNGB1 c.C2175T p.N725N
XH_P38 16 57996932 57996932 Silent SNP G A G CNGB1 c.C327T p.G109G
XH_P38 16 58030741 58030741 Missense_Mutation SNP G A G ZNF319 c.C1429T p.R477C
XH_P38 16 58318604 58318604 Missense_Mutation SNP T C T PRSS54 c.A247G p.S83G
XH_P38 16 58327646 58327646 Silent SNP A G A PRSS54 c.T75C p.Y25Y
XH_P38 16 58542901 58542901 Silent SNP G A G NDRG4 c.G819A p.T273T
XH_P38 16 58713798 58713798 Missense_Mutation SNP G A G SLC38A7 c.C233T p.T78I
XH_P38 16 60392994 60392994 Missense_Mutation SNP T G T LOC729159 c.A613C p.T205P
XH_P38 16 60393058 60393058 Silent SNP C T C LOC729159 c.G549A p.A183A
XH_P38 16 60393404 60393404 Missense_Mutation SNP T A T LOC729159 c.A203T p.D68V
XH_P38 16 65022234 65022234 Missense_Mutation SNP C T C CDH11 c.G447A p.M149I
XH_P38 16 66638804 66638804 Silent SNP G A G CMTM3 c.G96A p.P32P
XH_P38 16 67911517 67911517 Silent SNP T C T EDC4 c.T747C p.C249C
XH_P38 16 68026486 68026486 Missense_Mutation SNP T G T DPEP2 c.A317C p.D106A
XH_P38 16 68732049 68732049 Missense_Mutation SNP A C A CDH3 c.A2334C p.R778S
XH_P38 16 68857441 68857441 Silent SNP T C T CDH1 c.T1893C p.A631A
XH_P38 16 70211218 70211218 Silent SNP G A G CLEC18C c.G291A p.A97A
XH_P38 16 70512510 70512510 Missense_Mutation SNP C A C FUK c.C2886A p.S962R
XH_P38 16 71712786 71712786 Silent SNP A G A PHLPP2 c.T1140C p.F380F
XH_P38 16 72993831 72993831 Missense_Mutation SNP A C A ZFHX3 c.T214G p.S72A
XH_P38 16 74447025 74447025 Missense_Mutation SNP T C T CLEC18B c.A586G p.I196V
XH_P38 16 75258617 75258617 Missense_Mutation SNP C T C CTRB1 c.C511T p.P171S
XH_P38 16 81010073 81010073 Missense_Mutation SNP C T C CMC2 c.G157A p.V53I
XH_P38 16 81077016 81077016 Missense_Mutation SNP A G A ATMIN c.A445G p.K149E
XH_P38 16 81087679 81087679 Missense_Mutation SNP C G C C16orf46 c.G1164C p.K388N
XH_P38 16 81249927 81249927 Missense_Mutation SNP C T C PKD1L2 c.G386A p.G129D
XH_P38 16 81971403 81971403 Silent SNP T C T PLCG2 c.T3093C p.N1031N
XH_P38 16 84012104 84012104 Missense_Mutation SNP T C T NECAB2 c.T59C p.L20S
XH_P38 16 84229436 84229436 Silent SNP G A G ADAD2 c.G1068A p.S356S
XH_P38 16 84229580 84229580 Silent SNP C T C ADAD2 c.C1212T p.A404A
XH_P38 16 84229883 84229883 Missense_Mutation SNP C T C ADAD2 c.C1433T p.T478I
XH_P38 16 84256619 84256619 Missense_Mutation SNP C T C KCNG4 c.G764A p.C255Y
XH_P38 16 84270381 84270381 Silent SNP G A G KCNG4 c.C711T p.S237S
XH_P38 16 84476200 84476200 Missense_Mutation SNP A T A ATP2C2 c.A943T p.M315L
XH_P38 16 84520292 84520292 Silent SNP C T C TLDC1 c.G903A p.K301K
XH_P38 16 87446368 87446368 Silent SNP C T C ZCCHC14 c.G1548A p.P516P
XH_P38 16 87723838 87723838 Silent SNP T C T JPH3 c.T1872C p.H624H
XH_P38 16 88747995 88747995 Missense_Mutation SNP G C G SNAI3 c.C204G p.I68M
XH_P38 16 88779032 88779032 Silent SNP G C G CTU2 c.G195C p.V65V
XH_P38 16 88803124 88803124 Missense_Mutation SNP T C T PIEZO1 c.A1219G p.R407G
XH_P38 16 88870967 88870967 Silent SNP T C T CDT1 c.T243C p.S81S
XH_P38 16 88876190 88876190 Silent SNP G A G APRT c.C459T p.C153C
XH_P38 16 89245890 89245890 Missense_Mutation SNP G T G CDH15 c.G109T p.A37S
XH_P38 16 89256695 89256695 Silent SNP G A G CDH15 c.G1023A p.S341S
XH_P38 16 89258747 89258747 Missense_Mutation SNP A C A CDH15 c.A1750C p.K584Q
XH_P38 16 89347486 89347486 Missense_Mutation SNP C T C ANKRD11 c.G5464A p.D1822N
XH_P38 16 89349519 89349519 Missense_Mutation SNP G A G ANKRD11 c.C3431T p.P1144L
XH_P38 16 89350038 89350038 Missense_Mutation SNP G A G ANKRD11 c.C2912T p.A971V
XH_P38 16 89644001 89644001 Missense_Mutation SNP T C T CPNE7 c.T229C p.F77L
XH_P38 16 89789898 89789898 Missense_Mutation SNP T C T ZNF276 c.T787C p.W263R
XH_P38 16 89986154 89986154 Missense_Mutation SNP G A G MC1R c.G488A p.R163Q
XH_P38 16 89986545 89986545 Silent SNP C T C MC1R c.C879T p.I293I
XH_P38 16 90037828 90037828 Missense_Mutation SNP G A G CENPBD1 c.C503T p.T168I
XH_P38 16 90086206 90086206 Silent SNP C T C DBNDD1 c.G321A p.P107P



XH_P38 17 617869 617869 Silent SNP G A G VPS53 c.C81T p.I27I
XH_P38 17 1494567 1494567 Silent SNP G A G SLC43A2 c.C516T p.A172A
XH_P38 17 1611433 1611433 Silent SNP A G A TLCD2 c.T426C p.S142S
XH_P38 17 1674429 1674429 Silent SNP T C T SERPINF1 c.T390C p.T130T
XH_P38 17 3324810 3324810 Missense_Mutation SNP A G A OR3A3 c.A949G p.K317E
XH_P38 17 3422073 3422073 Missense_Mutation SNP C T C TRPV3 c.G1882A p.A628T
XH_P38 17 3476990 3476990 Silent SNP G A G TRPV1 c.C2040T p.I680I
XH_P38 17 3654980 3654980 Silent SNP A G A ITGAE c.T1857C p.N619N
XH_P38 17 3657175 3657175 Missense_Mutation SNP T C T ITGAE c.A1429G p.I477V
XH_P38 17 3828702 3828702 Silent SNP T C T ATP2A3 c.A3102G p.R1034R
XH_P38 17 4337412 4337412 Silent SNP C G C SPNS3 c.C150G p.V50V
XH_P38 17 4391132 4391132 Silent SNP C T C SPNS3 c.C1101T p.N367N
XH_P38 17 4575596 4575598 In_Frame_Del DEL TCC - TCC PELP1 c.2838_2840del p.946_947del
XH_P38 17 4641755 4641755 Silent SNP C T C CXCL16 c.G306A p.G102G
XH_P38 17 4798399 4798399 Missense_Mutation SNP G A G MINK1 c.G2836A p.D946N
XH_P38 17 4936972 4936972 Missense_Mutation SNP G A G SLC52A1 c.C812T p.A271V
XH_P38 17 4937351 4937351 Silent SNP G T G SLC52A1 c.C433A p.R145R
XH_P38 17 5037281 5037281 Missense_Mutation SNP T C T USP6 c.T484C p.Y162H
XH_P38 17 5044794 5044794 Missense_Mutation SNP G A G USP6 c.G1573A p.V525I
XH_P38 17 5058808 5058808 Missense_Mutation SNP G A G USP6 c.G2735A p.R912Q
XH_P38 17 5404262 5404262 Silent SNP G C G LOC728392 c.C15G p.L5L
XH_P38 17 6930139 6930139 Silent SNP C T C BCL6B c.C1170T p.G390G
XH_P38 17 6941625 6941625 Silent SNP C T C SLC16A13 c.C498T p.Y166Y
XH_P38 17 6945087 6945087 Missense_Mutation SNP G T G SLC16A11 c.C1327A p.P443T
XH_P38 17 6945483 6945483 Missense_Mutation SNP C T C SLC16A11 c.G1018A p.G340S
XH_P38 17 6945940 6945940 Silent SNP A G A SLC16A11 c.T561C p.L187L
XH_P38 17 7080316 7080316 Silent SNP C T C ASGR1 c.G150A p.K50K
XH_P38 17 7131010 7131010 Missense_Mutation SNP T C T DVL2 c.A1195G p.M399V
XH_P38 17 7154582 7154582 Missense_Mutation SNP T C T CTDNEP1 c.A34G p.T12A
XH_P38 17 7197633 7197633 Missense_Mutation SNP A G A YBX2 c.T187C p.S63P
XH_P38 17 7230845 7230845 Missense_Mutation SNP G T G NEURL4 c.C641A p.P214H
XH_P38 17 7287538 7287538 Missense_Mutation SNP G A G TNK1 c.G832A p.V278I
XH_P38 17 7293715 7293715 Missense_Mutation SNP C T C PLSCR3 c.G877A p.V293I
XH_P38 17 7318920 7318920 Silent SNP C T C NLGN2 c.C1128T p.Y376Y
XH_P38 17 7320581 7320581 Silent SNP C T C NLGN2 c.C1971T p.P657P
XH_P38 17 7366348 7366348 Missense_Mutation SNP A C A ZBTB4 c.T1953G p.D651E
XH_P38 17 7690345 7690345 Silent SNP C T C DNAH2 c.C6597T p.P2199P
XH_P38 17 7910025 7910025 Silent SNP C T C GUCY2D c.C1371T p.C457C
XH_P38 17 7942901 7942901 Silent SNP C G C ALOX15B c.C345G p.T115T
XH_P38 17 7951149 7951149 Silent SNP C T C ALOX15B c.C1545T p.G515G
XH_P38 17 7951878 7951878 Missense_Mutation SNP A G A ALOX15B c.A1804G p.I602V
XH_P38 17 7999957 7999957 Silent SNP G A G ALOXE3 c.C2520T p.S840S
XH_P38 17 8026364 8026364 Silent SNP C T C HES7 c.G123A p.E41E
XH_P38 17 8046772 8046772 Missense_Mutation SNP C G C PER1 c.G2884C p.A962P
XH_P38 17 8048283 8048283 Silent SNP G A G PER1 c.C2247T p.G749G
XH_P38 17 8053085 8053085 Silent SNP T G T PER1 c.A639C p.T213T
XH_P38 17 8092694 8092694 Silent SNP T G T BORCS6 c.A765C p.P255P
XH_P38 17 8132763 8132763 Missense_Mutation SNP T C T CTC1 c.A3013G p.I1005V
XH_P38 17 8161149 8161149 Missense_Mutation SNP C T C PFAS c.C1100T p.P367L
XH_P38 17 8167600 8167600 Missense_Mutation SNP T C T PFAS c.T1862C p.L621P
XH_P38 17 8168224 8168224 Silent SNP T C T PFAS c.T2061C p.S687S
XH_P38 17 8700982 8700982 Missense_Mutation SNP C T C MFSD6L c.G1457A p.R486H
XH_P38 17 8926418 8926418 Missense_Mutation SNP C T C NTN1 c.C728T p.T243M
XH_P38 17 9549381 9549381 Silent SNP C T C USP43 c.C432T p.T144T
XH_P38 17 9632247 9632247 Silent SNP A G A USP43 c.A3297G p.R1099R
XH_P38 17 11671913 11671913 Missense_Mutation SNP G C G DNAH9 c.G7314C p.Q2438H
XH_P38 17 11757556 11757556 Silent SNP C G C DNAH9 c.C9744G p.P3248P
XH_P38 17 11786951 11786951 Silent SNP T C T DNAH9 c.T10855C p.L3619L
XH_P38 17 12666520 12666520 Missense_Mutation SNP C A C MYOCD c.C2376A p.S792R
XH_P38 17 13504255 13504255 Silent SNP C T C HS3ST3A1 c.G192A p.G64G
XH_P38 17 13980350 13980350 Missense_Mutation SNP G A G COX10 c.G476A p.R159Q
XH_P38 17 15234563 15234563 Nonsense_Mutation SNP G A G TEKT3 c.C340T p.R114X
XH_P38 17 16321032 16321032 Missense_Mutation SNP G C G TRPV2 c.G50C p.G17A
XH_P38 17 16346932 16346932 Silent SNP G T G LRRC75A c.C1005A p.G335G
XH_P38 17 16594011 16594011 Silent SNP C T C CCDC144A c.C297T p.I99I
XH_P38 17 17250159 17250159 Silent SNP C T C NT5M c.C585T p.T195T
XH_P38 17 18167397 18167397 Missense_Mutation SNP G T G MIEF2 c.G610T p.A204S
XH_P38 17 18167684 18167684 Missense_Mutation SNP G A G MIEF2 c.G971A p.G324E
XH_P38 17 18284262 18284262 Missense_Mutation SNP G A G EVPLL c.G11A p.S4N
XH_P38 17 18881572 18881572 Silent SNP C T C FAM83G c.G1407A p.R469R
XH_P38 17 19318460 19318460 Silent SNP C T C RNF112 c.C1236T p.R412R
XH_P38 17 19608773 19608773 Silent SNP G A G SLC47A2 c.C885T p.Y295Y
XH_P38 17 20798992 20798992 Silent SNP C T C CCDC144NL c.G342A p.K114K
XH_P38 17 20799119 20799119 Missense_Mutation SNP A G A CCDC144NL c.T215C p.L72P
XH_P38 17 21207844 21207844 Silent SNP C T C MAP2K3 c.C588T p.A196A
XH_P38 17 25909850 25909850 Silent SNP G T G KSR1 c.G288T p.L96L
XH_P38 17 26093543 26093543 Missense_Mutation SNP T C T NOS2 c.A2239G p.T747A
XH_P38 17 27052358 27052358 Silent SNP C T C TLCD1 c.G183A p.T61T
XH_P38 17 27065211 27065211 Silent SNP T C T NEK8 c.T1170C p.G390G
XH_P38 17 27075423 27075423 Silent SNP C T C TRAF4 c.C606T p.F202F
XH_P38 17 27085564 27085564 Silent SNP A G A FAM222B c.T1413C p.L471L
XH_P38 17 29508775 29508775 Silent SNP G A G NF1 c.G702A p.L234L
XH_P38 17 29646032 29646032 Silent SNP G A G EVI2A c.C69T p.S23S
XH_P38 17 29855661 29855661 Silent SNP G A G RAB11FIP4 c.G738A p.E246E
XH_P38 17 30533970 30533970 Silent SNP A G A RHOT1 c.A1458G p.E486E
XH_P38 17 30625205 30625205 Missense_Mutation SNP G A G RHBDL3 c.G739A p.V247M
XH_P38 17 31266554 31266554 Missense_Mutation SNP G A G TMEM98 c.G473A p.R158Q
XH_P38 17 32963043 32963043 Silent SNP G A G TMEM132E c.G1995A p.T665T
XH_P38 17 33520964 33520964 Silent SNP C T C SLC35G3 c.G363A p.A121A
XH_P38 17 33884804 33884804 Missense_Mutation SNP T C T SLFN14 c.A278G p.Q93R
XH_P38 17 34072898 34072898 Missense_Mutation SNP C T C GAS2L2 c.G1618A p.A540T
XH_P38 17 34340284 34340284 Missense_Mutation SNP C T C CCL23 c.G367A p.V123M
XH_P38 17 34416537 34416537 Silent SNP G A G CCL3 c.C180T p.P60P
XH_P38 17 34432663 34432663 Silent SNP A G A CCL4 c.A237G p.E79E
XH_P38 17 34432664 34432664 Missense_Mutation SNP T A T CCL4 c.T238A p.S80T
XH_P38 17 34854280 34854280 Missense_Mutation SNP G A G MYO19 c.C1987T p.L663F
XH_P38 17 34958598 34958598 Missense_Mutation SNP G C G MRM1 c.G359C p.C120S
XH_P38 17 35902225 35902225 Silent SNP C G C SYNRG c.G2433C p.P811P



XH_P38 17 35937637 35937637 Missense_Mutation SNP T C T SYNRG c.A664G p.T222A
XH_P38 17 36047350 36047350 Missense_Mutation SNP G A G HNF1B c.C1307T p.A436V
XH_P38 17 36490940 36490940 Missense_Mutation SNP G A G GPR179 c.C1621T p.R541C
XH_P38 17 36614489 36614489 Silent SNP C T C ARHGAP23 c.C207T p.A69A
XH_P38 17 37054772 37054772 Silent SNP C T C LASP1 c.C189T p.N63N
XH_P38 17 37070658 37070658 Silent SNP A G A LASP1 c.A270G p.S90S
XH_P38 17 37334243 37334243 Silent SNP G A G CACNB1 c.C1140T p.C380C
XH_P38 17 38024839 38024839 Silent SNP C T C ZPBP2 c.C90T p.G30G
XH_P38 17 38457151 38457151 Missense_Mutation SNP G A G CDC6 c.G1321A p.V441I
XH_P38 17 39079288 39079288 Missense_Mutation SNP C T C KRT23 c.G811A p.G271R
XH_P38 17 39140221 39140221 Missense_Mutation SNP C T C KRT40 c.G305A p.S102N
XH_P38 17 39140417 39140417 Missense_Mutation SNP T C T KRT40 c.A109G p.T37A
XH_P38 17 39186031 39186031 Silent SNP C T C KRTAP1-4 c.G300A p.P100P
XH_P38 17 39190954 39190954 In_Frame_Ins INS - GGCTGGCAGCAG - KRTAP1-3 ACCAGCTGCTGC0delinsCETSCCQPSCC
XH_P38 17 39274069 39274069 Missense_Mutation SNP G C G KRTAP4-11 c.C499G p.R167G
XH_P38 17 39316880 39316880 Missense_Mutation SNP G A G KRTAP4-4 c.C64T p.R22C
XH_P38 17 39346139 39346139 Missense_Mutation SNP A G A KRTAP9-1 c.A1G p.M1V
XH_P38 17 39619193 39619193 Missense_Mutation SNP C T C KRT32 c.G1106A p.R369Q
XH_P38 17 39623363 39623363 Missense_Mutation SNP T C T KRT32 c.A215G p.Q72R
XH_P38 17 39633349 39633349 Missense_Mutation SNP G C G KRT35 c.C1327G p.P443A
XH_P38 17 39637244 39637244 Missense_Mutation SNP A G A KRT35 c.T106C p.S36P
XH_P38 17 39643646 39643646 Missense_Mutation SNP G A G KRT36 c.C944T p.T315M
XH_P38 17 39671724 39671724 Missense_Mutation SNP T C T KRT15 c.A1247G p.K416R
XH_P38 17 39967442 39967442 Missense_Mutation SNP T C T P3H4 c.A557G p.Q186R
XH_P38 17 40274873 40274873 Missense_Mutation SNP A C A HSPB9 c.A5C p.Q2P
XH_P38 17 40459737 40459737 Silent SNP C T C STAT5A c.C1812T p.D604D
XH_P38 17 40556985 40556985 Missense_Mutation SNP C T C CAVIN1 c.G893A p.R298H
XH_P38 17 42164885 42164885 Missense_Mutation SNP G C G HDAC5 c.C1782G p.D594E
XH_P38 17 42267949 42267949 Missense_Mutation SNP G A G TMUB2 c.G623A p.R208H
XH_P38 17 42427630 42427630 Silent SNP T C T GRN c.T384C p.D128D
XH_P38 17 42477189 42477189 Silent SNP A G A GPATCH8 c.T2022C p.D674D
XH_P38 17 45810919 45810919 Missense_Mutation SNP C G C TBX21 c.C99G p.H33Q
XH_P38 17 46801724 46801724 Missense_Mutation SNP T G T PRAC2 c.T102G p.C34W
XH_P38 17 46802008 46802008 Missense_Mutation SNP C G C PRAC2 c.C236G p.T79R
XH_P38 17 46805443 46805443 Silent SNP A G A HOXB13 c.T513C p.S171S
XH_P38 17 46894377 46894377 Missense_Mutation SNP A C A TTLL6 c.T58G p.W20G
XH_P38 17 48153093 48153093 Silent SNP C G C ITGA3 c.C1668G p.L556L
XH_P38 17 48174908 48174908 Silent SNP C T C PDK2 c.C48T p.S16S
XH_P38 17 48437456 48437456 Missense_Mutation SNP C G C XYLT2 c.C2402G p.T801R
XH_P38 17 48561852 48561852 Missense_Mutation SNP C T C RSAD1 c.C1157T p.A386V
XH_P38 17 48917333 48917333 Silent SNP C T C WFIKKN2 c.C405T p.S135S
XH_P38 17 56540267 56540267 Missense_Mutation SNP C T C HSF5 c.G1418A p.S473N
XH_P38 17 57287454 57287454 Silent SNP A G A SMG8 c.A42G p.A14A
XH_P38 17 57963537 57963537 Missense_Mutation SNP A G A TUBD1 c.T227C p.M76T
XH_P38 17 59485555 59485555 Silent SNP C T C TBX2 c.C1827T p.S609S
XH_P38 17 59533868 59533868 Missense_Mutation SNP G C G TBX4 c.G17C p.G6A
XH_P38 17 59534987 59534987 Silent SNP T G T TBX4 c.T276G p.A92A
XH_P38 17 59560463 59560463 Silent SNP C T C TBX4 c.C1224T p.D408D
XH_P38 17 60769803 60769803 Silent SNP A G A MRC2 c.A4431G p.Q1477Q
XH_P38 17 61771128 61771128 Silent SNP C G C MAP3K3 c.C1860G p.L620L
XH_P38 17 62007498 62007498 Silent SNP A G A CD79B c.T366C p.C122C
XH_P38 17 62018773 62018773 Silent SNP T C T SCN4A c.A4869G p.T1623T
XH_P38 17 62121452 62121452 Missense_Mutation SNP T C T ERN1 c.A2830G p.T944A
XH_P38 17 62228250 62228250 Missense_Mutation SNP A G A TEX2 c.T3212C p.L1071S
XH_P38 17 63554586 63554586 Silent SNP G A G AXIN2 c.C153T p.V51V
XH_P38 17 64210757 64210757 Missense_Mutation SNP C A C APOH c.G796T p.V266L
XH_P38 17 66039350 66039350 Silent SNP A G A KPNA2 c.A801G p.V267V
XH_P38 17 66596769 66596769 Silent SNP C T C FAM20A c.G39A p.L13L
XH_P38 17 66904001 66904001 Missense_Mutation SNP A C A ABCA8 c.T2038G p.C680G
XH_P38 17 70119808 70119808 Frame_Shift_Del DEL C - C SOX9 c.810delC p.F270fs
XH_P38 17 71192663 71192663 Silent SNP G A G COG1 c.G333A p.Q111Q
XH_P38 17 71197748 71197748 Silent SNP G A G COG1 c.G1782A p.E594E
XH_P38 17 71205854 71205854 Missense_Mutation SNP A G A FAM104A c.T275C p.I92T
XH_P38 17 71232687 71232687 Missense_Mutation SNP T C T C17orf80 c.T1066C p.F356L
XH_P38 17 71233130 71233130 Silent SNP A G A C17orf80 c.A1509G p.S503S
XH_P38 17 71364601 71364601 Silent SNP G A G SDK2 c.C5112T p.N1704N
XH_P38 17 71412118 71412118 Missense_Mutation SNP C T C SDK2 c.G2200A p.G734R
XH_P38 17 71746796 71746796 Missense_Mutation SNP A G A LOC100134391 c.A143G p.Y48C
XH_P38 17 72306291 72306291 Missense_Mutation SNP G A G DNAI2 c.G1447A p.V483I
XH_P38 17 72346868 72346868 Missense_Mutation SNP C T C KIF19 c.C1411T p.R471W
XH_P38 17 72349067 72349067 Silent SNP C T C KIF19 c.C2088T p.S696S
XH_P38 17 72368550 72368550 Silent SNP T C T GPR142 c.T936C p.N312N
XH_P38 17 72613589 72613589 Missense_Mutation SNP T G T CD300E c.A56C p.K19T
XH_P38 17 72815981 72815981 Silent SNP C T C TMEM104 c.C729T p.I243I
XH_P38 17 72943126 72943126 Silent SNP G A G OTOP3 c.G1122A p.A374A
XH_P38 17 72956124 72956124 Silent SNP G A G HID1 c.C948T p.A316A
XH_P38 17 73750859 73750859 Silent SNP C G C ITGB4 c.C4311G p.P1437P
XH_P38 17 73831016 73831016 Silent SNP G A G UNC13D c.C1977T p.T659T
XH_P38 17 73839137 73839137 Silent SNP G A G UNC13D c.C279T p.P93P
XH_P38 17 74077797 74077797 Nonsense_Mutation SNP C T C ZACN c.C841T p.Q281X
XH_P38 17 76118767 76118767 Silent SNP G A G TMC6 c.C1146T p.T382T
XH_P38 17 76121031 76121031 Missense_Mutation SNP C T C TMC6 c.G572A p.G191D
XH_P38 17 76230729 76230729 Silent SNP T C T TMEM235 c.T246C p.C82C
XH_P38 17 76435208 76435208 Silent SNP G A G DNAH17 c.C11769T p.D3923D
XH_P38 17 76521134 76521134 Missense_Mutation SNP C T C DNAH17 c.G3821A p.R1274Q
XH_P38 17 77707358 77707358 Silent SNP C T C ENPP7 c.C306T p.T102T
XH_P38 17 77758691 77758691 Silent SNP G A G CBX2 c.G1449A p.P483P
XH_P38 17 77984141 77984141 Silent SNP C T C TBC1D16 c.G597A p.G199G
XH_P38 17 78055758 78055758 Silent SNP T G T CCDC40 c.T1890G p.A630A
XH_P38 17 78071052 78071052 Silent SNP T C T CCDC40 c.T3030C p.D1010D
XH_P38 17 78078709 78078709 Silent SNP T C T GAA c.T324C p.C108C
XH_P38 17 78082504 78082504 Silent SNP G A G GAA c.G1203A p.Q401Q
XH_P38 17 78092063 78092063 Silent SNP G A G GAA c.G2553A p.G851G
XH_P38 17 78171944 78171944 Missense_Mutation SNP G C G CARD14 c.G930C p.R310S
XH_P38 17 78311508 78311508 Silent SNP G A G RNF213 c.G4650A p.A1550A
XH_P38 17 78319380 78319380 Silent SNP G C G RNF213 c.G7245C p.P2415P
XH_P38 17 78327358 78327358 Silent SNP G A G RNF213 c.G10470A p.E3490E
XH_P38 17 78354661 78354661 Silent SNP C T C RNF213 c.C13671T p.H4557H



XH_P38 17 78396004 78396004 Splice_Site SNP A G A ENDOV . .
XH_P38 17 78820329 78820329 Silent SNP C T C RPTOR c.C1269T p.G423G
XH_P38 17 79089590 79089590 Missense_Mutation SNP A G A BAIAP2 c.A1556G p.Q519R
XH_P38 17 79166384 79166384 Silent SNP C T C CEP131 c.G2331A p.A777A
XH_P38 17 79170578 79170578 Missense_Mutation SNP C T C CEP131 c.G1822A p.A608T
XH_P38 17 79220016 79220016 Silent SNP T C T SLC38A10 c.A2700G p.A900A
XH_P38 17 79226362 79226362 Silent SNP G A G SLC38A10 c.C1578T p.H526H
XH_P38 17 79632363 79632363 Silent SNP C T C OXLD1 c.G312A p.A104A
XH_P38 17 79637367 79637367 Missense_Mutation SNP C G C CCDC137 c.C381G p.H127Q
XH_P38 17 79639550 79639550 Missense_Mutation SNP G A G CCDC137 c.G686A p.R229Q
XH_P38 17 79662067 79662067 Silent SNP A G A HGS c.A1089G p.E363E
XH_P38 17 79668135 79668135 Missense_Mutation SNP G T G HGS c.G2197T p.A733S
XH_P38 17 79671714 79671714 Missense_Mutation SNP T C T MRPL12 c.T313C p.S105P
XH_P38 17 79682558 79682558 Silent SNP T C T SLC25A10 c.T264C p.R88R
XH_P38 17 79687361 79687361 Silent SNP C T C SLC25A10 c.C1035T p.P345P
XH_P38 17 79804369 79804369 Missense_Mutation SNP G A G P4HB c.C992T p.S331L
XH_P38 17 79899272 79899272 Missense_Mutation SNP A G A MYADML2 c.T346C p.S116P
XH_P38 17 79952700 79952700 Silent SNP G A G ASPSCR1 c.G147A p.E49E
XH_P38 17 79954544 79954544 Missense_Mutation SNP T A T ASPSCR1 c.T524A p.L175Q
XH_P38 17 79974731 79974731 Silent SNP T C T ASPSCR1 c.T1305C p.D435D
XH_P38 17 79994600 79994600 Silent SNP C T C DCXR c.G339A p.S113S
XH_P38 17 80006957 80006957 Missense_Mutation SNP A C A RFNG c.T864G p.H288Q
XH_P38 17 80008392 80008392 Silent SNP G T G RFNG c.C459A p.A153A
XH_P38 17 80012449 80012449 Silent SNP G A G GPS1 c.G372A p.T124T
XH_P38 17 80039481 80039481 Silent SNP G A G FASN c.C6402T p.I2134I
XH_P38 17 80043739 80043739 Silent SNP A G A FASN c.T3741C p.A1247A
XH_P38 17 80059596 80059596 Missense_Mutation SNP T C T CCDC57 c.A2710G p.R904G
XH_P38 17 80350331 80350331 Silent SNP G A G OGFOD3 c.C903T p.I301I
XH_P38 17 80395073 80395073 Missense_Mutation SNP G A G HEXDC c.G733A p.G245S
XH_P38 17 80899281 80899281 Silent SNP G A G TBCD c.G3486A p.A1162A
XH_P38 18 580609 580609 Silent SNP A G A CETN1 c.A201G p.E67E
XH_P38 18 2656248 2656248 Silent SNP G C G SMCHD1 c.G174C p.A58A
XH_P38 18 2891478 2891478 Silent SNP T C T EMILIN2 c.T1353C p.N451N
XH_P38 18 3215156 3215156 Silent SNP C G C MYOM1 c.G66C p.V22V
XH_P38 18 3215158 3215158 Missense_Mutation SNP C G C MYOM1 c.G64C p.V22L
XH_P38 18 3729175 3729175 Silent SNP C T C DLGAP1 c.G645A p.P215P
XH_P38 18 5443840 5443840 Silent SNP G T G EPB41L3 c.C526A p.R176R
XH_P38 18 7023371 7023371 Silent SNP A G A LAMA1 c.T2493C p.C831C
XH_P38 18 7034508 7034508 Missense_Mutation SNP T G T LAMA1 c.A2021C p.N674T
XH_P38 18 7955213 7955213 Silent SNP G A G PTPRM c.G933A p.G311G
XH_P38 18 8784612 8784612 Missense_Mutation SNP A G A MTCL1 c.A1502G p.Q501R
XH_P38 18 10696227 10696227 Silent SNP C T C PIEZO2 c.G6696A p.P2232P
XH_P38 18 10758023 10758023 Silent SNP G A G PIEZO2 c.C3792T p.N1264N
XH_P38 18 10787047 10787047 Silent SNP G A G PIEZO2 c.C2305T p.L769L
XH_P38 18 11886563 11886563 Missense_Mutation SNP C G C MPPE1 c.G736C p.A246P
XH_P38 18 12127887 12127887 Silent SNP G A G ANKRD62 c.G2703A p.Q901Q
XH_P38 18 12254956 12254956 Splice_Site SNP G A G CIDEA . .
XH_P38 18 13826088 13826088 Silent SNP C T C MC5R c.C324T p.D108D
XH_P38 18 14542648 14542648 Missense_Mutation SNP C A C POTEC c.G498T p.M166I
XH_P38 18 19053049 19053049 Missense_Mutation SNP A G A GREB1L c.A2240G p.K747R
XH_P38 18 21120444 21120444 Missense_Mutation SNP T C T NPC1 c.A2572G p.I858V
XH_P38 18 23865998 23865998 Missense_Mutation SNP G T G TAF4B c.G1125T p.Q375H
XH_P38 18 28584268 28584268 Silent SNP A G A DSC3 c.T1953C p.T651T
XH_P38 18 30349691 30349691 Silent SNP C T C KLHL14 c.G864A p.P288P
XH_P38 18 30350404 30350404 Silent SNP G A G KLHL14 c.C151T p.L51L
XH_P38 18 30350405 30350405 Silent SNP C A C KLHL14 c.G150T p.V50V
XH_P38 18 42643270 42643270 Missense_Mutation SNP G T G SETBP1 c.G4398T p.E1466D
XH_P38 18 44104437 44104437 Missense_Mutation SNP T C T LOXHD1 c.A1247G p.E416G
XH_P38 18 44641603 44641603 Missense_Mutation SNP T C T HDHD2 c.A242G p.D81G
XH_P38 18 45566669 45566669 Silent SNP C T C ZBTB7C c.G810A p.L270L
XH_P38 18 46163049 46163049 Missense_Mutation SNP C T C CTIF c.C245T p.P82L
XH_P38 18 46343666 46343666 Silent SNP C T C CTIF c.C1446T p.C482C
XH_P38 18 46447817 46447817 Silent SNP G C G SMAD7 c.C642G p.G214G
XH_P38 18 46448129 46448129 Silent SNP G A G SMAD7 c.C330T p.L110L
XH_P38 18 47369758 47369758 Silent SNP C T C MYO5B c.G4464A p.L1488L
XH_P38 18 48327815 48327815 Silent SNP G A G MRO c.C531T p.A177A
XH_P38 18 52265308 52265308 Missense_Mutation SNP A C A DYNAP c.A409C p.T137P
XH_P38 18 54815025 54815025 Missense_Mutation SNP G T G BOD1L2 c.G482T p.G161V
XH_P38 18 55104016 55104016 Silent SNP T C T ONECUT2 c.T1068C p.F356F
XH_P38 18 61650865 61650865 Silent SNP G A G SERPINB8 c.G477A p.L159L
XH_P38 18 70209177 70209177 Silent SNP C T C CBLN2 c.G219A p.S73S
XH_P38 18 72124435 72124435 Nonsense_Mutation SNP G T G FAM69C c.C60A p.C20X
XH_P38 18 72176083 72176083 Missense_Mutation SNP T C T CNDP2 c.T376C p.Y126H
XH_P38 18 72178161 72178161 Silent SNP T C T CNDP2 c.T318C p.Y106Y
XH_P38 18 72226578 72226578 Silent SNP C A C CNDP1 c.C174A p.A58A
XH_P38 18 72998899 72998899 Missense_Mutation SNP G A G TSHZ1 c.G1537A p.A513T
XH_P38 18 74208486 74208486 Splice_Site DEL G - G C18orf65 . .
XH_P38 18 74680208 74680208 Silent SNP C T C ZNF236 c.C5457T p.D1819D
XH_P38 18 74962810 74962810 Silent SNP G T G GALR1 c.G306T p.V102V
XH_P38 18 77478011 77478011 Silent SNP C T C CTDP1 c.C2055T p.S685S
XH_P38 18 77623691 77623691 In_Frame_Ins INS - GGC - KCNG2 c.24_25insGGC p.P8delinsPG
XH_P38 19 362283 362283 Missense_Mutation SNP C T C THEG c.G985A p.D329N
XH_P38 19 371250 371250 Silent SNP G A G THEG c.C636T p.A212A
XH_P38 19 464140 464140 Missense_Mutation SNP C T C ODF3L2 c.G574A p.A192T
XH_P38 19 501900 501900 Missense_Mutation SNP C A C MADCAM1 c.C899A p.P300H
XH_P38 19 532066 532066 Silent SNP C T C CDC34 c.C135T p.I45I
XH_P38 19 582310 582310 Missense_Mutation SNP C G C BSG c.C534G p.D178E
XH_P38 19 605171 605171 Silent SNP T C T HCN2 c.T1167C p.P389P
XH_P38 19 613307 613307 Silent SNP C T C HCN2 c.C1644T p.A548A
XH_P38 19 619021 619021 Silent SNP G C G POLRMT c.C3243G p.P1081P
XH_P38 19 621712 621712 Silent SNP A G A POLRMT c.T1986C p.A662A
XH_P38 19 622336 622336 Missense_Mutation SNP T G T POLRMT c.A1664C p.E555A
XH_P38 19 625198 625198 Silent SNP A G A POLRMT c.T879C p.T293T
XH_P38 19 632915 632915 Missense_Mutation SNP G A G POLRMT c.C112T p.P38S
XH_P38 19 652275 652275 Silent SNP G A G RNF126 c.C156T p.A52A
XH_P38 19 852918 852918 Missense_Mutation SNP G A G ELANE c.G110A p.R37Q
XH_P38 19 880066 880066 Silent SNP G A G MED16 c.C1224T p.S408S
XH_P38 19 900951 900951 Missense_Mutation SNP A G A R3HDM4 c.T353C p.V118A



XH_P38 19 1003439 1003439 Missense_Mutation SNP G A G GRIN3B c.G737A p.R246H
XH_P38 19 1004808 1004808 Silent SNP C T C GRIN3B c.C1308T p.D436D
XH_P38 19 1009551 1009577 In_Frame_Del DEL GGAGGCCCCA - CGGAGGCCCCAC GRIN3B c.3082_3108delp.1028_1036del
XH_P38 19 1042809 1042809 Missense_Mutation SNP A G A ABCA7 c.A563G p.E188G
XH_P38 19 1049305 1049305 Silent SNP C A C ABCA7 c.C2421A p.V807V
XH_P38 19 1051214 1051214 Silent SNP A G A ABCA7 c.A2745G p.V915V
XH_P38 19 1052005 1052005 Silent SNP C T C ABCA7 c.C3027T p.A1009A
XH_P38 19 1055191 1055191 Missense_Mutation SNP G A G ABCA7 c.G4046A p.R1349Q
XH_P38 19 1071312 1071312 Missense_Mutation SNP C T C ARHGAP45 c.C25T p.P9S
XH_P38 19 1077985 1077985 Missense_Mutation SNP A G A ARHGAP45 c.A220G p.S74G
XH_P38 19 1612340 1612340 Missense_Mutation SNP C T C TCF3 c.G1679A p.R560Q
XH_P38 19 1783261 1783261 Silent SNP C T C ATP8B3 c.G3558A p.K1186K
XH_P38 19 1819112 1819112 Missense_Mutation SNP A G A REXO1 c.T2669C p.V890A
XH_P38 19 1827624 1827624 Silent SNP G A G REXO1 c.C1164T p.S388S
XH_P38 19 1880950 1880950 Missense_Mutation SNP T C T ABHD17A c.A430G p.K144E
XH_P38 19 1924133 1924133 Silent SNP C T C SCAMP4 c.C408T p.G136G
XH_P38 19 1969882 1969882 Silent SNP G T G CSNK1G2 c.G111T p.S37S
XH_P38 19 2110746 2110746 Silent SNP G A G AP3D1 c.C2949T p.S983S
XH_P38 19 2116649 2116649 Silent SNP A G A AP3D1 c.T1956C p.R652R
XH_P38 19 2120910 2120910 Missense_Mutation SNP T C T AP3D1 c.A1432G p.I478V
XH_P38 19 2226772 2226772 Missense_Mutation SNP G C G DOT1L c.G4252C p.V1418L
XH_P38 19 2226855 2226855 Silent SNP C T C DOT1L c.C4335T p.A1445A
XH_P38 19 2252990 2252990 Missense_Mutation SNP C G C JSRP1 c.G449C p.G150A
XH_P38 19 2290499 2290499 Missense_Mutation SNP C T C LINGO3 c.G1277A p.R426H
XH_P38 19 2433890 2433890 Silent SNP A G A LMNB2 c.T1416C p.G472G
XH_P38 19 2767192 2767192 Silent SNP G T G SGTA c.C234A p.P78P
XH_P38 19 2805172 2805172 Missense_Mutation SNP G A G THOP1 c.G748A p.E250K
XH_P38 19 3062857 3062857 Silent SNP T C T AES c.A69G p.L23L
XH_P38 19 3594993 3594993 Silent SNP G A G TBXA2R c.C1065T p.S355S
XH_P38 19 3595794 3595794 Silent SNP A G A TBXA2R c.T924C p.Y308Y
XH_P38 19 3613159 3613159 Silent SNP C T C CACTIN c.G1683A p.P561P
XH_P38 19 3728609 3728609 Missense_Mutation SNP G A G TJP3 c.G56A p.R19H
XH_P38 19 3752515 3752515 Silent SNP G A G APBA3 c.C1386T p.A462A
XH_P38 19 3752563 3752563 Silent SNP G A G APBA3 c.C1338T p.A446A
XH_P38 19 3831765 3831765 Missense_Mutation SNP G A G ZFR2 c.C491T p.S164L
XH_P38 19 4012947 4012947 Silent SNP C T C PIAS4 c.C54T p.S18S
XH_P38 19 4013229 4013229 Silent SNP C T C PIAS4 c.C336T p.Y112Y
XH_P38 19 4207940 4207940 Silent SNP G A G ANKRD24 c.G807A p.A269A
XH_P38 19 4217510 4217510 Missense_Mutation SNP A T A ANKRD24 c.A2353T p.T785S
XH_P38 19 4318432 4318432 Missense_Mutation SNP G A G FSD1 c.G889A p.V297M
XH_P38 19 4446378 4446378 Missense_Mutation SNP C T C UBXN6 c.G794A p.R265Q
XH_P38 19 4454000 4454000 Silent SNP G A G UBXN6 c.C15T p.A5A
XH_P38 19 4525046 4525046 Missense_Mutation SNP A G A PLIN5 c.T763C p.C255R
XH_P38 19 4793216 4793216 Silent SNP C A C FEM1A c.C1350A p.A450A
XH_P38 19 4852137 4852137 Silent SNP C T C PLIN3 c.G525A p.S175S
XH_P38 19 5455735 5455735 Missense_Mutation SNP G A G ZNRF4 c.G233A p.R78Q
XH_P38 19 5831672 5831672 Missense_Mutation SNP G C G FUT6 c.C907G p.R303G
XH_P38 19 6007045 6007045 Silent SNP G A G RFX2 c.C1305T p.P435P
XH_P38 19 6007724 6007724 Silent SNP G A G RFX2 c.C1149T p.D383D
XH_P38 19 6008188 6008188 Missense_Mutation SNP A C A RFX2 c.T988G p.F330V
XH_P38 19 6312290 6312290 Missense_Mutation SNP T C T ACER1 c.A220G p.M74V
XH_P38 19 6375831 6375831 Silent SNP G A G PSPN c.C30T p.S10S
XH_P38 19 6415662 6415662 Missense_Mutation SNP C T C KHSRP c.G1771A p.V591I
XH_P38 19 6427408 6427408 Silent SNP G A G SLC25A41 c.C729T p.R243R
XH_P38 19 6665336 6665336 Silent SNP G A G TNFSF14 c.C216T p.S72S
XH_P38 19 6678462 6678462 Silent SNP G A G C3 c.C4635T p.Y1545Y
XH_P38 19 6755155 6755155 Missense_Mutation SNP T C T SH2D3A c.A668G p.D223G
XH_P38 19 7056590 7056590 Missense_Mutation SNP C T C MBD3L3 c.G370A p.G124S
XH_P38 19 7125297 7125297 Silent SNP G A G INSR c.C3219T p.H1073H
XH_P38 19 7532252 7532252 Silent SNP G C G ARHGEF18 c.G2598C p.A866A
XH_P38 19 7542118 7542118 Silent SNP G A G PEX11G c.C513T p.A171A
XH_P38 19 7547074 7547074 Missense_Mutation SNP A C A PEX11G c.T273G p.C91W
XH_P38 19 7682305 7682305 Silent SNP G A G CAMSAP3 c.G3306A p.A1102A
XH_P38 19 7747293 7747293 Missense_Mutation SNP T G T TRAPPC5 c.T154G p.S52A
XH_P38 19 7755056 7755056 Silent SNP G A G FCER2 c.C714T p.H238H
XH_P38 19 7964727 7964727 Silent SNP G A G LRRC8E c.G933A p.E311E
XH_P38 19 8321946 8321946 Silent SNP T C T CERS4 c.T726C p.S242S
XH_P38 19 8389520 8389520 Silent SNP C T C KANK3 c.G2277A p.L759L
XH_P38 19 8398975 8398975 Missense_Mutation SNP C T C KANK3 c.G1453A p.A485T
XH_P38 19 8468337 8468337 Silent SNP C T C RAB11B c.C552T p.R184R
XH_P38 19 8486884 8486884 Missense_Mutation SNP G A G MARCH2 c.G160A p.A54T
XH_P38 19 8564153 8564153 Missense_Mutation SNP G T G PRAM1 c.C539A p.P180H
XH_P38 19 8575765 8575765 Missense_Mutation SNP C G C ZNF414 c.G1069C p.A357P
XH_P38 19 8576670 8576670 Silent SNP C T C ZNF414 c.G705A p.P235P
XH_P38 19 8650043 8650043 Silent SNP G T G ADAMTS10 c.C1476A p.A492A
XH_P38 19 8996340 8996340 Silent SNP G A G MUC16 c.C41232T p.N13744N
XH_P38 19 9024871 9024871 Missense_Mutation SNP C T C MUC16 c.G36991A p.E12331K
XH_P38 19 9048342 9048342 Missense_Mutation SNP C T C MUC16 c.G33289A p.V11097M
XH_P38 19 9049726 9049726 Silent SNP G A G MUC16 c.C31905T p.D10635D
XH_P38 19 9056982 9056982 Missense_Mutation SNP G A G MUC16 c.C30464T p.T10155I
XH_P38 19 9058907 9058907 Missense_Mutation SNP G C G MUC16 c.C28539G p.H9513Q
XH_P38 19 9060656 9060656 Silent SNP C T C MUC16 c.G26790A p.E8930E
XH_P38 19 9063678 9063678 Missense_Mutation SNP T G T MUC16 c.A23768C p.D7923A
XH_P38 19 9065632 9065632 Missense_Mutation SNP T C T MUC16 c.A21814G p.I7272V
XH_P38 19 9072313 9072313 Missense_Mutation SNP A G A MUC16 c.T15133C p.S5045P
XH_P38 19 9072742 9072742 Missense_Mutation SNP T C T MUC16 c.A14704G p.I4902V
XH_P38 19 9074950 9074950 Missense_Mutation SNP G T G MUC16 c.C12496A p.H4166N
XH_P38 19 9075217 9075217 Missense_Mutation SNP T A T MUC16 c.A12229T p.T4077S
XH_P38 19 9075346 9075346 Missense_Mutation SNP T A T MUC16 c.A12100T p.I4034F
XH_P38 19 9075584 9075584 Silent SNP T A T MUC16 c.A11862T p.T3954T
XH_P38 19 9075737 9075737 Silent SNP T C T MUC16 c.A11709G p.V3903V
XH_P38 19 9076278 9076278 Missense_Mutation SNP G A G MUC16 c.C11168T p.T3723M
XH_P38 19 9077264 9077264 Silent SNP T G T MUC16 c.A10182C p.V3394V
XH_P38 19 9077436 9077436 Missense_Mutation SNP G A G MUC16 c.C10010T p.S3337L
XH_P38 19 9362343 9362343 Silent SNP C T C OR7E24 c.C624T p.S208S
XH_P38 19 9362443 9362443 Missense_Mutation SNP C T C OR7E24 c.C724T p.P242S
XH_P38 19 10071347 10071347 Missense_Mutation SNP C T C COL5A3 c.G5071A p.V1691I
XH_P38 19 10077419 10077419 Missense_Mutation SNP C G C COL5A3 c.G4462C p.A1488P



XH_P38 19 10078589 10078589 Silent SNP T C T COL5A3 c.A4395G p.K1465K
XH_P38 19 10088271 10088271 Missense_Mutation SNP C G C COL5A3 c.G3125C p.R1042P
XH_P38 19 10089262 10089262 Silent SNP G A G COL5A3 c.C3006T p.P1002P
XH_P38 19 10265725 10265725 Silent SNP G A G DNMT1 c.C1452T p.A484A
XH_P38 19 10407169 10407169 Silent SNP G C G ICAM5 c.G2652C p.L884L
XH_P38 19 10445806 10445806 Silent SNP C T C ICAM3 c.G90A p.E30E
XH_P38 19 10556897 10556897 Silent SNP C T C PDE4A c.C324T p.F108F
XH_P38 19 10664632 10664632 Missense_Mutation SNP A G A KRI1 c.T2125C p.S709P
XH_P38 19 10668673 10668673 Missense_Mutation SNP A G A KRI1 c.T1352C p.L451P
XH_P38 19 10692051 10692051 Silent SNP G A G AP1M2 c.C564T p.S188S
XH_P38 19 11170839 11170839 Silent SNP T C T SMARCA4 c.T4797C p.D1599D
XH_P38 19 11230881 11230881 Silent SNP T C T LDLR c.T1455C p.V485V
XH_P38 19 11465316 11465316 Missense_Mutation SNP G C G CCDC159 c.G833C p.C278S
XH_P38 19 11508177 11508177 Missense_Mutation SNP G A G RGL3 c.C1843T p.R615C
XH_P38 19 11516007 11516007 Silent SNP T G T RGL3 c.A1092C p.A364A
XH_P38 19 11942362 11942362 Missense_Mutation SNP A G A ZNF440 c.A371G p.N124S
XH_P38 19 11942615 11942615 Silent SNP A C A ZNF440 c.A624C p.A208A
XH_P38 19 12502787 12502787 Missense_Mutation SNP G A G ZNF799 c.C425T p.T142M
XH_P38 19 12541214 12541214 Missense_Mutation SNP G T G ZNF443 c.C1772A p.P591Q
XH_P38 19 12541795 12541795 Missense_Mutation SNP C A C ZNF443 c.G1191T p.Q397H
XH_P38 19 12865392 12865392 Missense_Mutation SNP C T C BEST2 c.C274T p.R92C
XH_P38 19 13035006 13035006 Silent SNP G A G FARSA c.C1347T p.P449P
XH_P38 19 13318673 13318690 In_Frame_Del DEL TGCTGCTGCT - GCTGCTGCTGCTG CACNA1A c.6958_6975delp.2320_2325del
XH_P38 19 14000170 14000170 Missense_Mutation SNP T C T C19orf57 c.A1145G p.Q382R
XH_P38 19 14000400 14000400 Silent SNP A G A C19orf57 c.T915C p.P305P
XH_P38 19 14000870 14000870 Missense_Mutation SNP C T C C19orf57 c.G445A p.G149R
XH_P38 19 14065341 14065341 Silent SNP T C T DCAF15 c.T234C p.H78H
XH_P38 19 14142705 14142705 Silent SNP C T C IL27RA c.C21T p.A7A
XH_P38 19 14165598 14165598 Missense_Mutation SNP C T C PALM3 c.G841A p.V281M
XH_P38 19 14185226 14185226 Missense_Mutation SNP T C T MISP3 c.T593C p.V198A
XH_P38 19 14512489 14512489 Missense_Mutation SNP G A G ADGRE5 c.G821A p.R274Q
XH_P38 19 14580328 14580328 Missense_Mutation SNP A G A PKN1 c.A2152G p.I718V
XH_P38 19 14581063 14581063 Silent SNP A G A PKN1 c.A2382G p.R794R
XH_P38 19 14584317 14584317 Silent SNP G A G PTGER1 c.C816T p.A272A
XH_P38 19 14827830 14827830 Missense_Mutation SNP C A C ZNF333 c.C752A p.A251E
XH_P38 19 14829749 14829749 Missense_Mutation SNP C T C ZNF333 c.C1610T p.A537V
XH_P38 19 15133733 15133733 Missense_Mutation SNP C G C CCDC105 c.C1302G p.D434E
XH_P38 19 15220904 15220904 Missense_Mutation SNP G A G SYDE1 c.G619A p.G207S
XH_P38 19 15271771 15271771 Missense_Mutation SNP G A G NOTCH3 c.C6668T p.A2223V
XH_P38 19 15565046 15565046 Silent SNP G A G RASAL3 c.C2193T p.T731T
XH_P38 19 15807837 15807837 Missense_Mutation SNP T A T CYP4F12 c.T1517A p.M506K
XH_P38 19 15996820 15996820 Silent SNP G A G CYP4F2 c.C1029T p.H343H
XH_P38 19 16025176 16025176 Missense_Mutation SNP C T C CYP4F11 c.G1336A p.D446N
XH_P38 19 16040292 16040292 Silent SNP A G A CYP4F11 c.T318C p.I106I
XH_P38 19 16591464 16591464 Silent SNP G A G CALR3 c.C972T p.Y324Y
XH_P38 19 16620363 16620363 Silent SNP G A G C19orf44 c.G1203A p.A401A
XH_P38 19 16630994 16630994 Silent SNP T G T CHERP c.A2428C p.R810R
XH_P38 19 16666101 16666101 Silent SNP G C G SLC35E1 c.C864G p.P288P
XH_P38 19 16942396 16942396 Missense_Mutation SNP G A G SIN3B c.G319A p.G107R
XH_P38 19 17283657 17283657 Silent SNP C T C MYO9B c.C2025T p.I675I
XH_P38 19 17306163 17306163 Silent SNP C T C MYO9B c.C3927T p.A1309A
XH_P38 19 17337555 17337555 Silent SNP C A C OCEL1 c.C123A p.T41T
XH_P38 19 17392629 17392629 Missense_Mutation SNP G A G ANKLE1 c.G62A p.G21E
XH_P38 19 17439034 17439034 Silent SNP C T C ANO8 c.G2163A p.P721P
XH_P38 19 17622614 17622614 Silent SNP C T C PGLS c.C133T p.L45L
XH_P38 19 17837425 17837425 Missense_Mutation SNP C G C MAP1S c.C1154G p.S385C
XH_P38 19 17837685 17837685 Missense_Mutation SNP C T C MAP1S c.C1414T p.R472C
XH_P38 19 17837952 17837952 Nonsense_Mutation SNP C T C MAP1S c.C1681T p.R561X
XH_P38 19 17838807 17838807 Missense_Mutation SNP C T C MAP1S c.C2536T p.R846C
XH_P38 19 17919024 17919024 Silent SNP A T A B3GNT3 c.A408T p.V136V
XH_P38 19 18285944 18285944 Missense_Mutation SNP G A G IFI30 c.G227A p.R76Q
XH_P38 19 18288069 18288069 Silent SNP A G A IFI30 c.A603G p.P201P
XH_P38 19 18304700 18304700 Missense_Mutation SNP A G A MPV17L2 c.A214G p.M72V
XH_P38 19 18305824 18305824 Silent SNP C T C MPV17L2 c.C492T p.P164P
XH_P38 19 18329240 18329240 Silent SNP T C T PDE4C c.A1038G p.E346E
XH_P38 19 18368810 18368810 Missense_Mutation SNP G T G KIAA1683 c.C3284A p.P1095H
XH_P38 19 18375563 18375563 Silent SNP G A G KIAA1683 c.C2787T p.P929P
XH_P38 19 18376407 18376407 Missense_Mutation SNP T A T KIAA1683 c.A1943T p.Y648F
XH_P38 19 18377274 18377274 Missense_Mutation SNP A G A KIAA1683 c.T1076C p.M359T
XH_P38 19 18377496 18377496 Missense_Mutation SNP C G C KIAA1683 c.G854C p.S285T
XH_P38 19 18377647 18377647 Missense_Mutation SNP G C G KIAA1683 c.C703G p.L235V
XH_P38 19 18377761 18377761 Missense_Mutation SNP A G A KIAA1683 c.T589C p.C197R
XH_P38 19 18538742 18538742 Silent SNP A C A SSBP4 c.A229C p.R77R
XH_P38 19 18545786 18545786 Silent SNP G T G ISYNA1 c.C1230A p.T410T
XH_P38 19 18679379 18679379 Missense_Mutation SNP C G C KXD1 c.C469G p.P157A
XH_P38 19 18710535 18710535 Silent SNP G A G CRLF1 c.C237T p.N79N
XH_P38 19 18726856 18726856 Silent SNP T C T TMEM59L c.T480C p.L160L
XH_P38 19 19165023 19165023 Missense_Mutation SNP C T C ARMC6 c.C841T p.R281C
XH_P38 19 19351431 19351431 Silent SNP G A G NCAN c.G3429A p.T1143T
XH_P38 19 19369435 19369435 Silent SNP A G A HAPLN4 c.T714C p.S238S
XH_P38 19 19380996 19380996 Silent SNP G T G TM6SF2 c.C387A p.G129G
XH_P38 19 19606634 19606634 Silent SNP G A G GATAD2A c.G696A p.S232S
XH_P38 19 19625547 19625547 Silent SNP A G A TSSK6 c.T690C p.Y230Y
XH_P38 19 19654117 19654117 Silent SNP G C G CILP2 c.G1038C p.L346L
XH_P38 19 19744692 19744692 Missense_Mutation SNP G A G GMIP c.C2305T p.P769S
XH_P38 19 19767899 19767899 Silent SNP T C T ATP13A1 c.A810G p.L270L
XH_P38 19 20044069 20044069 Missense_Mutation SNP G T G ZNF93 c.G305T p.R102I
XH_P38 19 21909733 21909733 Missense_Mutation SNP C T C ZNF100 c.G736A p.E246K
XH_P38 19 21990859 21990859 Missense_Mutation SNP C G C ZNF43 c.G1785C p.K595N
XH_P38 19 22155520 22155520 Silent SNP A G A ZNF208 c.T2316C p.T772T
XH_P38 19 22155757 22155757 Silent SNP G A G ZNF208 c.C2079T p.Y693Y
XH_P38 19 23545447 23545447 Missense_Mutation SNP A G A ZNF91 c.T238C p.Y80H
XH_P38 19 23557502 23557502 Missense_Mutation SNP G A G ZNF91 c.C95T p.T32I
XH_P38 19 24310032 24310032 Missense_Mutation SNP A T A ZNF254 c.A975T p.E325D
XH_P38 19 30164969 30164969 Missense_Mutation SNP C T C PLEKHF1 c.C223T p.R75C
XH_P38 19 33098632 33098632 Missense_Mutation SNP G C G ANKRD27 c.C2282G p.P761R
XH_P38 19 33333155 33333155 Silent SNP G A G SLC7A9 c.C1143T p.A381A
XH_P38 19 33353464 33353464 Silent SNP G A G SLC7A9 c.C507T p.S169S



XH_P38 19 33487071 33487071 Silent SNP G T G RHPN2 c.C1281A p.A427A
XH_P38 19 33882222 33882222 Silent SNP G A G PEPD c.C1008T p.H336H
XH_P38 19 34712618 34712618 Missense_Mutation SNP G A G LSM14A c.G1343A p.R448Q
XH_P38 19 35422808 35422808 Missense_Mutation SNP C T C ZNF30 c.C71T p.S24F
XH_P38 19 35449409 35449409 Silent SNP G A G ZNF792 c.C1350T p.H450H
XH_P38 19 35550832 35550832 Silent SNP G A G HPN c.G345A p.S115S
XH_P38 19 35660508 35660508 Missense_Mutation SNP G A G FXYD5 c.G434A p.R145H
XH_P38 19 35850169 35850169 Missense_Mutation SNP G A G FFAR3 c.G377A p.R126Q
XH_P38 19 35850264 35850264 Missense_Mutation SNP G A G FFAR3 c.G472A p.D158N
XH_P38 19 35850560 35850560 Silent SNP G A G FFAR3 c.G768A p.A256A
XH_P38 19 35998362 35998362 Silent SNP T G T DMKN c.A943C p.R315R
XH_P38 19 36048741 36048741 Silent SNP G T G ATP4A c.C1509A p.I503I
XH_P38 19 36206271 36206271 Missense_Mutation SNP C T C ZBTB32 c.C743T p.S248L
XH_P38 19 36218478 36218478 Silent SNP C T C KMT2B c.C4257T p.G1419G
XH_P38 19 36224705 36224705 Missense_Mutation SNP A G A KMT2B c.A7091G p.D2364G
XH_P38 19 36340175 36340175 Missense_Mutation SNP C T C NPHS1 c.G803A p.R268Q
XH_P38 19 36342482 36342482 Silent SNP G A G NPHS1 c.C151T p.L51L
XH_P38 19 36370011 36370011 Silent SNP G A G APLP1 c.G1749A p.V583V
XH_P38 19 36387881 36387881 Missense_Mutation SNP A G A NFKBID c.T131C p.V44A
XH_P38 19 36394272 36394272 Silent SNP T C T HCST c.T63C p.T21T
XH_P38 19 36593649 36593649 Silent SNP C T C WDR62 c.C3231T p.P1077P
XH_P38 19 37264068 37264068 Missense_Mutation SNP A G A LOC728485 c.A35G p.N12S
XH_P38 19 37618208 37618208 Silent SNP A G A ZNF420 c.A315G p.E105E
XH_P38 19 37854239 37854239 Silent SNP G A G HKR1 c.G1362A p.T454T
XH_P38 19 38055553 38055553 Missense_Mutation SNP T C T ZNF571 c.A1777G p.K593E
XH_P38 19 38189616 38189616 Silent SNP T C T ZNF607 c.A1413G p.T471T
XH_P38 19 38229824 38229824 Missense_Mutation SNP T C T ZNF573 c.A1303G p.M435V
XH_P38 19 38375985 38375985 Missense_Mutation SNP G A G WDR87 c.C8326T p.R2776W
XH_P38 19 38379699 38379699 Missense_Mutation SNP C A C WDR87 c.G4612T p.A1538S
XH_P38 19 38655235 38655235 Missense_Mutation SNP C A C SIPA1L3 c.C3897A p.D1299E
XH_P38 19 38684261 38684261 Missense_Mutation SNP G C G SIPA1L3 c.G4681C p.A1561P
XH_P38 19 38800165 38800165 Silent SNP C T C YIF1B c.G132A p.L44L
XH_P38 19 38817486 38817486 Silent SNP T C T KCNK6 c.T576C p.F192F
XH_P38 19 38817876 38817876 Missense_Mutation SNP G A G KCNK6 c.G775A p.V259M
XH_P38 19 38827960 38827960 Missense_Mutation SNP T C T CATSPERG c.T86C p.L29P
XH_P38 19 38948769 38948769 Silent SNP C T C RYR1 c.C2004T p.D668D
XH_P38 19 38956803 38956803 Silent SNP G A G RYR1 c.G2943A p.T981T
XH_P38 19 39307103 39307103 Missense_Mutation SNP C T C ECH1 c.G649A p.G217R
XH_P38 19 39402455 39402455 Missense_Mutation SNP C G C CCER2 c.G99C p.E33D
XH_P38 19 39798900 39798900 Silent SNP G A G LRFN1 c.C1689T p.G563G
XH_P38 19 39913634 39913634 Missense_Mutation SNP G A G PLEKHG2 c.G1763A p.R588H
XH_P38 19 39915958 39915958 Missense_Mutation SNP A G A PLEKHG2 c.A3653G p.K1218R
XH_P38 19 40196627 40196627 Missense_Mutation SNP G A G LGALS14 c.G80A p.R27H
XH_P38 19 40331067 40331067 Silent SNP C T C FBL c.G270A p.P90P
XH_P38 19 40357683 40357683 Silent SNP T G T FCGBP c.A15630C p.A5210A
XH_P38 19 40376881 40376881 Missense_Mutation SNP G C G FCGBP c.C11541G p.D3847E
XH_P38 19 40392585 40392585 Missense_Mutation SNP T G T FCGBP c.A7919C p.E2640A
XH_P38 19 40886993 40886993 Missense_Mutation SNP C T C HIPK4 c.G905A p.R302Q
XH_P38 19 41003463 41003463 Missense_Mutation SNP C T C SPTBN4 c.C736T p.R246C
XH_P38 19 41082868 41082868 Silent SNP T C T SHKBP1 c.T63C p.I21I
XH_P38 19 41197997 41197997 Silent SNP G A G COQ8B c.C1455T p.D485D
XH_P38 19 41349774 41349774 Missense_Mutation SNP A G A CYP2A6 c.T1412C p.I471T
XH_P38 19 41349874 41349874 Missense_Mutation SNP T A T CYP2A6 c.A1312T p.N438Y
XH_P38 19 41356310 41356310 Silent SNP G A G CYP2A6 c.C22T p.L8L
XH_P38 19 41383217 41383217 Missense_Mutation SNP T C T CYP2A7 c.A886G p.T296A
XH_P38 19 41858921 41858921 Missense_Mutation SNP G A G TGFB1 c.C29T p.P10L
XH_P38 19 41889748 41889748 Silent SNP T C T TMEM91 c.T489C p.A163A
XH_P38 19 41903220 41903220 Missense_Mutation SNP G A G EXOSC5 c.C14T p.T5M
XH_P38 19 41928652 41928652 Silent SNP C T C BCKDHA c.C972T p.F324F
XH_P38 19 41930396 41930396 Silent SNP A G A BCKDHA c.A1221G p.L407L
XH_P38 19 41932084 41932084 Silent SNP G T G B3GNT8 c.C600A p.A200A
XH_P38 19 41932120 41932120 Silent SNP C T C B3GNT8 c.G564A p.V188V
XH_P38 19 41932275 41932275 Missense_Mutation SNP T C T B3GNT8 c.A409G p.S137G
XH_P38 19 41932612 41932612 Silent SNP C T C B3GNT8 c.G72A p.E24E
XH_P38 19 42572987 42572987 Missense_Mutation SNP C T C ZNF574 c.C124T p.R42W
XH_P38 19 42911769 42911769 Missense_Mutation SNP G A G LIPE c.C1831T p.R611C
XH_P38 19 43372386 43372386 Silent SNP T C T PSG1 c.A831G p.E277E
XH_P38 19 43999432 43999432 Silent SNP A T A PHLDB3 c.T1011A p.S337S
XH_P38 19 44001345 44001345 Silent SNP C T C PHLDB3 c.G750A p.E250E
XH_P38 19 44118188 44118188 Missense_Mutation SNP A C A SRRM5 c.A1915C p.S639R
XH_P38 19 44118353 44118353 Missense_Mutation SNP G A G SRRM5 c.G2080A p.D694N
XH_P38 19 44500701 44500701 Missense_Mutation SNP C T C ZNF155 c.C692T p.P231L
XH_P38 19 44622362 44622362 Missense_Mutation SNP G A G ZNF225 c.G37A p.V13M
XH_P38 19 45029208 45029208 Missense_Mutation SNP G A G CEACAM20 c.C122T p.A41V
XH_P38 19 45412079 45412079 Missense_Mutation SNP C T C APOE c.C526T p.R176C
XH_P38 19 45567708 45567708 Missense_Mutation SNP G C G CLASRP c.G1043C p.R348P
XH_P38 19 45655486 45655486 Missense_Mutation SNP G C G NKPD1 c.C2209G p.Q737E
XH_P38 19 45818783 45818783 Frame_Shift_Del DEL T - T CKM c.421delA p.T141fs
XH_P38 19 45885787 45885787 Missense_Mutation SNP C T C PPP1R13L c.G2446A p.G816R
XH_P38 19 45912002 45912002 Missense_Mutation SNP A C A CD3EAP c.A782C p.K261T
XH_P38 19 46024584 46024584 Silent SNP T G T VASP c.T348G p.G116G
XH_P38 19 46124517 46124517 Missense_Mutation SNP C T C EML2 c.G1070A p.R357H
XH_P38 19 46269076 46269076 Missense_Mutation SNP G A G SIX5 c.C1903T p.P635S
XH_P38 19 46327053 46327053 Silent SNP C T C SYMPK c.G2571A p.T857T
XH_P38 19 46375779 46375779 Silent SNP C T C FOXA3 c.C516T p.N172N
XH_P38 19 46387503 46387503 Silent SNP T C T IRF2BP1 c.A1530G p.L510L
XH_P38 19 46388379 46388379 Silent SNP C G C IRF2BP1 c.G654C p.R218R
XH_P38 19 46394187 46394187 Silent SNP C T C MYPOP c.G894A p.L298L
XH_P38 19 46663890 46663890 Silent SNP A G A IGFL2 c.A93G p.P31P
XH_P38 19 46914921 46914921 Missense_Mutation SNP G A G CCDC8 c.C1147T p.H383Y
XH_P38 19 46998253 46998253 Missense_Mutation SNP G C G PNMA8B c.C470G p.P157R
XH_P38 19 47124591 47124591 Missense_Mutation SNP G T G PTGIR c.C1107A p.S369R
XH_P38 19 47225265 47225265 Silent SNP G A G STRN4 c.C2091T p.N697N
XH_P38 19 47249604 47249604 Silent SNP G C G STRN4 c.C84G p.P28P
XH_P38 19 47258842 47258842 Silent SNP C T C FKRP c.C135T p.A45A
XH_P38 19 47588325 47588325 Silent SNP G A G ZC3H4 c.C1095T p.D365D
XH_P38 19 47778530 47778530 Silent SNP C T C INAFM1 c.C354T p.S118S
XH_P38 19 47878858 47878858 Missense_Mutation SNP C T C DHX34 c.C2200T p.R734C



XH_P38 19 48047821 48047821 Silent SNP C T C ZNF541 c.G1965A p.A655A
XH_P38 19 48305357 48305357 Missense_Mutation SNP G A G TPRX1 c.C911T p.P304L
XH_P38 19 48697961 48697961 Silent SNP C T C C19orf68 c.C640T p.L214L
XH_P38 19 48715153 48715153 Silent SNP T C T CARD8 c.A1428G p.Q476Q
XH_P38 19 48800751 48800751 Missense_Mutation SNP C A C CCDC114 c.G1495T p.A499S
XH_P38 19 49218111 49218111 Silent SNP G T G MAMSTR c.C171A p.P57P
XH_P38 19 49218602 49218602 Silent SNP C T C MAMSTR c.G33A p.A11A
XH_P38 19 49219014 49219014 Silent SNP C T C MAMSTR c.G108A p.P36P
XH_P38 19 49232226 49232226 Missense_Mutation SNP G A G RASIP1 c.C1801T p.R601C
XH_P38 19 49254504 49254504 Missense_Mutation SNP G A G FUT1 c.C35T p.A12V
XH_P38 19 49261267 49261267 Silent SNP C T C FGF21 c.C420T p.H140H
XH_P38 19 49377424 49377424 Missense_Mutation SNP G A G PPP1R15A c.G934A p.G312S
XH_P38 19 49513273 49513273 Silent SNP C T C RUVBL2 c.C511T p.L171L
XH_P38 19 49519466 49519466 Silent SNP A G A LHB c.T285C p.G95G
XH_P38 19 49657889 49657889 In_Frame_Ins INS - TCC - HRC c.605_606insGGAp.E202delinsEE
XH_P38 19 49699866 49699866 Silent SNP C T C TRPM4 c.C1318T p.L440L
XH_P38 19 49867913 49867913 Missense_Mutation SNP G A G DKKL1 c.G85A p.A29T
XH_P38 19 49930721 49930721 Missense_Mutation SNP T C T GFY c.T1034C p.V345A
XH_P38 19 49930786 49930786 Missense_Mutation SNP C A C GFY c.C1099A p.P367T
XH_P38 19 50091798 50091798 Missense_Mutation SNP G T G PRRG2 c.G346T p.G116C
XH_P38 19 50097784 50097784 Silent SNP T C T PRR12 c.T273C p.L91L
XH_P38 19 50098423 50098423 Silent SNP G A G PRR12 c.G831A p.P277P
XH_P38 19 50099422 50099422 Silent SNP C T C PRR12 c.C1830T p.A610A
XH_P38 19 50165549 50165549 Missense_Mutation SNP C T C IRF3 c.G200A p.R67H
XH_P38 19 50193163 50193163 Silent SNP A G A ADM5 c.A69G p.A23A
XH_P38 19 50322482 50322482 Silent SNP C G C MED25 c.C234G p.P78P
XH_P38 19 50354211 50354211 Missense_Mutation SNP C T C PTOV1 c.C74T p.S25L
XH_P38 19 50364721 50364721 Missense_Mutation SNP A C A PNKP c.T1433G p.V478G
XH_P38 19 50383636 50383636 Missense_Mutation SNP T C T TBC1D17 c.T197C p.L66P
XH_P38 19 50393269 50393269 Silent SNP A G A IL4I1 c.T1362C p.F454F
XH_P38 19 50436269 50436269 Missense_Mutation SNP G A G ATF5 c.G769A p.V257M
XH_P38 19 50863023 50863023 Silent SNP A G A NAPSA c.T765C p.P255P
XH_P38 19 50865535 50865535 Missense_Mutation SNP A G A NAPSA c.T119C p.I40T
XH_P38 19 50918758 50918758 Silent SNP C T C POLD1 c.C2706T p.I902I
XH_P38 19 50983419 50983419 Missense_Mutation SNP G A G EMC10 c.G349A p.G117R
XH_P38 19 51021944 51021944 Silent SNP C T C LRRC4B c.G1026A p.A342A
XH_P38 19 51159571 51159571 Missense_Mutation SNP T G T C19orf81 c.T229G p.S77A
XH_P38 19 51170706 51170706 Missense_Mutation SNP A G A SHANK1 c.T4511C p.V1504A
XH_P38 19 51171188 51171188 Silent SNP G A G SHANK1 c.C4029T p.T1343T
XH_P38 19 51297825 51297825 Missense_Mutation SNP G A G ACPT c.G973A p.A325T
XH_P38 19 51297826 51297826 Missense_Mutation SNP C A C ACPT c.C974A p.A325D
XH_P38 19 51323232 51323232 Missense_Mutation SNP T C T KLK1 c.A556G p.K186E
XH_P38 19 51330932 51330932 Silent SNP G T G KLK15 c.C180A p.A60A
XH_P38 19 51535130 51535130 Splice_Site SNP A G A KLK12 . .
XH_P38 19 51840579 51840579 Missense_Mutation SNP G A G VSIG10L c.C2218T p.R740W
XH_P38 19 51841335 51841335 Silent SNP G A G VSIG10L c.C1857T p.P619P
XH_P38 19 51844807 51844807 Silent SNP C T C VSIG10L c.G495A p.P165P
XH_P38 19 51850290 51850290 Missense_Mutation SNP G A G ETFB c.C734T p.T245M
XH_P38 19 51871195 51871195 Silent SNP G A G CLDND2 c.C255T p.C85C
XH_P38 19 51875225 51875225 Silent SNP G T G NKG7 c.C408A p.G136G
XH_P38 19 51960940 51960940 Missense_Mutation SNP A G A SIGLEC8 c.T508C p.S170P
XH_P38 19 52000672 52000672 Missense_Mutation SNP G A G SIGLEC12 c.C1079T p.T360M
XH_P38 19 52001485 52001485 Missense_Mutation SNP G A G SIGLEC12 c.C838T p.H280Y
XH_P38 19 52002729 52002729 Silent SNP G A G SIGLEC12 c.C696T p.G232G
XH_P38 19 52003331 52003331 Missense_Mutation SNP G C G SIGLEC12 c.C297G p.H99Q
XH_P38 19 52033206 52033206 Missense_Mutation SNP G A G SIGLEC6 c.C628T p.L210F
XH_P38 19 52034469 52034469 Silent SNP C T C SIGLEC6 c.G264A p.K88K
XH_P38 19 52220351 52220351 Silent SNP G A G HAS1 c.C795T p.D265D
XH_P38 19 52520607 52520607 Missense_Mutation SNP C T C ZNF614 c.G244A p.G82R
XH_P38 19 52569057 52569057 Missense_Mutation SNP C T C ZNF841 c.G1730A p.S577N
XH_P38 19 52937339 52937339 Silent SNP G A G ZNF534 c.G147A p.E49E
XH_P38 19 53117531 53117531 Missense_Mutation SNP C T C ZNF83 c.G287A p.S96N
XH_P38 19 53117809 53117809 Silent SNP C A C ZNF83 c.G9T p.G3G
XH_P38 19 53269614 53269614 Silent SNP G A G ZNF600 c.C1395T p.T465T
XH_P38 19 53303705 53303705 Missense_Mutation SNP T G T ZNF28 c.A1393C p.K465Q
XH_P38 19 53761775 53761775 Silent SNP C T C VN1R2 c.C147T p.R49R
XH_P38 19 53854397 53854397 Missense_Mutation SNP G C G ZNF845 c.G469C p.E157Q
XH_P38 19 53958126 53958126 Missense_Mutation SNP T G T ZNF761 c.T365G p.I122S
XH_P38 19 53959615 53959615 Silent SNP G A G ZNF761 c.G1854A p.T618T
XH_P38 19 53959804 53959804 Silent SNP T C T ZNF761 c.T2043C p.H681H
XH_P38 19 53994802 53994802 Missense_Mutation SNP A T A ZNF813 c.A1316T p.Y439F
XH_P38 19 53995004 53995004 Silent SNP G A G ZNF813 c.G1518A p.R506R
XH_P38 19 54561792 54561792 Silent SNP G A G VSTM1 c.C123T p.A41A
XH_P38 19 54744771 54744771 Silent SNP A G A LILRA6 c.T891C p.Y297Y
XH_P38 19 54744921 54744921 Silent SNP A G A LILRA6 c.T741C p.S247S
XH_P38 19 54755918 54755918 Missense_Mutation SNP C G C LILRB5 c.G1328C p.R443P
XH_P38 19 54782201 54782201 Missense_Mutation SNP C T C LILRB2 c.G823A p.A275T
XH_P38 19 54848741 54848741 Silent SNP T C T LILRA4 c.A882G p.R294R
XH_P38 19 54930361 54930361 Silent SNP C T C TTYH1 c.C186T p.I62I
XH_P38 19 55106696 55106696 Missense_Mutation SNP C T C LILRA1 c.C490T p.H164Y
XH_P38 19 55174498 55174498 Missense_Mutation SNP T C T LILRB4 c.T13C p.F5L
XH_P38 19 55451050 55451050 Silent SNP C T C NLRP7 c.G1137A p.K379K
XH_P38 19 55451232 55451232 Missense_Mutation SNP C T C NLRP7 c.G955A p.V319I
XH_P38 19 55485899 55485899 Silent SNP G A G NLRP2 c.G312A p.K104K
XH_P38 19 55525497 55525497 Missense_Mutation SNP A G A GP6 c.T1816C p.F606L
XH_P38 19 55525894 55525894 Silent SNP G A G GP6 c.C1419T p.P473P
XH_P38 19 55539061 55539061 Silent SNP A G A GP6 c.T495C p.F165F
XH_P38 19 55598724 55598724 Missense_Mutation SNP A G A EPS8L1 c.A1625G p.K542R
XH_P38 19 55716800 55716800 Silent SNP A G A PTPRH c.T513C p.T171T
XH_P38 19 55964720 55964720 Silent SNP G A G ISOC2 c.C363T p.S121S
XH_P38 19 56113512 56113512 Missense_Mutation SNP C A C ZNF524 c.C34A p.P12T
XH_P38 19 56244004 56244004 Nonsense_Mutation INS - TGTTTT - NLRP9 192_1193insAAA p.L398delinsX
XH_P38 19 56321517 56321517 Silent SNP T C T NLRP11 c.A162G p.G54G
XH_P38 19 56369593 56369593 Silent SNP T C T NLRP4 c.T834C p.A278A
XH_P38 19 56490816 56490816 Frame_Shift_Ins INS - ATCTGGACTTGAG - NLRP8 GAGACATCTGGA p.R959fs
XH_P38 19 56538976 56538976 Missense_Mutation SNP G C G NLRP5 c.G1377C p.M459I
XH_P38 19 56552456 56552456 Silent SNP G T G NLRP5 c.G2955T p.L985L
XH_P38 19 57065189 57065189 Silent SNP T C T ZFP28 c.T1035C p.F345F



XH_P38 19 57132968 57132968 Missense_Mutation SNP G A G ZNF71 c.G313A p.V105I
XH_P38 19 57931553 57931553 Silent SNP C T C ZNF17 c.C693T p.S231S
XH_P38 19 58058739 58058739 Silent SNP T C T ZNF550 c.A873G p.Q291Q
XH_P38 19 58213952 58213952 Missense_Mutation SNP C A C ZNF154 c.G365T p.G122V
XH_P38 19 58233733 58233733 Silent SNP C T C ZNF671 c.G45A p.V15V
XH_P38 19 58491627 58491627 Missense_Mutation SNP T C T ZNF606 c.A151G p.S51G
XH_P38 19 58572979 58572979 Missense_Mutation SNP G A G ZNF135 c.G101A p.G34D
XH_P38 19 58578578 58578578 Silent SNP C T C ZNF135 c.C762T p.Y254Y
XH_P38 19 58596134 58596134 Missense_Mutation SNP G A G ZSCAN18 c.C1043T p.A348V
XH_P38 19 58850341 58850341 Silent SNP G C G ZSCAN22 c.G1125C p.T375T
XH_P38 19 58991743 58991743 Missense_Mutation SNP G A G ZNF446 c.G1003A p.E335K
XH_P38 19 58991900 58991900 Missense_Mutation SNP G A G ZNF446 c.G1160A p.R387H
XH_P38 19 59028939 59028939 Silent SNP G A G ZBTB45 c.C102T p.D34D
XH_P38 19 59061357 59061357 Silent SNP C T C TRIM28 c.C2148T p.P716P
XH_P38 19 59074429 59074429 Silent SNP C T C MZF1 c.G1215A p.T405T
XH_P38 19 59082368 59082368 Missense_Mutation SNP C T C MZF1 c.G389A p.R130Q
XH_P38 19 59082605 59082605 Missense_Mutation SNP C T C MZF1 c.G152A p.R51H
XH_P38 20 76962 76962 Silent SNP T C T DEFB125 c.T375C p.S125S
XH_P38 20 239804 239804 Missense_Mutation SNP T C T DEFB132 c.T145C p.C49R
XH_P38 20 377226 377226 Silent SNP C T C TRIB3 c.C969T p.A323A
XH_P38 20 741847 741847 Silent SNP A G A SLC52A3 c.T1233C p.S411S
XH_P38 20 744308 744308 Missense_Mutation SNP T C T SLC52A3 c.A907G p.I303V
XH_P38 20 745963 745963 Silent SNP G A G SLC52A3 c.C456T p.P152P
XH_P38 20 1293247 1293247 Missense_Mutation SNP C T C SDCBP2 c.G289A p.V97M
XH_P38 20 1350709 1350709 Silent SNP T C T FKBP1A c.A258G p.P86P
XH_P38 20 2321105 2321105 Missense_Mutation SNP G C G TGM3 c.G1960C p.G654R
XH_P38 20 2380323 2380323 Silent SNP G A G TGM6 c.G789A p.K263K
XH_P38 20 2384434 2384434 Missense_Mutation SNP G A G TGM6 c.G1301A p.R434H
XH_P38 20 2739583 2739583 Silent SNP T C T EBF4 c.T1755C p.F585F
XH_P38 20 2945759 2945759 Missense_Mutation SNP C T C PTPRA c.C326T p.P109L
XH_P38 20 3090848 3090848 Missense_Mutation SNP T G T UBOX5 c.A1525C p.T509P
XH_P38 20 3147468 3147468 Silent SNP G A G LZTS3 c.C342T p.N114N
XH_P38 20 3655219 3655219 Missense_Mutation SNP T C T ADAM33 c.A532G p.T178A
XH_P38 20 3684022 3684022 Silent SNP A G A SIGLEC1 c.T1050C p.N350N
XH_P38 20 3684729 3684729 Missense_Mutation SNP T C T SIGLEC1 c.A716G p.K239R
XH_P38 20 3732633 3732633 Silent SNP C T C HSPA12B c.C1623T p.C541C
XH_P38 20 3759936 3759936 Silent SNP G A G SPEF1 c.C285T p.C95C
XH_P38 20 5903485 5903485 Missense_Mutation SNP G A G CHGB c.G695A p.R232Q
XH_P38 20 5904289 5904289 Missense_Mutation SNP G A G CHGB c.G1499A p.R500K
XH_P38 20 5923223 5923223 Missense_Mutation SNP C T C TRMT6 c.G367A p.E123K
XH_P38 20 6032927 6032927 Silent SNP C T C LRRN4 c.G519A p.Q173Q
XH_P38 20 6033033 6033033 Missense_Mutation SNP G A G LRRN4 c.C413T p.P138L
XH_P38 20 10620275 10620275 Silent SNP G A G JAG1 c.C3528T p.Y1176Y
XH_P38 20 10653469 10653469 Silent SNP C T C JAG1 c.G267A p.G89G
XH_P38 20 16360492 16360492 Missense_Mutation SNP C T C KIF16B c.G2155A p.E719K
XH_P38 20 17462411 17462411 Missense_Mutation SNP G A G PCSK2 c.G1508A p.R503Q
XH_P38 20 18142564 18142564 Silent SNP A G A KAT14 c.A783G p.K261K
XH_P38 20 20484043 20484043 Silent SNP A G A RALGAPA2 c.T5160C p.H1720H
XH_P38 20 21284236 21284236 Silent SNP T C T XRN2 c.T60C p.P20P
XH_P38 20 23016970 23016970 Missense_Mutation SNP T G T SSTR4 c.T850G p.F284V
XH_P38 20 23028724 23028724 Missense_Mutation SNP G A G THBD c.C1418T p.A473V
XH_P38 20 23424660 23424660 Silent SNP G C G CSTL1 c.G309C p.L103L
XH_P38 20 23546639 23546639 Missense_Mutation SNP T G T CST9L c.A326C p.H109P
XH_P38 20 23731426 23731426 Silent SNP C T C CST1 c.G78A p.E26E
XH_P38 20 23805953 23805953 Missense_Mutation SNP C T C CST2 c.G236A p.G79D
XH_P38 20 23860178 23860178 Missense_Mutation SNP A G A CST5 c.T136C p.C46R
XH_P38 20 24964556 24964556 Missense_Mutation SNP T C T APMAP c.A195G p.I65M
XH_P38 20 25062684 25062684 Missense_Mutation SNP G C G VSX1 c.C49G p.L17V
XH_P38 20 30720826 30720826 Missense_Mutation SNP C T C TM9SF4 c.C26T p.P9L
XH_P38 20 31022469 31022469 Missense_Mutation SNP G A G ASXL1 c.G1954A p.G652S
XH_P38 20 33591006 33591006 Silent SNP G A G TRPC4AP c.C2337T p.L779L
XH_P38 20 33874720 33874720 Missense_Mutation SNP C T C FAM83C c.G1862A p.R621Q
XH_P38 20 34022387 34022387 Missense_Mutation SNP A C A GDF5 c.T826G p.S276A
XH_P38 20 34145209 34145209 Silent SNP C T C ERGIC3 c.C1086T p.I362I
XH_P38 20 35128751 35128751 Missense_Mutation SNP G A G DLGAP4 c.G128A p.R43Q
XH_P38 20 35443691 35443691 Silent SNP G A G SOGA1 c.C2154T p.S718S
XH_P38 20 39990632 39990632 Missense_Mutation SNP G A G EMILIN3 c.C1577T p.T526I
XH_P38 20 41306600 41306600 Silent SNP A G A PTPRT c.T1059C p.D353D
XH_P38 20 42743454 42743454 Silent SNP A G A JPH2 c.T2073C p.F691F
XH_P38 20 42744587 42744587 Silent SNP G C G JPH2 c.C1728G p.P576P
XH_P38 20 43139956 43139956 Missense_Mutation SNP T C T SERINC3 c.A449G p.Y150C
XH_P38 20 43629911 43629911 Missense_Mutation SNP T C T STK4 c.T1064C p.I355T
XH_P38 20 44184498 44184498 Missense_Mutation SNP A G A WFDC8 c.T287C p.M96T
XH_P38 20 44506918 44506918 Missense_Mutation SNP C T C ZSWIM3 c.C1721T p.P574L
XH_P38 20 44520562 44520562 Nonsense_Mutation INS - GGTTGTACTCCAG - CTSA ATAGGGGTTGTAQLQLYQIPRIGVVLQGDTIWLDLRRKEMAEX
XH_P38 20 44581348 44581348 Silent SNP G A G ZNF335 c.C2703T p.S901S
XH_P38 20 48522392 48522392 Missense_Mutation SNP G A G SPATA2 c.C1327T p.L443F
XH_P38 20 48600809 48600809 Silent SNP G A G SNAI1 c.G531A p.T177T
XH_P38 20 49225058 49225058 Missense_Mutation SNP C T C RIPOR3 c.G824A p.R275Q
XH_P38 20 49576348 49576348 Silent SNP A G A MOCS3 c.A969G p.K323K
XH_P38 20 50803444 50803444 Silent SNP C T C ZFP64 c.G213A p.S71S
XH_P38 20 52192637 52192637 Missense_Mutation SNP T C T ZNF217 c.A2666G p.D889G
XH_P38 20 52198340 52198340 Silent SNP T A T ZNF217 c.A1026T p.A342A
XH_P38 20 56098733 56098733 Missense_Mutation SNP T C T CTCFL c.A529G p.T177A
XH_P38 20 56099114 56099114 Missense_Mutation SNP C G C CTCFL c.G148C p.E50Q
XH_P38 20 56137895 56137895 Missense_Mutation SNP G C G PCK1 c.G550C p.V184L
XH_P38 20 56138686 56138686 Silent SNP C T C PCK1 c.C864T p.C288C
XH_P38 20 56139403 56139403 Silent SNP T C T PCK1 c.T1140C p.G380G
XH_P38 20 56190634 56190634 Missense_Mutation SNP C T C ZBP1 c.G37A p.E13K
XH_P38 20 57245580 57245580 Missense_Mutation SNP G A G STX16 c.G557A p.R186Q
XH_P38 20 58514300 58514300 Silent SNP G A G PPP1R3D c.C687T p.P229P
XH_P38 20 60511860 60511860 Silent SNP C T C CDH4 c.C2499T p.Y833Y
XH_P38 20 60699716 60699716 Silent SNP G A G LSM14B c.G171A p.A57A
XH_P38 20 60791422 60791422 Silent SNP C T C HRH3 c.G978A p.P326P
XH_P38 20 60893639 60893639 Silent SNP G C G LAMA5 c.C7110G p.T2370T
XH_P38 20 61039958 61039958 Silent SNP T C T GATA5 c.A1128G p.P376P
XH_P38 20 61040453 61040453 Silent SNP C G C GATA5 c.G981C p.S327S
XH_P38 20 61040951 61040951 Silent SNP C T C GATA5 c.G852A p.K284K



XH_P38 20 61048549 61048549 Silent SNP G A G GATA5 c.C609T p.D203D
XH_P38 20 61440971 61440971 Silent SNP G A G OGFR c.G354A p.T118T
XH_P38 20 61512185 61512185 Missense_Mutation SNP G C G DIDO1 c.C5123G p.S1708C
XH_P38 20 61525293 61525293 Silent SNP C T C DIDO1 c.G2826A p.P942P
XH_P38 20 61528271 61528271 Missense_Mutation SNP C T C DIDO1 c.G1666A p.A556T
XH_P38 20 62126299 62126299 Silent SNP C T C EEF1A2 c.G480A p.P160P
XH_P38 20 62165528 62165528 Missense_Mutation SNP G A G PTK6 c.C371T p.A124V
XH_P38 20 62191321 62191321 Silent SNP A G A HELZ2 c.T6078C p.N2026N
XH_P38 20 62191937 62191937 Silent SNP G A G HELZ2 c.C5688T p.C1896C
XH_P38 20 62193019 62193019 Silent SNP C T C HELZ2 c.G5064A p.P1688P
XH_P38 20 62193445 62193445 Missense_Mutation SNP G A G HELZ2 c.C4802T p.T1601M
XH_P38 20 62194713 62194713 Missense_Mutation SNP A C A HELZ2 c.T3755G p.L1252R
XH_P38 20 62195220 62195220 Missense_Mutation SNP C T C HELZ2 c.G3248A p.R1083Q
XH_P38 20 62195672 62195672 Silent SNP C T C HELZ2 c.G2796A p.L932L
XH_P38 20 62196033 62196033 Missense_Mutation SNP C T C HELZ2 c.G2435A p.R812K
XH_P38 20 62196182 62196182 Silent SNP G C G HELZ2 c.C2286G p.A762A
XH_P38 20 62198977 62198977 Silent SNP G A G HELZ2 c.C27T p.A9A
XH_P38 20 62221766 62221766 Silent SNP C T C GMEB2 c.G1269A p.P423P
XH_P38 20 62236148 62236148 Silent SNP T C T GMEB2 c.A177G p.A59A
XH_P38 20 62320929 62320929 Silent SNP C T C RTEL1 c.C1284T p.R428R
XH_P38 20 62326159 62326159 Missense_Mutation SNP G A G RTEL1 c.G2506A p.A836T
XH_P38 20 62422080 62422080 Missense_Mutation SNP T C T ZBTB46 c.A31G p.T11A
XH_P38 21 30971183 30971183 Silent SNP G A G GRIK1 c.C747T p.D249D
XH_P38 21 33684178 33684178 Silent SNP C G C MRAP c.C213G p.T71T
XH_P38 21 33688865 33688865 Silent SNP A G A URB1 c.T6546C p.A2182A
XH_P38 21 33719695 33719695 Silent SNP C T C URB1 c.G3438A p.K1146K
XH_P38 21 33726326 33726326 Silent SNP G A G URB1 c.C2332T p.L778L
XH_P38 21 35773137 35773137 Silent SNP C T C C21orf140 c.G234A p.A78A
XH_P38 21 35893737 35893737 Missense_Mutation SNP T C T RCAN1 c.A481G p.R161G
XH_P38 21 37507501 37507501 Missense_Mutation SNP G A G CBR3 c.G11A p.C4Y
XH_P38 21 37507769 37507769 Silent SNP C T C CBR3 c.C279T p.V93V
XH_P38 21 37609571 37609571 Silent SNP T C T DOPEY2 c.T2634C p.R878R
XH_P38 21 37617533 37617533 Silent SNP C T C DOPEY2 c.C3255T p.S1085S
XH_P38 21 37692589 37692589 Silent SNP A T A MORC3 c.A27T p.I9I
XH_P38 21 40191431 40191431 Silent SNP T G T ETS2 c.T816G p.T272T
XH_P38 21 43161022 43161022 Silent SNP C T C RIPK4 c.G2331A p.T777T
XH_P38 21 43161877 43161877 Silent SNP C T C RIPK4 c.G1476A p.A492A
XH_P38 21 43162150 43162150 Silent SNP G A G RIPK4 c.C1203T p.G401G
XH_P38 21 43164232 43164232 Silent SNP C A C RIPK4 c.G1005T p.L335L
XH_P38 21 43236176 43236176 Silent SNP G A G PRDM15 c.C2388T p.H796H
XH_P38 21 43327856 43327856 Silent SNP A G A C2CD2 c.T591C p.F197F
XH_P38 21 43539293 43539293 Missense_Mutation SNP G A G UMODL1 c.G2716A p.V906I
XH_P38 21 43803167 43803167 Missense_Mutation SNP T C T TMPRSS3 c.A376G p.I126V
XH_P38 21 44179145 44179145 Missense_Mutation SNP G A G PDE9A c.G196A p.G66R
XH_P38 21 44485350 44485350 Silent SNP G A G CBS c.C384T p.Y128Y
XH_P38 21 44589215 44589215 Silent SNP C T C CRYAA c.C6T p.D2D
XH_P38 21 44840138 44840138 Silent SNP G A G LOC102724428 c.C948T p.G316G
XH_P38 21 45528919 45528919 Missense_Mutation SNP G A G PWP2 c.G73A p.D25N
XH_P38 21 45553596 45553596 Missense_Mutation SNP T C T C21orf33 c.T17C p.V6A
XH_P38 21 45709568 45709568 Silent SNP C T C AIRE c.C681T p.G227G
XH_P38 21 45959195 45959195 Missense_Mutation SNP G A G KRTAP10-1 c.C839T p.P280L
XH_P38 21 45959312 45959312 Missense_Mutation SNP C T C KRTAP10-1 c.G722A p.R241Q
XH_P38 21 45959733 45959733 Missense_Mutation SNP C T C KRTAP10-1 c.G301A p.V101M
XH_P38 21 45970812 45970812 Missense_Mutation SNP G A G KRTAP10-2 c.C530T p.P177L
XH_P38 21 45978483 45978483 Missense_Mutation SNP G A G KRTAP10-3 c.C116T p.P39L
XH_P38 21 46011432 46011432 In_Frame_Ins INS - TGGCAGCAGGTG - KRTAP10-6 AAGTCCACCTGC12delinsQVHLLPPSC
XH_P38 21 46011583 46011583 Nonsense_Mutation SNP G T G KRTAP10-6 c.C783A p.C261X
XH_P38 21 46021335 46021335 Missense_Mutation SNP G A G KRTAP10-7 c.G799A p.V267M
XH_P38 21 46057810 46057810 Missense_Mutation SNP C G C KRTAP10-10 c.C476G p.P159R
XH_P38 21 46057961 46057961 Silent SNP C T C KRTAP10-10 c.C627T p.C209C
XH_P38 21 46233836 46233836 Missense_Mutation SNP C A C SUMO3 c.G205T p.V69F
XH_P38 21 46876173 46876173 Silent SNP C T C COL18A1 c.C729T p.P243P
XH_P38 21 46896381 46896381 Silent SNP G T G COL18A1 c.G1455T p.V485V
XH_P38 21 46897878 46897878 Missense_Mutation SNP C T C COL18A1 c.C1760T p.P587L
XH_P38 21 46910210 46910210 Missense_Mutation SNP G A G COL18A1 c.G2521A p.V841I
XH_P38 21 46924383 46924383 Silent SNP C T C COL18A1 c.C3321T p.P1107P
XH_P38 21 47410931 47410931 Silent SNP T C T COL6A1 c.T1095C p.G365G
XH_P38 21 47423040 47423040 Missense_Mutation SNP A G A COL6A1 c.A2441G p.K814R
XH_P38 21 47423790 47423790 Missense_Mutation SNP C T C COL6A1 c.C2950T p.R984C
XH_P38 21 47532440 47532440 Silent SNP C T C COL6A2 c.C663T p.P221P
XH_P38 21 47552386 47552386 Missense_Mutation SNP G A G COL6A2 c.G2980A p.A994T
XH_P38 21 47635176 47635176 Missense_Mutation SNP T C T LSS c.A689G p.H230R
XH_P38 21 47635627 47635627 Silent SNP C G C LSS c.G624C p.P208P
XH_P38 21 47786524 47786524 Missense_Mutation SNP A G A PCNT c.A2281G p.T761A
XH_P38 21 47836653 47836653 Missense_Mutation SNP C T C PCNT c.C6467T p.P2156L
XH_P38 21 47851753 47851753 Missense_Mutation SNP A G A PCNT c.A8021G p.Q2674R
XH_P38 21 47863757 47863757 Missense_Mutation SNP A C A PCNT c.A9144C p.R3048S
XH_P38 21 47910523 47910523 Silent SNP A G A DIP2A c.A174G p.P58P
XH_P38 22 16287372 16287372 Missense_Mutation SNP C T C POTEH c.G514A p.V172I
XH_P38 22 17990852 17990852 Missense_Mutation SNP G A G CECR2 c.G389A p.R130H
XH_P38 22 18607020 18607020 Silent SNP C T C TUBA8 c.C126T p.Y42Y
XH_P38 22 18650682 18650682 Missense_Mutation SNP C T C USP18 c.C506T p.T169M
XH_P38 22 18905991 18905991 Missense_Mutation SNP T C T PRODH c.A941G p.N314S
XH_P38 22 19132061 19132061 Silent SNP C T C DGCR14 c.G93A p.A31A
XH_P38 22 19711403 19711403 Missense_Mutation SNP C T C GP1BB c.C37T p.L13F
XH_P38 22 19751829 19751829 Silent SNP C T C TBX1 c.C664T p.L222L
XH_P38 22 19766782 19766782 Missense_Mutation SNP C T C TBX1 c.C1049T p.T350M
XH_P38 22 19789541 19789541 Missense_Mutation SNP A C A GNB1L c.T715G p.W239G
XH_P38 22 19808769 19808769 Missense_Mutation SNP C T C GNB1L c.G110A p.R37H
XH_P38 22 20103915 20103915 Nonsense_Mutation SNP C T C RANBP1 c.C208T p.R70X
XH_P38 22 20307256 20307256 Silent SNP G A G DGCR6L c.C177T p.T59T
XH_P38 22 20759672 20759672 Missense_Mutation SNP G A G ZNF74 c.G263A p.G88E
XH_P38 22 20761192 20761192 Missense_Mutation SNP G T G ZNF74 c.G1656T p.K552N
XH_P38 22 20761193 20761193 Missense_Mutation SNP C T C ZNF74 c.C1657T p.L553F
XH_P38 22 20784050 20784050 Missense_Mutation SNP T A T SCARF2 c.A1273T p.T425S
XH_P38 22 20800835 20800835 Silent SNP A G A KLHL22 c.T1434C p.D478D
XH_P38 22 20920814 20920819 In_Frame_Del DEL CAGCAG - CAGCAG MED15 c.538_543del p.180_181del
XH_P38 22 20940085 20940085 Silent SNP G A G MED15 c.G1869A p.P623P



XH_P38 22 21385277 21385277 Silent SNP C T C SLC7A4 c.G825A p.S275S
XH_P38 22 21385843 21385843 Silent SNP G A G SLC7A4 c.C259T p.L87L
XH_P38 22 21982892 21982892 Missense_Mutation SNP C T C YDJC c.G787A p.A263T
XH_P38 22 22288560 22288560 Missense_Mutation SNP G A G PPM1F c.C394T p.R132C
XH_P38 22 22312790 22312790 Missense_Mutation SNP C G C TOP3B c.G1773C p.Q591H
XH_P38 22 22318538 22318538 Missense_Mutation SNP C T C TOP3B c.G1093A p.D365N
XH_P38 22 22318671 22318671 Silent SNP G A G TOP3B c.C960T p.H320H
XH_P38 22 22869439 22869439 Silent SNP A G A ZNF280A c.T516C p.D172D
XH_P38 22 23406099 23406099 Missense_Mutation SNP G A G RSPH14 c.C634T p.R212C
XH_P38 22 24583988 24583988 Silent SNP G A G SUSD2 c.G2226A p.L742L
XH_P38 22 24988920 24988920 Silent SNP C T C LRRC75B c.G87A p.E29E
XH_P38 22 25144912 25144912 Missense_Mutation SNP C T C PIWIL3 c.G1411A p.V471I
XH_P38 22 26164413 26164413 Missense_Mutation SNP C T C MYO18B c.C530T p.P177L
XH_P38 22 26422454 26422454 Silent SNP T C T MYO18B c.T6517C p.L2173L
XH_P38 22 26422683 26422683 Missense_Mutation SNP C T C MYO18B c.C6746T p.A2249V
XH_P38 22 26702015 26702015 Silent SNP A C A SEZ6L c.A1419C p.T473T
XH_P38 22 28495028 28495028 Missense_Mutation SNP T C T TTC28 c.A3422G p.Y1141C
XH_P38 22 29446077 29446077 Silent SNP G C G ZNRF3 c.G1908C p.V636V
XH_P38 22 29446611 29446611 Silent SNP A C A ZNRF3 c.A2442C p.P814P
XH_P38 22 30163526 30163526 Missense_Mutation SNP A G A UQCR10 c.A139G p.I47V
XH_P38 22 30189642 30189642 Missense_Mutation SNP C T C ASCC2 c.G1484A p.R495Q
XH_P38 22 30403167 30403167 Nonsense_Mutation SNP C T C MTMR3 c.C736T p.R246X
XH_P38 22 30689998 30689998 Silent SNP G A G TBC1D10A c.C828T p.L276L
XH_P38 22 30766580 30766580 Missense_Mutation SNP G A G CCDC157 c.G686A p.G229E
XH_P38 22 30823196 30823196 Silent SNP T C T MTFP1 c.T234C p.T78T
XH_P38 22 30864610 30864610 Missense_Mutation SNP A G A SEC14L3 c.T308C p.I103T
XH_P38 22 30888504 30888504 Silent SNP C T C SEC14L4 c.G621A p.S207S
XH_P38 22 30975861 30975861 Missense_Mutation SNP C T C PES1 c.G1216A p.A406T
XH_P38 22 31032920 31032920 Silent SNP A G A SLC35E4 c.A483G p.P161P
XH_P38 22 31266546 31266546 Silent SNP T C T OSBP2 c.T210C p.A70A
XH_P38 22 31535995 31535995 Missense_Mutation SNP C G C PLA2G3 c.G346C p.E116Q
XH_P38 22 32754306 32754306 Missense_Mutation SNP T C T RFPL3 c.T248C p.M83T
XH_P38 22 32756407 32756407 Missense_Mutation SNP A G A RFPL3 c.A542G p.Y181C
XH_P38 22 32756555 32756555 Silent SNP G C G RFPL3 c.G690C p.T230T
XH_P38 22 32784051 32784051 Silent SNP T C T RTCB c.A1446G p.V482V
XH_P38 22 33253292 33253292 Silent SNP C T C TIMP3 c.C261T p.S87S
XH_P38 22 36537893 36537893 Silent SNP A G A APOL3 c.T564C p.N188N
XH_P38 22 37329999 37329999 Silent SNP C T C CSF2RB c.C1278T p.S426S
XH_P38 22 37387257 37387257 Missense_Mutation SNP T C T TEX33 c.A806G p.Y269C
XH_P38 22 37469591 37469591 Silent SNP G A G TMPRSS6 c.C1536T p.D512D
XH_P38 22 37480797 37480797 Silent SNP C T C TMPRSS6 c.G1056A p.S352S
XH_P38 22 37480861 37480861 Missense_Mutation SNP G A G TMPRSS6 c.C992T p.T331M
XH_P38 22 37485724 37485724 Missense_Mutation SNP T C T TMPRSS6 c.A730G p.K244E
XH_P38 22 37622815 37622815 Silent SNP A G A RAC2 c.T477C p.A159A
XH_P38 22 37637653 37637653 Silent SNP G C G RAC2 c.C81G p.A27A
XH_P38 22 37770066 37770066 Silent SNP G T G ELFN2 c.C1509A p.I503I
XH_P38 22 37770357 37770357 Silent SNP A G A ELFN2 c.T1218C p.F406F
XH_P38 22 37771158 37771158 Silent SNP G A G ELFN2 c.C417T p.I139I
XH_P38 22 38061821 38061821 Silent SNP C T C PDXP c.C834T p.L278L
XH_P38 22 38130459 38130459 Missense_Mutation SNP G T G TRIOBP c.G4116T p.E1372D
XH_P38 22 38131069 38131069 Missense_Mutation SNP C T C TRIOBP c.C4726T p.R1576C
XH_P38 22 38168725 38168725 Missense_Mutation SNP G A G TRIOBP c.G1915A p.A639T
XH_P38 22 38382304 38382304 Missense_Mutation SNP G A G POLR2F c.G437A p.G146D
XH_P38 22 38493186 38493186 Splice_Site SNP C T C BAIAP2L2 . .
XH_P38 22 38642038 38642038 Silent SNP G A G TMEM184B c.C261T p.I87I
XH_P38 22 39095987 39095987 Silent SNP A G A JOSD1 c.T6C p.S2S
XH_P38 22 39122038 39122038 Silent SNP C T C GTPBP1 c.C1101T p.N367N
XH_P38 22 39125529 39125529 Silent SNP G A G GTPBP1 c.G1779A p.S593S
XH_P38 22 39134715 39134715 Silent SNP T C T SUN2 c.A1887G p.Q629Q
XH_P38 22 39138332 39138332 Missense_Mutation SNP G A G SUN2 c.C1105T p.R369C
XH_P38 22 39477566 39477566 Missense_Mutation SNP A G A APOBEC3G c.A356G p.H119R
XH_P38 22 39498038 39498038 Missense_Mutation SNP G C G APOBEC3H c.G534C p.E178D
XH_P38 22 39883736 39883736 Silent SNP G C G MGAT3 c.G384C p.P128P
XH_P38 22 41489077 41489077 Silent SNP C A C EP300 c.C69A p.L23L
XH_P38 22 41626225 41626225 Silent SNP C T C L3MBTL2 c.C2088T p.V696V
XH_P38 22 42089630 42089630 Missense_Mutation SNP A G A C22orf46 c.A380G p.Q127R
XH_P38 22 42095644 42095644 Silent SNP C T C MEI1 c.C102T p.R34R
XH_P38 22 42276742 42276742 Missense_Mutation SNP G C G SREBF2 c.G1784C p.G595A
XH_P38 22 42306472 42306472 Missense_Mutation SNP T C T SHISA8 c.A751G p.T251A
XH_P38 22 42322716 42322716 Missense_Mutation SNP G C G TNFRSF13C c.C62G p.P21R
XH_P38 22 42341934 42341934 Silent SNP A G A CENPM c.T111C p.N37N
XH_P38 22 42525756 42525756 Silent SNP G A G CYP2D6 c.C336T p.F112F
XH_P38 22 42526694 42526694 Missense_Mutation SNP G A G CYP2D6 c.C100T p.P34S
XH_P38 22 42950033 42950033 Missense_Mutation SNP G A G SERHL2 c.G7A p.E3K
XH_P38 22 43568512 43568512 Missense_Mutation SNP C T C TTLL12 c.G1390A p.V464M
XH_P38 22 43576904 43576904 Silent SNP G A G TTLL12 c.C390T p.H130H
XH_P38 22 44287629 44287629 Silent SNP G A G PNPLA5 c.C132T p.R44R
XH_P38 22 45128232 45128232 Silent SNP T C T PRR5 c.T231C p.R77R
XH_P38 22 45132687 45132687 Missense_Mutation SNP G A G PRR5 c.G442A p.V148M
XH_P38 22 45723854 45723854 Silent SNP C G C FAM118A c.C432G p.V144V
XH_P38 22 46318952 46318952 Silent SNP G A G WNT7B c.C834T p.C278C
XH_P38 22 47085924 47085924 Silent SNP G A G CERK c.C1506T p.D502D
XH_P38 22 50280655 50280655 Silent SNP C T C ZBED4 c.C3345T p.S1115S
XH_P38 22 50301476 50301476 Silent SNP T C T ALG12 c.A885G p.A295A
XH_P38 22 50307139 50307139 Silent SNP G A G ALG12 c.C189T p.V63V
XH_P38 22 50468933 50468933 Missense_Mutation SNP G T G TTLL8 c.C2177A p.A726E
XH_P38 22 50636350 50636350 Missense_Mutation SNP C T C TRABD c.C782T p.S261L
XH_P38 22 50658698 50658698 Missense_Mutation SNP T A T TUBGCP6 c.A4090T p.S1364C
XH_P38 22 50716167 50716167 Silent SNP G A G PLXNB2 c.C5049T p.S1683S
XH_P38 22 50719251 50719251 Silent SNP A G A PLXNB2 c.T3915C p.P1305P
XH_P38 22 50720622 50720622 Silent SNP C T C PLXNB2 c.G3108A p.Q1036Q
XH_P38 22 50722134 50722134 Missense_Mutation SNP T C T PLXNB2 c.A2467G p.I823V
XH_P38 22 50879447 50879447 Silent SNP T G T PPP6R2 c.T2493G p.A831A
XH_P38 22 50921149 50921166 In_Frame_Del DEL TCGGGCCCCC - CTCGGGCCCCCG ADM2 c.264_281del p.88_94del
XH_P38 22 50928026 50928026 Silent SNP G A G MIOX c.G702A p.L234L
XH_P38 22 50944128 50944128 Silent SNP G A G LMF2 c.C891T p.H297H
XH_P38 22 50960682 50960682 Splice_Site SNP C T C NCAPH2 . .
XH_P38 22 50964236 50964236 Missense_Mutation SNP G A G TYMP c.C1412T p.S471L



XH_P38 22 51064039 51064039 Missense_Mutation SNP G C G ARSA c.C1178G p.T393S
XH_P38 X 9905342 9905342 Silent SNP A G A SHROOM2 c.A261G p.T87T
XH_P38 X 9912792 9912792 Missense_Mutation SNP A G A SHROOM2 c.A928G p.I310V
XH_P38 X 11130193 11130193 Missense_Mutation SNP C T C HCCS c.C13T p.P5S
XH_P38 X 18342034 18342034 Silent SNP G A G SCML2 c.C342T p.D114D
XH_P38 X 26157583 26157583 Missense_Mutation SNP G A G MAGEB18 c.G481A p.G161S
XH_P38 X 30327105 30327105 Missense_Mutation SNP C T C NR0B1 c.G376A p.V126M
XH_P38 X 34148761 34148761 Silent SNP C A C FAM47A c.G1635T p.P545P
XH_P38 X 37061416 37061416 Missense_Mutation SNP C T C FTH1P18 c.G346A p.G116S
XH_P38 X 37967868 37967868 Silent SNP T C T SYTL5 c.T1416C p.Y472Y
XH_P38 X 48690416 48690416 Silent SNP G T G PCSK1N c.C450A p.L150L
XH_P38 X 48690546 48690546 Missense_Mutation SNP G A G PCSK1N c.C320T p.A107V
XH_P38 X 48751471 48751471 Silent SNP A G A TIMM17B c.T228C p.I76I
XH_P38 X 49021052 49021052 Silent SNP C T C MAGIX c.C204T p.S68S
XH_P38 X 49034491 49034491 Missense_Mutation SNP C T C PRICKLE3 c.G602A p.R201H
XH_P38 X 53284002 53284002 Missense_Mutation SNP G A G IQSEC2 c.C1111T p.R371C
XH_P38 X 53641647 53641647 Silent SNP T C T HUWE1 c.A2109G p.S703S
XH_P38 X 57935520 57935520 Silent SNP G A G ZXDA c.C1335T p.T445T
XH_P38 X 66766208 66766208 Missense_Mutation SNP G A G AR c.G1220A p.R407H
XH_P38 X 69478942 69478942 Missense_Mutation SNP T G T P2RY4 c.A533C p.N178T
XH_P38 X 79698574 79698574 Missense_Mutation SNP T A T FAM46D c.T536A p.V179D
XH_P38 X 92927634 92927634 Missense_Mutation SNP G C G NAP1L3 c.C670G p.P224A
XH_P38 X 100808342 100808342 Silent SNP C T C ARMCX1 c.C429T p.P143P
XH_P38 X 106310827 106310827 Missense_Mutation SNP C T C RBM41 c.G1172A p.R391Q
XH_P38 X 107449782 107449782 Missense_Mutation SNP C T C COL4A6 c.G575A p.G192E
XH_P38 X 129306113 129306113 Missense_Mutation SNP C T C RAB33A c.C77T p.S26L
XH_P38 X 134994054 134994054 Silent SNP G A G SAGE1 c.G2463A p.K821K
XH_P38 X 148798223 148798223 Silent SNP T C T MAGEA11 c.T990C p.L330L
XH_P38 X 149639109 149639109 Missense_Mutation SNP G C G MAMLD1 c.G1189C p.G397R
XH_P38 X 150349122 150349122 Missense_Mutation SNP C A C GPR50 c.C1067A p.P356H
XH_P38 X 152482198 152482198 Silent SNP G A G MAGEA1 c.C813T p.L271L
XH_P38 X 152482917 152482917 Missense_Mutation SNP T C T MAGEA1 c.A94G p.T32A
XH_P38 X 152845465 152845465 Silent SNP G A G ATP2B3 c.G3372A p.S1124S
XH_P38 X 153278829 153278829 Missense_Mutation SNP G A G IRAK1 c.C1358T p.S453L
XH_P38 X 153284192 153284192 Missense_Mutation SNP A G A IRAK1 c.T587C p.F196S
XH_P38 X 153284483 153284483 Silent SNP G A G IRAK1 c.C483T p.V161V
XH_P38 X 153588165 153588165 Missense_Mutation SNP G A G FLNA c.C3914T p.T1305M
XH_P38 X 153648592 153648592 Missense_Mutation SNP C T C TAZ c.C556T p.R186C
XH_P38 Y 16952598 16952598 Missense_Mutation SNP C A C NLGN4Y c.C1403A p.T468N
XH_P38 1 1119410 1119410 Missense_Mutation SNV G A A TTLL10 c.1199G>A P.R400H
XH_P38 1 1354800 1354800 Missense_Mutation SNV C T T ANKRD65 c.880G>A P.E294K
XH_P38 1 145576112 145576112 Splice_Site SNV C T T PIAS3 c.24+10C>T
XH_P38 1 152084175 152084175 Missense_Mutation INDEL - CTGCTCGCGCCTCCTGCTCGCGCCTC TCHH dupGGAGAGGCG506_L507insERREQQ
XH_P38 1 161167854 161167854 Silent SNV G A A ADAMTS4 c.564C>T P.S188S
XH_P38 1 182353547 182353547 Missense_Mutation SNV T G G GLUL c.1115A>C P.K372T
XH_P38 1 1855896 1855896 Missense_Mutation SNV G A A CFAP74 c.4168C>T P.R1390W
XH_P38 1 1918384 1918384 Silent SNV C T T CFAP74 c.387G>A P.A129A
XH_P38 1 203024722 203024722 Silent SNV A T T PPFIA4 c.1992A>T P.P664P
XH_P38 1 2434022 2434022 Missense_Mutation SNV C A A PLCH2 c.3052C>A P.P1018T
XH_P38 1 3697733 3697733 Silent SNV A G G LRRC47 c.1671T>C P.D557D
XH_P38 1 43232316 43232316 Silent SNV G A A P3H1 c.327C>T P.F109F
XH_P38 1 45469555 45469555 Missense_Mutation SNV G A A HECTD3 c.2401C>T P.R801W
XH_P38 1 50887065 50887065 Silent SNV G A A DMRTA2 c.144C>T P.G48G
XH_P38 1 53527917 53527917 Missense_Mutation SNV C G G PODN c.26C>G P.A9G
XH_P38 1 55073681 55073681 Silent SNV A G G ACOT11 c.1569A>G P.R523R
XH_P38 1 70493890 70493890 Missense_Mutation SNV C G G LRRC7 c.1717C>G P.P573A
XH_P38 10 135053465 135053465 Missense_Mutation SNV G A A VENTX c.432G>A P.M144I
XH_P38 10 72358340 72358340 Silent SNV C T T PRF1 c.1137G>A P.R379R
XH_P38 10 81465826 81465826 Silent SNV C T T NUTM2B c.411C>T P.T137T
XH_P38 11 10064452 10064452 Missense_Mutation SNV A G G SBF2 c.218T>C P.I73T
XH_P38 11 119216275 119216275 Missense_Mutation SNV G C C MFRP c.496C>G P.P166A
XH_P38 11 1267443 1267443 Silent SNV G C C MUC5B c.9333G>C P.T3111T
XH_P38 11 45307634 45307634 Missense_Mutation SNV C T T SYT13 c.125G>A P.R42Q
XH_P38 11 49080252 49080252 Splice_Site SNV C T T TRIM64C c.412+1G>A
XH_P38 11 6585207 6585207 Silent SNV G A A DNHD1 c.10137G>A P.L3379L
XH_P38 11 68029253 68029253 Missense_Mutation SNV C T T C11orf24 c.1210G>A P.V404M
XH_P38 11 73020363 73020363 Missense_Mutation SNV C T T ARHGEF17 c.680C>T P.A227V
XH_P38 11 75277582 75277582 Missense_Mutation SNV C T T SERPINH1 c.188C>T P.A63V
XH_P38 12 53189543 53189543 Missense_Mutation SNV C T T KRT3 c.284G>A P.G95D
XH_P38 12 56415298 56415298 Silent SNV C T T IKZF4 c.21C>T P.L7L
XH_P38 12 78362303 78362303 Missense_Mutation SNV A G G NAV3 c.492A>G P.I164M
XH_P38 12 8200622 8200622 Missense_Mutation SNV A G G FOXJ2 c.962A>G P.Q321R
XH_P38 13 111156506 111156506 Missense_Mutation SNV G T T COL4A2 c.4297G>T P.A1433S
XH_P38 13 114498153 114498153 Frame_Shift_Ins INDEL - GT GT TMEM255B c.287_288dupTG P.V97fs
XH_P38 14 101350523 101350523 Silent SNV G A A RTL1 c.603C>T P.P201P
XH_P38 14 38060905 38060905 Missense_Mutation SNV A C C FOXA1 c.1084T>G P.S362A
XH_P38 14 51101982 51101982 Nonsense_Mutation SNV G T T SAV1 c.1071C>A P.Y357*
XH_P38 15 101549194 101549194 Silent SNV G C C LRRK1 c.915G>C P.R305R
XH_P38 15 43814780 43814780 Missense_Mutation SNV C G G MAP1A c.1109C>G P.P370R
XH_P38 15 55652305 55652305 Missense_Mutation SNV T C C CCPG1 c.1666A>G P.K556E
XH_P38 15 79254511 79254511 Missense_Mutation SNV C T T RASGRF1 c.3749G>A P.R1250Q
XH_P38 15 90172234 90172234 Missense_Mutation SNV C T T KIF7 c.3637G>A P.G1213S
XH_P38 15 91424255 91424255 Missense_Mutation SNV A G G FURIN c.1777A>G P.S593G
XH_P38 16 1143567 1143567 Silent SNV G A A C1QTNF8 c.693C>T P.Y231Y
XH_P38 16 23464226 23464226 Silent SNV G A A COG7 c.90C>T P.S30S
XH_P38 16 30724960 30724960 Missense_Mutation SNV C G G SRCAP c.2421C>G P.F807L
XH_P38 16 3614575 3614575 Silent SNV G A A NLRC3 c.363C>T P.T121T
XH_P38 16 4935185 4935185 Silent SNV C T T PPL c.3471G>A P.K1157K
XH_P38 16 50733585 50733585 Missense_Mutation SNV G A A NOD2 c.179G>A P.R60H
XH_P38 16 718232 718232 Silent SNV C T T RHOT2 c.33C>T P.G11G
XH_P38 17 16594011 16594011 Silent SNV C T T CCDC144A c.297C>T P.I99I
XH_P38 17 36490940 36490940 Missense_Mutation SNV G A A GPR179 c.1621C>T P.R541C
XH_P38 17 39190954 39190954 Missense_Mutation INDEL - GGCTGGCAGCAGGGCTGGCAGCAG KRTAP1-3 ACCAGCTGCTGC0_Q41insETSCCQPSCC
XH_P38 17 4798399 4798399 Missense_Mutation SNV G A A MINK1 c.2887G>A P.D963N
XH_P38 17 7318920 7318920 Silent SNV C T T NLGN2 c.1128C>T P.Y376Y
XH_P38 17 73838701 73838701 Splice_Site SNV A C C UNC13D c.389-7T>G
XH_P38 17 79804369 79804369 Missense_Mutation SNV G A A P4HB c.992C>T P.S331L
XH_P38 18 44641603 44641603 Missense_Mutation SNV T C C HDHD2 c.242A>G P.D81G



XH_P38 18 5443840 5443840 Silent SNV G T T EPB41L3 c.526C>A P.R176R
XH_P38 18 580609 580609 Silent SNV A G G CETN1 c.201A>G P.E67E
XH_P38 19 17837685 17837685 Missense_Mutation SNV C T T MAP1S c.1414C>T P.R472C
XH_P38 19 2120910 2120910 Missense_Mutation SNV T C C AP3D1 c.1432A>G P.I478V
XH_P38 19 2805172 2805172 Missense_Mutation SNV G A A THOP1 c.748G>A P.E250K
XH_P38 19 3110339 3110339 Splice_Site SNV C T T GNA11 c.321+8C>T
XH_P38 19 41003463 41003463 Missense_Mutation SNV C T T SPTBN4 c.736C>T P.R246C
XH_P38 19 45567708 45567708 Missense_Mutation SNV G C C CLASRP c.1043G>C P.R348P
XH_P38 19 46998253 46998253 Missense_Mutation SNV G C C PNMAL2 c.470C>G P.P157R
XH_P38 19 47124591 47124591 Missense_Mutation SNV G T T PTGIR c.1107C>A P.S369R
XH_P38 19 47778530 47778530 Silent SNV C T T INAFM1 c.354C>T P.S118S
XH_P38 19 4793216 4793216 Silent SNV C A A FEM1A c.1350C>A P.A450A
XH_P38 19 50436269 50436269 Missense_Mutation SNV G A A ATF5 c.769G>A P.V257M
XH_P38 19 54744921 54744921 Silent SNV A G G LILRB3 c.741T>C P.S247S
XH_P38 19 56113512 56113512 Missense_Mutation SNV C A A ZNF524 c.34C>A P.P12T
XH_P38 19 58596134 58596134 Missense_Mutation SNV G A A ZSCAN18 c.1619C>T P.A540V
XH_P38 19 652275 652275 Silent SNV G A A RNF126 c.156C>T P.A52A
XH_P38 19 7682305 7682305 Silent SNV G A A CAMSAP3 c.3387G>A P.A1129A
XH_P38 19 852918 852918 Missense_Mutation SNV G A A ELANE c.110G>A P.R37Q
XH_P38 19 8650043 8650043 Silent SNV G T T ADAMTS10 c.1476C>A P.A492A
XH_P38 2 11053416 11053416 Silent SNV C T T KCNF1 c.864C>T P.A288A
XH_P38 2 1795716 1795716 Missense_Mutation SNV G T T MYT1L c.3484C>A P.Q1162K
XH_P38 2 179605497 179605497 Missense_Mutation SNV C T T TTN c.11512G>A P.V3838I
XH_P38 2 200813030 200813030 Splice_Site SNV G A A TYW5 c.233+11C>T
XH_P38 2 31805765 31805765 Missense_Mutation SNV G A A SRD5A2 c.205C>T P.P69S
XH_P38 2 70315174 70315174 Missense_Mutation SNV T A A PCBP1 c.299T>A P.L100Q
XH_P38 2 70408526 70408526 Missense_Mutation SNV T C C C2orf42 c.592A>G P.K198E
XH_P38 2 71211259 71211259 Nonsense_Mutation SNV G T T ANKRD53 c.910G>T P.G304*
XH_P38 20 62198977 62198977 Silent SNV G A A HELZ2 c.1734C>T P.A578A
XH_P38 21 37617533 37617533 Silent SNV C T T DOPEY2 c.3255C>T P.S1085S
XH_P38 21 46057810 46057810 Missense_Mutation SNV C G G KRTAP10-10 c.476C>G P.P159R
XH_P38 21 46897878 46897878 Missense_Mutation SNV C T T COL18A1 c.1760C>T P.P587L
XH_P38 21 47423790 47423790 Missense_Mutation SNV C T T COL6A1 c.2950C>T P.R984C
XH_P38 22 19711403 19711403 Missense_Mutation SNV C T T GP1BB c.37C>T P.L13F
XH_P38 22 21830934 21830934 Splice_Site SNV G A A PI4KAP2 n.1620C>T
XH_P38 22 37480861 37480861 Missense_Mutation SNV G A A TMPRSS6 c.992C>T P.T331M
XH_P38 22 38131069 38131069 Missense_Mutation SNV C T T TRIOBP c.4726C>T P.R1576C
XH_P38 22 38168725 38168725 Missense_Mutation SNV G A A TRIOBP c.7054G>A P.A2352T
XH_P38 22 41489077 41489077 Silent SNV C A A EP300 c.69C>A P.L23L
XH_P38 22 41626225 41626225 Silent SNV C T T L3MBTL2 c.2088C>T P.V696V
XH_P38 22 45821971 45821971 Silent SNV G T T RIBC2 c.816G>T P.V272V
XH_P38 3 122003711 122003711 Silent SNV C T T CASR c.2910C>T P.S970S
XH_P38 3 128200073 128200073 Missense_Mutation SNV G A A GATA2 c.1232C>T P.A411V
XH_P38 3 13376973 13376973 Missense_Mutation SNV G C C NUP210 c.3824C>G P.S1275W
XH_P38 3 48677316 48677316 Silent SNV G A A CELSR3 c.9702C>T P.P3234P
XH_P38 3 50224060 50224060 Missense_Mutation SNV G C C SEMA3F c.1531G>C P.V511L
XH_P38 3 50264608 50264608 Missense_Mutation SNV A C C GNAI2 c.53A>C P.H18P
XH_P38 3 52378506 52378506 Splice_Site SNV G A A DNAH1 c.1287G>A P.S429S
XH_P38 3 99513875 99513875 Missense_Mutation SNV A G G COL8A1 c.1130A>G P.K377R
XH_P38 4 16188159 16188159 Splice_Site SNV G A A TAPT1 c.915C>T P.S305S
XH_P38 4 1823989 1823989 Silent SNV G A A LETM1 c.1527C>T P.T509T
XH_P38 4 37591815 37591815 Missense_Mutation SNV C G G C4orf19 c.138C>G P.S46R
XH_P38 4 53728701 53728701 Silent SNV C A A RASL11B c.27C>A P.T9T
XH_P38 4 6303479 6303479 Missense_Mutation SNV C T T WFS1 c.1957C>T P.R653C
XH_P38 4 7056450 7056450 Missense_Mutation SNV C T T TADA2B c.932C>T P.A311V
XH_P38 5 1033594 1033594 Missense_Mutation SNV G A A NKD2 c.310G>A P.G104R
XH_P38 5 1037916 1037916 Splice_Site SNV G A A NKD2 c.*31-4G>A
XH_P38 5 141233796 141233796 Silent SNV C T T PCDH1 c.3525G>A P.P1175P
XH_P38 5 41000886 41000886 Missense_Mutation SNV G T T MROH2B c.4244C>A P.A1415E
XH_P38 6 109775021 109775021 Missense_Mutation SNV C T T MICAL1 c.286G>A P.G96R
XH_P38 6 116574994 116574994 Missense_Mutation SNV C G G TSPYL4 c.178G>C P.G60R
XH_P38 6 1313258 1313258 Missense_Mutation SNV G C C FOXQ1 c.319G>C P.E107Q
XH_P38 6 158492691 158492691 Silent SNV C T T SYNJ2 c.1287C>T P.G429G
XH_P38 6 159653094 159653094 Missense_Mutation SNV G T T FNDC1 c.1550G>T P.G517V
XH_P38 6 160679666 160679666 Missense_Mutation SNV A G G SLC22A2 c.124T>C P.F42L
XH_P38 6 165715587 165715587 Missense_Mutation SNV G A A C6orf118 c.224C>T P.T75M
XH_P38 6 34857302 34857302 Frame_Shift_Ins INDEL - GGCGGC GGCGGC ANKS1A 33_138dupGGCGP.G45_G46dup
XH_P38 6 43030791 43030791 Missense_Mutation SNV G A A KLC4 c.395G>A P.R132H
XH_P38 6 50683193 50683193 Missense_Mutation SNV G A A TFAP2D c.404G>A P.G135D
XH_P38 _mcf_hap 2619903 2619903 Missense_Mutation SNV C T T HLA-C c.343G>A P.G115R
XH_P38 7 100459443 100459443 Missense_Mutation SNV C A A SLC12A9 c.1621C>A P.P541T
XH_P38 7 154667694 154667694 Silent SNV C T T DPP6 c.1770C>T P.G590G
XH_P38 7 16734506 16734506 Nonsense_Mutation SNV C G G BZW2 c.699C>G P.Y233*
XH_P38 7 16816718 16816718 Missense_Mutation SNV G T T TSPAN13 c.283G>T P.A95S
XH_P38 7 90233544 90233544 Missense_Mutation SNV A T T CDK14 c.104A>T P.D35V
XH_P38 8 144697070 144697070 Missense_Mutation SNV T C C TSTA3 c.295A>G P.M99V
XH_P38 8 145009203 145009203 Silent SNV G A A PLEC c.882C>T P.D294D
XH_P38 8 145640720 145640720 Silent SNV C G G SLC39A4 c.558G>C P.L186L
XH_P38 8 19363123 19363123 Silent SNV G A A CSGALNACT1 c.223C>T P.L75L
XH_P38 8 28932797 28932797 Splice_Site SNV C A A KIF13B c.4521+1G>T
XH_P38 8 75233158 75233158 Missense_Mutation SNV G T T JPH1 c.365C>A P.T122N
XH_P38 8 77618751 77618751 Missense_Mutation SNV C A A ZFHX4 c.2428C>A P.H810N
XH_P38 9 114246717 114246717 Missense_Mutation SNV C T T KIAA0368 c.196G>A P.E66K
XH_P38 9 130164927 130164927 Silent SNV G A A SLC2A8 c.618G>A P.P206P
XH_P38 9 134363270 134363270 Silent SNV G C C PRRC2B c.6012G>C P.L2004L
XH_P38 9 134400534 134400534 Missense_Mutation SNV A G G UCK1 c.658T>C P.S220P
XH_P38 9 139298607 139298607 Missense_Mutation SNV G A A SDCCAG3 c.1108C>T P.R370W
XH_P38 9 139636334 139636334 Missense_Mutation SNV G A A LCN10 c.256C>T P.R86W
XH_P38 9 18777191 18777191 Silent SNV G T T ADAMTSL1 c.2964G>T P.P988P
XH_P38 X 100808342 100808342 Silent SNV C T T ARMCX1 c.429C>T P.P143P
XH_P38 X 106310827 106310827 Missense_Mutation SNV C T T RBM41 c.1172G>A P.R391Q
XH_P38 X 107449782 107449782 Missense_Mutation SNV C T T COL4A6 c.575G>A P.G192E
XH_P38 X 153588165 153588165 Missense_Mutation SNV G A A FLNA c.3914C>T P.T1305M
XH_P38 X 26157583 26157583 Missense_Mutation SNV G A A MAGEB18 c.481G>A P.G161S
XH_P38 X 34148761 34148761 Silent SNV C A A FAM47A c.1635G>T P.P545P
XH_P38 X 48690546 48690546 Missense_Mutation SNV G A A PCSK1N c.320C>T P.A107V
XH_P38 X 66766208 66766208 Missense_Mutation SNV G A A AR c.1220G>A P.R407H
XH_P38 X 79698574 79698574 Missense_Mutation SNV T A A FAM46D c.536T>A P.V179D



XH_P39 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
XH_P39 17 7578190 7578190 Missense_Mutation SNP T C C TP53 c.659A>G p.Y220C
XH_P39 - - Frame_Shift_Ins INS - - - RBM10 C.1844_1845dupP.V616Mfs*89
XH_P39 1 3742991 3742991 In_Frame_Ins INS - TGTTTATTGTAA - CEP104 _2198insTTACAA G733delinsVTINR
XH_P39 1 9669937 9669937 Missense_Mutation SNP A C A TMEM201 c.A1433C p.Q478P
XH_P39 1 12853415 12853415 Silent SNP A G A PRAMEF1 c.A39G p.A13A
XH_P39 1 12855647 12855647 Silent SNP C T C PRAMEF1 c.C192T p.D64D
XH_P39 1 12855648 12855648 Missense_Mutation SNP A G A PRAMEF1 c.A193G p.M65V
XH_P39 1 19518825 19518825 Frame_Shift_Ins INS - GTATGTGT - UBR4 50_1251insACAC p.S417fs
XH_P39 1 19518826 19518826 Nonsense_Mutation INS - TGATTATAATTTA - UBR4 nsAAATATAAATT417_L418delinsKIX
XH_P39 1 25785324 25785324 Nonsense_Mutation INS - CATTATTTAATCT - TMEM57 96insATCATTATT365_D366delinsKIIIX
XH_P39 1 25785325 25785325 Missense_Mutation SNP G T G TMEM57 c.G1096T p.D366Y
XH_P39 1 41847542 41847542 Silent SNP G A G FOXO6 c.G669A p.P223P
XH_P39 1 44423731 44423731 Silent SNP T G T IPO13 c.T1623G p.P541P
XH_P39 1 46184960 46184960 Nonsense_Mutation INS - TATTTTTAATTTT - IPP AAAATGAAAATTAdelinsTYYVSTKMKIKNTX
XH_P39 2 3605849 3605849 Missense_Mutation SNP A C A RNASEH1 c.T2G p.M1R
XH_P39 2 9633940 9633940 Frame_Shift_Ins INS - GGAGCTTGGA - ADAM17 8_1929insTCCAA p.K643fs
XH_P39 2 15378741 15378741 Nonsense_Mutation INS - AAGTTA - NBAS 793_5794insTAAp.P1932delinsX
XH_P39 2 15378742 15378742 Nonsense_Mutation INS - ATTAGTCG - NBAS 92_5793insCGAC931_P1932delinsNDX
XH_P39 2 27888093 27888093 Frame_Shift_Ins INS - AGGTTATTTATTT - SLC4A1AP nsAAAAGGTTAT p.M318fs
XH_P39 2 37235963 37235963 Frame_Shift_Ins INS - CAGATGGTGAGT - HEATR5B 313insTACTCAC p.K1438fs
XH_P39 2 84897554 84897554 Missense_Mutation SNP G C G DNAH6 c.G6409C p.E2137Q
XH_P39 2 86711206 86711206 Frame_Shift_Ins INS - TTAA - KDM3A 3019_3020insTTA p.V1007fs
XH_P39 2 107049646 107049646 Frame_Shift_Ins INS - GTAAAGG - RGPD3 00_2301insCCTT p.G767fs
XH_P39 2 141243055 141243055 Silent SNP G A G LRP1B c.C9282T p.V3094V
XH_P39 2 149227341 149227341 Missense_Mutation SNP G A G MBD5 c.G1829A p.G610D
XH_P39 2 166003406 166003406 Frame_Shift_Ins INS - G - SCN3A c.1513_1514insC p.K505fs
XH_P39 2 166003408 166003408 Frame_Shift_Ins INS - GCTTTTTAGTTTT - SCN3A AATACAAAAACTA p.K504fs
XH_P39 2 166896083 166896083 Frame_Shift_Ins INS - AACAATCAGG - SCN1A 8_2439insCCTGA p.A813fs
XH_P39 2 166896085 166896085 Missense_Mutation SNP C T C SCN1A c.G2437A p.A813T
XH_P39 2 179498013 179498013 Missense_Mutation SNP C A C TTN c.G15792T p.E5264D
XH_P39 2 182347352 182347352 Frame_Shift_Ins INS - ACCTTTTTACCTTT - ITGA4 CATATTACCTTTT p.V339fs
XH_P39 2 182347354 182347354 Nonsense_Mutation INS - TAAGATA - ITGA4 17_1018insTAAGV339_F340delinsVX
XH_P39 2 219452034 219452034 Missense_Mutation SNP C T C CNOT9 c.C437T p.T146M
XH_P39 2 219452035 219452035 Silent SNP G A G CNOT9 c.G438A p.T146T
XH_P39 2 233244626 233244626 Missense_Mutation SNP A C A ALPP c.A637C p.I213L
XH_P39 2 234704662 234704662 Missense_Mutation SNP T G T MROH2A c.T1118G p.M373R
XH_P39 2 238939217 238939217 Frame_Shift_Ins INS - TATAA - UBE2F 278_279insTATA p.I93fs
XH_P39 2 238939219 238939219 In_Frame_Ins INS - CTTGTGTTATGTT - UBE2F 81insTCTTGTGTTD94delinsVLCYVY
XH_P39 3 27472823 27472823 Frame_Shift_Ins INS - TGTTTTTTTTTCTT - SLC4A7 6insTAAAGAAAA p.E372fs
XH_P39 3 38354964 38354964 Missense_Mutation SNP T G T SLC22A14 c.T1151G p.M384R
XH_P39 3 39227011 39227011 Missense_Mutation SNP G T G XIRP1 c.C3926A p.T1309K
XH_P39 3 49848183 49848183 Splice_Site SNP A C A UBA7 . .
XH_P39 3 105495375 105495375 Missense_Mutation SNP G T G CBLB c.C515A p.T172K
XH_P39 3 118931445 118931445 In_Frame_Ins INS - CAAGACAGCTTTC - B4GALT4 insTAAGAAAGCTH329delinsLRKLSCY
XH_P39 3 121351315 121351315 In_Frame_Ins INS - GGCTCA - HCLS1 992_993insTGAGp.P331delinsPEP
XH_P39 3 123987839 123987839 Missense_Mutation SNP A C A KALRN c.A700C p.K234Q
XH_P39 3 133467286 133467286 Missense_Mutation SNP T G T TF c.T74G p.V25G
XH_P39 3 134968196 134968196 Silent SNP C G C EPHB1 c.C2709G p.L903L
XH_P39 3 137880741 137880743 In_Frame_Del DEL TCG - TCG DBR1 c.1623_1625del p.541_542del
XH_P39 3 158526978 158526978 Nonsense_Mutation SNP G T G MFSD1 c.G481T p.E161X
XH_P39 3 183524847 183524847 Silent SNP A T A YEATS2 c.A3978T p.P1326P
XH_P39 3 195513398 195513398 In_Frame_Ins INS - GGCGTGACCGGT - MUC4 GCATCCACCGGTelinsITSSASTGHATPLPVTG
XH_P39 3 195515449 195515449 Missense_Mutation SNP A T A MUC4 c.T3002A p.V1001E
XH_P39 3 195789794 195789794 In_Frame_Ins INS - ATGTGATAAATAA - TFRC 89insTTTATTTAT.S163delinsSLFITY
XH_P39 3 195789795 195789795 Frame_Shift_Ins INS - ATTTATACTTATT - TFRC 8insCTAATAAGTA p.S163fs
XH_P39 4 436577 436577 Missense_Mutation SNP T C T ZNF721 c.A1679G p.E560G
XH_P39 4 38829080 38829080 Missense_Mutation SNP C T C TLR6 c.G2015A p.C672Y
XH_P39 4 38933160 38933160 Frame_Shift_Ins INS - TGGATCTCTGTAT - FAM114A1 630insTGGATCTC p.K210fs
XH_P39 4 40434705 40434725 In_Frame_Del DEL GCGGCGGCT - CTGCGGCGGCTG RBM47 c.1278_1298del p.426_433del
XH_P39 4 71099858 71099858 Missense_Mutation SNP C T C FDCSP c.C212T p.P71L
XH_P39 4 71698877 71698877 In_Frame_Ins INS - ATCCCAAAAAGC - GRSF1 ATTATGGCTTTTT48delinsRLWLFGIIAL
XH_P39 4 71698879 71698879 Missense_Mutation SNP G A G GRSF1 c.C140T p.A47V
XH_P39 4 72121018 72121018 Frame_Shift_Ins INS - GATACAC - SLC4A4 55_156insGATAC p.K52fs
XH_P39 4 83788085 83788085 In_Frame_Ins INS - CTTTTTATACCAA - SEC31A 058insTTTGGTATP353delinsLWYKKS
XH_P39 4 83788086 83788086 Frame_Shift_Ins INS - TGTT - SEC31A 1056_1057insAA p.P353fs
XH_P39 4 109584406 109584406 Missense_Mutation SNP T C T OSTC c.T449C p.L150S
XH_P39 4 119951422 119951422 In_Frame_Ins INS - ATGCTACTTCACA - SYNPO2 493insAATGCTACR498delinsKCYFTW
XH_P39 4 119951424 119951424 Missense_Mutation SNP G T G SYNPO2 c.G1494T p.R498S
XH_P39 4 122743786 122743786 Nonsense_Mutation INS - TGTGTGGAATTA - CCNA2 _229insTAATTCC p.D77delinsX
XH_P39 4 122743787 122743787 Nonsense_Mutation INS - TTATAATTATTAG - CCNA2 TATCATCTAATAAp.K76delinsNIIX
XH_P39 4 156643278 156643278 Frame_Shift_Ins INS - ACTCTTTTCCATT - GUCY1A3 TTCTTAACTCTTT p.T602fs
XH_P39 4 166946559 166946559 Frame_Shift_Ins INS - TCTACAAGAATCC - TLL1 5insAACTCTACAA p.R378fs
XH_P39 4 169312697 169312697 Nonsense_Mutation INS - TTGT - DDX60L 3908_3909insAC1303_R1304delinsX
XH_P39 4 169312699 169312699 Nonsense_Mutation INS - TTTTCATAGTTAG - DDX60L sAAACCCTAACTA303_R1304delinsKPX
XH_P39 5 55075881 55075881 Nonsense_Mutation INS - ATTTAATTTAAGC - DDX4 5insAAATTTAATT142_G143delinsQIX
XH_P39 5 63509638 63509638 Frame_Shift_Ins INS - GGACAATTCAGTT - RNF180 486insGGACAATT p.N162fs
XH_P39 5 70806652 70806652 Frame_Shift_Ins INS - CCTCTCGT - BDP1 33_3734insCCTC p.S1245fs
XH_P39 5 71495041 71495041 Silent SNP T C T MAP1B c.T5481C p.G1827G
XH_P39 5 75591727 75591727 Missense_Mutation SNP G C G SV2C c.G1462C p.E488Q
XH_P39 5 93159953 93159953 Frame_Shift_Ins INS - TGGTA - FAM172A 476_477insTACC p.E159fs
XH_P39 5 93159955 93159955 In_Frame_Ins INS - TACTCTTTAAGTT - FAM172A insCATAACTTAAE159delinsHNLKSIE
XH_P39 5 96121618 96121618 Missense_Mutation SNP C G C ERAP1 c.G1817C p.G606A
XH_P39 5 98229235 98229235 Silent SNP G A G CHD1 c.C1876T p.L626L
XH_P39 5 140789355 140789355 Missense_Mutation SNP C T C PCDHGB6 c.C1586T p.A529V
XH_P39 5 147889180 147889180 Silent SNP G A G HTR4 c.C915T p.S305S
XH_P39 5 156479444 156479444 Frame_Shift_Del DEL T - T HAVCR1 c.601delA p.S201fs
XH_P39 6 10709602 10709602 In_Frame_Ins INS - CTTTTAAAAAAA - PAK1IP1 _1097insCTTTTAAG366delinsAFKKS
XH_P39 6 10709604 10709604 Silent SNP C A C PAK1IP1 c.C1098A p.G366G
XH_P39 6 17539587 17539587 Missense_Mutation SNP G A G CAP2 c.G724A p.G242R
XH_P39 6 26043718 26043718 Silent SNP T G T HIST1H2BB c.A168C p.S56S
XH_P39 6 26124130 26124130 Missense_Mutation SNP C A C HIST1H2BC c.G3T p.M1I
XH_P39 6 26216704 26216704 Silent SNP T G T HIST1H2BG c.A168C p.S56S
XH_P39 6 27100350 27100350 Missense_Mutation SNP C A C HIST1H2BJ c.G180T p.M60I
XH_P39 6 27861408 27861408 Silent SNP A C A HIST1H2BO c.A168C p.S56S
XH_P39 6 28269232 28269232 In_Frame_Ins INS - GAACTGTGA - PGBD1 1_1602insGAACT.L534delinsLNCD
XH_P39 6 38831780 38831780 In_Frame_Ins INS - AGTTTTACTCTAT - DNAH8 nsGTAAAGTTTTA2148delinsCKVLLYNI
XH_P39 6 64423432 64423432 Frame_Shift_Ins INS - TGTGAATCACT - PHF3 _5949insTGTGAA p.G1983fs



XH_P39 6 117116999 117116999 Splice_Site INS - ATTTTATTTTGGT - GPRC6A . .
XH_P39 6 147527119 147527119 Missense_Mutation SNP G A G STXBP5 c.G163A p.G55R
XH_P39 6 147527120 147527120 Frame_Shift_Ins INS - AAAATCTTTTATT - STXBP5 nsAAGAAAATCT p.G55fs
XH_P39 7 15725798 15725803 In_Frame_Del DEL TGGTGG - TGGTGG MEOX2 c.225_230del p.75_77del
XH_P39 7 22533322 22533322 Nonsense_Mutation INS - TTGGTTTACCT - STEAP1B _218insAGGTAAAp.L73_P74delinsX
XH_P39 7 27169932 27169934 In_Frame_Del DEL GCA - GCA HOXA4 c.419_421del p.140_141del
XH_P39 7 38247205 38247205 Missense_Mutation SNP A C A STARD3NL c.A100C p.M34L
XH_P39 7 47876635 47876635 Missense_Mutation SNP A C A PKD1L1 c.T5827G p.Y1943D
XH_P39 7 63981679 63981679 Missense_Mutation SNP C A C ZNF680 c.G1453T p.A485S
XH_P39 7 72413243 72413243 Missense_Mutation SNP A C A POM121 c.A1916C p.H639P
XH_P39 7 73280015 73280015 Missense_Mutation SNP A C A TMEM270 c.A610C p.I204L
XH_P39 7 73513478 73513478 Missense_Mutation SNP A C A LIMK1 c.A416C p.H139P
XH_P39 7 73790509 73790509 Missense_Mutation SNP C T C CLIP2 c.C1673T p.A558V
XH_P39 7 86822549 86822549 Frame_Shift_Ins INS - AAGACAGTTG - DMTF1 _1267insAAGAC p.T422fs
XH_P39 7 87743933 87743933 Missense_Mutation SNP A C A ADAM22 c.A505C p.I169L
XH_P39 7 100867238 100867238 Nonstop_Mutation SNP G C G ZNHIT1 c.G464C p.X155S
XH_P39 7 107577674 107577674 Frame_Shift_Ins INS - GGATTTAACGATA - LAMB1 3810insTATCGTT p.K1270fs
XH_P39 8 1626555 1626555 Missense_Mutation SNP C T C DLGAP2 c.C2464T p.R822W
XH_P39 8 19363099 19363099 Missense_Mutation SNP T G T CSGALNACT1 c.A247C p.K83Q
XH_P39 8 24774966 24774966 Frame_Shift_Ins INS - ATTCCTCT - NEFM 70_471insATTCC p.Q157fs
XH_P39 8 24774968 24774968 Nonsense_Mutation SNP G T G NEFM c.G472T p.E158X
XH_P39 8 27657119 27657119 Missense_Mutation SNP G A G ESCO2 c.G1559A p.R520K
XH_P39 8 37968287 37968287 Missense_Mutation SNP C T C ASH2L c.C104T p.A35V
XH_P39 8 87549843 87549843 Nonsense_Mutation INS - TCTAACTCTATAG - CPNE3 insAGTCTAACTCp.D171delinsEVX
XH_P39 8 87549845 87549845 In_Frame_Ins INS - ATA - CPNE3 c.514_515insATAp.G172delinsDR
XH_P39 8 94746140 94746140 Missense_Mutation SNP T G T RBM12B c.A2499C p.E833D
XH_P39 8 104924318 104924318 Missense_Mutation SNP G A G RIMS2 c.G1295A p.R432H
XH_P39 8 119936842 119936842 Frame_Shift_Ins INS - CAATGTACAAATT - TNFRSF11B 977insAATTTGTA p.L326fs
XH_P39 8 120629800 120629800 Silent SNP A G A ENPP2 c.T483C p.F161F
XH_P39 8 134025902 134025902 Missense_Mutation SNP T G T TG c.T6455G p.V2152G
XH_P39 8 139207526 139207526 In_Frame_Ins INS - TATTCTTACATT - FAM135B 848insAATGTAA.L283delinsQCKNI
XH_P39 8 139207527 139207527 Missense_Mutation SNP G C G FAM135B c.C847G p.L283V
XH_P39 8 143784276 143784276 Missense_Mutation SNP G A G LY6K c.G232A p.A78T
XH_P39 9 8449812 8449812 Nonsense_Mutation INS - ATTTTACTA - PTPRD 7_2638insTAGTAp.K880delinsX
XH_P39 9 27185588 27185588 In_Frame_Ins INS - ATC - TEK c.847_848insATCp.A283delinsDP
XH_P39 9 35906348 35906353 In_Frame_Del DEL CTGCTG - CTGCTG HRCT1 c.64_69del p.22_23del
XH_P39 9 35906526 35906526 Missense_Mutation SNP A C A HRCT1 c.A242C p.H81P
XH_P39 9 86322510 86322510 Missense_Mutation SNP C T C UBQLN1 c.G85A p.A29T
XH_P39 9 100092968 100092968 In_Frame_Ins INS - GAG - CCDC180 2325_2326insGAp.E775delinsEE
XH_P39 9 100823193 100823193 Frame_Shift_Ins INS - ATCTTTATTTATTT - NANS nsACCATCTTTAT p.L88fs
XH_P39 9 105767853 105767853 In_Frame_Ins INS - CTTGTA - CYLC2 940_941insCTTGp.D314delinsACN
XH_P39 10 17113559 17113559 In_Frame_Ins INS - TCTTTG - CUBN 490_2491insCAAp.F831delinsQRF
XH_P39 10 17113560 17113560 Nonsense_Mutation INS - GTTGTATATTATA - CUBN ATTTTTTATAATAP830_F831delinsPX
XH_P39 10 26463315 26463315 Frame_Shift_Ins INS - CTTTTTCC - MYO3A 22_4123insCTTT p.F1374fs
XH_P39 10 26463317 26463317 Missense_Mutation SNP A T A MYO3A c.A4124T p.K1375M
XH_P39 10 30918618 30918618 Missense_Mutation SNP A C A LYZL2 c.T17G p.L6R
XH_P39 10 43090101 43090101 Silent SNP T C T ZNF33B c.A318G p.Q106Q
XH_P39 10 61958155 61958155 Missense_Mutation SNP A C A ANK3 c.T1581G p.H527Q
XH_P39 10 73406494 73406494 Silent SNP T G T CDH23 c.T1569G p.P523P
XH_P39 10 77161110 77161112 In_Frame_Del DEL CCT - CCT ZNF503 c.66_68del p.22_23del
XH_P39 10 102116326 102116326 Frame_Shift_Ins INS - GTGGAAGATCCA - SCD TTAGTGTGGAAG p.L229fs
XH_P39 10 105793962 105793962 Silent SNP T G T COL17A1 c.A3897C p.S1299S
XH_P39 10 115400028 115400028 Silent SNP C T C NRAP c.G1281A p.T427T
XH_P39 10 115970727 115970727 Splice_Site INS - TAGCAAGTACTGT - TDRD1 . .
XH_P39 10 116925343 116925343 Frame_Shift_Del DEL A - A ATRNL1 c.1030delA p.N344fs
XH_P39 11 5322472 5322472 Silent SNP G C G OR51B4 c.C705G p.L235L
XH_P39 11 5566066 5566066 Frame_Shift_Ins INS - TAAGGTTATACTT - OR52H1 8insAAAAGTATA p.L230fs
XH_P39 11 5566068 5566068 Missense_Mutation SNP A T A OR52H1 c.T686A p.I229N
XH_P39 11 13399958 13399958 Nonsense_Mutation SNP C T C ARNTL c.C1486T p.R496X
XH_P39 11 18427068 18427068 Missense_Mutation SNP G C G LDHA c.G609C p.E203D
XH_P39 11 48387900 48387900 Nonsense_Mutation INS - TCTA - OR4C5 .117_118insTAG.Q40_N41delinsX
XH_P39 11 59982088 59982088 Splice_Site INS - TGATTAATCCTTT - MS4A4E . .
XH_P39 11 62289913 62289913 Silent SNP T A T AHNAK c.A11976T p.P3992P
XH_P39 11 65314941 65314941 Silent SNP C T C LTBP3 c.G2076A p.R692R
XH_P39 11 66411364 66411384 In_Frame_Del DEL GCTGCAGCA - CTGCTGCAGCAGCRBM14-RBM4 c.781_801del p.261_267del
XH_P39 11 67059646 67059646 Missense_Mutation SNP T G T ANKRD13D c.T726G p.F242L
XH_P39 11 69978027 69978027 Missense_Mutation SNP T G T ANO1 c.T1100G p.M367R
XH_P39 11 84245762 84245762 Frame_Shift_Ins INS - T - DLG2 c.54_55insA p.Q19fs
XH_P39 11 84245763 84245763 Nonsense_Mutation INS - TTTGGGACATATT - DLG2 nsAAAATATGTCC.Y18_Q19delinsX
XH_P39 11 89537461 89537461 Silent SNP G T G TRIM49 c.C177A p.T59T
XH_P39 11 89608809 89608809 Frame_Shift_Del DEL C - C TRIM64B c.377delG p.S126fs
XH_P39 11 102272887 102272887 Missense_Mutation SNP T A T TMEM123 c.A208T p.T70S
XH_P39 11 102272889 102272889 In_Frame_Ins INS - ACATCTCAGATA - TMEM123 _206insTATCTGAp.S69delinsISEMC
XH_P39 11 129991605 129991605 Nonsense_Mutation INS - CAAAATAAACCCT - APLP2 14insCAAAATAA205_T206delinsPKX
XH_P39 12 4479620 4479715 In_Frame_Del DEL GGGGTCATCC - CCGGGGTCATCCG FGF23 c.550_645del p.184_215del
XH_P39 12 28702099 28702099 In_Frame_Ins INS - TCCTTCAACTCAG - CCDC91 TCTTTATCCTTCA04delinsIIFFILQLSIFFS
XH_P39 12 52885381 52885381 Missense_Mutation SNP C G C KRT6A c.G680C p.S227T
XH_P39 12 53189741 53189741 Missense_Mutation SNP A C A KRT3 c.T86G p.M29R
XH_P39 12 55863522 55863522 In_Frame_Ins INS - GACACACAT - OR6C70 0_401insATGTGT.M134delinsNVCL
XH_P39 12 56349890 56349890 Frame_Shift_Ins INS - GGTATTCTTCCTA - PMEL CTAGATAGGAAG p.V404fs
XH_P39 12 76424934 76424934 Frame_Shift_Del DEL C - C PHLDA1 c.588delG p.Q196fs
XH_P39 12 76424936 76424940 Frame_Shift_Del DEL GTTGC - GTTGC PHLDA1 c.582_586del p.Q194fs
XH_P39 12 80014962 80014962 Frame_Shift_Ins INS - ATGCCTTCCTTAC - PAWR 42insGTAAGGAA p.E181fs
XH_P39 12 88589225 88589225 In_Frame_Ins INS - GGC - TMTC3 2544_2545insGGp.E848delinsEG
XH_P39 12 88589226 88589226 In_Frame_Ins INS - TCTTTCAGC - TMTC3 5_2546insTCTTTp.I849delinsIFQL
XH_P39 12 120760039 120760039 Nonsense_Mutation INS - ACTCTTTTATTTTT - PLA2G1B 04insTAAAAATAA.K135delinsIKIKEX
XH_P39 12 120760041 120760041 Frame_Shift_Ins INS - TA - PLA2G1B c.401_402insTA p.N134fs
XH_P39 12 123834966 123834966 Nonsense_Mutation INS - TTTTTTTTT - SBNO1 2_23insAAAAAAA p.L8delinsX
XH_P39 12 123834968 123834968 Frame_Shift_Ins INS - GATAG - SBNO1 c.20_21insCTATC p.D7fs
XH_P39 13 21742534 21742534 Silent SNP G A G SKA3 c.C336T p.H112H
XH_P39 13 24465533 24465533 Missense_Mutation SNP A C A C1QTNF9B c.T897G p.D299E
XH_P39 13 52602637 52602637 Nonsense_Mutation INS - CTTTTAAGTTTTT - ALG11 TGTAATCTTTTAA464_K465delinsMX
XH_P39 13 103515080 103515080 In_Frame_Ins INS - GCACAC - BIVM-ERCC5 581_1582insGCAp.P527delinsPAH
XH_P39 14 21109695 21109695 Frame_Shift_Ins INS - ATTCTATTTCTAC - OR6S1 6insAAGTAGAAA p.R52fs
XH_P39 14 23550017 23550017 Frame_Shift_Ins INS - GAAGGTGTTT - ACIN1 0_581insAAACAC p.A194fs
XH_P39 14 24773346 24773346 Nonsense_Mutation SNP C T C NOP9 c.C1510T p.R504X
XH_P39 14 45414507 45414507 Missense_Mutation SNP C G C KLHL28 c.G667C p.D223H
XH_P39 14 45716107 45716107 Frame_Shift_Ins INS - CA - MIS18BP1 c.382_383insTG p.E128fs



XH_P39 14 45716109 45716109 Frame_Shift_Ins INS - GAGGTTAGTTTTA - MIS18BP1 1insCATAAAACTA p.Q127fs
XH_P39 14 64655376 64655376 Frame_Shift_Ins INS - CTTACACCTG - SYNE2 1_17822insCTTA p.L5941fs
XH_P39 14 73440797 73440797 Missense_Mutation SNP T G T ZFYVE1 c.A847C p.I283L
XH_P39 14 93154538 93154543 In_Frame_Del DEL GGCGGC - GGCGGC RIN3 c.2674_2679del p.892_893del
XH_P39 14 99723924 99723924 Missense_Mutation SNP G C G BCL11B c.C308G p.S103C
XH_P39 14 105239855 105239855 Silent SNP A C A AKT1 c.T765G p.A255A
XH_P39 15 28456220 28456220 Missense_Mutation SNP G A G HERC2 c.C6997T p.L2333F
XH_P39 15 32976867 32976867 Frame_Shift_Ins INS - CATTCATCATTAT - SCG5 87insACATTCATC p.K162fs
XH_P39 15 41813966 41813966 Missense_Mutation SNP A C A RPAP1 c.T3008G p.L1003R
XH_P39 15 45426449 45426449 Silent SNP A C A DUOX1 c.A249C p.S83S
XH_P39 15 62266576 62266576 In_Frame_Ins INS - GAAAGTAAAATG - VPS13C _2320insCATTTTp.I774delinsHFTFI
XH_P39 15 75942496 75942496 Missense_Mutation SNP T G T SNX33 c.T1053G p.D351E
XH_P39 15 76646321 76646321 Missense_Mutation SNP A C A SCAPER c.T4016G p.M1339R
XH_P39 15 82934774 82934774 Missense_Mutation SNP T C T GOLGA6L10 c.A806G p.E269G
XH_P39 16 1867220 1867220 Missense_Mutation SNP A C A HAGH c.T485G p.M162R
XH_P39 16 4312339 4312339 Missense_Mutation SNP T G T TFAP4 c.A340C p.K114Q
XH_P39 16 11444642 11444642 Frame_Shift_Ins INS - TTTTTTTTTTCTT - RMI2 _440insTTTTTTTT p.P147fs
XH_P39 16 18549933 18549933 Nonsense_Mutation INS - AAGAACTTAAGAA - NOMO2 35insCTTTCTTAA379_Q380delinsLSX
XH_P39 16 18549935 18549935 Frame_Shift_Ins INS - TA - NOMO2 .1132_1133insT p.H378fs
XH_P39 16 20811290 20811290 Missense_Mutation SNP C T C ERI2 c.G632A p.R211Q
XH_P39 16 24835005 24835005 Silent SNP G A G TNRC6A c.G5619A p.P1873P
XH_P39 16 30615809 30615809 Missense_Mutation SNP G A G ZNF689 c.C1279T p.R427W
XH_P39 16 30776374 30776374 Silent SNP A C A RNF40 c.A765C p.S255S
XH_P39 18 13731869 13731869 Frame_Shift_Ins INS - AAACTCTTTTCTC - RNMT 354insAAACTCTT p.S118fs
XH_P39 18 13731871 13731871 Missense_Mutation SNP A T A RNMT c.A355T p.T119S
XH_P39 18 14542693 14542693 Silent SNP C T C POTEC c.G453A p.K151K
XH_P39 18 14763838 14763838 Frame_Shift_Ins INS - GTGTTCCTGTAGA - ANKRD30B 5insAGGTGTTCCT p.S325fs
XH_P39 18 34081926 34081926 Missense_Mutation SNP G C G FHOD3 c.G369C p.L123F
XH_P39 18 42532125 42532125 Silent SNP G A G SETBP1 c.G2820A p.R940R
XH_P39 18 47107855 47107855 Silent SNP G A G LIPG c.G642A p.Q214Q
XH_P39 18 47107857 47107857 Frame_Shift_Ins INS - TCATCCTGCATGC - LIPG GGGCTCATCCTG p.D215fs
XH_P39 19 4512945 4512945 Missense_Mutation SNP C T C PLIN4 c.G985A p.G329S
XH_P39 19 4512946 4512946 Silent SNP A G A PLIN4 c.T984C p.T328T
XH_P39 19 9578459 9578459 Silent SNP C T C ZNF560 c.G846A p.P282P
XH_P39 19 10404443 10404443 Missense_Mutation SNP T G T ICAM5 c.T1535G p.L512R
XH_P39 19 11152147 11152147 Silent SNP G A G SMARCA4 c.G4245A p.R1415R
XH_P39 19 11728278 11728278 In_Frame_Ins INS - TTC - ZNF627 c.630_631insTTCp.A210delinsAF
XH_P39 19 11728279 11728279 Frame_Shift_Ins INS - TAAG - ZNF627 .631_632insTAA p.S211fs
XH_P39 19 14554333 14554333 Missense_Mutation SNP T G T PKN1 c.T374G p.L125R
XH_P39 19 14991480 14991480 Frame_Shift_Ins INS - ACCCCTTTATC - OR7A17 _688insGATAAAG p.S230fs
XH_P39 20 126205 126205 Nonsense_Mutation INS - TATATAGATTATT - DEFB126 GGAATTATATAGA.V70_F71delinsEX
XH_P39 20 2464269 2464352 In_Frame_Del DEL TCATCCAAGT - TCTCATCCAAGTG ZNF343 c.985_1068del p.329_356del
XH_P39 20 3785276 3785276 Silent SNP T G T CDC25B c.T975G p.P325P
XH_P39 20 13107302 13107302 In_Frame_Ins INS - ACCAGTGTT - SPTLC3 7_1218insACCAGp.P406delinsPPVL
XH_P39 20 13107304 13107304 Frame_Shift_Ins INS - ATTTGCCTTCTTT - SPTLC3 sGATTTATTTGCC p.I407fs
XH_P39 20 21686604 21686604 Missense_Mutation SNP G A G PAX1 c.G254A p.G85D
XH_P39 20 31652645 31652645 Silent SNP T G T BPIFB3 c.T918G p.P306P
XH_P39 20 33587406 33587406 Missense_Mutation SNP C G C MYH7B c.C4699G p.L1567V
XH_P39 20 62679626 62679626 Missense_Mutation SNP C T C SOX18 c.G1048A p.A350T
XH_P39 21 30927553 30927553 Nonsense_Mutation INS - GGACTGGTTAGT - GRIK1 10insAAACTAAC670_K671delinsINX
XH_P39 21 33038833 33038833 Splice_Site SNP T G T SOD1 . .
XH_P39 21 33073424 33073424 Nonsense_Mutation INS - TATCACTCAACTT - SCAF4 6insTCAAGTTGAG206_A207delinsSSX
XH_P39 21 43339039 43339039 Missense_Mutation SNP C G C C2CD2 c.G58C p.D20H
XH_P39 22 18226640 18226640 Nonsense_Mutation SNP C T C BID c.G152A p.W51X
XH_P39 22 25294219 25294219 Missense_Mutation SNP A C A SGSM1 c.A2120C p.Q707P
XH_P39 22 26873066 26873066 Frame_Shift_Ins INS - AGTTTAGGAAGT - HPS4 nsCATAACTTCCT p.I52fs
XH_P39 22 26873067 26873067 Silent SNP C T C HPS4 c.G153A p.Q51Q
XH_P39 22 29610951 29610951 Silent SNP A C A EMID1 c.A138C p.S46S
XH_P39 22 37578616 37578616 Missense_Mutation SNP C T C C1QTNF6 c.G449A p.R150H
XH_P39 22 38134717 38134717 Nonsense_Mutation INS - TAGATCCAT - TRIOBP 5_5176insTAGATp.Q1725delinsQX
XH_P39 22 38134719 38134719 Missense_Mutation SNP C T C TRIOBP c.C5177T p.A1726V
XH_P39 22 38493187 38493187 Splice_Site SNP T G T BAIAP2L2 . .
XH_P39 22 39357586 39357586 Silent SNP T C T APOBEC3A c.T369C p.R123R
XH_P39 22 40082147 40082147 Missense_Mutation SNP T G T CACNA1I c.T6304G p.C2102G
XH_P39 22 40697177 40697185 In_Frame_Del DEL GCAGCAGCA - GCAGCAGCA TNRC6B c.3630_3638delp.1210_1213del
XH_P39 22 46725381 46725381 Missense_Mutation SNP G A G GTSE1 c.G2053A p.E685K
XH_P39 22 47068862 47068862 Missense_Mutation SNP A C A GRAMD4 c.A1207C p.K403Q
XH_P39 X 17745550 17745550 Frame_Shift_Ins INS - AGTAAAGA - NHS 0_2731insAGTA p.L910fs
XH_P39 X 17745551 17745551 Nonsense_Mutation INS - TTGAACTTCCAAT - NHS 732insCTTGAACTp.H911delinsPX
XH_P39 X 30864729 30864729 Silent SNP G A G TAB3 c.C1743T p.N581N
XH_P39 X 40570533 40570533 Missense_Mutation SNP G C G MED14 c.C910G p.Q304E
XH_P39 X 47775310 47775310 Missense_Mutation SNP C T C ZNF81 c.C1265T p.A422V
XH_P39 X 48921924 48921924 Missense_Mutation SNP A C A CCDC120 c.A453C p.E151D
XH_P39 X 50350728 50350728 Silent SNP T C T SHROOM4 c.A3414G p.E1138E
XH_P39 X 50377866 50377866 Missense_Mutation SNP T G T SHROOM4 c.A1207C p.I403L
XH_P39 X 57618845 57618845 Missense_Mutation SNP G C G ZXDB c.G364C p.E122Q
XH_P39 1 44423731 44423731 Silent SNV T G G IPO13 c.1623T>G P.P541P
XH_P39 1 9669937 9669937 Missense_Mutation SNV A C C TMEM201 c.1433A>C P.Q478P
XH_P39 10 105793962 105793962 Silent SNV T G G COL17A1 c.3897A>C P.S1299S
XH_P39 10 115400028 115400028 Silent SNV C T T NRAP c.1386G>A P.T462T
XH_P39 10 116925343 116925343 Frame_Shift_Del INDEL A - - ATRNL1 c.1031delA P.N344fs
XH_P39 10 30918618 30918618 Missense_Mutation SNV A C C LYZL2 c.17T>G P.L6R
XH_P39 10 61958155 61958155 Missense_Mutation SNV A C C ANK3 c.1632T>G P.H544Q
XH_P39 10 73406494 73406494 Silent SNV T G G CDH23 c.1569T>G P.P523P
XH_P39 11 13399958 13399958 Nonsense_Mutation SNV C T T ARNTL c.1486C>T P.R496*
XH_P39 11 67059646 67059646 Missense_Mutation SNV T G G ANKRD13D c.726T>G P.F242L
XH_P39 11 69978027 69978027 Missense_Mutation SNV T G G ANO1 c.1100T>G P.M367R
XH_P39 12 53189741 53189741 Missense_Mutation SNV A C C KRT3 c.86T>G P.M29R
XH_P39 13 24465533 24465533 Missense_Mutation SNV A C C C1QTNF9B c.897T>G P.D299E
XH_P39 14 105239855 105239855 Silent SNV A C C AKT1 c.765T>G P.A255A
XH_P39 14 45414507 45414507 Missense_Mutation SNV C G G KLHL28 c.667G>C P.D223H
XH_P39 14 73440797 73440797 Missense_Mutation SNV T G G ZFYVE1 c.2050A>C P.I684L
XH_P39 15 41813966 41813966 Missense_Mutation SNV A C C RPAP1 c.3008T>G P.L1003R
XH_P39 15 42622881 42622881 Splice_Site SNV G C C GANC c.1741+11G>C
XH_P39 15 45426449 45426449 Silent SNV A C C DUOX1 c.249A>C P.S83S
XH_P39 15 75942496 75942496 Missense_Mutation SNV T G G SNX33 c.1053T>G P.D351E
XH_P39 15 76646321 76646321 Missense_Mutation SNV A C C SCAPER c.3278T>G P.M1093R
XH_P39 16 1867220 1867220 Missense_Mutation SNV A C C HAGH c.450T>G P.D150E



XH_P39 16 20811290 20811290 Missense_Mutation SNV C T T ERI2 c.632G>A P.R211Q
XH_P39 16 30776374 30776374 Silent SNV A C C RNF40 c.765A>C P.S255S
XH_P39 16 4312339 4312339 Missense_Mutation SNV T G G TFAP4 c.340A>C P.K114Q
XH_P39 18 42532125 42532125 Silent SNV G A A SETBP1 c.2820G>A P.R940R
XH_P39 19 10404443 10404443 Missense_Mutation SNV T G G ICAM5 c.1535T>G P.L512R
XH_P39 19 14554333 14554333 Missense_Mutation SNV T G G PKN1 c.374T>G P.L125R
XH_P39 2 141243055 141243055 Silent SNV G A A LRP1B c.9282C>T P.V3094V
XH_P39 2 179498013 179498013 Missense_Mutation SNV C A A TTN c.38064G>T P.E12688D
XH_P39 2 233244626 233244626 Missense_Mutation SNV A C C ALPP c.637A>C P.I213L
XH_P39 2 234704662 234704662 Missense_Mutation SNV T G G MROH2A c.1118T>G P.M373R
XH_P39 2 3605849 3605849 Nonsense_Mutation SNV A C C RNASEH1 c.2T>G P.M1?
XH_P39 2 86711206 86711206 Frame_Shift_Ins INDEL - TTAA TTAA KDM3A 022_3025dupAA P.C1009fs
XH_P39 20 31652645 31652645 Silent SNV T G G BPIFB3 c.918T>G P.P306P
XH_P39 20 3785276 3785276 Silent SNV T G G CDC25B c.1359T>G P.P453P
XH_P39 21 33038833 33038833 Splice_Site SNV T G G SOD1 c.239+2T>G
XH_P39 21 43339039 43339039 Missense_Mutation SNV C G G C2CD2 c.523G>C P.D175H
XH_P39 22 18226640 18226640 Nonsense_Mutation SNV C T T BID c.152G>A P.W51*
XH_P39 22 25294219 25294219 Missense_Mutation SNV A C C SGSM1 c.2468A>C P.Q823P
XH_P39 22 29610951 29610951 Silent SNV A C C EMID1 c.138A>C P.S46S
XH_P39 22 38493187 38493187 Splice_Site SNV T G G BAIAP2L2 c.466-2A>C
XH_P39 22 40082147 40082147 Missense_Mutation SNV T G G CACNA1I c.6304T>G P.C2102G
XH_P39 22 47068862 47068862 Missense_Mutation SNV A C C GRAMD4 c.1207A>C P.K403Q
XH_P39 3 123987839 123987839 Missense_Mutation SNV A C C KALRN c.700A>C P.K234Q
XH_P39 3 133467286 133467286 Missense_Mutation SNV T G G TF c.74T>G P.V25G
XH_P39 3 158526978 158526978 Nonsense_Mutation SNV G T T MFSD1 c.481G>T P.E161*
XH_P39 3 183524847 183524847 Silent SNV A T T YEATS2 c.3978A>T P.P1326P
XH_P39 3 38354964 38354964 Missense_Mutation SNV T G G SLC22A14 c.1151T>G P.M384R
XH_P39 3 39227011 39227011 Missense_Mutation SNV G T T XIRP1 c.3926C>A P.T1309K
XH_P39 3 49848183 49848183 Splice_Site SNV A C C UBA7 c.1311+2T>G
XH_P39 4 38829080 38829080 Missense_Mutation SNV C T T TLR6 c.2015G>A P.C672Y
XH_P39 4 71099858 71099858 Missense_Mutation SNV C T T FDCSP c.212C>T P.P71L
XH_P39 4 76812997 76812997 Splice_Site SNV A C C PPEF2 c.183+7T>G
XH_P39 5 150110967 150110967 Splice_Site SNV T C C DCTN4 c.632+11A>G
XH_P39 5 176520559 176520559 Splice_Site SNV T G G FGFR4 c.1397+7T>G
XH_P39 6 17539587 17539587 Missense_Mutation SNV G A A CAP2 c.724G>A P.G242R
XH_P39 6 26043718 26043718 Silent SNV T G G HIST1H2BB c.168A>C P.S56S
XH_P39 6 26124130 26124130 Nonsense_Mutation SNV C A A HIST1H2BC c.3G>T P.M1?
XH_P39 6 26216704 26216704 Silent SNV T G G HIST1H2BG c.168A>C P.S56S
XH_P39 6 27861408 27861408 Silent SNV A C C HIST1H2BO c.168A>C P.S56S
XH_P39 7 101943978 101943978 Missense_Mutation SNV C A A SH2B2 c.273C>A P.D91E
XH_P39 7 38247205 38247205 Missense_Mutation SNV A C C STARD3NL c.100A>C P.M34L
XH_P39 7 72413243 72413243 Missense_Mutation SNV A C C POM121 c.1916A>C P.H639P
XH_P39 7 73280015 73280015 Missense_Mutation SNV A C C WBSCR28 c.610A>C P.I204L
XH_P39 7 73513478 73513478 Missense_Mutation SNV A C C LIMK1 c.416A>C P.H139P
XH_P39 7 87743933 87743933 Missense_Mutation SNV A C C ADAM22 c.505A>C P.I169L
XH_P39 8 104924318 104924318 Missense_Mutation SNV G A A RIMS2 c.1730G>A P.R577H
XH_P39 8 120629800 120629800 Silent SNV A G G ENPP2 c.483T>C P.F161F
XH_P39 8 134025902 134025902 Missense_Mutation SNV T G G TG c.6455T>G P.V2152G
XH_P39 8 27657119 27657119 Missense_Mutation SNV G A A ESCO2 c.1559G>A P.R520K
XH_P39 8 37968287 37968287 Missense_Mutation SNV C T T ASH2L c.239C>T P.A80V
XH_P39 9 35906526 35906526 Missense_Mutation SNV A C C HRCT1 c.242A>C P.H81P
XH_P39 X 47041617 47041617 Frame_Shift_Ins INDEL - TA TA RBM10 1844_1845dupA P.V616fs
XH_P39 X 47775310 47775310 Missense_Mutation SNV C T T ZNF81 c.1265C>T P.A422V
XH_P39 X 50377866 50377866 Missense_Mutation SNV T G G SHROOM4 c.1207A>C P.I403L
XH_P40 10 123274774 123274774 Missense_Mutation SNP A G G FGFR2 c.1144T>C p.C382R
XH_P40 3 52443601 52443601 Missense_Mutation SNP C T T BAP1 c.91G>A p.E31K
XH_P40 1 36291563 36291563 In_Frame_Ins INS - CAA - AGO4 c.662_663insCAAp.I221delinsIN
XH_P40 1 67266861 67266861 Nonsense_Mutation INS - TTAAGGGATTAAT - INSL5 4insAATTAATCCC p.F15delinsX
XH_P40 1 90058348 90058348 Frame_Shift_Ins INS - ATAAATTTGAA - LRRC8B _2159insATAAAT p.G720fs
XH_P40 1 110172025 110172025 Missense_Mutation SNP A G A AMPD2 c.A1580G p.E527G
XH_P40 1 110295810 110295810 Frame_Shift_Ins INS - AATCCCAGCA - EPS8L3 _1030insTGCTG p.T344fs
XH_P40 1 114964245 114964245 Frame_Shift_Ins INS - AGATATT - TRIM33 73_1874insAATA p.G625fs
XH_P40 1 152186938 152186938 Silent SNP T C T HRNR c.A7167G p.S2389S
XH_P40 1 152191783 152191783 Missense_Mutation SNP G C G HRNR c.C2322G p.H774Q
XH_P40 1 152283291 152283291 Silent SNP A G A FLG c.T4071C p.H1357H
XH_P40 1 152327425 152327425 Missense_Mutation SNP A G A FLG2 c.T2837C p.F946S
XH_P40 1 152327427 152327427 Silent SNP A T A FLG2 c.T2835A p.T945T
XH_P40 1 154548297 154548306 Frame_Shift_Del DEL TGTCTTTGTC - TGTCTTTGTC CHRNB2 c.1398_1407del p.F466fs
XH_P40 1 155287978 155287978 In_Frame_Ins INS - AAT - FDPS c.67_68insAAT p.A23delinsES
XH_P40 1 182874710 182874710 Nonsense_Mutation INS - TTTATATTTTTTAC - SHCBP1L 257insGTAAAAA419_G420delinsRX
XH_P40 1 227843106 227843106 Silent SNP G C G ZNF678 c.G1320C p.A440A
XH_P40 1 227947187 227947187 Splice_Site INS - AATTT - SNAP47 . .
XH_P40 1 228528833 228528833 Missense_Mutation SNP G A G OBSCN c.G17735A p.R5912H
XH_P40 1 248814136 248814136 Nonsense_Mutation INS - CTTCCTC - OR2T27 49_50insGAGGAAp.L17_F18delinsX
XH_P40 1 248814137 248814137 Missense_Mutation SNP A T A OR2T27 c.T49A p.L17M
XH_P40 2 74592757 74592757 Silent SNP G T G DCTN1 c.C2512A p.R838R
XH_P40 2 74592759 74592759 Missense_Mutation SNP A C A DCTN1 c.T2510G p.V837G
XH_P40 2 113742529 113742529 Nonsense_Mutation SNP G A G IL36G c.G308A p.W103X
XH_P40 2 120388404 120388410 Frame_Shift_Del DEL AAACATC - AAACATC CFAP221 c.1901_1907del p.K634fs
XH_P40 2 131521725 131521725 Missense_Mutation SNP G A G AMER3 c.G2080A p.A694T
XH_P40 2 163039951 163039951 In_Frame_Ins INS - ATCTTT - FAP 766_1767insAAAp.D589delinsEKI
XH_P40 2 187516811 187516811 Frame_Shift_Ins INS - AGGTTGA - ITGAV 92_1393insAGGT p.V464fs
XH_P40 2 202358592 202358592 In_Frame_Ins INS - AGA - C2CD6 2471_2472insTCp.H824delinsHL
XH_P40 2 202358593 202358593 Missense_Mutation SNP T A T C2CD6 c.A2471T p.H824L
XH_P40 2 210685341 210685341 Frame_Shift_Ins INS - TCAT - UNC80 2269_2270insTC p.G757fs
XH_P40 2 228243869 228243869 Frame_Shift_Ins INS - TGGA - TM4SF20 .115_116insTCC p.Q39fs
XH_P40 3 9935002 9935002 Missense_Mutation SNP T A T JAGN1 c.T493A p.Y165N
XH_P40 3 100605165 100605165 Missense_Mutation SNP A T A ABI3BP c.T485A p.F162Y
XH_P40 3 100605167 100605171 Frame_Shift_Del DEL TCTGT - TCTGT ABI3BP c.483delA p.R161fs
XH_P40 3 118931431 118931431 Frame_Shift_Del DEL T - T B4GALT4 c.1000delA p.I334fs
XH_P40 3 118931432 118931432 Silent SNP A G A B4GALT4 c.T999C p.Y333Y
XH_P40 3 120050217 120050217 In_Frame_Ins INS - TAG - LRRC58 c.945_946insCTAp.V316delinsLV
XH_P40 3 130116488 130116488 Silent SNP G A G COL6A5 c.G3630A p.L1210L
XH_P40 3 130116489 130116489 Frame_Shift_Ins INS - CATATATATACAT - COL6A5 632insCATATAT p.F1211fs
XH_P40 3 130735111 130735111 In_Frame_Ins INS - CCTGTTTTCTCATC - ASTE1 TTACTGATGAGAA9delinsHFTDEKTGAGR
XH_P40 3 180321110 180321110 Frame_Shift_Ins INS - TAACG - TTC14 485_486insTAAC p.T162fs
XH_P40 3 182871872 182871872 Frame_Shift_Ins INS - TTATC - LAMP3 356_357insGATA p.P119fs
XH_P40 3 195510912 195510912 Frame_Shift_Ins INS - ATGCTGAGGAAG - MUC4 CCGACACTTCCTC p.L2513fs



XH_P40 4 104096047 104096047 In_Frame_Ins INS - CCTCTTTTTTTTT - CENPE AAAAAAAAAAAA8delinsKKKKKKKEADLC
XH_P40 4 113482063 113482063 Nonsense_Mutation INS - CATTA - ZGRF1 611_4612insTAA1538_L1539delinsX
XH_P40 4 140624661 140624666 In_Frame_Del DEL CTGGGG - CTGGGG MGST2 c.78_83del p.26_28del
XH_P40 4 154502589 154502589 Missense_Mutation SNP C T C TMEM131L c.C769T p.R257C
XH_P40 4 154502590 154502590 In_Frame_Ins INS - TTTTAT - TMEM131L 770_771insTTTTp.R257delinsRFI
XH_P40 5 36227629 36227629 Silent SNP T C T NADK2 c.A339G p.E113E
XH_P40 5 37148323 37148323 In_Frame_Ins INS - AGA - C5orf42 8258_8259insTCp.K2753delinsNL
XH_P40 5 37148325 37148325 Nonsense_Mutation INS - A - C5orf42 c.8256_8257insT2753_K2754delinsX
XH_P40 5 55075881 55075881 Nonsense_Mutation INS - AAATTTAATT - DDX4 4_425insAAATTT142_G143delinsQIX
XH_P40 5 74060873 74060873 Missense_Mutation SNP A G A GFM2 c.T59C p.L20P
XH_P40 5 100238578 100238578 Frame_Shift_Ins INS - ATGAG - ST8SIA4 c.81_82insCTCAT p.T28fs
XH_P40 5 111531357 111531357 Splice_Site INS - CAAAAGCCAGTT - EPB41L4A . .
XH_P40 5 126860330 126860330 Nonsense_Mutation INS - AGAATTAGA - PRRC1 1_212insAGAATTp.P71delinsQNX
XH_P40 5 126860331 126860331 Missense_Mutation SNP C A C PRRC1 c.C212A p.P71Q
XH_P40 5 145838618 145838683 In_Frame_Del DEL CCCAGGCCCA - GCCCAGGCCCAG TCERG1 c.610_675del p.204_225del
XH_P40 5 147795520 147795520 Missense_Mutation SNP A T A FBXO38 c.A1294T p.I432F
XH_P40 5 172517895 172517895 Missense_Mutation SNP C G C CREBRF c.C713G p.A238G
XH_P40 5 176830374 176830374 Missense_Mutation SNP G A G F12 c.C1412T p.A471V
XH_P40 5 178140425 178140441 Frame_Shift_Del DEL TTTGTGGGTG - TTTTTGTGGGTGG ZNF354A c.312_328del p.S104fs
XH_P40 5 178309821 178309821 Frame_Shift_Ins INS - GGTTTGCT - ZNF354B 68_369insGGTTT p.R123fs
XH_P40 5 178541030 178541030 Silent SNP G T G ADAMTS2 c.C3474A p.T1158T
XH_P40 5 178541031 178541031 Missense_Mutation SNP G T G ADAMTS2 c.C3473A p.T1158N
XH_P40 6 35764600 35764600 Nonsense_Mutation SNP T A T CLPS c.A28T p.K10X
XH_P40 6 41774256 41774256 Missense_Mutation SNP G A G USP49 c.C466T p.R156W
XH_P40 6 43497052 43497052 Missense_Mutation SNP G A G POLR1C c.G988A p.E330K
XH_P40 6 43497053 43497053 Missense_Mutation SNP A G A POLR1C c.A989G p.E330G
XH_P40 6 70890352 70890352 Splice_Site INS - T - COL19A1 . .
XH_P40 6 70890354 70890354 Missense_Mutation SNP G C G COL19A1 c.G2714C p.G905A
XH_P40 6 87971226 87971226 Frame_Shift_Ins INS - ACTTG - ZNF292 879_7880insACT p.S2627fs
XH_P40 6 117663625 117663625 In_Frame_Ins INS - GCG - ROS1 4606_4607insCGp.Y1536delinsSH
XH_P40 6 117663627 117663627 Frame_Shift_Ins INS - G - ROS1 c.4604_4605insC p.Y1535fs
XH_P40 6 159465019 159465019 Nonsense_Mutation SNP A T A TAGAP c.T72A p.C24X
XH_P40 7 2752130 2752130 Missense_Mutation SNP C T C AMZ1 c.C1115T p.A372V
XH_P40 7 29186557 29186557 Silent SNP A T A CHN2 c.A255T p.L85L
XH_P40 7 34979922 34979922 In_Frame_Ins INS - TGTTGCTTT - DPY19L1 7_1488insAAAGC.F496delinsLKQH
XH_P40 7 34979923 34979923 Missense_Mutation SNP A T A DPY19L1 c.T1487A p.F496Y
XH_P40 7 45123066 45123066 Missense_Mutation SNP G T G NACAD c.C2713A p.P905T
XH_P40 7 55873063 55873063 In_Frame_Ins INS - AGGATA - SEPT14 006_1007insTATp.A336delinsVSS
XH_P40 7 63680237 63680237 Missense_Mutation SNP G A G ZNF735 c.G808A p.A270T
XH_P40 7 63720712 63720712 Frame_Shift_Ins INS - A - ZNF679 c.153_154insA p.N51fs
XH_P40 7 63720713 63720713 In_Frame_Ins INS - TTACTA - ZNF679 154_155insTTACp.L52delinsLTM
XH_P40 7 64167505 64167505 Missense_Mutation SNP A G A ZNF107 c.A934G p.K312E
XH_P40 7 64389272 64389272 Silent SNP T C T ZNF273 c.T1566C p.A522A
XH_P40 7 64438774 64438774 Missense_Mutation SNP C T C ERV3-1-ZNF117 c.G1175A p.R392K
XH_P40 7 64438775 64438775 Missense_Mutation SNP T C T ERV3-1-ZNF117 c.A1174G p.R392G
XH_P40 7 82582707 82582707 Missense_Mutation SNP G A G PCLO c.C7562T p.T2521I
XH_P40 7 82582708 82582708 Frame_Shift_Ins INS - TACATTGCCA - PCLO _7561insTGGCA p.T2521fs
XH_P40 7 83675713 83675713 Frame_Shift_Ins INS - AGAGATTAAA - SEMA3A 3_594insTTTAAT p.D198fs
XH_P40 7 87079391 87079391 Frame_Shift_Ins INS - GACT - ABCB4 .725_726insAGT p.S242fs
XH_P40 7 91670097 91670097 Frame_Shift_Ins INS - CATTTTG - AKAP9 02_4803insCATT p.H1601fs
XH_P40 7 91670099 91670099 Missense_Mutation SNP C A C AKAP9 c.C4804A p.Q1602K
XH_P40 7 95739378 95739378 Missense_Mutation SNP A G A DYNC1I1 c.A1804G p.T602A
XH_P40 7 100641110 100641110 Silent SNP A G A MUC12 c.A7266G p.A2422A
XH_P40 7 100678075 100678075 Silent SNP C T C MUC17 c.C3378T p.V1126V
XH_P40 7 100682765 100682765 Missense_Mutation SNP A G A MUC17 c.A8068G p.R2690G
XH_P40 7 107399020 107399020 Frame_Shift_Ins INS - AGGAGGA - CBLL1 70_871insAGGAG p.N290fs
XH_P40 7 117007497 117007497 Missense_Mutation SNP G T G ASZ1 c.C560A p.P187H
XH_P40 7 117007498 117007498 Missense_Mutation SNP G A G ASZ1 c.C559T p.P187S
XH_P40 7 129497375 129497375 Missense_Mutation SNP T C T UBE2H c.A64G p.N22D
XH_P40 7 129497377 129497377 Missense_Mutation SNP A G A UBE2H c.T62C p.I21T
XH_P40 7 143417904 143417904 Missense_Mutation SNP C T C TCAF2 c.C1129T p.H377Y
XH_P40 7 143417905 143417905 Missense_Mutation SNP A G A TCAF2 c.A1130G p.H377R
XH_P40 8 52321782 52321782 Missense_Mutation SNP C T C PXDNL c.G2402A p.R801H
XH_P40 8 71646395 71646395 Nonsense_Mutation INS - CGATAAT - XKR9 58_859insCGATA286_M287delinsPRX
XH_P40 8 80678440 80678440 Frame_Shift_Ins INS - G - HEY1 c.58dupC p.Q20fs
XH_P40 8 94934493 94934493 Missense_Mutation SNP G A G PDP1 c.G206A p.R69K
XH_P40 8 95751984 95751984 Missense_Mutation SNP G A G DPY19L4 c.G577A p.G193R
XH_P40 8 95751985 95751985 Missense_Mutation SNP G T G DPY19L4 c.G578T p.G193V
XH_P40 9 35906586 35906586 In_Frame_Ins INS - CCCCACCGCCACA - HRCT1 ACCACCCCCACCGelinsHHHHHPHRHTPHHL
XH_P40 9 133911583 133911583 Silent SNP C T C LAMC3 c.C840T p.C280C
XH_P40 9 135251335 135251335 Silent SNP A G A TTF1 c.T1140C p.S380S
XH_P40 10 73963275 73963275 Nonsense_Mutation INS - TTTATTTTTTATTT - ASCC1 AAAAAAAATAAAAV74_G75delinsKKKX
XH_P40 10 75301490 75301490 Nonsense_Mutation INS - TTATATA - USP54 78_579insTATAT193_A194delinsHIX
XH_P40 10 75301492 75301492 Frame_Shift_Ins INS - T - USP54 c.576_577insA p.Q193fs
XH_P40 10 119043385 119043385 Frame_Shift_Ins INS - CA - PDZD8 .2858_2859insT p.K953fs
XH_P40 11 721564 721564 Splice_Site SNP G A G EPS8L2 . .
XH_P40 11 1643082 1643082 Missense_Mutation SNP T C T KRTAP5-4 c.A242G p.Y81C
XH_P40 11 5799215 5799215 Missense_Mutation SNP A C A OR52N5 c.T650G p.V217G
XH_P40 11 5799216 5799216 In_Frame_Ins INS - TATTGT - OR52N5 648_649insACAAp.V217delinsTIV
XH_P40 11 10793127 10793133 Frame_Shift_Del DEL TGAGATT - TGAGATT CTR9 c.2408_2414del p.M803fs
XH_P40 11 31128473 31128473 Missense_Mutation SNP G T G DCDC1 c.C479A p.S160Y
XH_P40 11 31128474 31128474 Frame_Shift_Ins INS - TG - DCDC1 c.477_478insCA p.S160fs
XH_P40 11 32861758 32861758 In_Frame_Ins INS - CTATGA - PRRG4 422_423insCTATp.T141delinsTYD
XH_P40 11 57958845 57958845 Nonsense_Mutation INS - GGT - OR9Q2 c.883_884insGGTp.K295delinsRX
XH_P40 11 63326001 63326001 Missense_Mutation SNP A T A HRASLS2 c.T250A p.Y84N
XH_P40 11 107375437 107375437 Frame_Shift_Ins INS - TGTTTGT - ALKBH8 50_1951insACAA p.L651fs
XH_P40 11 118130851 118130851 In_Frame_Ins INS - ATAAAAGAA - MPZL2 01_502insTTCTTTp.I168delinsFFYI
XH_P40 12 26553192 26553192 Splice_Site INS - ATT - ITPR2 . .
XH_P40 12 30805220 30805220 Frame_Shift_Ins INS - CATATATTTTTTCA - IPO8 63insATGAAAAA p.M488fs
XH_P40 12 39750685 39750685 Frame_Shift_Ins INS - ACTCTTA - KIF21A 17_1418insTAAG p.E473fs
XH_P40 12 48538876 48538876 Missense_Mutation SNP C A C PFKM c.C2055A p.N685K
XH_P40 12 48538877 48538877 Missense_Mutation SNP T G T PFKM c.T2056G p.W686G
XH_P40 12 48919508 48919508 Missense_Mutation SNP C G C OR8S1 c.C94G p.L32V
XH_P40 12 52699116 52699116 Silent SNP C T C KRT86 c.C828T p.A276A
XH_P40 12 53162773 53162775 In_Frame_Del DEL ACT - ACT KRT76 c.1639_1641del p.547_547del
XH_P40 12 55945266 55945266 In_Frame_Ins INS - AAA - OR6C4 c.256_257insAAAp.G86delinsER
XH_P40 12 55945268 55945268 Frame_Shift_Ins INS - TG - OR6C4 c.258_259insTG p.G86fs
XH_P40 12 56552476 56552476 Frame_Shift_Ins INS - CT - MYL6 c.12_13insCT p.F4fs



XH_P40 12 56552477 56552477 Missense_Mutation SNP A G A MYL6 c.A13G p.T5A
XH_P40 12 99065383 99065383 Frame_Shift_Ins INS - AAGTAACAAA - APAF1 _1647insAAGTA p.F549fs
XH_P40 12 104492124 104492124 Frame_Shift_Ins INS - GA - HCFC2 .1744_1745insG p.E582fs
XH_P40 12 113663128 113663128 Silent SNP C T C TPCN1 c.C78T p.S26S
XH_P40 12 123741557 123741557 Frame_Shift_Ins INS - ATAATATTTTATAA - C12orf65 481insATAATATT p.E160fs
XH_P40 12 124288363 124288363 Frame_Shift_Ins INS - GGACTATC - DNAH10 16_2417insGGAC p.E806fs
XH_P40 13 20398952 20398952 In_Frame_Ins INS - AAAATAAAG - ZMYM5 4_1675insCTTTAp.F559delinsLYFF
XH_P40 13 52656375 52656375 Missense_Mutation SNP T C T NEK5 c.A1646G p.Q549R
XH_P40 14 22133706 22133706 Missense_Mutation SNP A G A OR4E2 c.A410G p.N137S
XH_P40 14 22133707 22133707 Missense_Mutation SNP C A C OR4E2 c.C411A p.N137K
XH_P40 14 61915947 61915947 Missense_Mutation SNP A T A PRKCH c.A679T p.N227Y
XH_P40 14 61915948 61915948 Frame_Shift_Ins INS - TCCCT - PRKCH 680_681insTCCC p.N227fs
XH_P40 14 73967325 73967325 Missense_Mutation SNP A G A HEATR4 c.T2215C p.S739P
XH_P40 14 77703043 77703043 Missense_Mutation SNP T A T TMEM63C c.T619A p.C207S
XH_P40 14 77703045 77703045 Silent SNP C T C TMEM63C c.C621T p.C207C
XH_P40 14 77951245 77951245 Frame_Shift_Del DEL A - A ISM2 c.159delT p.D53fs
XH_P40 14 77951246 77951246 Missense_Mutation SNP T C T ISM2 c.A158G p.D53G
XH_P40 15 42984180 42984180 Frame_Shift_Ins INS - ATCA - STARD9 0404_10405insA p.P3468fs
XH_P40 15 55651850 55651850 Nonsense_Mutation INS - GTTGTGC - CCPG1 20_2121insGCACY707_L708delinsX
XH_P40 15 56959020 56959020 Nonsense_Mutation INS - AGGAATTTAA - ZNF280D 0_1671insTTAAA557_N558delinsSX
XH_P40 15 59971947 59971947 Nonsense_Mutation INS - AATG - BNIP2 .501_502insCATN168_K169delinsHX
XH_P40 15 59971949 59971949 Missense_Mutation SNP C A C BNIP2 c.G500T p.G167V
XH_P40 15 65369354 65369354 Silent SNP C T C KBTBD13 c.C201T p.G67G
XH_P40 15 65983112 65983112 Missense_Mutation SNP G A G DENND4A c.C3688T p.R1230W
XH_P40 15 65983114 65983114 Nonsense_Mutation INS - TAGG - DENND4A 3685_3686insCC1229_R1230delinsPX
XH_P40 15 91346947 91346947 In_Frame_Ins INS - TGG - BLM 3555_3556insTGp.L1185delinsLW
XH_P40 15 91346948 91346948 Frame_Shift_Ins INS - C - BLM c.3556_3557insC p.K1186fs
XH_P40 15 91795713 91795713 In_Frame_Ins INS - CCCACCTTA - SV2B 4_295insCCCACCp.Y98delinsYPTL
XH_P40 16 2979707 2979707 Missense_Mutation SNP C G C FLYWCH1 c.C21G p.S7R
XH_P40 16 4431434 4431434 Missense_Mutation SNP C T C VASN c.C556T p.P186S
XH_P40 16 4882183 4882183 Nonsense_Mutation INS - AGTG - GLYR1 .333_334insCACN112_S113delinsHX
XH_P40 16 4882185 4882185 Missense_Mutation SNP C T C GLYR1 c.G332A p.R111H
XH_P40 16 24801707 24801707 In_Frame_Ins INS - ACACACAAACAA - TNRC6A 1745insACACACQ582delinsHTQTK
XH_P40 16 28734598 28734598 Frame_Shift_Ins INS - CCTAG - EIF3C 890_891insCCTA p.E297fs
XH_P40 16 67337112 67337112 Missense_Mutation SNP G T G KCTD19 c.C580A p.L194M
XH_P40 17 1559963 1559964 Frame_Shift_Del DEL CT - CT PRPF8 c.5597_5598del p.K1866fs
XH_P40 17 7481720 7481720 Frame_Shift_Ins INS - ACCT - EIF4A1 1137_1138insAC p.E379fs
XH_P40 17 15609786 15609791 In_Frame_Del DEL TGGAGA - TGGAGA ZNF286A c.182_187del p.61_63del
XH_P40 17 26962276 26962276 Missense_Mutation SNP A G A KIAA0100 c.T2329C p.F777L
XH_P40 17 26962277 26962277 Frame_Shift_Ins INS - GA - KIAA0100 .2327_2328insT p.G776fs
XH_P40 17 29622577 29622577 Frame_Shift_Ins INS - AGGC - OMG .772_773insGCC p.I258fs
XH_P40 17 34182319 34182319 Silent SNP G T G HEATR9 c.C1341A p.T447T
XH_P40 17 34182320 34182320 Missense_Mutation SNP G C G HEATR9 c.C1340G p.T447S
XH_P40 17 36656872 36656872 Splice_Site DEL T - T ARHGAP23 . .
XH_P40 17 39197538 39197538 Missense_Mutation SNP G T G KRTAP1-1 c.C112A p.R38S
XH_P40 17 40255769 40255769 Silent SNP T C T DHX58 c.A1611G p.A537A
XH_P40 17 55028239 55028239 In_Frame_Ins INS - GGGTGA - COIL 363_364insTCACp.T122delinsSPT
XH_P40 17 56620687 56620687 Frame_Shift_Ins INS - C - C17orf47 c.860_861insG p.V287fs
XH_P40 17 56620688 56620688 Missense_Mutation SNP A T A C17orf47 c.T860A p.V287D
XH_P40 17 80047551 80047551 Missense_Mutation SNP G T G FASN c.C1922A p.A641D
XH_P40 17 80739547 80739547 In_Frame_Ins INS - CTC - TBCD c.721_722insCTCp.F241delinsSL
XH_P40 18 2892320 2892320 Frame_Shift_Ins INS - TT - EMILIN2 c.2195_2196insT p.K732fs
XH_P40 18 2892321 2892321 Frame_Shift_Ins INS - CT - EMILIN2 .2196_2197insC p.K732fs
XH_P40 18 14837262 14837262 Frame_Shift_Ins INS - CC - ANKRD30B .2543_2544insC p.I848fs
XH_P40 18 14837263 14837263 Frame_Shift_Ins INS - GGGA - ANKRD30B 544_2545insGG p.I848fs
XH_P40 18 18629834 18629834 Missense_Mutation SNP G T G ROCK1 c.C183A p.D61E
XH_P40 18 18629835 18629835 Missense_Mutation SNP T G T ROCK1 c.A182C p.D61A
XH_P40 18 19031075 19031075 Frame_Shift_Del DEL C - C GREB1L c.1812delC p.V604fs
XH_P40 18 19031077 19031082 In_Frame_Del DEL GTTTCC - GTTTCC GREB1L c.1814_1819del p.605_607del
XH_P40 18 24081188 24081188 Frame_Shift_Del DEL A - A KCTD1 c.12delT p.P4fs
XH_P40 18 24081190 24081199 Frame_Shift_Del DEL GTCTTGACAT - GTCTTGACAT KCTD1 c.1825_1834del p.M609fs
XH_P40 19 2994946 2994946 Missense_Mutation SNP C T C TLE6 c.C1294T p.R432C
XH_P40 19 6495551 6495551 Missense_Mutation SNP C T C TUBB4A c.G743A p.R248H
XH_P40 19 12089789 12089789 Silent SNP G A G ZNF763 c.G1059A p.T353T
XH_P40 19 13319692 13319694 In_Frame_Del DEL GAT - GAT CACNA1A c.6659_6661delp.2220_2221del
XH_P40 19 20044949 20044949 Silent SNP G A G ZNF93 c.G1185A p.K395K
XH_P40 19 20229329 20229329 Silent SNP C T C ZNF90 c.C966T p.F322F
XH_P40 19 20229793 20229793 Missense_Mutation SNP A G A ZNF90 c.A1430G p.E477G
XH_P40 19 21240552 21240552 Missense_Mutation SNP T A T ZNF430 c.T1435A p.S479T
XH_P40 19 21300463 21300463 Silent SNP A G A ZNF714 c.A993G p.K331K
XH_P40 19 21477016 21477016 Missense_Mutation SNP A G A ZNF708 c.T560C p.L187P
XH_P40 19 21719801 21719801 Missense_Mutation SNP A G A ZNF429 c.A754G p.K252E
XH_P40 19 21909734 21909734 Missense_Mutation SNP G T G ZNF100 c.C735A p.D245E
XH_P40 19 21910155 21910155 Missense_Mutation SNP G T G ZNF100 c.C314A p.T105K
XH_P40 19 21910156 21910156 Missense_Mutation SNP T C T ZNF100 c.A313G p.T105A
XH_P40 19 21910190 21910190 Silent SNP T C T ZNF100 c.A279G p.K93K
XH_P40 19 22272001 22272001 Silent SNP G A G ZNF257 c.G1221A p.G407G
XH_P40 19 22363998 22363998 Missense_Mutation SNP T C T ZNF676 c.A521G p.N174S
XH_P40 19 22363999 22363999 Missense_Mutation SNP T A T ZNF676 c.A520T p.N174Y
XH_P40 19 22497365 22497365 Silent SNP T C T ZNF729 c.T1146C p.G382G
XH_P40 19 22499603 22499603 Silent SNP G A G ZNF729 c.G3384A p.G1128G
XH_P40 19 22499604 22499604 Missense_Mutation SNP G A G ZNF729 c.G3385A p.E1129K
XH_P40 19 22847758 22847758 Silent SNP T C T ZNF492 c.T1287C p.A429A
XH_P40 19 22941867 22941867 Missense_Mutation SNP T C T ZNF99 c.A844G p.K282E
XH_P40 19 22941868 22941868 Silent SNP C T C ZNF99 c.G843A p.G281G
XH_P40 19 23158787 23158787 Missense_Mutation SNP T G T ZNF728 c.A1352C p.H451P
XH_P40 19 23544630 23544630 Missense_Mutation SNP T C T ZNF91 c.A1055G p.D352G
XH_P40 19 24310546 24310546 Missense_Mutation SNP T G T ZNF254 c.T1489G p.S497A
XH_P40 19 32959712 32959712 Nonsense_Mutation INS - ATCACTA - DPY19L3 90_1691insATCAW564_I565delinsYHX
XH_P40 19 32959713 32959713 Nonsense_Mutation SNP G A G DPY19L3 c.G1691A p.W564X
XH_P40 19 38910606 38910606 Missense_Mutation SNP C T C RASGRP4 c.G515A p.G172D
XH_P40 19 41025947 41025947 Nonsense_Mutation SNP G A G SPTBN4 c.G3543A p.W1181X
XH_P40 19 42603941 42603941 Frame_Shift_Ins INS - AA - POU2F2 c.335_336insTT p.L112fs
XH_P40 19 42603943 42603943 Missense_Mutation SNP G T G POU2F2 c.C334A p.L112M
XH_P40 19 53014994 53014994 Missense_Mutation SNP T C T ZNF578 c.T1360C p.S454P
XH_P40 19 54377109 54377109 Missense_Mutation SNP C T C MYADM c.C326T p.A109V
XH_P40 19 58050159 58050159 Nonsense_Mutation INS - GTG - ZNF549 1748_1749insGT p.Y583delinsX
XH_P40 20 5996064 5996064 Missense_Mutation SNP C G C CRLS1 c.C205G p.L69V



XH_P40 20 20493629 20493629 Missense_Mutation SNP T C T RALGAPA2 c.A4384G p.I1462V
XH_P40 20 62065229 62065229 Missense_Mutation SNP G T G KCNQ2 c.C1051A p.L351I
XH_P40 21 37602927 37602927 Silent SNP C T C DOPEY2 c.C1845T p.D615D
XH_P40 21 45500009 45500009 Splice_Site INS - CTGAACTACTACT - TRAPPC10 . .
XH_P40 22 19969135 19969135 Silent SNP C T C ARVCF c.G495A p.R165R
XH_P40 22 20918792 20918792 In_Frame_Ins INS - CAG - MED15 c.294_295insCAGp.F98delinsFQ
XH_P40 22 40706836 40706836 Missense_Mutation SNP C T C TNRC6B c.C3944T p.P1315L
XH_P40 X 20174313 20174313 In_Frame_Ins INS - GCATATCAATAT - RPS6KA3 _2014insATATTGp.L672delinsILICL
XH_P40 X 49957965 49957965 In_Frame_Ins INS - AAG - AKAP4 1398_1399insCTp.F467delinsLF
XH_P40 X 49957966 49957966 Missense_Mutation SNP T A T AKAP4 c.A1398T p.E466D
XH_P40 X 69385735 69385735 Missense_Mutation SNP A T A IGBP1 c.A924T p.E308D
XH_P40 X 70598174 70598174 In_Frame_Ins INS - GATGAT - TAF1 083_1084insGATp.E361delinsEDD
XH_P40 X 79932453 79932453 Silent SNP T G T BRWD3 c.A5064C p.G1688G
XH_P40 X 101857132 101857132 Frame_Shift_Ins INS - T - ARMCX5 c.63_64insT p.G21fs
XH_P40 X 108781337 108781337 Frame_Shift_Ins INS - TAGCTCTATAT - NXT2 _80insTAGCTCTA p.E27fs
XH_P40 X 133379598 133379598 In_Frame_Ins INS - TTAGGG - CCDC160 768_769insTTAGp.N256delinsNLG
XH_P40 X 138678916 138678916 Frame_Shift_Ins INS - TGTA - MCF2 1951_1952insTA p.E651fs
XH_P40 X 140994592 140994699 In_Frame_Del DEL TCCTCCTCCTC - CTCCTCCTCCTCCT MAGEC1 c.1402_1509del p.468_503del
XH_P40 X 153539506 153539506 Frame_Shift_Ins INS - TC - TKTL1 c.419_420insTC p.C140fs
XH_P40 1 110172025 110172025 Missense_Mutation SNV A G G AMPD2 c.1937A>G P.E646G
XH_P40 11 1643082 1643082 Missense_Mutation SNV T C C KRTAP5-4 c.242A>G P.Y81C
XH_P40 11 63326001 63326001 Missense_Mutation SNV A T T HRASLS2 c.250T>A P.Y84N
XH_P40 12 52699116 52699116 Silent SNV C T T KRT86 c.828C>T P.A276A
XH_P40 16 2979707 2979707 Missense_Mutation SNV C G G FLYWCH1 c.21C>G P.S7R
XH_P40 16 4431434 4431434 Missense_Mutation SNV C T T VASN c.556C>T P.P186S
XH_P40 16 67337112 67337112 Missense_Mutation SNV G T T KCTD19 c.580C>A P.L194M
XH_P40 17 40255769 40255769 Silent SNV T C C DHX58 c.1611A>G P.A537A
XH_P40 17 80047551 80047551 Missense_Mutation SNV G T T FASN c.1922C>A P.A641D
XH_P40 19 17303546 17303546 Splice_Site SNV G A A MYO9B c.2812-9G>A
XH_P40 19 21719801 21719801 Missense_Mutation SNV A G G ZNF429 c.946A>G P.K316E
XH_P40 19 2994946 2994946 Missense_Mutation SNV C T T TLE6 c.1663C>T P.R555C
XH_P40 19 38910606 38910606 Missense_Mutation SNV C T T RASGRP4 c.515G>A P.G172D
XH_P40 20 62065229 62065229 Missense_Mutation SNV G T T KCNQ2 c.1051C>A P.L351I
XH_P40 21 37602927 37602927 Silent SNV C T T DOPEY2 c.1845C>T P.D615D
XH_P40 21 46923918 46923918 Splice_Site SNV C T T COL18A1 c.3224-7C>T
XH_P40 8 74791040 74791040 Splice_Site SNV C G G UBE2W c.102+3G>C
XH_P40 9 35906586 35906586 Frame_Shift_Ins INDEL - CCCCACCGCCACACCCCACCGCCACA HRCT1 CCACCTCCACCACH110insTPHHLHHHHPHRH
XH_P41 9 21971153 21971153 Nonsense_Mutation SNP C A A CDKN2A c.205G>T p.E69*
XH_P41 1 27101453 27101453 Nonsense_Mutation SNP C T T ARID1A c.4735C>T p.Q1579*
XH_P41 - - Frame_Shift_Ins INS - - - BAP1 C.1833_1834dup P.K612Rfs*6
XH_P41 1 16262538 16262538 Missense_Mutation SNP G A A SPEN c.9803G>A p.R3268H
XH_P41 6 151687760 151687760 Missense_Mutation SNP C A A ZBTB2 c.441G>T p.K147N
XH_P41 1 1417574 1417574 Missense_Mutation SNP A G A ATAD3B c.A433G p.T145A
XH_P41 1 2491306 2491306 Missense_Mutation SNP G A G TNFRSF14 c.G349A p.A117T
XH_P41 1 38463504 38463504 Silent SNP C T C FHL3 c.G216A p.P72P
XH_P41 1 62971488 62971488 Splice_Site SNP C A C DOCK7 . .
XH_P41 1 89473491 89473491 Frame_Shift_Ins INS - AACAA - GBP3 301_1302insTTG p.T434fs
XH_P41 1 100329981 100329981 Frame_Shift_Ins INS - GTTCA - AGL 500_501insGTTC p.G167fs
XH_P41 1 100329983 100329984 Frame_Shift_Del DEL CT - CT AGL c.502_503del p.L168fs
XH_P41 1 110230504 110230504 Missense_Mutation SNP G T G GSTM1 c.G9T p.M3I
XH_P41 1 151090727 151090727 In_Frame_Ins INS - TGC - GABPB2 1108_1109insTGp.S370delinsLP
XH_P41 1 152052196 152052196 Frame_Shift_Ins INS - CTCCCTGCCCCAG - LOC100131107nsGGAACTGGGG p.L363fs
XH_P41 1 152128561 152128561 Silent SNP A G A RPTN c.T1014C p.G338G
XH_P41 1 152192514 152192514 Missense_Mutation SNP T C T HRNR c.A1591G p.S531G
XH_P41 1 152329328 152329328 Missense_Mutation SNP A G A FLG2 c.T934C p.Y312H
XH_P41 1 152329330 152329339 Frame_Shift_Del DEL CTAAATTGAT - CTAAATTGAT FLG2 c.923_932del p.N308fs
XH_P41 1 154223643 154223643 Missense_Mutation SNP C T C UBAP2L c.C1340T p.A447V
XH_P41 1 158943530 158943530 Missense_Mutation SNP A T A PYHIN1 c.A1453T p.T485S
XH_P41 1 160604665 160604665 Nonsense_Mutation INS - CATTTTCTTTAT - SLAMF1 438insATAAAGA p.I146delinsIX
XH_P41 1 162336877 162336877 Missense_Mutation SNP C T C NOS1AP c.C256T p.R86C
XH_P41 1 169080657 169080657 Silent SNP C A C ATP1B1 c.C147A p.I49I
XH_P41 1 171553263 171553263 In_Frame_Ins INS - GTT - PRRC2C 7572_7573insGTp.E2524delinsEV
XH_P41 1 171553264 171553264 Missense_Mutation SNP C A C PRRC2C c.C7573A p.H2525N
XH_P41 1 186086679 186086679 Frame_Shift_Ins INS - AAGAC - HMCN1 772_11773insAA p.P3924fs
XH_P41 1 186273365 186273365 In_Frame_Ins INS - CATCTTGTTTATG - PRG4 23insACATCTTGTI108delinsNILFML
XH_P41 1 200818796 200818796 Missense_Mutation SNP A G A CAMSAP2 c.A2851G p.S951G
XH_P41 1 228476488 228476488 Frame_Shift_Ins INS - CA - OBSCN 10238_10239ins p.A3413fs
XH_P41 1 228584722 228584722 In_Frame_Ins INS - ACATCA - TRIM11 784_785insTGATp.P262delinsLMS
XH_P41 1 231881247 231881247 Splice_Site SNP T C T DISC1 . .
XH_P41 1 248129253 248129253 Nonsense_Mutation INS - ATACGTTTGAAT - OR2AK2 _621insATACGTTp.T207delinsTYVX
XH_P41 1 248814136 248814136 Nonsense_Mutation INS - CTTCCTCT - OR2T27 9_50insAGAGGAp.L17_F18delinsX
XH_P41 2 14774372 14774372 Missense_Mutation SNP G A G FAM84A c.G269A p.R90Q
XH_P41 2 20482714 20482714 Missense_Mutation SNP A C A PUM2 c.T1546G p.S516A
XH_P41 2 47748292 47748292 Silent SNP A G A KCNK12 c.T1047C p.G349G
XH_P41 2 51255107 51255107 Missense_Mutation SNP G A G NRXN1 c.C305T p.T102M
XH_P41 2 101869588 101869588 Silent SNP G T G CNOT11 c.G162T p.P54P
XH_P41 2 102968212 102968212 Missense_Mutation SNP A G A IL1RL1 c.A1502G p.Q501R
XH_P41 2 175264810 175264810 Missense_Mutation SNP T A T SCRN3 c.T299A p.L100Q
XH_P41 2 175264811 175264811 Frame_Shift_Ins INS - AACCAGAAAAG - SCRN3 _301insAACCAGA p.L100fs
XH_P41 2 178415786 178415786 Frame_Shift_Ins INS - GA - TTC30B .1705_1706insT p.K569fs
XH_P41 2 178415787 178415787 Nonsense_Mutation INS - TTATGA - TTC30B 704_1705insTCA p.K569delinsSX
XH_P41 2 179343146 179343146 Silent SNP C T C FKBP7 c.G81A p.K27K
XH_P41 2 202358592 202358592 Frame_Shift_Ins INS - AGAAGTT - C2CD6 71_2472insAACT p.H824fs
XH_P41 2 234394466 234394466 Nonsense_Mutation SNP C A C USP40 c.G3388T p.E1130X
XH_P41 2 234394467 234394467 Frame_Shift_Ins INS - GATGTTTG - USP40 86_3387insCAAA p.I1129fs
XH_P41 2 238275725 238275725 Missense_Mutation SNP A G A COL6A3 c.T3284C p.I1095T
XH_P41 2 241570294 241570294 Missense_Mutation SNP G A G GPR35 c.G925A p.A309T
XH_P41 3 12859004 12859004 Missense_Mutation SNP A C A CAND2 c.A2294C p.H765P
XH_P41 3 135721000 135721000 Missense_Mutation SNP A G A PPP2R3A c.A660G p.I220M
XH_P41 3 154033018 154033018 In_Frame_Ins INS - AAAAAT - DHX36 419_420insATTTp.L140delinsLFF
XH_P41 3 154033020 154033020 Missense_Mutation SNP G T G DHX36 c.C418A p.L140I
XH_P41 3 184966252 184966252 Frame_Shift_Ins INS - ATTTA - EHHADH 127_128insTAAA p.H43fs
XH_P41 3 184966254 184966254 Missense_Mutation SNP G T G EHHADH c.C126A p.D42E
XH_P41 4 961373 961373 Silent SNP G A G DGKQ c.C951T p.V317V
XH_P41 4 983809 983809 Silent SNP C T C SLC26A1 c.G918A p.S306S
XH_P41 4 166388971 166388971 Frame_Shift_Ins INS - CTTATTATTATGT - CPE 637insCTTATTAT p.L212fs
XH_P41 5 23526373 23526373 Silent SNP A G A PRDM9 c.A1176G p.S392S
XH_P41 5 55075881 55075881 Nonsense_Mutation INS - AAATTTAATT - DDX4 4_425insAAATTT142_G143delinsQIX



XH_P41 5 66459878 66459878 Missense_Mutation SNP G C G MAST4 c.G4088C p.R1363P
XH_P41 5 86668011 86668011 Frame_Shift_Ins INS - G - RASA1 c.1776dupG p.Q592fs
XH_P41 5 112824048 112824048 In_Frame_Ins INS - GCC - MCC c.63_64insGGC p.S22delinsGS
XH_P41 5 115177803 115177803 Frame_Shift_Ins INS - A - AP3S1 c.70dupA p.Y23fs
XH_P41 5 115177805 115177805 Splice_Site INS - ACAACAGCAAATC - AP3S1 . .
XH_P41 5 132198248 132198248 Nonsense_Mutation INS - ACATGT - GDF9 397_398insACAT.G133delinsDMX
XH_P41 5 149466156 149466172 Splice_Site DEL TTCCCCTTTTA - CTTCCCCTTTTAG CSF1R . .
XH_P41 5 178140425 178140441 Frame_Shift_Del DEL TTTGTGGGTG - TTTTTGTGGGTGG ZNF354A c.312_328del p.S104fs
XH_P41 6 17541240 17541240 Nonsense_Mutation INS - AATTAAAAAAAA - CAP2 64insAAATTAAA288_N289delinsKNX
XH_P41 6 31324151 31324151 Missense_Mutation SNP C T C HLA-B c.G412A p.D138N
XH_P41 6 31324200 31324200 Missense_Mutation SNP G C G HLA-B c.C363G p.S121R
XH_P41 6 33756793 33756793 Missense_Mutation SNP T A T LEMD2 c.A101T p.K34M
XH_P41 6 41562693 41562693 Missense_Mutation SNP G A G FOXP4 c.G1622A p.R541Q
XH_P41 6 42236611 42236611 In_Frame_Ins INS - TAT - TRERF1 c.717_718insATAp.L240delinsIL
XH_P41 6 91246115 91246115 Missense_Mutation SNP C T C MAP3K7 c.G1216A p.G406R
XH_P41 6 127797179 127797179 Silent SNP G A G SOGA3 c.C1992T p.A664A
XH_P41 6 151674784 151674784 In_Frame_Ins INS - ACT - AKAP12 4964_4965insACp.S1655delinsRL
XH_P41 6 157100283 157100283 Missense_Mutation SNP G A G ARID1B c.G1220A p.G407D
XH_P41 7 34014376 34014376 Nonsense_Mutation INS - AAGACA - BMPER 556_557insAAGA p.C186delinsX
XH_P41 7 64004135 64004135 Frame_Shift_Ins INS - T - ZNF680 c.202_203insA p.G68fs
XH_P41 7 75959188 75959188 Silent SNP G A G YWHAG c.C450T p.S150S
XH_P41 7 91670097 91670097 Frame_Shift_Ins INS - CATTT - AKAP9 802_4803insCAT p.H1601fs
XH_P41 7 92244577 92244577 Frame_Shift_Ins INS - TTTGTTT - CDK6 57_858insAAACA p.A286fs
XH_P41 7 100642572 100642572 Missense_Mutation SNP C T C MUC12 c.C8728T p.P2910S
XH_P41 7 100643293 100643293 Missense_Mutation SNP G A G MUC12 c.G9449A p.G3150D
XH_P41 7 100647304 100647304 Frame_Shift_Ins INS - ATTC - MUC12 3460_13461insA p.S4487fs
XH_P41 7 100676418 100676418 Missense_Mutation SNP A G A MUC17 c.A1721G p.N574S
XH_P41 7 100676419 100676419 Silent SNP C T C MUC17 c.C1722T p.N574N
XH_P41 7 150700402 150700402 Missense_Mutation SNP T C T NOS3 c.T1756C p.W586R
XH_P41 8 52733148 52733148 Silent SNP C T C PCMTD1 c.G609A p.K203K
XH_P41 8 95751962 95751962 Frame_Shift_Ins INS - GATATAAA - DPY19L4 55_556insGATAT p.L185fs
XH_P41 8 105361493 105361493 Frame_Shift_Del DEL G - G DCSTAMP c.713delG p.C238fs
XH_P41 8 105361494 105361494 Nonsense_Mutation SNP T A T DCSTAMP c.T714A p.C238X
XH_P41 8 110131301 110131301 Missense_Mutation SNP G A G TRHR c.G814A p.V272I
XH_P41 8 110131302 110131302 Nonsense_Mutation INS - CAATTAG - TRHR 15_816insCAATT272_I273delinsVNX
XH_P41 8 144942903 144942903 Missense_Mutation SNP T C T EPPK1 c.A4519G p.T1507A
XH_P41 8 145661320 145661320 Silent SNP G A G TONSL c.C2496T p.A832A
XH_P41 9 13150667 13150667 Frame_Shift_Ins INS - TTTT - MPDZ 3472_3473insAA p.P1158fs
XH_P41 9 13150668 13150668 Nonsense_Mutation INS - TTTATTTATTTAT - MPDZ 472insAATAAATA.P1158delinsNKX
XH_P41 9 86617261 86617261 In_Frame_Ins INS - AATACTCCT - RMI1 0_1361insAATAC.R454delinsKYSW
XH_P41 9 134346218 134346218 Missense_Mutation SNP C T C PRRC2B c.C1955T p.P652L
XH_P41 9 139581797 139581797 Missense_Mutation SNP G A G AGPAT2 c.C13T p.P5S
XH_P41 10 12197888 12197888 In_Frame_Ins INS - GCTATT - SEC61A2 508_509insGCTAp.V170delinsGYF
XH_P41 10 71835435 71835435 Silent SNP G A G H2AFY2 c.G21A p.K7K
XH_P41 10 102768605 102768605 Frame_Shift_Ins INS - AC - PDZD7 .2720_2721insG p.A907fs
XH_P41 10 102768606 102768606 Missense_Mutation SNP G T G PDZD7 c.C2720A p.A907D
XH_P41 10 129904962 129904962 Silent SNP G T G MKI67 c.C4062A p.I1354I
XH_P41 10 129904963 129904963 Missense_Mutation SNP A T A MKI67 c.T4061A p.I1354N
XH_P41 11 280816 280816 Missense_Mutation SNP A T A NLRP6 c.A1082T p.Y361F
XH_P41 11 280817 280817 Silent SNP T C T NLRP6 c.T1083C p.Y361Y
XH_P41 11 771034 771034 Silent SNP A G A GATD1 c.T357C p.T119T
XH_P41 11 1019404 1019404 In_Frame_Ins INS - ATTCAGTGA - MUC6 0_3901insTCACTV1301delinsSLNV
XH_P41 11 1090970 1090970 Missense_Mutation SNP C A C MUC2 c.C3865A p.P1289T
XH_P41 11 1090972 1090972 Silent SNP G C G MUC2 c.G3867C p.P1289P
XH_P41 11 1309956 1309956 Silent SNP C T C TOLLIP c.G267A p.P89P
XH_P41 11 6341365 6341365 Silent SNP C T C CAVIN3 c.G342A p.G114G
XH_P41 11 11906119 11906119 Missense_Mutation SNP A G A USP47 c.A145G p.I49V
XH_P41 11 18195528 18195528 Missense_Mutation SNP T A T MRGPRX4 c.T725A p.M242K
XH_P41 11 18195529 18195529 Frame_Shift_Ins INS - T - MRGPRX4 c.726_727insT p.M242fs
XH_P41 11 20622975 20622975 Missense_Mutation SNP G A G SLC6A5 c.G304A p.G102S
XH_P41 11 46564282 46564282 Missense_Mutation SNP G A G AMBRA1 c.C1285T p.R429C
XH_P41 11 62297689 62297689 Silent SNP A T A AHNAK c.T4200A p.P1400P
XH_P41 11 62644260 62644260 Silent SNP A G A SLC3A2 c.A210G p.E70E
XH_P41 11 65810749 65810749 Silent SNP T C T GAL3ST3 c.A525G p.V175V
XH_P41 11 71146577 71146577 Silent SNP G A G DHCR7 c.C1272T p.G424G
XH_P41 11 76255690 76255690 Frame_Shift_Ins INS - TGTTTAGT - EMSY 00_3101insTGTT p.P1034fs
XH_P41 11 88042451 88042454 Frame_Shift_Del DEL AAGT - AAGT CTSC c.518_521del p.N173fs
XH_P41 11 95595477 95595477 Frame_Shift_Ins INS - ATTAATTG - MTMR2 15_316insCAATT p.T106fs
XH_P41 11 100998623 100998623 Silent SNP G A G PGR c.C1179T p.G393G
XH_P41 11 107375842 107375842 Missense_Mutation SNP G T G ALKBH8 c.C1546A p.Q516K
XH_P41 11 107375843 107375843 Silent SNP C T C ALKBH8 c.G1545A p.K515K
XH_P41 11 117153552 117153552 Frame_Shift_Ins INS - AGTACTT - RNF214 36_1937insAGTA p.G646fs
XH_P41 11 119020753 119020753 Silent SNP C T C ABCG4 c.C78T p.D26D
XH_P41 12 31242051 31242074 In_Frame_Del DEL TCGGCTGGT - GTTCGGCTGGTCT DDX11 c.758_781del p.253_261del
XH_P41 12 56092319 56092319 Missense_Mutation SNP C T C ITGA7 c.G1052A p.R351H
XH_P41 12 56745081 56745081 Silent SNP G T G STAT2 c.C936A p.L312L
XH_P41 12 56745082 56745082 Frame_Shift_Ins INS - TTTTCTG - STAT2 34_935insCAGAA p.L312fs
XH_P41 12 56814867 56814867 Nonsense_Mutation INS - A - TIMELESS c.2916_2917insTE973_E974delinsX
XH_P41 12 56814869 56814869 Frame_Shift_Ins INS - TC - TIMELESS .2914_2915insG p.E972fs
XH_P41 12 58157922 58157922 Frame_Shift_Ins INS - CCTG - CYP27B1 1173_1174insCA p.D392fs
XH_P41 12 85449603 85449603 Silent SNP G A G LRRIQ1 c.G1032A p.R344R
XH_P41 12 85449604 85449604 In_Frame_Ins INS - TTTTTTTCTTTTTC - LRRIQ1 1034insTTTTTTTC.I345delinsIFFFFL
XH_P41 12 111926295 111926295 Missense_Mutation SNP T C T ATXN2 c.A1838G p.K613R
XH_P41 12 123741557 123741557 Frame_Shift_Ins INS - ATAATATTTTA - C12orf65 _481insATAATAT p.E160fs
XH_P41 12 123741559 123741559 Nonsense_Mutation SNP C A C C12orf65 c.C482A p.S161X
XH_P41 12 132325239 132325239 Missense_Mutation SNP G A G MMP17 c.G544A p.A182T
XH_P41 13 32835796 32835796 Missense_Mutation SNP C T C FRY c.C7460T p.S2487F
XH_P41 13 52524194 52524194 Frame_Shift_Ins INS - TT - ATP7B .2192_2193insA p.D731fs
XH_P41 13 52524196 52524196 Missense_Mutation SNP C T C ATP7B c.G2191A p.D731N
XH_P41 13 76448005 76448005 Silent SNP T C T LMO7DN c.T213C p.P71P
XH_P41 13 103390160 103390160 Frame_Shift_Ins INS - GAAAGAC - CCDC168 86_12887insGTC p.I4296fs
XH_P41 14 21992205 21992205 Frame_Shift_Ins INS - TG - SALL2 .1656_1657insC p.L553fs
XH_P41 14 23738174 23738185 Splice_Site DEL CAGTAACACT - TCAGTAACACTA RNF212B . .
XH_P41 14 54878280 54878280 Nonsense_Mutation INS - GACAATCTATAAA - CDKN3 53insTGACAATCT.N51delinsNDNLX
XH_P41 14 70527623 70527623 Frame_Shift_Ins INS - AAAT - SLC8A3 1817_1818insAT p.E606fs
XH_P41 14 71275774 71275779 In_Frame_Del DEL CCTCCT - CCTCCT MAP3K9 c.110_115del p.37_39del
XH_P41 14 77732902 77732902 Missense_Mutation SNP T A T NGB c.A433T p.S145C
XH_P41 14 101200780 101200780 Silent SNP T C T DLK1 c.T699C p.C233C



XH_P41 14 105410601 105410601 Missense_Mutation SNP C G C AHNAK2 c.G10887C p.L3629F
XH_P41 14 105410862 105410862 Silent SNP T C T AHNAK2 c.A10626G p.K3542K
XH_P41 15 39910106 39910106 Missense_Mutation SNP G A G FSIP1 c.C1529T p.S510F
XH_P41 15 90760791 90760791 Missense_Mutation SNP T C T SEMA4B c.T46C p.S16P
XH_P41 16 2049003 2049003 Missense_Mutation SNP A T A ZNF598 c.T2173A p.C725S
XH_P41 16 21215490 21215490 Missense_Mutation SNP G A G ZP2 c.C833T p.P278L
XH_P41 16 30939947 30939947 Missense_Mutation SNP G A G FBXL19 c.G847A p.E283K
XH_P41 16 31519547 31519547 Missense_Mutation SNP C T C C16orf58 c.G148A p.V50I
XH_P41 16 67681962 67681962 Missense_Mutation SNP A G A CARMIL2 c.A1079G p.Y360C
XH_P41 16 67943557 67943557 Missense_Mutation SNP G A G PSKH1 c.G905A p.R302H
XH_P41 16 84225156 84225156 Missense_Mutation SNP C T C ADAD2 c.C320T p.P107L
XH_P41 16 89916879 89916879 In_Frame_Ins INS - AAG - SPIRE2 c.456_457insAAGp.P152delinsPK
XH_P41 17 4883785 4883785 Frame_Shift_Ins INS - TTGTA - CAMTA2 837_838insTACA p.P280fs
XH_P41 17 11513803 11513803 Silent SNP G A G DNAH9 c.G705A p.E235E
XH_P41 17 11513805 11513805 Frame_Shift_Ins INS - CCAAA - DNAH9 707_708insCCAA p.S236fs
XH_P41 17 29632364 29632364 Frame_Shift_Ins INS - AACAAATAACT - EVI2B _264insAGTTATT p.S88fs
XH_P41 17 37657597 37657597 Silent SNP G C G CDK12 c.G2514C p.S838S
XH_P41 17 37657598 37657598 Nonsense_Mutation INS - AATA - CDK12 2515_2516insAAF839_M840delinsX
XH_P41 17 40725578 40725578 Frame_Shift_Ins INS - AGGTG - PSMC3IP 211_212insCACC p.K71fs
XH_P41 17 48559559 48559559 Silent SNP A G A RSAD1 c.A582G p.V194V
XH_P41 17 56620445 56620472 Frame_Shift_Del DEL AACATGGATG - CAAACATGGATGA C17orf47 c.1076_1103del p.S359fs
XH_P41 17 76121864 76121864 Missense_Mutation SNP A G A TMC6 c.T373C p.W125R
XH_P41 17 79009061 79009061 Silent SNP C T C BAIAP2 c.C7T p.L3L
XH_P41 17 79202951 79202951 Frame_Shift_Del DEL C - C TEPSIN c.1355delG p.G452fs
XH_P41 17 80739547 80739547 In_Frame_Ins INS - CTC - TBCD c.721_722insCTCp.F241delinsSL
XH_P41 18 9211707 9211708 Frame_Shift_Del DEL GC - GC ANKRD12 c.508_509del p.A170fs
XH_P41 18 9211708 9211708 In_Frame_Ins INS - AAA - ANKRD12 c.509_510insAAAp.A170delinsAN
XH_P41 19 1014398 1014398 Silent SNP A G A TMEM259 c.T300C p.H100H
XH_P41 19 1456961 1456961 Missense_Mutation SNP G A G APC2 c.G923A p.R308H
XH_P41 19 4510960 4510960 Frame_Shift_Ins INS - CA - PLIN4 .2969_2970insT p.A990fs
XH_P41 19 5455990 5455990 Missense_Mutation SNP G A G ZNRF4 c.G488A p.R163H
XH_P41 19 5687977 5687977 Missense_Mutation SNP A G A HSD11B1L c.A547G p.S183G
XH_P41 19 6380378 6380381 Frame_Shift_Del DEL CTGT - CTGT GTF2F1 c.1465_1468del p.T489fs
XH_P41 19 7676008 7676008 Silent SNP G A G CAMSAP3 c.G1077A p.P359P
XH_P41 19 14199554 14199554 Frame_Shift_Ins INS - G - SAMD1 c.1068_1069insC p.T357fs
XH_P41 19 14199555 14199555 Nonsense_Mutation INS - TT - SAMD1 .1067_1068insAW356_T357delinsX
XH_P41 19 14508037 14508037 Splice_Site INS - ATGACCTGG - ADGRE5 . .
XH_P41 19 15659002 15659002 Missense_Mutation SNP G T G CYP4F22 c.G1220T p.R407L
XH_P41 19 15659003 15659003 Frame_Shift_Ins INS - TCTCT - CYP4F22 221_1222insTCT p.R407fs
XH_P41 19 20229289 20229289 Missense_Mutation SNP A G A ZNF90 c.A926G p.E309G
XH_P41 19 20229479 20229479 Missense_Mutation SNP T A T ZNF90 c.T1116A p.D372E
XH_P41 19 20229480 20229480 Missense_Mutation SNP A G A ZNF90 c.A1117G p.K373E
XH_P41 19 20727555 20727555 Missense_Mutation SNP C T C ZNF737 c.G1454A p.R485Q
XH_P41 19 20727556 20727556 Missense_Mutation SNP G C G ZNF737 c.C1453G p.R485G
XH_P41 19 21366637 21366637 Missense_Mutation SNP T C T ZNF431 c.T1534C p.S512P
XH_P41 19 21366639 21366639 Silent SNP T C T ZNF431 c.T1536C p.S512S
XH_P41 19 21720133 21720133 Missense_Mutation SNP T A T ZNF429 c.T1086A p.N362K
XH_P41 19 23543701 23543701 Missense_Mutation SNP T C T ZNF91 c.A1984G p.T662A
XH_P41 19 30935350 30935350 Missense_Mutation SNP G A G ZNF536 c.G881A p.R294H
XH_P41 19 33424507 33424507 Nonsense_Mutation SNP C A C CEP89 c.G736T p.E246X
XH_P41 19 33424508 33424508 Frame_Shift_Ins INS - GTTGTGA - CEP89 34_735insTCACA p.E245fs
XH_P41 19 40228590 40228590 Missense_Mutation SNP C T C CLC c.G3A p.M1I
XH_P41 19 50393269 50393269 Silent SNP A G A IL4I1 c.T1362C p.F454F
XH_P41 19 53572841 53572841 Missense_Mutation SNP G T G ZNF160 c.C946A p.H316N
XH_P41 19 53855011 53855011 Silent SNP C T C ZNF845 c.C1083T p.D361D
XH_P41 19 53855012 53855012 Missense_Mutation SNP A G A ZNF845 c.A1084G p.K362E
XH_P41 19 56196794 56196794 Silent SNP C T C EPN1 c.C261T p.T87T
XH_P41 19 57176198 57176198 Silent SNP T G T ZNF835 c.A369C p.S123S
XH_P41 19 57176304 57176304 Missense_Mutation SNP T G T ZNF835 c.A263C p.E88A
XH_P41 19 58355650 58355650 Frame_Shift_Ins INS - TCGAG - ZNF587B 149_1150insTCG p.H383fs
XH_P41 20 1617017 1617017 Frame_Shift_Ins INS - T - SIRPG c.564_565insA p.L189fs
XH_P41 20 1617018 1617018 Silent SNP C T C SIRPG c.G564A p.E188E
XH_P41 20 35672606 35672606 In_Frame_Ins INS - CATTTT - RBL1 371_372insAAAAp.M124delinsIKW
XH_P41 20 47688913 47688913 Nonsense_Mutation INS - TGAACTAG - CSE1L 59_860insTGAAC287_R288delinsLNX
XH_P41 20 50769183 50769183 Silent SNP G A G ZFP64 c.C1386T p.A462A
XH_P41 20 60885047 60885047 Missense_Mutation SNP C A C LAMA5 c.G10825T p.A3609S
XH_P41 20 61981134 61981134 Silent SNP G A G CHRNA4 c.C1629T p.S543S
XH_P41 21 41173194 41173194 Silent SNP T A T IGSF5 c.T1134A p.A378A
XH_P41 21 46066764 46066764 Missense_Mutation SNP C T C KRTAP10-11 c.C389T p.S130F
XH_P41 22 19838816 19838816 Missense_Mutation SNP T G T RTL10 c.A969C p.K323N
XH_P41 22 32586994 32586994 Missense_Mutation SNP C T C RFPL2 c.G719A p.R240H
XH_P41 22 41721837 41721837 Missense_Mutation SNP A T A ZC3H7B c.A200T p.D67V
XH_P41 22 50898026 50898026 Silent SNP G A G SBF1 c.C3561T p.Y1187Y
XH_P41 X 3235393 3235393 Missense_Mutation SNP C T C MXRA5 c.G6329A p.R2110H
XH_P41 X 18942536 18942536 Missense_Mutation SNP T A T PHKA2 c.A1677T p.R559S
XH_P41 X 48854582 48854582 Frame_Shift_Ins INS - GTCTG - GRIPAP1 181_182insCAGA p.K61fs
XH_P41 X 101970836 101970836 Missense_Mutation SNP A T A RMCX5-GPRASP c.A1039T p.N347Y
XH_P41 X 151366249 151366249 In_Frame_Ins INS - TGA - GABRA3 c.786_787insTCAp.V263delinsSV
XH_P41 Y 9304636 9304636 Silent SNP C T C TSPY1 c.C27T p.Y9Y
XH_P41 1 110230504 110230504 Missense_Mutation SNV G T T GSTM1 c.9G>T P.M3I
XH_P41 1 154223643 154223643 Missense_Mutation SNV C T T UBAP2L c.1340C>T P.A447V
XH_P41 1 169080657 169080657 Silent SNV C A A ATP1B1 c.147C>A P.I49I
XH_P41 1 200818796 200818796 Missense_Mutation SNV A G G CAMSAP2 c.2932A>G P.S978G
XH_P41 1 62971488 62971488 Splice_Site SNV C A A DOCK7 c.4450-1G>T
XH_P41 10 71835435 71835435 Silent SNV G A A H2AFY2 c.21G>A P.K7K
XH_P41 11 11906119 11906119 Missense_Mutation SNV A G G USP47 c.349A>G P.I117V
XH_P41 12 111926295 111926295 Missense_Mutation SNV T C C ATXN2 c.1910A>G P.K637R
XH_P41 12 56092319 56092319 Missense_Mutation SNV C T T ITGA7 c.1052G>A P.R351H
XH_P41 13 32835796 32835796 Missense_Mutation SNV C T T FRY c.7460C>T P.S2487F
XH_P41 14 77732902 77732902 Missense_Mutation SNV T A A NGB c.433A>T P.S145C
XH_P41 15 25422059 25422059 Splice_Site SNV C T T SNORD115-4 n.81C>T
XH_P41 15 39910106 39910106 Missense_Mutation SNV G A A FSIP1 c.1529C>T P.S510F
XH_P41 16 21215490 21215490 Missense_Mutation SNV G A A ZP2 c.833C>T P.P278L
XH_P41 16 30939947 30939947 Missense_Mutation SNV G A A FBXL19 c.847G>A P.E283K
XH_P41 16 67036963 67036963 Splice_Site SNV G T T CES4A c.397-10G>T
XH_P41 16 67681962 67681962 Missense_Mutation SNV A G G CARMIL2 c.1079A>G P.Y360C
XH_P41 16 67943557 67943557 Missense_Mutation SNV G A A PSKH1 c.905G>A P.R302H
XH_P41 19 1456961 1456961 Missense_Mutation SNV G A A APC2 c.926G>A P.R309H



XH_P41 19 40228590 40228590 Nonsense_Mutation SNV C T T CLC c.3G>A P.M1?
XH_P41 19 6380378 6380381 Frame_Shift_Del INDEL CTGT - - GTF2F1 1465_1468delAC P.T489fs
XH_P41 2 14774372 14774372 Missense_Mutation SNV G A A FAM84A c.269G>A P.R90Q
XH_P41 2 179343146 179343146 Silent SNV C T T FKBP7 c.81G>A P.K27K
XH_P41 2 20482714 20482714 Missense_Mutation SNV A C C PUM2 c.1546T>G P.S516A
XH_P41 2 238275725 238275725 Missense_Mutation SNV A G G COL6A3 c.5105T>C P.I1702T
XH_P41 2 241570294 241570294 Missense_Mutation SNV G A A GPR35 c.1018G>A P.A340T
XH_P41 21 41173194 41173194 Silent SNV T A A IGSF5 c.1134T>A P.A378A
XH_P41 22 19838816 19838816 Missense_Mutation SNV T G G C22orf29 c.969A>C P.K323N
XH_P41 22 41721837 41721837 Missense_Mutation SNV A T T ZC3H7B c.200A>T P.D67V
XH_P41 3 135721000 135721000 Missense_Mutation SNV A G G PPP2R3A c.660A>G P.I220M
XH_P41 3 141259371 141259371 Splice_Site SNV A G G RASA2 c.451-4A>G
XH_P41 3 52437209 52437209 Frame_Shift_Ins INDEL - TC TC BAP1 1833_1834dupG P.K612fs
XH_P41 5 140569168 140569168 Missense_Mutation SNV A G G PCDHB9 c.2276A>G P.Q759R
XH_P41 5 86668011 86668011 Splice_Site INDEL - G G RASA1 c.1776+1dupG
XH_P41 6 157100283 157100283 Missense_Mutation SNV G A A ARID1B c.1220G>A P.G407D
XH_P41 6 33756793 33756793 Missense_Mutation SNV T A A LEMD2 c.101A>T P.K34M
XH_P41 9 139581797 139581797 Missense_Mutation SNV G A A AGPAT2 c.13C>T P.P5S
XH_P41 9 21971153 21971153 Missense_Mutation SNV C A A CDKN2A c.248G>T P.G83V
XH_P41 X 101970836 101970836 Missense_Mutation SNV A T T GPRASP2 c.1039A>T P.N347Y
XH_P42 1 1895207 1895207 Missense_Mutation SNP G A G CFAP74 c.C1675T p.R559W
XH_P42 1 1961713 1961713 Missense_Mutation SNP G A G GABRD c.G1351A p.A451T
XH_P42 1 2428372 2428372 Missense_Mutation SNP G A G PLCH2 c.G1958A p.R653H
XH_P42 1 6313981 6313981 Missense_Mutation SNP G A G GPR153 c.C583T p.L195F
XH_P42 1 12183393 12183393 Silent SNP G A G TNFRSF8 c.G666A p.P222P
XH_P42 1 16461628 16461628 Silent SNP G A G EPHA2 c.C1323T p.D441D
XH_P42 1 26608828 26608828 Missense_Mutation SNP G A G UBXN11 c.C1165T p.P389S
XH_P42 1 27333320 27333320 Silent SNP C G C FAM46B c.G393C p.R131R
XH_P42 1 27622882 27622882 Frame_Shift_Ins INS - TCACAGCTTCCAT - WDTC1 TTACCTCACAGC p.H313fs
XH_P42 1 36769473 36769473 Missense_Mutation SNP G A G THRAP3 c.G2720A p.R907Q
XH_P42 1 38289478 38289478 Missense_Mutation SNP C A C MTF1 c.G1075T p.G359C
XH_P42 1 38289479 38289479 Nonsense_Mutation INS - ATGAATCATTCTA - MTF1 074insCTAGAATGp.Q358delinsHX
XH_P42 1 40125028 40125028 Missense_Mutation SNP C T C NT5C1A c.G872A p.R291Q
XH_P42 1 43632906 43632906 Nonsense_Mutation INS - AAATCAACTCTA - EBNA1BP2 GTACTTTAGAGTT.V180delinsQVLX
XH_P42 1 45120834 45120834 Silent SNP G A G TMEM53 c.C12T p.F4F
XH_P42 1 48865171 48865171 In_Frame_Ins INS - AGATAAACCTCCA - SPATA6 90insATGGAGGT 197delinsNGGLSV
XH_P42 1 52269589 52269589 Missense_Mutation SNP G A G NRDC c.C2210T p.A737V
XH_P42 1 65278469 65278469 Nonsense_Mutation INS - TTTCTCTATTCTTT - RAVER2 TAAGTATTTCTCT564_R565delinsKX
XH_P42 1 66384459 66384459 Silent SNP G A G PDE4B c.G222A p.P74P
XH_P42 1 84956144 84956144 Missense_Mutation SNP G A G RPF1 c.G605A p.R202H
XH_P42 1 94037342 94037342 In_Frame_Ins INS - GCTTTCATGAGAG - BCAR3 insCAGCTCTCATG296delinsSALMKAL
XH_P42 1 104120374 104120374 Frame_Shift_Ins INS - TAGTAACTTCTTT - AMY2B sATTAATAGTAA p.G418fs
XH_P42 1 115165718 115165718 Missense_Mutation SNP G T G DENND2C c.C946A p.P316T
XH_P42 1 115165719 115165719 Frame_Shift_Ins INS - TTTTTTTTATTTTT - DENND2C 5insCAAAAATAA p.Y315fs
XH_P42 1 115596024 115596024 Silent SNP G A G TSPAN2 c.C501T p.V167V
XH_P42 1 144852477 144852477 Missense_Mutation SNP G A G PDE4DIP c.C7508T p.P2503L
XH_P42 1 149761715 149761715 Frame_Shift_Ins INS - A - FCGR1A c.665_666insA p.G222fs
XH_P42 1 149761716 149761716 In_Frame_Ins INS - CTAAACAGGCAA - FCGR1A 67insGCTAAACAGG222delinsGAKQAT
XH_P42 1 150531134 150531134 Silent SNP G A G ADAMTSL4 c.G2568A p.P856P
XH_P42 1 151090631 151090631 In_Frame_Ins INS - CTCTCT - GABPB2 012_1013insCTCp.V338delinsALF
XH_P42 1 152192634 152192634 Missense_Mutation SNP G A G HRNR c.C1471T p.H491Y
XH_P42 1 152328411 152328411 Silent SNP A G A FLG2 c.T1851C p.S617S
XH_P42 1 152328507 152328507 Silent SNP C T C FLG2 c.G1755A p.S585S
XH_P42 1 153004942 153005013 In_Frame_Del DEL CCAAAGTGCC - CCCAAAGTGCCC SPRR1B c.121_192del p.41_64del
XH_P42 1 153751918 153751918 In_Frame_Ins INS - AGGGCA - SLC27A3 28_2229insAGGp.P743delinsPGH
XH_P42 1 153751919 153751919 Frame_Shift_Ins INS - AGGGCTGGAATG - SLC27A3 AAGGCAGGGCTG p.P743fs
XH_P42 1 155448205 155448205 Missense_Mutation SNP G A G ASH1L c.C4456T p.R1486C
XH_P42 1 156131148 156131148 Silent SNP C T C SEMA4A c.C426T p.G142G
XH_P42 1 159002473 159002473 In_Frame_Ins INS - TTTTTTTCTTTATC - IFI16 GGTTTGTTTTTTT85delinsSGLFFSLSESI
XH_P42 1 165173169 165173169 Missense_Mutation SNP C A C LMX1A c.G1097T p.G366V
XH_P42 1 167787436 167787436 In_Frame_Ins INS - GTTTTTGAAGGT - ADCY10 sTTCTTCACCTTCA299delinsSSSPSKTNQ
XH_P42 1 175372616 175372616 Silent SNP C A C TNR c.G636T p.G212G
XH_P42 1 176708870 176708870 Missense_Mutation SNP G A G PAPPA2 c.G3907A p.D1303N
XH_P42 1 182775328 182775328 Missense_Mutation SNP G A G NPL c.G191A p.R64H
XH_P42 1 185958761 185958761 Frame_Shift_Ins INS - TTTTTTGTTTGTTT - HMCN1 1insGGTTTTTTGT p.V1064fs
XH_P42 1 200143208 200143208 Frame_Shift_Ins INS - AGGTGTCCAGGA - NR5A2 GTAGAAGGTGTC p.L427fs
XH_P42 1 201180243 201180243 Silent SNP A G A IGFN1 c.A6222G p.L2074L
XH_P42 1 205589575 205589575 Missense_Mutation SNP G A G ELK4 c.C599T p.P200L
XH_P42 1 205904864 205904864 Missense_Mutation SNP G A G SLC26A9 c.C85T p.R29W
XH_P42 1 216692679 216692679 Missense_Mutation SNP C T C ESRRG c.G194A p.R65Q
XH_P42 1 226353673 226353673 Frame_Shift_Ins INS - ATTCACTATACAG - ACBD3 TTTTCTGTATAGT p.T105fs
XH_P42 1 228399737 228399737 Missense_Mutation SNP C T C OBSCN c.C253T p.R85C
XH_P42 1 228456389 228456389 Missense_Mutation SNP G A G OBSCN c.G5020A p.V1674M
XH_P42 1 228491389 228491389 Silent SNP A G A OBSCN c.A13752G p.R4584R
XH_P42 1 229771085 229771085 Missense_Mutation SNP G A G URB2 c.G725A p.R242Q
XH_P42 1 229771573 229771573 Missense_Mutation SNP A C A URB2 c.A1213C p.I405L
XH_P42 1 234582716 234582716 Nonsense_Mutation INS - AGATACCAAGAG - TARBP1 GTTGTTTCTCTTG_Q657delinsISCFSWYLAX
XH_P42 1 240370169 240370169 Missense_Mutation SNP T C T FMN2 c.T2057C p.L686P
XH_P42 1 245019801 245019801 Missense_Mutation SNP C T C HNRNPU c.G1813A p.E605K
XH_P42 2 1271333 1271333 Missense_Mutation SNP A T A SNTG2 c.A1274T p.Q425L
XH_P42 2 20130190 20130190 Nonsense_Mutation INS - GATAAAATCTGCT - WDR35 CTAAATGAGCAG1030delinsPNNNSHX
XH_P42 2 21363730 21363730 Frame_Shift_Ins INS - TTTTCTCCTAC - TDRD15 _3392insTTTTCT p.I1131fs
XH_P42 2 25469148 25469148 Missense_Mutation SNP G A G DNMT3A c.C854T p.T285M
XH_P42 2 25991687 25991687 Frame_Shift_Ins INS - A - ASXL2 c.554_555insT p.S185fs
XH_P42 2 25991688 25991688 Nonsense_Mutation INS - TTTATTTTTAAATT - ASXL2 ATATAATTTAAA185_I186delinsNIIX
XH_P42 2 26534743 26534743 Missense_Mutation SNP G A G ADGRF3 c.C1256T p.T419M
XH_P42 2 32476162 32476162 Silent SNP G A G NLRC4 c.C771T p.N257N
XH_P42 2 37121148 37121148 In_Frame_Ins INS - GCACTTCTAGATT - STRN nsATGAATCTAG275delinsNESRSAG
XH_P42 2 43452622 43452622 Silent SNP G A G ZFP36L2 c.C321T p.G107G
XH_P42 2 54952290 54952290 Missense_Mutation SNP C T C EML6 c.C92T p.T31M
XH_P42 2 55570910 55570910 Nonsense_Mutation INS - ATTTAAATAGAT - CCDC88A 207insTTATCTAT403_K404delinsLSIX
XH_P42 2 55570912 55570912 In_Frame_Ins INS - ATGAAGTTGTATT - CCDC88A AACATAAATACA02delinsKHKYNFMIR
XH_P42 2 61729415 61729415 Nonsense_Mutation INS - TAGTCAGACTCA - XPO1 AGATATTGAGTCTI111delinsKSFRYX
XH_P42 2 73496580 73496597 In_Frame_Del DEL CGGCGGCGG - GCGGCGGCGGCC FBXO41 c.162_179del p.54_60del
XH_P42 2 74642137 74642137 Silent SNP C T C C2orf81 c.G882A p.L294L
XH_P42 2 96078703 96078703 Nonstop_Mutation SNP T G T FAHD2A c.T943G p.X315G
XH_P42 2 97350122 97350122 In_Frame_Ins INS - CAG - FER1L5 1728_1729insCAp.S576delinsSQ
XH_P42 2 97350124 97350124 Frame_Shift_Ins INS - CCCCCAGACACC - FER1L5 731insTCCCCCA p.N577fs



XH_P42 2 97637976 97637976 Missense_Mutation SNP G A G FAM178B c.C226T p.R76C
XH_P42 2 97749494 97749494 Nonstop_Mutation SNP A C A FAHD2B c.T943G p.X315G
XH_P42 2 98422114 98422114 Missense_Mutation SNP A T A TMEM131 c.T2108A p.V703E
XH_P42 2 98422116 98422116 Frame_Shift_Ins INS - CTCCAAGTCTTCC - TMEM131 insTAAGGAAGAC p.K702fs
XH_P42 2 108487406 108487406 Missense_Mutation SNP A C A RGPD4 c.A2946C p.E982D
XH_P42 2 111556219 111556219 Silent SNP G A G ACOXL c.G378A p.A126A
XH_P42 2 112740484 112740484 Missense_Mutation SNP A G A MERTK c.A1210G p.R404G
XH_P42 2 118854300 118854300 Silent SNP G A G INSIG2 c.G168A p.T56T
XH_P42 2 128394147 128394147 Missense_Mutation SNP G A G MYO7B c.G6073A p.V2025I
XH_P42 2 135872863 135872863 Missense_Mutation SNP G A G RAB3GAP1 c.G560A p.R187Q
XH_P42 2 137928506 137928506 Missense_Mutation SNP G A G THSD7B c.G1721A p.R574H
XH_P42 2 159526360 159526360 Missense_Mutation SNP G A G PKP4 c.G2857A p.A953T
XH_P42 2 163361125 163361125 Frame_Shift_Ins INS - CACCATGAAACAT - KCNH7 935insATGTTTCA p.S312fs
XH_P42 2 166848681 166848681 Missense_Mutation SNP C T C SCN1A c.G5104A p.D1702N
XH_P42 2 166903302 166903302 Nonsense_Mutation INS - TAGTTTAATTATT - SCN1A 5insTAAAATAATT452_K453delinsIKX
XH_P42 2 170042152 170042152 Nonsense_Mutation SNP G A G LRP2 c.C9706T p.R3236X
XH_P42 2 171264321 171264321 Frame_Shift_Ins INS - TGGGGTTCTTG - MYO3B _2618insTGGGG p.Q873fs
XH_P42 2 171264323 171264323 Frame_Shift_Ins INS - AAAAATAGAGA - MYO3B _2620insAAAAAT p.Q873fs
XH_P42 2 179431635 179431635 Silent SNP G A G TTN c.C52029T p.N17343N
XH_P42 2 197637788 197637788 Nonsense_Mutation SNP G A G GTF3C3 c.C1921T p.R641X
XH_P42 2 201437158 201437158 Frame_Shift_Ins INS - CATCTTTATCATT - SGO2 2090insCATCTTT p.N697fs
XH_P42 2 207395608 207395608 Splice_Site INS - ACTGCAGCTATTT - ADAM23 . .
XH_P42 2 208632543 208632543 Silent SNP G A G FZD5 c.C921T p.Y307Y
XH_P42 2 209113113 209113113 Missense_Mutation SNP G A G IDH1 c.C394T p.R132C
XH_P42 2 216298165 216298165 Nonsense_Mutation INS - ATGGTACAGCTT - FN1 7insATAAGCTGTD99_K100delinsEX
XH_P42 2 219528006 219528006 Missense_Mutation SNP G A G BCS1L c.G797A p.R266Q
XH_P42 2 220336975 220336975 Missense_Mutation SNP G A G SPEG c.G3862A p.A1288T
XH_P42 2 220424188 220424188 Missense_Mutation SNP A C A OBSL1 c.T2985G p.D995E
XH_P42 3 8590324 8590324 Missense_Mutation SNP G A G LMCD1 c.G239A p.R80H
XH_P42 3 14964556 14964556 Missense_Mutation SNP G A G FGD5 c.G3811A p.V1271M
XH_P42 3 40573747 40573747 Nonsense_Mutation SNP T G T ZNF621 c.T486G p.Y162X
XH_P42 3 47158243 47158243 Nonsense_Mutation INS - CATGAGAAGACG - SETD2 CTTAATCGTCTTC442_K1443delinsLSX
XH_P42 3 49323757 49323757 Silent SNP T C T USP4 c.A1833G p.G611G
XH_P42 3 49323759 49323759 Splice_Site INS - CTGTTTCTGAAAG - USP4 . .
XH_P42 3 51263088 51263088 Missense_Mutation SNP C T C DOCK3 c.C1261T p.R421C
XH_P42 3 72971477 72971477 Frame_Shift_Ins INS - ATATACAAAGAAG - GXYLT2 592insATATACAA p.L197fs
XH_P42 3 72971479 72971479 Frame_Shift_Ins INS - TGAGCACAGAA - GXYLT2 _594insTGAGCAC p.F198fs
XH_P42 3 78766995 78766995 Nonsense_Mutation INS - GACAGTCAGCTC - ROBO1 TAGCCGAGCTGAp.K193delinsKX
XH_P42 3 89390983 89390983 Missense_Mutation SNP A G A EPHA3 c.A1049G p.D350G
XH_P42 3 97983363 97983363 Missense_Mutation SNP C T C OR5H6 c.C235T p.L79F
XH_P42 3 100605135 100605135 Nonsense_Mutation INS - TTACCTAATTTTT - ABI3BP 5insTTAAAAATTA172_E173delinsIKNX
XH_P42 3 111851949 111851949 Frame_Shift_Ins INS - CCTTGCTGTGTTG - GCSAM nsGACAACACAG p.R7fs
XH_P42 3 111851951 111851951 Missense_Mutation SNP A T A GCSAM c.T17A p.L6Q
XH_P42 3 121351315 121351315 Silent SNP G A G HCLS1 c.C993T p.P331P
XH_P42 3 123219515 123219515 Missense_Mutation SNP G A G HACD2 c.C196T p.P66S
XH_P42 3 126137618 126137618 Splice_Site SNP G A G CFAP100 . .
XH_P42 3 132389893 132389893 Nonsense_Mutation INS - AATACATTATACT - UBA5 sCTCTAATACATT103_A104delinsTLX
XH_P42 3 134911453 134911453 Frame_Shift_Ins INS - TCTCATTGTAACT - EPHB1 GTCTTCTCTCATT p.L640fs
XH_P42 3 141163728 141163728 Frame_Shift_Ins INS - GTTTTCTTTTTCTC - ZBTB38 499insAGTTTTCT p.V833fs
XH_P42 3 150128693 150128693 Missense_Mutation SNP C T C TSC22D2 c.C1556T p.P519L
XH_P42 3 151163773 151163773 Nonsense_Mutation INS - AGCACAATCAGTT - IGSF10 996insAAACTGA1332_E1333delinsX
XH_P42 3 169644898 169644898 Frame_Shift_Ins INS - AATGTCTG - SAMD7 48_849insAATGT p.S283fs
XH_P42 3 195481086 195481086 Missense_Mutation SNP G A G MUC4 c.C2465T p.A822V
XH_P42 3 195516676 195516676 Missense_Mutation SNP G A G MUC4 c.C1775T p.T592M
XH_P42 4 10446803 10446803 Frame_Shift_Ins INS - AAAGGAGAGT - ZNF518B 9_1150insACTCT p.R384fs
XH_P42 4 17586746 17586746 Missense_Mutation SNP G A G LAP3 c.G691A p.E231K
XH_P42 4 22403140 22403140 Frame_Shift_Ins INS - GCTTGGCAGATG - ADGRA3 TGCCAGCATCTG p.V799fs
XH_P42 4 25759189 25759189 Missense_Mutation SNP C T C SEL1L3 c.G3121A p.A1041T
XH_P42 4 37962629 37962629 Nonstop_Mutation INS - TCA - PTTG2 c.574_575insTCAp.X192delinsFR
XH_P42 4 37962630 37962630 Frame_Shift_Ins INS - CCCCCCTTCACCT - PTTG2 CTGGGCCCCCCTT192delinsCWAPLHLX
XH_P42 4 41748011 41748028 In_Frame_Del DEL CCGCCGCTGC - GCCGCCGCTGCC PHOX2B c.741_758del p.247_253del
XH_P42 4 47427774 47427774 Silent SNP C T C GABRB1 c.C1164T p.S388S
XH_P42 4 75937865 75937865 Frame_Shift_Ins INS - TCCACAAAACAC - PARM1 AGCTCTCCACAA p.S92fs
XH_P42 4 79359739 79359739 Missense_Mutation SNP G A G FRAS1 c.G5233A p.D1745N
XH_P42 4 79359740 79359740 In_Frame_Ins INS - ATTCCT - FRAS1 234_5235insATTp.D1745delinsEFL
XH_P42 4 108969841 108969841 Frame_Shift_Ins INS - TAAAGCATAAAAA - LEF1 8insACCTTTTTAT p.M383fs
XH_P42 4 114275990 114275990 Silent SNP C A C ANK2 c.C6216A p.S2072S
XH_P42 4 114275992 114275992 In_Frame_Ins INS - CTCTCTGTTTTTG - ANK2 219insCCTCTCTGI2073delinsILSVFE
XH_P42 4 129864317 129864317 Nonsense_Mutation INS - CACTGACAAGCC - SCLT1 nsTGTGGGCTTG9_E490delinsLWACQX
XH_P42 4 140811064 140811096 In_Frame_Del DEL CTGCTGCTGC - GCTGCTGCTGCTG MAML3 c.1494_1514del p.498_505del
XH_P42 4 155410587 155410587 Missense_Mutation SNP G A G DCHS2 c.C1921T p.P641S
XH_P42 4 156632189 156632189 Missense_Mutation SNP T C T GUCY1A3 c.T872C p.M291T
XH_P42 4 156632191 156632191 Frame_Shift_Ins INS - TGAAACGGAAGT - GUCY1A3 TTATATGAAACG p.F292fs
XH_P42 4 173942679 173942679 Missense_Mutation SNP C A C GALNTL6 c.C1541A p.T514N
XH_P42 4 185686065 185686065 Silent SNP G A G ACSL1 c.C1272T p.Y424Y
XH_P42 5 896885 896885 Missense_Mutation SNP G A G TRIP13 c.G364A p.A122T
XH_P42 5 23527777 23527777 Silent SNP C T C PRDM9 c.C2580T p.Y860Y
XH_P42 5 36226646 36226646 Missense_Mutation SNP G A G NADK2 c.C409T p.R137C
XH_P42 5 43613231 43613231 Frame_Shift_Ins INS - AA - NNT c.373_374insAA p.V125fs
XH_P42 5 43613232 43613232 Frame_Shift_Ins INS - ATCTCTTTGG - NNT 4_375insATCTCTT p.V125fs
XH_P42 5 56177849 56177854 In_Frame_Del DEL CAACAA - CAACAA MAP3K1 c.2822_2827del p.941_943del
XH_P42 5 64521983 64521983 Missense_Mutation SNP G A G ADAMTS6 c.C1997T p.A666V
XH_P42 5 82834077 82834078 Frame_Shift_Del DEL TA - TA VCAN c.2294_2295del p.L765fs
XH_P42 5 90136557 90136557 Frame_Shift_Ins INS - A - ADGRV1 16774_16775ins p.P5592fs
XH_P42 5 90136558 90136558 Frame_Shift_Ins INS - ATATTCACAAAA - ADGRV1 ATTACTAATATTC p.P5592fs
XH_P42 5 101816059 101816059 Frame_Shift_Ins INS - TAATGAA - SLCO6A1 37_438insTTCAT p.A146fs
XH_P42 5 102895168 102895168 Frame_Shift_Ins INS - TT - NUDT12 c.153_154insAA p.C52fs
XH_P42 5 102895169 102895169 Nonsense_Mutation INS - TCATTCGTTAGGA - NUDT12 TGGTTCCTAACG.M51delinsILGSX
XH_P42 5 130982900 130982900 Splice_Site INS - CTCCTTGACATG - FNIP1 . .
XH_P42 5 138773156 138773156 Frame_Shift_Ins INS - ACCCCAA - DNAJC18 31_132insTTGGG p.A44fs
XH_P42 5 138773158 138773158 Nonsense_Mutation INS - AGCTGTTCCTCA - DNAJC18 130insTGAGGAA p.A44delinsX
XH_P42 5 140207965 140207965 Missense_Mutation SNP G C G PCDHA6 c.G289C p.G97R
XH_P42 5 140573626 140573626 Missense_Mutation SNP G A G PCDHB10 c.G1501A p.A501T
XH_P42 5 140725547 140725547 Silent SNP C T C PCDHGA3 c.C1947T p.H649H
XH_P42 5 147788744 147788744 Nonsense_Mutation INS - TATACATTATAAA - FBXO38 TATACTATACATTV309delinsVFIYYTLX
XH_P42 5 161309615 161309615 Missense_Mutation SNP G A G GABRA1 c.G611A p.R204H
XH_P42 6 4892315 4892315 Silent SNP G A G CDYL c.G393A p.K131K
XH_P42 6 28227727 28227727 Missense_Mutation SNP C T C NKAPL c.C578T p.S193L



XH_P42 6 37620032 37620032 Missense_Mutation SNP G A G MDGA1 c.C1067T p.S356L
XH_P42 6 42656069 42656069 Missense_Mutation SNP G A G UBR2 c.G4969A p.G1657R
XH_P42 6 42832824 42832824 Silent SNP A T A BICRAL c.A2880T p.A960A
XH_P42 6 42986447 42986447 Missense_Mutation SNP G C G KLHDC3 c.G810C p.K270N
XH_P42 6 43100271 43100271 Silent SNP C T C PTK7 c.C1098T p.H366H
XH_P42 6 54254679 54254679 Frame_Shift_Ins INS - ACATACTTTGGTA - TINAG 8insGAAACATACT p.I463fs
XH_P42 6 75823413 75823413 Frame_Shift_Ins INS - TATATATATATTT - COL12A1 sCAAATAAATATA p.L1418fs
XH_P42 6 75892823 75892823 Missense_Mutation SNP G A G COL12A1 c.C1834T p.L612F
XH_P42 6 85472394 85472394 Missense_Mutation SNP G A G TBX18 c.C365T p.P122L
XH_P42 6 94066754 94066754 Frame_Shift_Ins INS - A - EPHA7 c.1004_1005insT p.P335fs
XH_P42 6 94066756 94066756 Nonsense_Mutation INS - TCACATCGTTTC - EPHA7 1003insGAAACG.P335delinsETMX
XH_P42 6 116265573 116265573 Nonsense_Mutation INS - TTTTGTTTTAATT - FRK 4insCTAATTAAAA325_I326delinsTNX
XH_P42 6 136597648 136597648 Splice_Site INS - TTAAGAACTTCC - BCLAF1 . .
XH_P42 6 137243670 137243670 Missense_Mutation SNP G A G SLC35D3 c.G104A p.R35H
XH_P42 6 146993502 146993502 Frame_Shift_Ins INS - C - ADGB c.986_987insC p.E329fs
XH_P42 6 146993504 146993504 In_Frame_Ins INS - AAACAT - ADGB 988_989insAAACp.I330delinsKTL
XH_P42 6 151766776 151766776 Frame_Shift_Ins INS - GGGTTCTAAATGG - RMND1 171insCCATTTAG p.K57fs
XH_P42 6 152565769 152565769 Nonsense_Mutation INS - TAGAAAAAAT - SYNE1 1_19382insATTT461_L6462delinsDFFX
XH_P42 6 152565770 152565770 Frame_Shift_Ins INS - ACTTT - SYNE1 380_19381insAA p.G6461fs
XH_P42 6 153292503 153292503 Missense_Mutation SNP C T C FBXO5 c.G1001A p.R334H
XH_P42 6 160525985 160525985 Missense_Mutation SNP G A G IGF2R c.G7345A p.D2449N
XH_P42 6 160819096 160819096 In_Frame_Ins INS - TGTGTCAATGCG - SLC22A3 nsGTCTGTGTCAA172delinsLSVSMRG
XH_P42 6 160819098 160819098 Missense_Mutation SNP G T G SLC22A3 c.G517T p.G173C
XH_P42 6 170871055 170871058 Frame_Shift_Del DEL GCAG - GCAG TBP c.171_174del p.Q57fs
XH_P42 7 1786409 1786409 Missense_Mutation SNP C T C ELFN1 c.C2177T p.P726L
XH_P42 7 6193562 6193562 Missense_Mutation SNP G A G USP42 c.G2377A p.A793T
XH_P42 7 14017062 14017062 In_Frame_Ins INS - ATAAGA - ETV1 104_105insTCTTp.Q35delinsHLM
XH_P42 7 15725798 15725803 In_Frame_Del DEL TGGTGG - TGGTGG MEOX2 c.225_230del p.75_77del
XH_P42 7 17379766 17379766 Missense_Mutation SNP C A C AHR c.C2317A p.Q773K
XH_P42 7 17379767 17379767 Frame_Shift_Ins INS - AAAAT - AHR 318_2319insAAA p.Q773fs
XH_P42 7 20193994 20193994 Nonsense_Mutation INS - AGTCGTACTAAC - MACC1 TGAAAAGTTAGT723_M724delinsTSX
XH_P42 7 27239446 27239463 In_Frame_Del DEL CGGCCGCCGC - GCGGCCGCCGCC HOXA13 c.234_251del p.78_84del
XH_P42 7 30185905 30185905 Missense_Mutation SNP C A C MTURN c.C275A p.S92Y
XH_P42 7 64378072 64378072 In_Frame_Ins INS - TATTTACCAACTT - ZNF273 17insATATTTACC.N72delinsNIFTNL
XH_P42 7 66532390 66532390 Missense_Mutation SNP G A G TYW1 c.G1274A p.R425Q
XH_P42 7 72849516 72849516 Silent SNP G A G FZD9 c.G1179A p.T393T
XH_P42 7 76110029 76110029 Missense_Mutation SNP C A C DTX2 c.C203A p.A68E
XH_P42 7 77539717 77539717 Frame_Shift_Ins INS - AATTTCC - PHTF2 53_654insAATTT p.F218fs
XH_P42 7 94992089 94992089 Missense_Mutation SNP C T C PON3 c.G760A p.D254N
XH_P42 7 97823848 97823848 Silent SNP G A G LMTK2 c.G4071A p.T1357T
XH_P42 7 99227017 99227017 Missense_Mutation SNP G A G ZSCAN25 c.G1009A p.E337K
XH_P42 7 99312214 99312214 Silent SNP T C T CYP3A7 c.A762G p.K254K
XH_P42 7 99506310 99506323 Frame_Shift_Del DEL TTCTTCTTCGT - CTTCTTCTTCGTCT TRIM4 c.602_615del p.E201fs
XH_P42 7 100635142 100635142 Missense_Mutation SNP G A G MUC12 c.G1298A p.R433H
XH_P42 7 100635243 100635245 In_Frame_Del DEL CCC - CCC MUC12 c.1399_1401del p.467_467del
XH_P42 7 100676246 100676246 Missense_Mutation SNP T C T MUC17 c.T1549C p.S517P
XH_P42 7 100680017 100680017 Missense_Mutation SNP A G A MUC17 c.A5320G p.I1774V
XH_P42 7 103301862 103301862 Missense_Mutation SNP T G T RELN c.A1402C p.T468P
XH_P42 7 104807824 104807824 Missense_Mutation SNP G A G SRPK2 c.C481T p.H161Y
XH_P42 7 107708510 107708510 Nonsense_Mutation INS - AAATGT - LAMB4 396_2397insACA p.C799delinsX
XH_P42 7 107708511 107708511 In_Frame_Ins INS - AAGACTGTG - LAMB4 5_2396insCACAG.C799delinsSQSC
XH_P42 7 131859651 131859651 Missense_Mutation SNP A C A PLXNA4 c.T3903G p.H1301Q
XH_P42 7 139090511 139090511 Missense_Mutation SNP G A G C7orf55-LUC7L2 c.G488A p.R163Q
XH_P42 7 139257835 139257835 Silent SNP G A G HIPK2 c.C3354T p.P1118P
XH_P42 7 141362520 141362520 Missense_Mutation SNP A T A KIAA1147 c.T1304A p.L435Q
XH_P42 8 3076841 3076841 Missense_Mutation SNP G T G CSMD1 c.C4608A p.S1536R
XH_P42 8 3076842 3076842 Nonsense_Mutation INS - TGATACAAATTAA - CSMD1 607insATTAATTTp.S1536delinsNX
XH_P42 8 14095166 14095166 Frame_Shift_Ins INS - CTGTCCGGTTA - SGCZ _257insTAACCGG p.S86fs
XH_P42 8 20072400 20072400 Silent SNP G A G ATP6V1B2 c.G999A p.T333T
XH_P42 8 22105698 22105698 Frame_Shift_Ins INS - AGAAGGGCGAGA - POLR3D CCAGAGAAGGG p.D131fs
XH_P42 8 41794972 41794972 Frame_Shift_Ins INS - TGATGCTGATGG - KAT6A 3154insACCATCA p.S1052fs
XH_P42 8 41906091 41906091 Silent SNP G A G KAT6A c.C405T p.F135F
XH_P42 8 67590068 67590068 Missense_Mutation SNP T C T C8orf44 c.T125C p.M42T
XH_P42 8 106813386 106813386 Missense_Mutation SNP C T C ZFPM2 c.C1076T p.T359I
XH_P42 8 141566055 141566055 Missense_Mutation SNP A C A AGO2 c.T1209G p.D403E
XH_P42 8 144732584 144732584 Frame_Shift_Ins INS - GA - ZNF623 c.542_543insGA p.C181fs
XH_P42 8 144732585 144732585 Frame_Shift_Ins INS - CTTCC - ZNF623 543_544insCTTC p.C181fs
XH_P42 8 144942124 144942124 Silent SNP G A G EPPK1 c.C5298T p.Y1766Y
XH_P42 9 78910321 78910321 Nonsense_Mutation INS - GACTTATGTTGAT - PCSK5 7insATGACTTATL1106delinsHDLCX
XH_P42 9 111625023 111625023 Missense_Mutation SNP G A G ACTL7A c.G421A p.V141M
XH_P42 9 111674598 111674598 Missense_Mutation SNP G A G ELP1 c.C88T p.R30W
XH_P42 9 113550104 113550104 Missense_Mutation SNP T C T MUSK c.T1625C p.I542T
XH_P42 9 114134864 114134864 Nonsense_Mutation INS - TTACATTCTTCTT - KIAA0368 nsGAAAAAGAAG6_A1637delinsRKRRMX
XH_P42 9 114134866 114134866 Silent SNP A G A KIAA0368 c.T4905C p.I1635I
XH_P42 9 117106079 117106079 Silent SNP G A G AKNA c.C3309T p.H1103H
XH_P42 9 121929544 121929544 Nonsense_Mutation SNP G A G BRINP1 c.C2104T p.R702X
XH_P42 9 127074839 127074839 Missense_Mutation SNP G A G NEK6 c.G196A p.E66K
XH_P42 9 127670752 127670752 Splice_Site INS - TAGAAGGGATTA - GOLGA1 . .
XH_P42 9 139793340 139793340 Missense_Mutation SNP G A G TRAF2 c.G148A p.G50S
XH_P42 9 139906715 139906715 Splice_Site SNP A C A ABCA2 . .
XH_P42 9 140002059 140002059 Missense_Mutation SNP G A G MAN1B1 c.G1841A p.R614H
XH_P42 10 3209169 3209169 Silent SNP C T C PITRM1 c.G129A p.R43R
XH_P42 10 5415732 5415732 Missense_Mutation SNP G C G UCN3 c.G49C p.G17R
XH_P42 10 5415733 5415733 Missense_Mutation SNP G C G UCN3 c.G50C p.G17A
XH_P42 10 15883594 15883630 Frame_Shift_Del DEL ACCAAAGCAT - TAACCAAAGCATA MINDY3 c.236_240del p.E79fs
XH_P42 10 18874964 18874964 Frame_Shift_Ins INS - CT - NSUN6 c.412_413insAG p.A138fs
XH_P42 10 21806398 21806398 Silent SNP C T C SKIDA1 c.G354A p.P118P
XH_P42 10 27815803 27815803 Silent SNP T A T RAB18 c.T171A p.A57A
XH_P42 10 45939661 45939661 Missense_Mutation SNP C A C ALOX5 c.C1772A p.T591K
XH_P42 10 49659056 49659056 Silent SNP G A G ARHGAP22 c.C846T p.S282S
XH_P42 10 58120143 58120143 Missense_Mutation SNP C T C ZWINT c.G43A p.V15I
XH_P42 10 58120144 58120144 Frame_Shift_Ins INS - TTGGCTGGCAGT - ZWINT 42insAACTGCCAG p.E14fs
XH_P42 10 69565508 69565508 Frame_Shift_Ins INS - AAATTCAGAT - DNAJC12 4_335insATCTGA p.M112fs
XH_P42 10 70644586 70644586 Missense_Mutation SNP G A G STOX1 c.G1034A p.R345Q
XH_P42 10 75184521 75184521 Missense_Mutation SNP C A C MSS51 c.G1173T p.E391D
XH_P42 10 75529130 75529130 Missense_Mutation SNP C T C SEC24C c.C2450T p.A817V
XH_P42 10 86273726 86273726 In_Frame_Ins INS - CCA - CCSER2 1128_1129insCCp.K376delinsKP
XH_P42 10 86273728 86273728 In_Frame_Ins INS - TATTGAGTTCTTT - CCSER2 1insCATATTGAGS377delinsSILSSLV



XH_P42 10 88418345 88418345 Missense_Mutation SNP G A G OPN4 c.G529A p.A177T
XH_P42 10 95660860 95660860 Silent SNP G A G SLC35G1 c.G711A p.S237S
XH_P42 10 98155720 98155720 Missense_Mutation SNP G A G TLL2 c.C1442T p.P481L
XH_P42 10 99156022 99156022 Missense_Mutation SNP G A G RRP12 c.C406T p.R136C
XH_P42 10 116200820 116200820 Missense_Mutation SNP A G A ABLIM1 c.T743C p.F248S
XH_P42 10 126631247 126631247 Nonsense_Mutation INS - AATAATTAGGAC - ZRANB1 CTATAAATAATTAS62_S63delinsSYKX
XH_P42 10 129903076 129903076 Missense_Mutation SNP T C T MKI67 c.A5948G p.K1983R
XH_P42 11 613452 613452 Missense_Mutation SNP A C A IRF7 c.T1030G p.F344V
XH_P42 11 800232 800232 Missense_Mutation SNP G A G PIDD1 c.C2173T p.R725C
XH_P42 11 1017514 1017514 Missense_Mutation SNP A G A MUC6 c.T5287C p.S1763P
XH_P42 11 1261452 1261452 Missense_Mutation SNP G A G MUC5B c.G3817A p.V1273I
XH_P42 11 1265450 1265450 Missense_Mutation SNP A C A MUC5B c.A7340C p.E2447A
XH_P42 11 1265451 1265451 Silent SNP G A G MUC5B c.G7341A p.E2447E
XH_P42 11 1606138 1606138 Silent SNP T G T KRTAP5-1 c.A342C p.G114G
XH_P42 11 1774802 1774802 Silent SNP G A G CTSD c.C1170T p.I390I
XH_P42 11 4661117 4661117 In_Frame_Ins INS - ATGCAGAAGCCCC - OR51D1 TTGTATGCAGAAG3delinsDFVCRSPSSW
XH_P42 11 6587042 6587042 In_Frame_Ins INS - GCTCTTCTT - DNHD1 4_10875insGCTC.E3625delinsELFL
XH_P42 11 6588165 6588165 Missense_Mutation SNP G A G DNHD1 c.G11426A p.R3809H
XH_P42 11 8013361 8013361 Nonsense_Mutation INS - ATAGGGTTTATTC - EIF3F 399insATAGGGTN133_C134delinsKX
XH_P42 11 8662434 8662434 Silent SNP A C A TRIM66 c.T1053G p.P351P
XH_P42 11 9606861 9606861 Missense_Mutation SNP G A G WEE1 c.G703A p.E235K
XH_P42 11 10822295 10822295 Nonsense_Mutation SNP C A C EIF4G2 c.G1513T p.E505X
XH_P42 11 11643052 11643052 Frame_Shift_Ins INS - TTGTCGGGCGCCG - GALNT18 AGCCGGCGCCCG p.G30fs
XH_P42 11 19955108 19955108 Missense_Mutation SNP G A G NAV2 c.G1126A p.E376K
XH_P42 11 20066919 20066919 Missense_Mutation SNP G A G NAV2 c.G863A p.R288Q
XH_P42 11 33360980 33360980 Nonsense_Mutation INS - TAAGTCACAGAG - HIPK3 14insAATAAGTCAM505_L506delinsKX
XH_P42 11 33373759 33373759 Missense_Mutation SNP G A G HIPK3 c.G3056A p.R1019H
XH_P42 11 33596398 33596398 Missense_Mutation SNP G A G KIAA1549L c.G3490A p.V1164I
XH_P42 11 46369238 46369238 Missense_Mutation SNP C A C DGKZ c.C29A p.A10D
XH_P42 11 48185115 48185115 Missense_Mutation SNP G A G PTPRJ c.G3664A p.V1222I
XH_P42 11 49075312 49075312 Missense_Mutation SNP G C G TRIM64C c.C1307G p.S436C
XH_P42 11 59575205 59575205 Missense_Mutation SNP G A G MRPL16 c.C239T p.T80M
XH_P42 11 62546426 62546426 In_Frame_Ins INS - GAAGCCTTT - TAF6L 2_523insGAAGC.Q174delinsQEAF
XH_P42 11 62761028 62761028 Missense_Mutation SNP G A G SLC22A8 c.C1028T p.T343M
XH_P42 11 64064379 64064379 Silent SNP G A G KCNK4 c.G219A p.A73A
XH_P42 11 64514214 64514214 Missense_Mutation SNP G A G PYGM c.C2182T p.R728C
XH_P42 11 66290955 66290955 Missense_Mutation SNP G A G BBS1 c.G859A p.E287K
XH_P42 11 66411364 66411384 In_Frame_Del DEL GCTGCAGCA - CTGCTGCAGCAGCRBM14-RBM4 c.781_801del p.261_267del
XH_P42 11 66512290 66512290 Frame_Shift_Ins INS - GC - C11orf80 c.77_78insGC p.G26fs
XH_P42 11 66639562 66639562 Silent SNP G A G PC c.C69T p.P23P
XH_P42 11 67190888 67190888 Nonsense_Mutation INS - TAGCTGACCTGGA - CARNS1 01insACTAGCTGAL434_V435delinsYX
XH_P42 11 71293831 71293839 In_Frame_Del DEL CCACAGCCC - CCACAGCCC KRTAP5-11 c.45_53del p.15_18del
XH_P42 11 86152464 86152464 Nonsense_Mutation INS - TCTTTTAAACTTTC - ME3 2insCAGAAAGTT.K558delinsQKVX
XH_P42 11 89608840 89608840 Missense_Mutation SNP C G C TRIM64B c.G346C p.E116Q
XH_P42 11 102585439 102585439 Silent SNP G A G MMP8 c.C1038T p.G346G
XH_P42 11 102984928 102984928 Frame_Shift_Ins INS - CCTCC - DYNC2H1 463_464insCCTC p.N155fs
XH_P42 11 108043676 108043676 Nonsense_Mutation INS - GTGATGATCCATT - NPAT 35insCAAATGGA9_A680delinsQMDHHX
XH_P42 11 117789257 117789257 Silent SNP G A G TMPRSS13 c.C318T p.S106S
XH_P42 11 118130871 118130871 Missense_Mutation SNP G C G MPZL2 c.C482G p.A161G
XH_P42 11 118130872 118130872 Frame_Shift_Ins INS - TTACGATTTT - MPZL2 _481insAAAATC p.A161fs
XH_P42 11 118962124 118962124 Missense_Mutation SNP G A G HMBS c.G500A p.R167Q
XH_P42 11 124745572 124745572 Silent SNP G A G ROBO3 c.G2412A p.T804T
XH_P42 11 129785616 129785616 Missense_Mutation SNP G T G PRDM10 c.C2207A p.T736K
XH_P42 12 306585 306585 Frame_Shift_Ins INS - CT - SLC6A12 .1032_1033insA p.S345fs
XH_P42 12 306587 306587 Nonsense_Mutation INS - TCAGCAAGAGAG - SLC6A12 sCACTTCTCTCTTG44_S345delinsTLLSCX
XH_P42 12 4835874 4835874 Missense_Mutation SNP G A G GALNT8 c.G388A p.E130K
XH_P42 12 6166079 6166079 Missense_Mutation SNP G A G VWF c.C1889T p.A630V
XH_P42 12 7301789 7301789 Missense_Mutation SNP G A G CLSTN3 c.G2069A p.G690D
XH_P42 12 9243846 9243846 Missense_Mutation SNP G A G A2M c.C1970T p.A657V
XH_P42 12 9317737 9317737 Missense_Mutation SNP G A G PZP c.C2485T p.R829W
XH_P42 12 11420289 11420289 In_Frame_Ins INS - CAATGACAGGTA - PRB3 _767insTACCTGTp.K256delinsIPVIE
XH_P42 12 14804407 14804407 Silent SNP G A G GUCY2C c.C1644T p.Y548Y
XH_P42 12 49167304 49167304 Missense_Mutation SNP G A G ADCY6 c.C2569T p.P857S
XH_P42 12 52162755 52162755 Missense_Mutation SNP G A G SCN8A c.G3008A p.R1003H
XH_P42 12 53162773 53162775 In_Frame_Del DEL ACT - ACT KRT76 c.1639_1641del p.547_547del
XH_P42 12 54645964 54645964 Missense_Mutation SNP A G A CBX5 c.T185C p.L62P
XH_P42 12 54645965 54645965 Frame_Shift_Ins INS - CCTCTTGTTACTTT - CBX5 TCAGAAAGTAAC p.L62fs
XH_P42 12 57691141 57691141 Frame_Shift_Ins INS - GTACCTAAATTTA - R3HDM2 GGAAATAAATTTA p.Q177fs
XH_P42 12 57906602 57906602 Nonsense_Mutation INS - TTTTCTCTTTGCTT - MARS 23insTTTTTTCTCTQ608delinsLFSLCLX
XH_P42 12 70150438 70150438 Frame_Shift_Ins INS - TCTCTCTGCATTA - RAB3IP 506insTCTCTCTG p.Q169fs
XH_P42 12 71974178 71974178 In_Frame_Ins INS - GATAATTAAATAT - LGR5 6insCGGATAATTK485delinsKRIIKYS
XH_P42 12 81205269 81205283 In_Frame_Del DEL TTGCTGCTGC - GTTGCTGCTGCTG LIN7A c.450_464del p.150_155del
XH_P42 12 81741459 81741459 Frame_Shift_Ins INS - CTGTTAAGATTAA - PPFIA2 6insCATTAATCTT p.L262fs
XH_P42 12 89984864 89984864 Frame_Shift_Ins INS - AAAGAAACAAA - ATP2B1 _3560insTTTGTT p.N1187fs
XH_P42 12 96077480 96077480 Silent SNP G A G NTN4 c.C1188T p.S396S
XH_P42 12 99056345 99056345 Frame_Shift_Ins INS - ACACTTATCTTAA - APAF1 790insACACTTAT p.M263fs
XH_P42 12 99056347 99056347 Splice_Site SNP G C G APAF1 . .
XH_P42 12 99793512 99793512 Silent SNP G A G ANKS1B c.C1653T p.N551N
XH_P42 12 99793514 99793514 Nonsense_Mutation INS - AAGACTGAAGTA - ANKS1B CATAAATACTTCAp.N551delinsSX
XH_P42 12 108958154 108958154 Missense_Mutation SNP G A G ISCU c.G214A p.V72I
XH_P42 12 117624340 117624368 Frame_Shift_Del DEL CAATGTCACTG - TCAATGTCACTGA FBXO21 c.384_412del p.C128fs
XH_P42 12 120295450 120295450 Silent SNP G A G CIT c.C291T p.F97F
XH_P42 12 123641404 123641404 Missense_Mutation SNP G A G MPHOSPH9 c.C3502T p.R1168C
XH_P42 12 129467603 129467603 Missense_Mutation SNP A C A GLT1D1 c.A769C p.I257L
XH_P42 12 133306450 133306450 Silent SNP T C T ANKLE2 c.A2298G p.R766R
XH_P42 12 133306452 133306452 In_Frame_Ins INS - CTGACATTTCACT - ANKLE2 6insGAAAGTGAA766delinsESEMSAR
XH_P42 13 24864814 24864814 Missense_Mutation SNP G A G SPATA13 c.G577A p.E193K
XH_P42 13 25671214 25671214 Missense_Mutation SNP T G T PABPC3 c.T878G p.V293G
XH_P42 13 33684863 33684863 Missense_Mutation SNP G A G STARD13 c.C2435T p.T812M
XH_P42 13 77626027 77626027 Silent SNP G A G MYCBP2 c.C13674T p.C4558C
XH_P42 13 101710394 101710394 Silent SNP C T C NALCN c.G4833A p.Q1611Q
XH_P42 14 21109695 21109695 Frame_Shift_Ins INS - ATTCTATTTCTAC - OR6S1 6insAAGTAGAAA p.R52fs
XH_P42 14 22038771 22038771 Nonsense_Mutation INS - AACTTCACTT - OR10G3 _105insAAGTGAp.Y35_I36delinsX
XH_P42 14 23818628 23818628 Missense_Mutation SNP G A G SLC22A17 c.C379T p.R127C
XH_P42 14 23892844 23892844 Frame_Shift_Ins INS - GTGCAGGGAGA - MYH7 insTGAATTCTCC p.Q1004fs
XH_P42 14 24769398 24769398 Missense_Mutation SNP G A G NOP9 c.G238A p.E80K
XH_P42 14 31597213 31597213 Splice_Site INS - TTCCTTATATGGT - HECTD1 . .
XH_P42 14 39644510 39644510 Silent SNP G A G PNN c.G27A p.Q9Q



XH_P42 14 70263556 70263556 Nonsense_Mutation INS - TGTAGCTCCTGTC - SLC10A1 CCTGGGACAGGA_V107delinsSLGQELHX
XH_P42 14 72961875 72961875 Silent SNP G A G RGS6 c.G765A p.T255T
XH_P42 14 74444027 74444027 Nonsense_Mutation INS - TCCTGGCCCCAGT - ENTPD5 AGGAACTGGGGCinsVKDLTKGTGARNKQKEX
XH_P42 14 76249769 76249769 Frame_Shift_Ins INS - A - TTLL5 c.2883dupA p.P961fs
XH_P42 14 76249771 76249771 Nonsense_Mutation INS - TGAACACAGTCT - TTLL5 ATTTTACTGAACA 62_C963delinsQFYX
XH_P42 14 105518023 105518023 Missense_Mutation SNP G A G GPR132 c.C424T p.R142W
XH_P42 15 25650612 25650612 Nonsense_Mutation SNP G A G UBE3A c.C58T p.R20X
XH_P42 15 31776619 31776619 Silent SNP G A G OTUD7A c.C1659T p.N553N
XH_P42 15 32928506 32928506 Missense_Mutation SNP G A G ARHGAP11A c.G965A p.R322Q
XH_P42 15 40594721 40594721 Missense_Mutation SNP C A C PLCB2 c.G321T p.M107I
XH_P42 15 40917015 40917015 Nonsense_Mutation INS - AAATAAGAGTTT - KNL1 AGCTGGAAATAA518_A1519delinsTVX
XH_P42 15 52684136 52684136 Frame_Shift_Ins INS - GATATACTAATG - MYO5A 533insTTCATTAG p.E511fs
XH_P42 15 69324073 69324073 Missense_Mutation SNP G A G NOX5 c.G457A p.G153S
XH_P42 16 1129641 1129641 Missense_Mutation SNP C T C SSTR5 c.C773T p.A258V
XH_P42 16 1143512 1143512 Missense_Mutation SNP C T C C1QTNF8 c.G748A p.A250T
XH_P42 16 1633353 1633353 Missense_Mutation SNP G A G IFT140 c.C1394T p.A465V
XH_P42 16 1779576 1779600 Frame_Shift_Del DEL GCGGGGCGC - ACGCGGGGCGCG MAPK8IP3 c.599_602del p.R200fs
XH_P42 16 1823356 1823356 Missense_Mutation SNP G A G EME2 c.G128A p.G43D
XH_P42 16 3076719 3076719 Missense_Mutation SNP G A G THOC6 c.G523A p.A175T
XH_P42 16 4851574 4851574 Missense_Mutation SNP G T G ROGDI c.C130A p.R44S
XH_P42 16 14041970 14041970 In_Frame_Ins INS - GACTACGGATTCT - ERCC4 8insCAGACTACG839delinsPQTTDSL
XH_P42 16 24564879 24564879 Splice_Site INS - TA - RBBP6 . .
XH_P42 16 24829973 24829973 Missense_Mutation SNP G C G TNRC6A c.G4885C p.A1629P
XH_P42 16 24834957 24834957 Silent SNP G A G TNRC6A c.G5571A p.S1857S
XH_P42 16 29855905 29855905 Missense_Mutation SNP G A G MVP c.G1528A p.A510T
XH_P42 16 29917169 29917169 Frame_Shift_Ins INS - GTTCCTGTCCCAT - ASPHD1 CTGCTGTTCCTG p.A375fs
XH_P42 16 31195693 31195704 In_Frame_Del DEL GTGGAGGTGG - GGTGGAGGTGGA FUS c.496_507del p.166_169del
XH_P42 16 49407930 49407930 Missense_Mutation SNP G A G C16orf78 c.G80A p.R27H
XH_P42 16 50102759 50102759 Nonsense_Mutation INS - TTCTATTTTTAGC - HEATR3 ATTTATTTCTATTT_V128delinsLTFISIFSHIX
XH_P42 16 50187912 50187929 In_Frame_Del DEL GGCGTCCTCG - TCGGCGTCCTCGC PAPD5 c.335_352del p.112_118del
XH_P42 16 53729299 53729299 Frame_Shift_Ins INS - AA - RPGRIP1L c.301_302insTT p.E101fs
XH_P42 16 53729300 53729300 In_Frame_Ins INS - AATTTTTTT - RPGRIP1L 0_301insAAAAAAp.E101delinsKKIE
XH_P42 16 56501135 56501135 Nonsense_Mutation INS - AATTAATGTGCA - OGFOD1 CCTGAAATTAAT 38_P239delinsGGPX
XH_P42 16 69963403 69963403 Silent SNP G A G WWP2 c.G939A p.T313T
XH_P42 16 75446564 75446564 In_Frame_Ins INS - GGAAGCTGGCC - CFDP1 sCTCTGGGCCAG91delinsLWASFLND
XH_P42 16 77317892 77317892 Silent SNP G A G ADAMTS18 c.C3111T p.Y1037Y
XH_P42 16 88874629 88874649 In_Frame_Del DEL CCCACATCACT - GCCCACATCACTG CDT1 c.1584_1604del p.528_535del
XH_P42 17 4876953 4876953 Missense_Mutation SNP G A G CAMTA2 c.C2134T p.R712W
XH_P42 17 7733722 7733722 Silent SNP T C T DNAH2 c.T11958C p.C3986C
XH_P42 17 10295905 10295905 Nonsense_Mutation INS - TGACTATTTATTT - MYH8 522insTAAATAAA.K1841delinsINKX
XH_P42 17 17697390 17697390 Silent SNP G A G RAI1 c.G1128A p.P376P
XH_P42 17 18238949 18238949 Silent SNP C G C SHMT1 c.G441C p.L147L
XH_P42 17 28789055 28789055 Nonsense_Mutation INS - GTTTAAAATATAA - CPD AAAATGTTTAAA7_G1018delinsEKMFKIX
XH_P42 17 30661542 30661542 Missense_Mutation SNP G C G C17orf75 c.C817G p.H273D
XH_P42 17 30815085 30815085 Missense_Mutation SNP T G T CDK5R1 c.T447G p.S149R
XH_P42 17 33331309 33331309 Frame_Shift_Ins INS - TG - LIG3 .2814_2815insT p.F938fs
XH_P42 17 33884431 33884431 Frame_Shift_Ins INS - TTATCATCCACCC - SLFN14 sATTGGGGTGGA p.T217fs
XH_P42 17 33884433 33884433 Missense_Mutation SNP T A T SLFN14 c.A649T p.T217S
XH_P42 17 34853557 34853557 Nonsense_Mutation SNP C T C ZNHIT3 c.C394T p.Q132X
XH_P42 17 38990896 38990896 Frame_Shift_Ins INS - CTCTGTTGTT - TMEM99 8_129insCTCTGT p.G43fs
XH_P42 17 39041136 39041136 Nonsense_Mutation INS - AAACACAGAGTA - KRT20 TTTCCTACTCTGT1delinsLVFPTLCLASRX
XH_P42 17 39262084 39262113 In_Frame_Del DEL CCCAGCTGCA - GCCCCAGCTGCAG KRTAP4-9 c.444_473del p.148_158del
XH_P42 17 39334071 39334085 In_Frame_Del DEL CAGGTGGTCC - GCAGGTGGTCCTG KRTAP4-2 c.332_346del p.111_116del
XH_P42 17 48741188 48741188 Missense_Mutation SNP G A G ABCC3 c.G1145A p.R382H
XH_P42 17 48755467 48755467 Missense_Mutation SNP G A G ABCC3 c.G3592A p.G1198R
XH_P42 17 80195180 80195180 Silent SNP C T C SLC16A3 c.C534T p.G178G
XH_P42 18 5291808 5291808 Silent SNP G A G ZBTB14 c.C399T p.P133P
XH_P42 18 10487808 10487808 Missense_Mutation SNP G A G APCDD1 c.G1318A p.G440S
XH_P42 18 10807258 10807258 Frame_Shift_Ins INS - AATCGATACTC - PIEZO2 _932insGAGTATC p.K311fs
XH_P42 18 13731869 13731869 In_Frame_Ins INS - AACTCTTTTCTCT - RNMT 54insAAACTCTTTS118delinsSNSFLF
XH_P42 18 21128073 21128073 Splice_Site INS - ACTTGG - NPC1 . .
XH_P42 18 21662968 21662968 Nonsense_Mutation INS - TAATGTGCTCAAT - TTC39C 8insGTTAATGTGC303_L304delinsSX
XH_P42 18 32398238 32398238 Missense_Mutation SNP G A G DTNA c.G70A p.G24R
XH_P42 18 43447707 43447707 Frame_Shift_Ins INS - ATGAT - EPG5 231_6232insATC p.R2078fs
XH_P42 18 44561387 44561387 Silent SNP G A G ELOA2 c.C249T p.T83T
XH_P42 18 60646095 60646095 Missense_Mutation SNP C T C PHLPP1 c.C4585T p.R1529C
XH_P42 18 74091961 74091961 Silent SNP C T C ZNF516 c.G2109A p.T703T
XH_P42 19 1119019 1119019 Silent SNP C T C SBNO2 c.G1347A p.A449A
XH_P42 19 1881527 1881527 Frame_Shift_Del DEL G - G ABHD17A c.39delC p.F13fs
XH_P42 19 2834374 2834374 Missense_Mutation SNP G A G ZNF554 c.G1141A p.G381R
XH_P42 19 3494029 3494029 Silent SNP G A G DOHH c.C348T p.I116I
XH_P42 19 8201077 8201077 Frame_Shift_Ins INS - AAGGCAGGCGGG - FBN3 TGACTGCCCGCC p.V488fs
XH_P42 19 9271308 9271308 Silent SNP C T C ZNF317 c.C891T p.T297T
XH_P42 19 10781681 10781681 Missense_Mutation SNP G A G ILF3 c.G35A p.R12H
XH_P42 19 12975891 12975891 Nonsense_Mutation INS - GTGAGCTTTGAT - MAST1 TGACAAGTGAGCp.L513delinsPDKX
XH_P42 19 15052698 15052698 Missense_Mutation SNP C T C OR7C2 c.C398T p.T133M
XH_P42 19 17306101 17306101 Missense_Mutation SNP G A G MYO9B c.G3865A p.D1289N
XH_P42 19 18260385 18260385 Missense_Mutation SNP G A G MAST3 c.G3779A p.R1260Q
XH_P42 19 18377490 18377490 Missense_Mutation SNP C T C KIAA1683 c.G860A p.R287Q
XH_P42 19 19033268 19033268 Missense_Mutation SNP G A G DDX49 c.G581A p.R194Q
XH_P42 19 19790215 19790215 Silent SNP G A G ZNF101 c.G57A p.T19T
XH_P42 19 19905748 19905748 Silent SNP C T C ZNF506 c.G852A p.E284E
XH_P42 19 21300656 21300739 In_Frame_Del DEL CCTCAAACCT - ATCCTCAAACCTTA ZNF714 c.1186_1269del p.396_423del
XH_P42 19 22154475 22154475 Missense_Mutation SNP T C T ZNF208 c.A3361G p.S1121G
XH_P42 19 22155223 22155223 Silent SNP T C T ZNF208 c.A2613G p.K871K
XH_P42 19 22155786 22155786 Missense_Mutation SNP T C T ZNF208 c.A2050G p.K684E
XH_P42 19 22156945 22156945 Silent SNP G A G ZNF208 c.C891T p.V297V
XH_P42 19 22363785 22363785 Nonsense_Mutation INS - GCTTTGCCACATT - ZNF676 TGAAGAATGTGGsRVHTGEKPYKCEECGKAFSX
XH_P42 19 22499036 22499119 In_Frame_Del DEL ATGAAGCATA - TATGAAGCATAAG ZNF729 c.2817_2900del p.939_967del
XH_P42 19 22940944 22940944 Silent SNP C T C ZNF99 c.G1767A p.G589G
XH_P42 19 22940945 22940945 Missense_Mutation SNP C G C ZNF99 c.G1766C p.G589A
XH_P42 19 22942154 22942154 Nonsense_Mutation INS - TAGAAAACATGAG - ZNF99 ATTATCTCATGTTdelinsYHILHICRVSVQYELSHVFX
XH_P42 19 23927344 23927344 Silent SNP T C T ZNF681 c.A1008G p.K336K
XH_P42 19 30935540 30935540 Silent SNP G A G ZNF536 c.G1071A p.A357A
XH_P42 19 31769124 31769124 In_Frame_Ins INS - ACAAACTTT - TSHZ3 4_1575insAAAGTp.S525delinsSKFV
XH_P42 19 31769125 31769125 Missense_Mutation SNP G C G TSHZ3 c.C1574G p.S525C
XH_P42 19 38968362 38968362 Missense_Mutation SNP G A G RYR1 c.G4306A p.V1436M
XH_P42 19 41778080 41778080 Missense_Mutation SNP G A G HNRNPUL1 c.G245A p.R82Q



XH_P42 19 41858919 41858921 In_Frame_Del DEL GCG - GCG TGFB1 c.29_31del p.10_11del
XH_P42 19 44117798 44117798 Missense_Mutation SNP T C T SRRM5 c.T1525C p.C509R
XH_P42 19 45315634 45315634 Missense_Mutation SNP G T G BCAM c.G419T p.R140L
XH_P42 19 46914960 46915031 In_Frame_Del DEL CTGGTTATCTG - TCTGGTTATCTGC CCDC8 c.1037_1108del p.346_370del
XH_P42 19 48981737 48981737 Missense_Mutation SNP A C A CYTH2 c.A1000C p.I334L
XH_P42 19 48988969 48989056 Frame_Shift_Del DEL CGGGGTCGG - AGCGGGGTCGGG LMTK3 c.4454_4531del p.G1485fs
XH_P42 19 49539046 49539046 Missense_Mutation SNP C T C CGB1 c.G289A p.V97M
XH_P42 19 51135659 51135659 Silent SNP A C A SYT3 c.T558G p.P186P
XH_P42 19 51645628 51645633 In_Frame_Del DEL TGCTGC - TGCTGC SIGLEC7 c.2_7del p.1_3del
XH_P42 19 53553922 53553922 Frame_Shift_Ins INS - GCCATCTGGGAG - ERVV-2 CAAGGGCCATCT p.F473fs
XH_P42 19 53959648 53959648 Silent SNP C T C ZNF761 c.C1887T p.T629T
XH_P42 19 55748337 55748337 Missense_Mutation SNP C T C PPP6R1 c.G1753A p.A585T
XH_P42 19 56934541 56934541 Nonsense_Mutation INS - GATGATTCTTC - ZNF583 _515insGATGATTD172_I173delinsGX
XH_P42 19 56934998 56934998 Missense_Mutation SNP T A T ZNF583 c.T971A p.F324Y
XH_P42 19 56934999 56934999 Silent SNP C T C ZNF583 c.C972T p.F324F
XH_P42 19 57931832 57931832 Silent SNP T C T ZNF17 c.T972C p.H324H
XH_P42 19 58118220 58118220 Missense_Mutation SNP G T G ZNF530 c.G1327T p.V443F
XH_P42 20 278688 278693 In_Frame_Del DEL CGGCGG - CGGCGG ZCCHC3 c.461_466del p.154_156del
XH_P42 20 20018061 20018061 In_Frame_Ins INS - GACTTTCTCTGG - CRNKL1 1802insCCAGAGE601delinsARESQ
XH_P42 20 20018063 20018063 Frame_Shift_Ins INS - TGAGTTTGTCT - CRNKL1 _1800insAGACAA p.F600fs
XH_P42 20 25657512 25657512 Nonsense_Mutation INS - GGATTTTCCCTCT - ZNF337 GGCCAGAGGGAH139delinsVKARGKILQKX
XH_P42 20 35207182 35207182 Missense_Mutation SNP C T C TGIF2 c.C5T p.S2L
XH_P42 20 35521385 35521385 Nonsense_Mutation SNP G A G SAMHD1 c.C1831T p.R611X
XH_P42 20 44520238 44520243 In_Frame_Del DEL CTGCTG - CTGCTG CTSA c.85_90del p.29_30del
XH_P42 20 44856221 44856221 Missense_Mutation SNP G A G CDH22 c.C596T p.T199M
XH_P42 20 45129987 45130070 In_Frame_Del DEL TGTGTGTATT - CCTGTGTGTATTTT ZNF334 c.1908_1991del p.636_664del
XH_P42 20 47351146 47351146 Missense_Mutation SNP A C A PREX1 c.T456G p.H152Q
XH_P42 20 47841502 47841502 Missense_Mutation SNP C T C DDX27 c.C580T p.R194W
XH_P42 20 57415750 57415750 Missense_Mutation SNP G A G GNAS c.G589A p.E197K
XH_P42 20 58467350 58467350 Nonsense_Mutation INS - AAACAAAAAAAAA - SYCP2 TCACCATTTTTTT.V687delinsIKTHX
XH_P42 21 18937956 18937956 Missense_Mutation SNP G A G CXADR c.G1044A p.M348I
XH_P42 21 31768494 31768494 Frame_Shift_Ins INS - GCTGCTCTGGAAA - KRTAP13-1 AACTGCTGCTCTG p.Y30fs
XH_P42 21 31964824 31964874 In_Frame_Del DEL CGGAGGCCT - TACGGAGGCCTGG KRTAP6-3 c.60_110del p.20_37del
XH_P42 21 33073424 33073424 Nonsense_Mutation INS - TATCACTCAACTT - SCAF4 6insTCAAGTTGAG206_A207delinsSSX
XH_P42 21 34399564 34399564 Missense_Mutation SNP C T C OLIG2 c.C394T p.R132C
XH_P42 21 42866441 42866441 Missense_Mutation SNP G A G TMPRSS2 c.C191T p.P64L
XH_P42 21 47851916 47851916 Silent SNP G A G PCNT c.G8538A p.T2846T
XH_P42 22 18301185 18301185 Silent SNP G A G MICAL3 c.C4242T p.S1414S
XH_P42 22 23915483 23915483 Frame_Shift_Ins INS - TTCTTATCTCTCA - IGLL1 insTATGAGAGAT p.E204fs
XH_P42 22 32239093 32239093 Missense_Mutation SNP G A G DEPDC5 c.G2294A p.R765Q
XH_P42 22 38119489 38119489 Missense_Mutation SNP C T C TRIOBP c.C926T p.T309I
XH_P42 22 38120532 38120532 Missense_Mutation SNP G A G TRIOBP c.G1969A p.D657N
XH_P42 22 38120873 38120873 Silent SNP A T A TRIOBP c.A2310T p.T770T
XH_P42 22 38694938 38694938 Frame_Shift_Ins INS - T - CSNK1E c.737_738insA p.S246fs
XH_P42 22 38694939 38694939 In_Frame_Ins INS - AGTCAC - CSNK1E 736_737insGTGAp.S246delinsCDS
XH_P42 22 47068805 47068805 Missense_Mutation SNP G A G GRAMD4 c.G1150A p.A384T
XH_P42 22 51159651 51159651 Silent SNP C T C SHANK3 c.C3348T p.P1116P
XH_P42 X 17745550 17745550 Frame_Shift_Ins INS - AGTAAAGA - NHS 0_2731insAGTA p.L910fs
XH_P42 X 17745551 17745551 Nonsense_Mutation INS - TTGAACTTCCAAT - NHS 732insCTTGAACTp.H911delinsPX
XH_P42 X 47466365 47466365 Missense_Mutation SNP C T C SYN1 c.G506A p.R169Q
XH_P42 X 69626872 69626872 Missense_Mutation SNP G A G KIF4A c.G3202A p.E1068K
XH_P42 X 70613188 70613188 Missense_Mutation SNP T C T TAF1 c.T3149C p.V1050A
XH_P42 X 71363227 71363227 Missense_Mutation SNP G T G NHSL2 c.G3481T p.G1161W
XH_P42 X 73811809 73811809 Silent SNP T C T RLIM c.A1341G p.G447G
XH_P42 X 90691714 90691714 Missense_Mutation SNP C T C PABPC5 c.C1138T p.R380C
XH_P42 X 91132563 91132563 Missense_Mutation SNP G T G PCDH11X c.G1324T p.G442C
XH_P42 X 117570755 117570755 Nonsense_Mutation INS - TAACATAGTCAAT - WDR44 8insTGATAACATA623_F624delinsVITX
XH_P42 X 118723709 118723709 Frame_Shift_Ins INS - GAGATAGGCTCCC - NKRF 9insTACGGGAGC p.R560fs
XH_P42 X 118979176 118979176 Missense_Mutation SNP C T C UPF3B c.G454A p.G152R
XH_P42 X 135122245 135122245 Missense_Mutation SNP C T C SLC9A6 c.C1738T p.P580S
XH_P42 X 151303809 151303809 Missense_Mutation SNP G A G MAGEA10 c.C284T p.S95L
XH_P42 1 156131148 156131148 Silent SNV C T T SEMA4A c.822C>T P.G274G
XH_P42 1 165173169 165173169 Missense_Mutation SNV C A A LMX1A c.1097G>T P.G366V
XH_P42 1 1895207 1895207 Missense_Mutation SNV G A A CFAP74 c.1675C>T P.R559W
XH_P42 1 205492433 205492433 Splice_Site SNV G T T CDK18 c.130+8G>T
XH_P42 1 228491389 228491389 Silent SNV A G G OBSCN c.13752A>G P.R4584R
XH_P42 1 229771573 229771573 Missense_Mutation SNV A C C URB2 c.1213A>C P.I405L
XH_P42 1 240370169 240370169 Missense_Mutation SNV T C C FMN2 c.2069T>C P.L690P
XH_P42 1 245019801 245019801 Missense_Mutation SNV C T T HNRNPU c.1813G>A P.E605K
XH_P42 1 27333320 27333320 Silent SNV C G G FAM46B c.393G>C P.R131R
XH_P42 1 34092187 34092187 Splice_Site SNV G A A CSMD2 c.5201-6C>T
XH_P42 1 40125028 40125028 Missense_Mutation SNV C T T NT5C1A c.872G>A P.R291Q
XH_P42 1 60330284 60330284 Splice_Site INDEL - T T HOOK1 c.1627-12dupT
XH_P42 1 6313981 6313981 Missense_Mutation SNV G A A GPR153 c.583C>T P.L195F
XH_P42 10 116200820 116200820 Missense_Mutation SNV A G G ABLIM1 c.1835T>C P.F612S
XH_P42 10 134694542 134694542 Splice_Site SNV G A A CFAP46 c.3628-6C>T
XH_P42 10 27815803 27815803 Silent SNV T A A RAB18 c.171T>A P.A57A
XH_P42 10 3209169 3209169 Silent SNV C T T PITRM1 c.225G>A P.R75R
XH_P42 10 45939661 45939661 Missense_Mutation SNV C A A ALOX5 c.1772C>A P.T591K
XH_P42 10 68535286 68535286 Splice_Site SNV C A A CTNNA3 c.1048-4G>T
XH_P42 10 75529130 75529130 Missense_Mutation SNV C T T SEC24C c.2450C>T P.A817V
XH_P42 11 102585439 102585439 Splice_Site SNV G A A MMP8 c.969C>T P.G323G
XH_P42 11 8662434 8662434 Silent SNV A C C TRIM66 c.1053T>G P.P351P
XH_P42 11 9606861 9606861 Missense_Mutation SNV G A A WEE1 c.1345G>A P.E449K
XH_P42 12 117624340 117624368 Frame_Shift_Del INDEL CAATGTCACTG - - FBXO21 TGGCTTCAGTGAC P.C128fs
XH_P42 12 129467603 129467603 Missense_Mutation SNV A C C GLT1D1 c.769A>C P.I257L
XH_P42 12 54645964 54645964 Missense_Mutation SNV A G G CBX5 c.185T>C P.L62P
XH_P42 13 101710394 101710394 Silent SNV C T T NALCN c.4920G>A P.Q1640Q
XH_P42 14 23818628 23818628 Missense_Mutation SNV G A A SLC22A17 c.379C>T P.R127C
XH_P42 15 40594721 40594721 Missense_Mutation SNV C A A PLCB2 c.321G>T P.M107I
XH_P42 16 4851574 4851574 Missense_Mutation SNV G T T ROGDI c.130C>A P.R44S
XH_P42 16 49407930 49407930 Missense_Mutation SNV G A A C16orf78 c.80G>A P.R27H
XH_P42 17 18238949 18238949 Silent SNV C G G SHMT1 c.441G>C P.L147L
XH_P42 17 30815085 30815085 Missense_Mutation SNV T G G CDK5R1 c.447T>G P.S149R
XH_P42 17 7733722 7733722 Silent SNV T C C DNAH2 c.11958T>C P.C3986C
XH_P42 19 22156945 22156945 Silent SNV G A A ZNF208 c.891C>T P.V297V
XH_P42 19 38968362 38968362 Missense_Mutation SNV G A A RYR1 c.4306G>A P.V1436M
XH_P42 19 45315634 45315634 Missense_Mutation SNV G T T BCAM c.419G>T P.R140L



XH_P42 19 51135659 51135659 Silent SNV A C C SYT3 c.558T>G P.P186P
XH_P42 19 55014961 55014961 Splice_Site SNV G A A LAIR2 c.70+10G>A
XH_P42 19 9271308 9271308 Silent SNV C T T ZNF317 c.891C>T P.T297T
XH_P42 2 108487406 108487406 Missense_Mutation SNV A C C RGPD4 c.2946A>C P.E982D
XH_P42 2 112740484 112740484 Missense_Mutation SNV A G G MERTK c.1210A>G P.R404G
XH_P42 2 1271333 1271333 Missense_Mutation SNV A T T SNTG2 c.1274A>T P.Q425L
XH_P42 2 209113113 209113113 Missense_Mutation SNV G A A IDH1 c.394C>T P.R132C
XH_P42 2 220336975 220336975 Missense_Mutation SNV G A A SPEG c.3862G>A P.A1288T
XH_P42 2 220424188 220424188 Missense_Mutation SNV A C C OBSL1 c.2985T>G P.D995E
XH_P42 2 25469148 25469148 Missense_Mutation SNV G A A DNMT3A c.1310C>T P.T437M
XH_P42 2 54952290 54952290 Missense_Mutation SNV C T T EML6 c.92C>T P.T31M
XH_P42 2 74642137 74642137 Silent SNV C T T C2orf81 c.1086G>A P.L362L
XH_P42 2 96078703 96078703 Nonstop_Mutation SNV T G G FAHD2A c.943T>G P.Ter315Gext*?
XH_P42 2 97749494 97749494 Nonstop_Mutation SNV A C C FAHD2B c.943T>G P.Ter315Gext*?
XH_P42 20 35207182 35207182 Missense_Mutation SNV C T T TGIF2 c.5C>T P.S2L
XH_P42 20 47351146 47351146 Missense_Mutation SNV A C C PREX1 c.456T>G P.H152Q
XH_P42 20 56189933 56189933 Splice_Site SNV G A A ZBP1 c.502+10C>T
XH_P42 20 57415750 57415750 Missense_Mutation SNV G A A GNAS c.589G>A P.E197K
XH_P42 21 18937956 18937956 Missense_Mutation SNV G A A CXADR c.1044G>A P.M348I
XH_P42 21 34399564 34399564 Missense_Mutation SNV C T T OLIG2 c.394C>T P.R132C
XH_P42 21 42866441 42866441 Missense_Mutation SNV G A A TMPRSS2 c.191C>T P.P64L
XH_P42 22 38120873 38120873 Silent SNV A T T TRIOBP c.2310A>T P.T770T
XH_P42 22 47068805 47068805 Missense_Mutation SNV G A A GRAMD4 c.1150G>A P.A384T
XH_P42 22 51159651 51159651 Silent SNV C T T SHANK3 c.3348C>T P.P1116P
XH_P42 3 126137618 126137618 Splice_Site SNV G A A CFAP100 c.650+1G>A
XH_P42 3 150128693 150128693 Missense_Mutation SNV C T T TSC22D2 c.1556C>T P.P519L
XH_P42 3 40573747 40573747 Nonsense_Mutation SNV T G G ZNF621 c.486T>G P.Y162*
XH_P42 3 89390983 89390983 Missense_Mutation SNV A G G EPHA3 c.1049A>G P.D350G
XH_P42 3 97983363 97983363 Missense_Mutation SNV C T T OR5H6 c.235C>T P.L79F
XH_P42 4 173942679 173942679 Missense_Mutation SNV C A A GALNTL6 c.1541C>A P.T514N
XH_P42 4 47427774 47427774 Silent SNV C T T GABRB1 c.1164C>T P.S388S
XH_P42 6 28227727 28227727 Missense_Mutation SNV C T T NKAPL c.578C>T P.S193L
XH_P42 6 42832824 42832824 Silent SNV A T T GLTSCR1L c.2880A>T P.A960A
XH_P42 6 85472394 85472394 Missense_Mutation SNV G A A TBX18 c.365C>T P.P122L
XH_P42 7 103301862 103301862 Missense_Mutation SNV T G G RELN c.1402A>C P.T468P
XH_P42 7 131859651 131859651 Missense_Mutation SNV A C C PLXNA4 c.3903T>G P.H1301Q
XH_P42 7 141362520 141362520 Missense_Mutation SNV A T T KIAA1147 c.1304T>A P.L435Q
XH_P42 7 1786409 1786409 Missense_Mutation SNV C T T ELFN1 c.2177C>T P.P726L
XH_P42 7 30185905 30185905 Missense_Mutation SNV C A A MTURN c.275C>A P.S92Y
XH_P42 7 6193562 6193562 Missense_Mutation SNV G A A USP42 c.2377G>A P.A793T
XH_P42 7 76110029 76110029 Missense_Mutation SNV C A A DTX2 c.203C>A P.A68E
XH_P42 7 94992089 94992089 Missense_Mutation SNV C T T PON3 c.760G>A P.D254N
XH_P42 7 99312214 99312214 Silent SNV T C C CYP3A7 c.762A>G P.K254K
XH_P42 8 141566055 141566055 Missense_Mutation SNV A C C AGO2 c.1209T>G P.D403E
XH_P42 9 113550104 113550104 Missense_Mutation SNV T C C MUSK c.1655T>C P.I552T
XH_P42 9 139793340 139793340 Missense_Mutation SNV G A A TRAF2 c.148G>A P.G50S
XH_P42 9 139906715 139906715 Splice_Site SNV A C C ABCA2 c.5299+2T>G
XH_P42 X 135122245 135122245 Missense_Mutation SNV C T T SLC9A6 c.1738C>T P.P580S
XH_P42 X 70613188 70613188 Missense_Mutation SNV T C C TAF1 c.3086T>C P.V1029A
XH_P42 X 71363227 71363227 Missense_Mutation SNV G T T NHSL2 c.3481G>T P.G1161W
XH_P42 X 91132563 91132563 Missense_Mutation SNV G T T PCDH11X c.1324G>T P.G442C
XH_P43 1 3544132 3544132 In_Frame_Ins INS - TTTTATTTTTGTTT - TPRG1L GTAGTTTTTATTTTdelinsKTACSFYFCFYLFLF
XH_P43 1 9649032 9649032 Missense_Mutation SNP G T G TMEM201 c.G44T p.G15V
XH_P43 1 10364381 10364381 Missense_Mutation SNP A T A KIF1B c.A3138T p.Q1046H
XH_P43 1 10364382 10364382 Nonsense_Mutation INS - TCTGTTATGATG - KIF1B 140insTTCTGTTA047_R1048delinsLLLX
XH_P43 1 12939747 12939747 Missense_Mutation SNP G A G PRAMEF4 c.C1055T p.A352V
XH_P43 1 17085498 17085498 Missense_Mutation SNP G T G MST1L c.C1193A p.S398Y
XH_P43 1 19518825 19518825 Frame_Shift_Ins INS - GTATGTGT - UBR4 50_1251insACAC p.S417fs
XH_P43 1 19518826 19518826 Nonsense_Mutation INS - TGATTATAATTTA - UBR4 nsAAATATAAATT417_L418delinsKIX
XH_P43 1 19585040 19585040 Frame_Shift_Ins INS - A - MRTO4 c.563_564insA p.R188fs
XH_P43 1 19585042 19585042 Missense_Mutation SNP G C G MRTO4 c.G565C p.V189L
XH_P43 1 24981595 24981595 Nonsense_Mutation INS - AATAAAGTATTCA - SRRM1 91insGAATAAAG430_S431delinsVEX
XH_P43 1 25558601 25558601 Frame_Shift_Ins INS - CAATTTA - SYF2 25_126insTAAAT p.L42fs
XH_P43 1 25558603 25558603 Missense_Mutation SNP G T G SYF2 c.C124A p.L42M
XH_P43 1 26644536 26644536 Missense_Mutation SNP A C A CD52 c.A28C p.T10P
XH_P43 1 31208069 31208069 Nonsense_Mutation INS - TCATTCATTTATT - LAPTM5 nsCTGAATAAATG217_C218delinsTEX
XH_P43 1 32689637 32689637 Silent SNP C T C EIF3I c.C99T p.I33I
XH_P43 1 38463766 38463766 Nonsense_Mutation SNP C A C FHL3 c.G46T p.E16X
XH_P43 1 40688334 40688334 Missense_Mutation SNP C T C RLF c.C899T p.T300M
XH_P43 1 40922690 40922690 Missense_Mutation SNP G A G ZFP69B c.G287A p.R96Q
XH_P43 1 43002200 43002203 Frame_Shift_Del DEL AGAG - AGAG CCDC30 c.45_48del p.K15fs
XH_P43 1 43825958 43825958 Silent SNP G A G CDC20 c.G651A p.L217L
XH_P43 1 43825959 43825959 Missense_Mutation SNP C A C CDC20 c.C652A p.Q218K
XH_P43 1 47725975 47725975 Silent SNP G A G STIL c.C3066T p.N1022N
XH_P43 1 54284720 54284720 Silent SNP C A C NDC1 c.G507T p.L169L
XH_P43 1 54284721 54284721 In_Frame_Ins INS - ATTTAGGAAAAT - NDC1 insAATATTTTCCT169delinsQYFPKYM
XH_P43 1 54606798 54606798 Missense_Mutation SNP G A G CDCP2 c.C736T p.R246C
XH_P43 1 54606898 54606898 Silent SNP G T G CDCP2 c.C636A p.T212T
XH_P43 1 54694151 54694151 Splice_Site SNP C A C SSBP3 . .
XH_P43 1 63097073 63097073 Frame_Shift_Ins INS - TTTTTTTGAG - DOCK7 _1120insCTCAAA p.K374fs
XH_P43 1 63097075 63097075 Frame_Shift_Ins INS - GGAG - DOCK7 1117_1118insCT p.N373fs
XH_P43 1 67340463 67340463 Splice_Site SNP C T C WDR78 . .
XH_P43 1 70654958 70654958 Splice_Site INS - ACTGTTCTTGATG - LRRC40 . .
XH_P43 1 74492500 74492500 Missense_Mutation SNP T G T LRRIQ3 c.A1872C p.K624N
XH_P43 1 74663954 74663954 Missense_Mutation SNP G T G FPGT c.G31T p.G11C
XH_P43 1 75065499 75065499 Missense_Mutation SNP C G C ERICH3 c.G1606C p.D536H
XH_P43 1 85824449 85824449 Missense_Mutation SNP C T C DDAH1 c.G85A p.G29R
XH_P43 1 89521788 89521788 Missense_Mutation SNP A C A GBP1 c.T1279G p.Y427D
XH_P43 1 89587518 89587518 Silent SNP C A C GBP2 c.G132T p.V44V
XH_P43 1 94497565 94497565 Frame_Shift_Ins INS - TC - ABCA4 .3896_3897insG p.P1299fs
XH_P43 1 94497567 94497567 Frame_Shift_Ins INS - T - ABCA4 c.3894_3895insA p.P1299fs
XH_P43 1 100731947 100731947 Missense_Mutation SNP G A G RTCA c.G16A p.V6M
XH_P43 1 104166750 104166750 Frame_Shift_Ins INS - TAGTAACTTCTTT - AMY2A sATTAATAGTAA p.G418fs
XH_P43 1 117504042 117504042 Nonsense_Mutation INS - GTTTTAACAATTA - PTGFRN 2insCTTGTTTTAAp.L464delinsLLFX
XH_P43 1 143767566 143767566 Missense_Mutation SNP A G A PPIAL4G c.T283C p.S95P
XH_P43 1 145296546 145296546 Missense_Mutation SNP G C G NBPF10 c.G468C p.Q156H
XH_P43 1 145606316 145606338 Frame_Shift_Del DEL CAGCAGCATC - CCAGCAGCATCTT POLR3C c.654_676del p.S218fs
XH_P43 1 146756150 146756150 Missense_Mutation SNP G A G CHD1L c.G1220A p.R407Q



XH_P43 1 147124342 147124342 Frame_Shift_Ins INS - GGTTG - ACP6 790_791insCAAC p.L264fs
XH_P43 1 150064184 150064184 Nonsense_Mutation SNP C T C VPS45 c.C889T p.R297X
XH_P43 1 150484223 150484223 Missense_Mutation SNP G T G ECM1 c.G1080T p.R360S
XH_P43 1 150923438 150923438 Missense_Mutation SNP T G T SETDB1 c.T2085G p.N695K
XH_P43 1 150956517 150956517 Missense_Mutation SNP C T C ANXA9 c.C239T p.S80L
XH_P43 1 151090631 151090631 Frame_Shift_Ins INS - CTCTCTT - GABPB2 12_1013insCTCT p.V338fs
XH_P43 1 151380666 151380666 Frame_Shift_Ins INS - TGGTTTTTAA - POGZ 9_2000insTTAAA p.D667fs
XH_P43 1 151380667 151380667 In_Frame_Ins INS - CAG - POGZ 1998_1999insCTp.D667delinsLD
XH_P43 1 151552157 151552157 Missense_Mutation SNP G T G TUFT1 c.G882T p.K294N
XH_P43 1 152052197 152052197 Frame_Shift_Ins INS - TCCCTGCCCCAGT - LOC100131107nsGGAACTGGGG p.L363fs
XH_P43 1 152052199 152052199 Frame_Shift_Ins INS - GCTGCTC - LOC10013110784_1085insGAGC p.A362fs
XH_P43 1 152127272 152127272 Missense_Mutation SNP C T C RPTN c.G2303A p.R768H
XH_P43 1 152191626 152191626 In_Frame_Ins INS - AGAGGA - HRNR 478_2479insTCCp.G827delinsSSG
XH_P43 1 152191732 152191732 Silent SNP G A G HRNR c.C2373T p.H791H
XH_P43 1 152192008 152192008 Silent SNP G A G HRNR c.C2097T p.S699S
XH_P43 1 152275818 152275818 Silent SNP A T A FLG c.T11544A p.G3848G
XH_P43 1 152276660 152276660 Nonsense_Mutation SNP G A G FLG c.C10702T p.Q3568X
XH_P43 1 152280504 152280504 Missense_Mutation SNP G T G FLG c.C6858A p.H2286Q
XH_P43 1 152282812 152282812 Missense_Mutation SNP T G T FLG c.A4550C p.Y1517S
XH_P43 1 152286132 152286132 Silent SNP G A G FLG c.C1230T p.S410S
XH_P43 1 152944594 152944594 Silent SNP C T C SPRR4 c.C228T p.S76S
XH_P43 1 153924549 153924549 Missense_Mutation SNP C A C CRTC2 c.G942T p.M314I
XH_P43 1 154940728 154940728 Silent SNP G A G SHC1 c.C756T p.I252I
XH_P43 1 159002411 159002411 Frame_Shift_Ins INS - AT - IFI16 .1091_1092insA p.T364fs
XH_P43 1 159002413 159002413 Frame_Shift_Ins INS - TCATTTGTGAGAA - IFI16 94insTTTCATTTG p.F365fs
XH_P43 1 159283723 159283723 Nonsense_Mutation INS - TTTATAAATATGT - OR10J3 TTAGTACATATTT243_S244delinsIKNX
XH_P43 1 161023103 161023103 Silent SNP G A G ARHGAP30 c.C78T p.V26V
XH_P43 1 168056880 168056880 Missense_Mutation SNP A C A GPR161 c.T1033G p.C345G
XH_P43 1 171509822 171509822 Nonsense_Mutation INS - CTGATTTAGATTT - PRRC2C GAGTTTCTGATTT.I1071delinsTSFX
XH_P43 1 171510220 171510220 Frame_Shift_Ins INS - CAGGTTGTTTTTC - PRRC2C 3610insCAGGTTG p.S1203fs
XH_P43 1 173721045 173721045 Missense_Mutation SNP G A G KLHL20 c.G740A p.R247H
XH_P43 1 173910423 173910423 Missense_Mutation SNP C G C RC3H1 c.G3231C p.E1077D
XH_P43 1 173947722 173947722 Nonsense_Mutation INS - A - RC3H1 c.1005_1006insTE336_L337delinsX
XH_P43 1 173947723 173947723 Nonsense_Mutation INS - TATTTAATACTTT - RC3H1 GTATAAAAAGTAT5_E336delinsQQYKKYX
XH_P43 1 175304899 175304899 Frame_Shift_Ins INS - CTCATTAATAGTC - TNR 80insGAGACTAT p.K860fs
XH_P43 1 179816750 179816750 Nonsense_Mutation INS - ATACTTATTTAATG - TOR1AIP2 CAATCATTAAAT192_T193delinsPIIKX
XH_P43 1 180399375 180399375 Frame_Shift_Ins INS - TATGTGTATATGT - ACBD6 nsTACACATATAC p.E136fs
XH_P43 1 180399377 180399377 Frame_Shift_Ins INS - ATATA - ACBD6 404_405insTATA p.K135fs
XH_P43 1 183909846 183909846 Silent SNP G A G COLGALT2 c.C1473T p.A491A
XH_P43 1 186123054 186123054 Missense_Mutation SNP T G T HMCN1 c.T15191G p.V5064G
XH_P43 1 196397391 196397391 Frame_Shift_Ins INS - TT - KCNT2 c.827_828insAA p.Q276fs
XH_P43 1 196397393 196397393 Nonsense_Mutation INS - TGGAGGATTTTTA - KCNT2 826insTAAAAATCQ276_L277delinsX
XH_P43 1 196973898 196973898 Missense_Mutation SNP T G T CFHR5 c.T1438G p.S480A
XH_P43 1 197072532 197072532 Missense_Mutation SNP G A G ASPM c.C5849T p.A1950V
XH_P43 1 197876348 197876348 Nonstop_Mutation SNP T G T C1orf53 c.T436G p.X146G
XH_P43 1 197898307 197898307 Frame_Shift_Ins INS - CTTTTTCTTTCTTT - LHX9 TTTTTTTCTTTTTC p.T371fs
XH_P43 1 197898309 197898309 In_Frame_Ins INS - ATA - LHX9 1114_1115insATp.V372delinsDI
XH_P43 1 201180652 201180652 Missense_Mutation SNP A G A IGFN1 c.A6631G p.K2211E
XH_P43 1 201836000 201836000 Missense_Mutation SNP G A G IPO9 c.G1768A p.V590I
XH_P43 1 201868916 201868916 Missense_Mutation SNP G A G LMOD1 c.C1225T p.R409W
XH_P43 1 203819046 203819046 Missense_Mutation SNP C T C ZC3H11A c.C1831T p.R611W
XH_P43 1 205156740 205156740 Missense_Mutation SNP G A G DSTYK c.C460T p.R154C
XH_P43 1 205241087 205241087 Silent SNP C T C TMCC2 c.C1290T p.A430A
XH_P43 1 207317197 207317197 Missense_Mutation SNP G T G C4BPA c.G1479T p.R493S
XH_P43 1 210977432 210977432 Missense_Mutation SNP A C A KCNH1 c.T1458G p.H486Q
XH_P43 1 212798568 212798568 Nonsense_Mutation SNP G T G FAM71A c.G349T p.E117X
XH_P43 1 214171209 214171209 Missense_Mutation SNP G A G PROX1 c.G1331A p.R444H
XH_P43 1 218475844 218475844 Frame_Shift_Ins INS - AATAA - RRP15 348_349insAATA p.K116fs
XH_P43 1 225541540 225541552 Frame_Shift_Del DEL CTATAAATTTT - CCTATAAATTTTC DNAH14 .11290_11302de p.P3764fs
XH_P43 1 227300490 227300490 Frame_Shift_Ins INS - AGTAATATAATAT - CDC42BPA 2insTTATATATTA p.T591fs
XH_P43 1 227842621 227842621 Missense_Mutation SNP C G C ZNF678 c.C835G p.L279V
XH_P43 1 228434277 228434277 Missense_Mutation SNP G A G OBSCN c.G3806A p.R1269Q
XH_P43 1 228487799 228487799 Missense_Mutation SNP C T C OBSCN c.C13691T p.S4564L
XH_P43 1 228492129 228492129 Silent SNP C A C OBSCN c.C14128A p.R4710R
XH_P43 1 230824202 230824208 Frame_Shift_Del DEL GTGTGCC - GTGTGCC COG2 c.1685_1691del p.C562fs
XH_P43 1 234601434 234601434 Missense_Mutation SNP C A C TARBP1 c.G1269T p.M423I
XH_P43 1 234601435 234601435 In_Frame_Ins INS - TCTCCTTTGTTTTT - TARBP1 CAAGAAAAAACA423delinsTRKNKGETL
XH_P43 1 237774206 237774206 Silent SNP C A C RYR2 c.C4828A p.R1610R
XH_P43 1 237777676 237777676 Missense_Mutation SNP G T G RYR2 c.G5248T p.G1750W
XH_P43 1 241262027 241262027 Missense_Mutation SNP T A T RGS7 c.A114T p.K38N
XH_P43 1 241262029 241262029 Nonsense_Mutation INS - CTTATAAAATGCC - RGS7 CCACAGGCATTTT8_N39delinsYTTGILX
XH_P43 1 247162680 247162680 Nonsense_Mutation INS - TCTTCATAGTTTA - ZNF695 CCCTATAAACTAT77_N78delinsPYKLX
XH_P43 1 247921607 247921607 Missense_Mutation SNP C T C OR1C1 c.G102A p.M34I
XH_P43 1 247921608 247921608 Missense_Mutation SNP A C A OR1C1 c.T101G p.M34R
XH_P43 2 24181213 24181213 Frame_Shift_Ins INS - A - UBXN2A c.30dupA p.I10fs
XH_P43 2 25190127 25190127 Silent SNP G A G DNAJC27 c.C123T p.F41F
XH_P43 2 27164917 27164917 Missense_Mutation SNP G A G DPYSL5 c.G1189A p.G397R
XH_P43 2 27804879 27804879 Missense_Mutation SNP C T C C2orf16 c.C5440T p.R1814C
XH_P43 2 33505109 33505109 Missense_Mutation SNP T C T LTBP1 c.T2018C p.I673T
XH_P43 2 37247965 37247965 Missense_Mutation SNP G T G HEATR5B c.C3868A p.L1290I
XH_P43 2 44051236 44051236 Frame_Shift_Ins INS - CCTAAAT - ABCG5 39_1140insATTT p.V380fs
XH_P43 2 45233593 45233593 Missense_Mutation SNP G T G SIX2 c.C592A p.H198N
XH_P43 2 46607605 46607605 Missense_Mutation SNP G C G EPAS1 c.G1794C p.E598D
XH_P43 2 48027493 48027493 Missense_Mutation SNP C T C MSH6 c.C1981T p.R661C
XH_P43 2 54587612 54587612 Frame_Shift_Del DEL G - G C2orf73 c.777delG p.K259fs
XH_P43 2 60688491 60688491 Missense_Mutation SNP A G A BCL11A c.T1556C p.L519P
XH_P43 2 70488476 70488476 Missense_Mutation SNP G A G PCYOX1 c.G452A p.R151H
XH_P43 2 71170817 71170817 Frame_Shift_Del DEL C - C ATP6V1B1 c.148delC p.P50fs
XH_P43 2 88082721 88082721 In_Frame_Ins INS - GAAAGGGGC - RGPD1 7_3798insGCCCC.I1266delinsMPLS
XH_P43 2 88888397 88888397 Nonsense_Mutation INS - AACTGTTATATAC - EIF2AK3 TATAAAGTATATAp.Y245delinsX
XH_P43 2 96574314 96574314 Missense_Mutation SNP T A T ANKRD36C c.A2970T p.R990S
XH_P43 2 96614313 96614313 Missense_Mutation SNP C G C ANKRD36C c.G1327C p.A443P
XH_P43 2 97297208 97297208 Missense_Mutation SNP A G A KANSL3 c.T227C p.V76A
XH_P43 2 98418984 98418984 Frame_Shift_Ins INS - TGTAGTATTG - TMEM131 7_2558insCAATA p.L853fs
XH_P43 2 98732163 98732163 Missense_Mutation SNP G A G VWA3B c.G245A p.G82D
XH_P43 2 105859235 105859235 Missense_Mutation SNP C A C GPR45 c.C920A p.T307N
XH_P43 2 108488215 108488215 Missense_Mutation SNP G A G RGPD4 c.G3755A p.C1252Y
XH_P43 2 108609550 108609550 Nonsense_Mutation INS - GAATGTAATATA - SLC5A7 AAAAAGAATGTAM34delinsNKKNVIX



XH_P43 2 109383055 109383055 Silent SNP C T C RANBP2 c.C6060T p.P2020P
XH_P43 2 110015097 110015097 Missense_Mutation SNP G T G SH3RF3 c.G997T p.A333S
XH_P43 2 110015099 110015103 Frame_Shift_Del DEL TGCAT - TGCAT SH3RF3 c.999_1003del p.A333fs
XH_P43 2 135756498 135756498 Silent SNP C A C MAP3K19 c.G384T p.T128T
XH_P43 2 137917848 137917848 Missense_Mutation SNP A T A THSD7B c.A1435T p.I479F
XH_P43 2 155102459 155102459 Nonsense_Mutation INS - AAAACCAATTTAT - GALNT13 22insTAAAACCAAM274delinsIKTNLX
XH_P43 2 160628521 160628521 Silent SNP T C T CD302 c.A366G p.V122V
XH_P43 2 163059589 163059589 Missense_Mutation SNP C G C FAP c.G1039C p.D347H
XH_P43 2 163374321 163374321 Missense_Mutation SNP G A G KCNH7 c.C811T p.R271W
XH_P43 2 171850405 171850405 In_Frame_Ins INS - TGTTTGTTTTCTT - TLK1 8insAAAAAGAAAA633delinsEKENKHS
XH_P43 2 171906643 171906643 Frame_Shift_Ins INS - TACAATTGAGTGA - TLK1 nsTCATCACTCAA p.K162fs
XH_P43 2 172641804 172641804 Missense_Mutation SNP C T C SLC25A12 c.G2017A p.A673T
XH_P43 2 173332218 173332218 Missense_Mutation SNP C T C ITGA6 c.C317T p.T106M
XH_P43 2 179318291 179318291 Nonsense_Mutation INS - AAAAATACAAAGC - DFNB59 ATCTTAAAAATACT52_S53delinsTSX
XH_P43 2 179428837 179428837 Missense_Mutation SNP C T C TTN c.G54827A p.R18276Q
XH_P43 2 179476574 179476574 Frame_Shift_Ins INS - ACATGTGA - TTN 66_23267insTCA p.E7756fs
XH_P43 2 179556813 179556813 Frame_Shift_Ins INS - TGTTTTTACTGTT - TTN 7960insAAACAG p.P9320fs
XH_P43 2 179613977 179613977 Missense_Mutation SNP C G C TTN c.G13150C p.D4384H
XH_P43 2 183104914 183104914 Missense_Mutation SNP C G C PDE1A c.G219C p.M73I
XH_P43 2 183948243 183948243 Missense_Mutation SNP A C A DUSP19 c.A234C p.Q78H
XH_P43 2 186659084 186659084 Missense_Mutation SNP G T G FSIP2 c.G7221T p.K2407N
XH_P43 2 190428890 190428890 Missense_Mutation SNP A C A SLC40A1 c.T822G p.H274Q
XH_P43 2 191841728 191841728 Nonsense_Mutation INS - GGTGATTA - STAT1 96_1897insTAATP633_Y634delinsX
XH_P43 2 200213696 200213696 Frame_Shift_Ins INS - TCTTT - SATB2 900_901insAAAG p.Q301fs
XH_P43 2 200213697 200213697 In_Frame_Ins INS - CAA - SATB2 c.899_900insTTGp.P300delinsPC
XH_P43 2 201436479 201436485 Frame_Shift_Del DEL AAAGAAA - AAAGAAA SGO2 c.1410_1416del p.L470fs
XH_P43 2 201437158 201437158 Frame_Shift_Ins INS - CATCTTTATC - SGO2 9_2090insCATCT p.N697fs
XH_P43 2 206921261 206921272 In_Frame_Del DEL CTGCTGCGGA - GCTGCTGCGGAG INO80D c.614_625del p.205_209del
XH_P43 2 207516603 207516603 Missense_Mutation SNP T G T DYTN c.A1676C p.Q559P
XH_P43 2 207575286 207575286 Frame_Shift_Ins INS - GACTTGTGCAT - DYTN _56insATGCACAA p.T19fs
XH_P43 2 210560205 210560205 Frame_Shift_Ins INS - TTTTAACATCT - MAP2 _3312insTTTTAA p.K1104fs
XH_P43 2 218762667 218762667 Frame_Shift_Ins INS - TT - TNS1 c.21_22insAA p.E8fs
XH_P43 2 218762668 218762668 In_Frame_Ins INS - TCTTTGTTT - TNS1 0_21insAAACAAAp.M7delinsINKE
XH_P43 2 228147097 228147097 Silent SNP G A G COL4A3 c.G2505A p.T835T
XH_P43 2 230678968 230678968 Nonsense_Mutation INS - AACAGTTTTCTAT - TRIP12 sAAATATAGAAA257_K258delinsKIX
XH_P43 2 231861033 231861059 In_Frame_Del DEL TAGCCCTGAA - CTAGCCCTGAATC SPATA3 c.85_111del p.29_37del
XH_P43 2 233273233 233273233 Missense_Mutation SNP G A G ALPPL2 c.G806A p.R269H
XH_P43 2 236957796 236957796 Missense_Mutation SNP G A G AGAP1 c.G1826A p.R609Q
XH_P43 2 239164301 239164301 Nonsense_Mutation SNP G A G PER2 c.C2317T p.R773X
XH_P43 2 240078397 240078397 Silent SNP C T C HDAC4 c.G684A p.P228P
XH_P43 3 9489446 9489446 Nonsense_Mutation INS - TATTCACTTTAAG - SETD5 60insCTATTCACT20_R621delinsSYSLX
XH_P43 3 12944315 12944315 Silent SNP T A T IQSEC1 c.A2763T p.R921R
XH_P43 3 12944317 12944319 In_Frame_Del DEL GCT - GCT IQSEC1 c.2759_2761del p.920_921del
XH_P43 3 19384153 19384153 Missense_Mutation SNP C G C KCNH8 c.C517G p.H173D
XH_P43 3 19384154 19384154 In_Frame_Ins INS - TTATATATTTTTA - KCNH8 19insTTTATATATH173delinsHLYIFI
XH_P43 3 19574988 19574988 In_Frame_Ins INS - TTATTCCTACTTA - KCNH8 insTCTTTTATTCCF907delinsFSFIPTYL
XH_P43 3 19574990 19574990 Missense_Mutation SNP G T G KCNH8 c.G2723T p.C908F
XH_P43 3 25635199 25635199 Splice_Site INS - AAAAAAATTGATG - RARB . .
XH_P43 3 25778885 25778885 Frame_Shift_Ins INS - GTAAT - NGLY1 942_943insATTA p.C315fs
XH_P43 3 32746387 32746387 In_Frame_Ins INS - TCATTCCAAATAT - CNOT10 sTATATCATTCCAA68delinsVYHSKYIS
XH_P43 3 32776413 32776413 Nonsense_Mutation INS - AAAATAAGGCTCT - CNOT10 TATTTTAAAATAA487_S488delinsIFX
XH_P43 3 33134547 33134547 Missense_Mutation SNP G A G TMPPE c.C1141T p.R381W
XH_P43 3 37368218 37368218 Nonsense_Mutation INS - CTCTATTTCAATA - GOLGA4 2insGACTCTATT1614delinsRTLFQX
XH_P43 3 40251559 40251559 Frame_Shift_Ins INS - TGTTGCTTCTT - MYRIP _1320insTGTTGC p.Q440fs
XH_P43 3 44448997 44448997 Missense_Mutation SNP A C A TCAIM c.A1314C p.L438F
XH_P43 3 44611483 44611483 Missense_Mutation SNP C T C ZKSCAN7 c.C428T p.S143F
XH_P43 3 49568441 49568441 Missense_Mutation SNP C T C DAG1 c.C497T p.S166L
XH_P43 3 50327623 50327623 Silent SNP G C G IFRD2 c.C558G p.A186A
XH_P43 3 52089926 52089962 Frame_Shift_Del DEL GCCGGGCTCG - CGCCGGGCTCGG DUSP7 c.421_457del p.A141fs
XH_P43 3 52422952 52422952 Missense_Mutation SNP C T C DNAH1 c.C9494T p.T3165M
XH_P43 3 78663944 78663944 In_Frame_Ins INS - TAT - ROBO1 3988_3989insATp.R1330delinsHR
XH_P43 3 78663946 78663946 Frame_Shift_Ins INS - AT - ROBO1 .3986_3987insA p.R1329fs
XH_P43 3 93595881 93595881 Missense_Mutation SNP A C A PROS1 c.T1799G p.L600R
XH_P43 3 96706748 96706748 Missense_Mutation SNP T C T EPHA6 c.T1025C p.L342P
XH_P43 3 107491556 107491556 Frame_Shift_Ins INS - TCAATTATATCTG - BBX nsTTTTCAATTAT p.E330fs
XH_P43 3 111688712 111688712 Frame_Shift_Ins INS - CATCTATA - PHLDB2 62_3363insCATC p.W1121fs
XH_P43 3 111688713 111688713 Frame_Shift_Ins INS - CTAATTA - PHLDB2 63_3364insCTAA p.W1121fs
XH_P43 3 113045448 113045448 Nonsense_Mutation INS - GCATATGATCTTA - CFAP44 4360insTAAGATC1454_N1455delinsX
XH_P43 3 119379059 119379059 Missense_Mutation SNP C A C POPDC2 c.G212T p.S71I
XH_P43 3 122134051 122134051 Silent SNP A G A WDR5B c.T325C p.L109L
XH_P43 3 123688991 123688991 Missense_Mutation SNP G A G ROPN1 c.C194T p.P65L
XH_P43 3 126735436 126735436 Missense_Mutation SNP A C A PLXNA1 c.A3091C p.N1031H
XH_P43 3 128856021 128856021 Missense_Mutation SNP A G A ISY1 c.T437C p.M146T
XH_P43 3 133553479 133553479 Nonsense_Mutation SNP G A G RAB6B c.C502T p.R168X
XH_P43 3 134911453 134911453 In_Frame_Ins INS - TCTCATTGTAACT - EPHB1 GTCTTCTCTCATT640delinsQSSLIVTILL
XH_P43 3 134960062 134960062 Missense_Mutation SNP G A G EPHB1 c.G2419A p.V807I
XH_P43 3 135870841 135870841 Missense_Mutation SNP C G C MSL2 c.G660C p.L220F
XH_P43 3 136183801 136183801 Missense_Mutation SNP T C T STAG1 c.A1235G p.D412G
XH_P43 3 136183803 136183803 Frame_Shift_Ins INS - GTATACATGGTG - STAG1 33insTTCACCAT p.E411fs
XH_P43 3 142522994 142522994 Nonsense_Mutation INS - CCTGTAAAGACA - TRPC1 832insACCTGTAA611_H612delinsHLX
XH_P43 3 142747362 142747362 Missense_Mutation SNP G A G U2SURP c.G257A p.R86H
XH_P43 3 146239452 146239452 Missense_Mutation SNP A G A PLSCR1 c.T617C p.V206A
XH_P43 3 146239454 146239454 Nonsense_Mutation INS - AGATGATTT - PLSCR1 4_615insAAATCAp.Y205delinsX
XH_P43 3 150421527 150421527 In_Frame_Ins INS - CCTCCTCCTCCTC - ERICH6 AGAGGAGGAGGAE53delinsEEEEEEEE
XH_P43 3 151163773 151163773 Nonsense_Mutation INS - AGCACAATCAGTT - IGSF10 3996insAACTGAT1332_E1333delinsX
XH_P43 3 151598857 151598857 Missense_Mutation SNP G A G SUCNR1 c.G526A p.A176T
XH_P43 3 153840760 153840760 Nonsense_Mutation INS - GGATTTACTTATT - ARHGEF26 nsGTTGGATTTAC7_D328delinsCWIYLFX
XH_P43 3 155198891 155198891 Missense_Mutation SNP G A G PLCH1 c.C4924T p.R1642W
XH_P43 3 156395703 156395703 Frame_Shift_Ins INS - CCATTTCCATAAT - TIPARP 218insCCATTTCCA p.F73fs
XH_P43 3 168834129 168834129 Missense_Mutation SNP G C G MECOM c.C967G p.P323A
XH_P43 3 169820389 169820389 Missense_Mutation SNP C T C PHC3 c.G2675A p.R892H
XH_P43 3 175293954 175293954 Silent SNP C T C NAALADL2 c.C1779T p.Y593Y
XH_P43 3 180377470 180377470 In_Frame_Ins INS - TTGGTAAAGTAGT - CCDC39 04insAACTACTTTA202delinsNYFTKA
XH_P43 3 180377472 180377472 Missense_Mutation SNP C T C CCDC39 c.G602A p.S201N
XH_P43 3 189526258 189526258 Silent SNP G A G TP63 c.G240A p.P80P
XH_P43 3 190573409 190573409 Missense_Mutation SNP G A G GMNC c.C680T p.P227L
XH_P43 3 195509196 195509196 Missense_Mutation SNP G C G MUC4 c.C9255G p.H3085Q
XH_P43 4 436577 436577 Missense_Mutation SNP T C T ZNF721 c.A1679G p.E560G



XH_P43 4 437481 437481 Missense_Mutation SNP A T A ZNF721 c.T775A p.S259T
XH_P43 4 4419094 4419094 Missense_Mutation SNP T G T NSG1 c.T490G p.W164G
XH_P43 4 6863603 6863603 Silent SNP G T G KIAA0232 c.G1494T p.L498L
XH_P43 4 8271771 8271771 Frame_Shift_Del DEL C - C HTRA3 c.76delC p.P26fs
XH_P43 4 8271987 8272030 Frame_Shift_Del DEL GCAGGCGGCC - TGCAGGCGGCCA HTRA3 c.292_335del p.A98fs
XH_P43 4 8451440 8451440 Frame_Shift_Del DEL A - A TRMT44 c.56delA p.D19fs
XH_P43 4 10492148 10492148 Silent SNP C T C CLNK c.G1230A p.R410R
XH_P43 4 10492149 10492149 Nonsense_Mutation INS - ATTTCAAAAGTTT - CLNK nsAAATAAACTTT.R410delinsKINFX
XH_P43 4 13590395 13590395 Frame_Shift_Ins INS - A - BOD1L1 c.8230_8231insT p.D2744fs
XH_P43 4 13590396 13590396 In_Frame_Ins INS - AGTCAGAATGGT - BOD1L1 _8230insACCATTD2744delinsTILTD
XH_P43 4 15575868 15575868 Silent SNP A G A CC2D2A c.A3690G p.R1230R
XH_P43 4 22438160 22438160 Nonsense_Mutation SNP C T C ADGRA3 c.G1190A p.W397X
XH_P43 4 24839843 24839843 Missense_Mutation SNP C T C CCDC149 c.G424A p.V142M
XH_P43 4 39868503 39868503 Nonsense_Mutation INS - ATTGTTATTTTAAT - PDS5A 20insTATTAAAAL874_T875delinsYX
XH_P43 4 42145575 42145575 Frame_Shift_Ins INS - TTTCT - BEND4 923_924insAGAA p.S308fs
XH_P43 4 42145576 42145576 In_Frame_Ins INS - GTATGTGTATGTG - BEND4 ATATACACATACA08delinsYIYTYTYMST
XH_P43 4 48525064 48525064 Missense_Mutation SNP C T C FRYL c.G7375A p.D2459N
XH_P43 4 48584726 48584726 Frame_Shift_Ins INS - GTACCAGA - FRYL 73_1774insTCTG p.L592fs
XH_P43 4 55593428 55593428 In_Frame_Ins INS - ACATTGTAC - KIT 5_1586insACATTp.F529delinsYIVL
XH_P43 4 55593430 55593430 Frame_Shift_Ins INS - TT - KIT c.1587_1588insT p.F529fs
XH_P43 4 57182477 57182477 Frame_Shift_Ins INS - TTCTTCTT - KIAA1211 09_2810insTTCT p.P937fs
XH_P43 4 57796632 57796632 In_Frame_Ins INS - TTCGAGTTCTGGT - REST 609insTTTCGAGTD536delinsDFRVLV
XH_P43 4 68374654 68374654 Missense_Mutation SNP A T A CENPC c.T1782A p.F594L
XH_P43 4 70146261 70146261 Missense_Mutation SNP G A G UGT2B28 c.G43A p.G15S
XH_P43 4 71698131 71698131 Nonsense_Mutation INS - ATTTCTAATATTTA - GRSF1 ATCTATAAATATTAp.M74delinsNLX
XH_P43 4 81124307 81124309 In_Frame_Del DEL GCG - GCG PRDM8 c.1691_1693del p.564_565del
XH_P43 4 85716106 85716106 Nonsense_Mutation INS - TTATATATAATTTA - WDFY3 AAACTCTAAATTAH1066delinsQKQINSKLYIIYX
XH_P43 4 85724611 85724611 Nonsense_Mutation INS - GTGAGTATGATTA - WDFY3 GCTCATATAATCAY813_H814delinsX
XH_P43 4 88535211 88535211 Frame_Shift_Ins INS - CTTTGGTAATATTT - DSPP insCTTCTTTGGT p.N466fs
XH_P43 4 96222837 96222837 Missense_Mutation SNP G T G UNC5C c.C410A p.P137H
XH_P43 4 99966407 99966407 Missense_Mutation SNP G A G METAP1 c.G733A p.A245T
XH_P43 4 108622425 108622425 Frame_Shift_Ins INS - TAGGCGTAAGCA - PAPSS1 insTATGCTTACG p.T26fs
XH_P43 4 113199106 113199106 Missense_Mutation SNP G A G TIFA c.C467T p.P156L
XH_P43 4 114275990 114275990 Silent SNP C A C ANK2 c.C6216A p.S2072S
XH_P43 4 114275991 114275991 Frame_Shift_Ins INS - TCCTCTCTGTT - ANK2 _6218insTCCTCT p.I2073fs
XH_P43 4 114290876 114290876 Missense_Mutation SNP G A G ANK2 c.G5270A p.R1757Q
XH_P43 4 119219902 119219902 Missense_Mutation SNP C T C PRSS12 c.G1823A p.G608D
XH_P43 4 119256799 119256799 Nonsense_Mutation INS - TGAAAGTGTCTTA - PRSS12 TATAACTAAGACAG217_I218delinsLX
XH_P43 4 123151130 123151130 Silent SNP G A G KIAA1109 c.G3087A p.S1029S
XH_P43 4 123179958 123179958 Frame_Shift_Ins INS - CTTGACAAATATT - KIAA1109 ATATTCCTTGACA p.S2241fs
XH_P43 4 125591483 125591483 Silent SNP A G A ANKRD50 c.T2412C p.L804L
XH_P43 4 128854242 128854242 Nonsense_Mutation INS - AATCAGATTATGT - MFSD8 761insACATAATC254_D255delinsNIIX
XH_P43 4 146435902 146435902 Frame_Shift_Ins INS - AGAAGAGATTTG - SMAD1 ACAGCAGAAGAG p.G46fs
XH_P43 4 147560458 147560469 In_Frame_Del DEL GCGGCGGCG - GGCGGCGGCGGC POU4F2 c.166_177del p.56_59del
XH_P43 4 164247261 164247261 Nonsense_Mutation INS - TTTGTTTTATATTT - NPY1R sAATAAATATAAR149_P150delinsKX
XH_P43 4 166235300 166235300 Nonsense_Mutation INS - TATATCATATTAG - KLHL2 GAGATTTATATCAM365delinsKRFISYX
XH_P43 4 177632786 177632786 Missense_Mutation SNP G C G VEGFC c.C571G p.P191A
XH_P43 4 185603415 185603415 Missense_Mutation SNP T G T PRIMPOL c.T496G p.L166V
XH_P43 5 447798 447798 Missense_Mutation SNP G A G EXOC3 c.G295A p.V99I
XH_P43 5 5182420 5182420 Splice_Site SNP T C T ADAMTS16 . .
XH_P43 5 13769150 13769162 Frame_Shift_Del DEL CTGTCCACAA - GCTGTCCACAATG DNAH5 c.9804_9816del p.A3268fs
XH_P43 5 14406745 14406745 Nonsense_Mutation INS - TAAAATATAGTTG - TRIO 924insATAAAATAA1641delinsAIKYSX
XH_P43 5 14461165 14461165 Silent SNP C T C TRIO c.C5241T p.P1747P
XH_P43 5 23521272 23521272 Nonsense_Mutation INS - AATTTCTTTAGTT - PRDM9 93insGAATTTCTT64_S165delinsHEFLX
XH_P43 5 35065918 35065918 Missense_Mutation SNP T A T PRLR c.A839T p.E280V
XH_P43 5 40681119 40681119 Frame_Shift_Ins INS - TCCTACTTTCTGG - PTGER4 5insATCCTACTTT p.S8fs
XH_P43 5 40853422 40853422 Frame_Shift_Ins INS - ATTTGAGC - CARD6 88_1989insATTTG p.N663fs
XH_P43 5 40853424 40853424 Missense_Mutation SNP A T A CARD6 c.A1990T p.T664S
XH_P43 5 41381971 41381971 Missense_Mutation SNP C G C PLCXD3 c.G769C p.V257L
XH_P43 5 43613100 43613100 Frame_Shift_Ins INS - TGATGTT - NNT 42_243insTGATG p.N81fs
XH_P43 5 43613102 43613102 Silent SNP T C T NNT c.T244C p.L82L
XH_P43 5 54327310 54327310 Nonsense_Mutation SNP C A C GZMK c.C482A p.S161X
XH_P43 5 56177849 56177854 In_Frame_Del DEL CAACAA - CAACAA MAP3K1 c.2822_2827del p.941_943del
XH_P43 5 78671978 78671978 Missense_Mutation SNP C G C HOMER1 c.G529C p.D177H
XH_P43 5 79950724 79950724 In_Frame_Ins INS - CCGCCGCGC - MSH3 8_179insCCGCCGp.A60delinsAAAP
XH_P43 5 94859466 94859466 Frame_Shift_Ins INS - ATAAATGAAAAT - TTC37 TAAAAATATTTTC p.D509fs
XH_P43 5 112174620 112174620 Nonsense_Mutation SNP C G C APC c.C3275G p.S1092X
XH_P43 5 112175951 112175951 Frame_Shift_Ins INS - A - APC c.4607dupA p.E1536fs
XH_P43 5 112824048 112824048 Missense_Mutation SNP T C T MCC c.A64G p.S22G
XH_P43 5 115238594 115238594 Missense_Mutation SNP C A C AP3S1 c.C154A p.L52I
XH_P43 5 122718538 122718538 Nonsense_Mutation INS - TTTAATCTCTA - CEP120 _1828insTAGAGAP610_C611delinsX
XH_P43 5 122718540 122718540 Frame_Shift_Ins INS - TT - CEP120 .1825_1826insA p.A609fs
XH_P43 5 130764910 130764910 Splice_Site SNP C G C RAPGEF6 . .
XH_P43 5 135692506 135692506 Silent SNP G A G TRPC7 c.C570T p.I190I
XH_P43 5 139060444 139060444 Frame_Shift_Ins INS - ATTGG - CXXC5 336_337insATTG p.A112fs
XH_P43 5 139742029 139742029 Splice_Site INS - TAAA - SLC4A9 . .
XH_P43 5 139742030 139742030 Frame_Shift_Ins INS - ACCC - SLC4A9 .720_721insACC p.R240fs
XH_P43 5 140053882 140053882 In_Frame_Ins INS - GGTTATTTTATTG - HARS AATAATCAATAAA383delinsVIINKITIIK
XH_P43 5 140482016 140482016 Missense_Mutation SNP G A G PCDHB3 c.G1783A p.D595N
XH_P43 5 140763194 140763194 Frame_Shift_Ins INS - TATTTTTACATTT - PCDHGA7 insCATTATTTTTA p.S243fs
XH_P43 5 141041803 141041803 Silent SNP T G T ARAP3 c.A2820C p.V940V
XH_P43 5 145894881 145894881 Missense_Mutation SNP C T C GPR151 c.G796A p.E266K
XH_P43 5 148632392 148632392 Missense_Mutation SNP C T C ABLIM3 c.C1597T p.R533C
XH_P43 5 149406316 149406316 Missense_Mutation SNP G A G HMGXB3 c.G1508A p.R503K
XH_P43 5 150413184 150413184 Silent SNP C T C TNIP1 c.G1605A p.S535S
XH_P43 5 150885608 150885608 Missense_Mutation SNP G A G FAT2 c.C12568T p.R4190C
XH_P43 5 153054066 153054066 Missense_Mutation SNP A G A GRIA1 c.A466G p.M156V
XH_P43 5 153190634 153190634 Missense_Mutation SNP C G C GRIA1 c.C2330G p.S777W
XH_P43 5 154292518 154292518 Frame_Shift_Del DEL C - C GEMIN5 c.1933delG p.A645fs
XH_P43 5 156376669 156376682 Frame_Shift_Del DEL TCAGCAGGAC - GTCAGCAGGACA TIMD4 c.740_753del p.T247fs
XH_P43 5 156479558 156479572 In_Frame_Del DEL GAACAGTCG - TGGAACAGTCGTC HAVCR1 c.473_487del p.158_163del
XH_P43 5 157078575 157078575 Missense_Mutation SNP G C G SOX30 c.C512G p.P171R
XH_P43 5 167881085 167881085 Missense_Mutation SNP G T G WWC1 c.G2638T p.D880Y
XH_P43 5 169116272 169116272 Nonsense_Mutation SNP C T C DOCK2 c.C778T p.R260X
XH_P43 5 172750383 172750383 Silent SNP C A C STC2 c.G345T p.R115R
XH_P43 5 174938489 174938489 Missense_Mutation SNP G T G SFXN1 c.G470T p.G157V
XH_P43 5 176823786 176823786 Silent SNP C T C SLC34A1 c.C1227T p.G409G
XH_P43 5 177547473 177547473 Missense_Mutation SNP A C A N4BP3 c.A625C p.S209R



XH_P43 5 178418947 178418970 In_Frame_Del DEL CCCAGTGCCC - ATCCCAGTGCCCT GRM6 c.619_642del p.207_214del
XH_P43 6 7298173 7298173 In_Frame_Ins INS - ACAGAGTCTTAC - SSR1 478insGTAAGAC.L160delinsVRLCL
XH_P43 6 26390390 26390390 Silent SNP G A G BTN2A2 c.G252A p.K84K
XH_P43 6 28270005 28270005 Frame_Shift_Ins INS - ACACTTTTACTAT - PGBD1 CATCATACACTTT p.F792fs
XH_P43 6 34574504 34574504 Frame_Shift_Ins INS - A - C6orf106 c.490_491insT p.P164fs
XH_P43 6 34574506 34574506 Frame_Shift_Ins INS - AGGT - C6orf106 .488_489insACC p.D163fs
XH_P43 6 42162482 42162482 Frame_Shift_Ins INS - GTCTCTTCTCTTCC - GUCA1B 7insGGAAGAGAA p.K26fs
XH_P43 6 42626555 42626555 Missense_Mutation SNP G C G UBR2 c.G3235C p.D1079H
XH_P43 6 47759569 47759569 Nonsense_Mutation SNP C A C OPN5 c.C282A p.C94X
XH_P43 6 47759571 47759571 Frame_Shift_Ins INS - ACAGATTTCCTA - OPN5 5insACACAGATT p.F95fs
XH_P43 6 52661078 52661078 Silent SNP A C A GSTA1 c.T174G p.V58V
XH_P43 6 56394321 56394321 Silent SNP C T C DST c.G9651A p.V3217V
XH_P43 6 56505023 56505023 Missense_Mutation SNP G C G DST c.C797G p.S266C
XH_P43 6 70098725 70098725 In_Frame_Ins INS - AATAGTTTT - ADGRB3 1_4512insAATAG.E1504delinsEIVL
XH_P43 6 70098727 70098727 Frame_Shift_Ins INS - TTTT - ADGRB3 4513_4514insTT p.K1505fs
XH_P43 6 71665561 71665561 Missense_Mutation SNP C G C B3GAT2 c.G572C p.S191T
XH_P43 6 74354251 74354251 Missense_Mutation SNP C T C SLC17A5 c.G170A p.R57H
XH_P43 6 75861640 75861640 Missense_Mutation SNP C T C COL12A1 c.G451A p.D151N
XH_P43 6 75904568 75904568 Frame_Shift_Ins INS - TGTTATTGAGTT - COL12A1 ATGTTAAACTCAA p.I57fs
XH_P43 6 76744431 76744440 Frame_Shift_Del DEL GTCCTGATAT - GTCCTGATAT IMPG1 c.132_141del p.E44fs
XH_P43 6 78173072 78173072 Frame_Shift_Ins INS - CAAT - HTR1B c.48_49insATTG p.E17fs
XH_P43 6 78173073 78173073 Frame_Shift_Ins INS - CCTTTGT - HTR1B 47_48insACAAAG p.S16fs
XH_P43 6 88126526 88126526 In_Frame_Ins INS - AAACAAAAT - CFAP206 2_613insAAACAAG204delinsGKQN
XH_P43 6 88126527 88126527 In_Frame_Ins INS - ATA - CFAP206 c.613_614insATAp.G205delinsDR
XH_P43 6 89793782 89793782 Frame_Shift_Ins INS - A - PNRC1 c.851_852insA p.F284fs
XH_P43 6 89793784 89793784 Frame_Shift_Ins INS - TTTCTGTCTGTTTA - PNRC1 TTGCTTTTCTGTC p.S285fs
XH_P43 6 90340611 90340611 Missense_Mutation SNP G A G ANKRD6 c.G1880A p.R627Q
XH_P43 6 90410477 90410477 In_Frame_Ins INS - GATTTTTCTTTTC - MDN1 nsCCCAGAAAAGA2842delinsHPEKKNLR
XH_P43 6 90422329 90422329 Frame_Shift_Ins INS - ATTATTTATT - MDN1 4_7395insAATAA p.L2465fs
XH_P43 6 90422331 90422331 Nonsense_Mutation INS - GTATGTTTTA - MDN1 2_7393insTAAAA2465_N2466delinsX
XH_P43 6 102503416 102503416 In_Frame_Ins INS - GAAAAGAGAGG - GRIK2 nsCCTAAGAAAAG841delinsEPKKREVM
XH_P43 6 121577425 121577425 Silent SNP T G T TBC1D32 c.A1740C p.T580T
XH_P43 6 131915465 131915465 In_Frame_Ins INS - ATATCCTTTTTAT - MED23 nsCACAATAAAAA1002delinsVTIKRILS
XH_P43 6 131915467 131915467 Missense_Mutation SNP C T C MED23 c.G3004A p.V1002M
XH_P43 6 132270606 132270606 Missense_Mutation SNP A T A CTGF c.T848A p.F283Y
XH_P43 6 136582430 136582430 Frame_Shift_Ins INS - AATTTTTTCTCTC - BCLAF1 2577insGAGAGAA p.E859fs
XH_P43 6 152565769 152565769 Nonsense_Mutation INS - TAGAAAAAAT - SYNE1 1_19382insATTT461_L6462delinsDFFX
XH_P43 6 152565771 152565771 Frame_Shift_Ins INS - CTTTATT - SYNE1 79_19380insAAT p.D6460fs
XH_P43 6 152651648 152651648 Silent SNP C T C SYNE1 c.G13959A p.A4653A
XH_P43 6 152711507 152711507 Missense_Mutation SNP G T G SYNE1 c.C8106A p.S2702R
XH_P43 6 152711508 152711508 Frame_Shift_Ins INS - TGTGTTCT - SYNE1 4_8105insAGAA p.S2702fs
XH_P43 6 152765647 152765647 Missense_Mutation SNP C T C SYNE1 c.G3757A p.E1253K
XH_P43 7 1132250 1132250 Nonsense_Mutation SNP C T C GPER1 c.C886T p.Q296X
XH_P43 7 12409717 12409717 In_Frame_Ins INS - AGAGATTAGACA - VWDE _1870insTGTCTA.S624delinsCLISS
XH_P43 7 20825146 20825172 In_Frame_Del DEL GGCTGCTGCC - CGGCTGCTGCCGC SP8 c.264_290del p.88_97del
XH_P43 7 21646154 21646154 Missense_Mutation SNP G T G DNAH11 c.G3759T p.L1253F
XH_P43 7 21658797 21658797 Missense_Mutation SNP G A G DNAH11 c.G4334A p.R1445Q
XH_P43 7 25266558 25266558 In_Frame_Ins INS - ATGCTGAGTGAT - NPVF _226insATCACTCp.P76delinsITQHP
XH_P43 7 40133929 40133929 Missense_Mutation SNP G A G CDK13 c.G3889A p.G1297R
XH_P43 7 44047000 44047000 Missense_Mutation SNP C T C SPDYE1 c.C766T p.P256S
XH_P43 7 44611308 44611308 Silent SNP G A G DDX56 c.C673T p.L225L
XH_P43 7 44611309 44611309 Frame_Shift_Ins INS - ATCT - DDX56 .671_672insAGA p.Q224fs
XH_P43 7 45688277 45688277 Missense_Mutation SNP C A C ADCY1 c.C1029A p.H343Q
XH_P43 7 48259015 48259015 In_Frame_Ins INS - AATCATTAT - ABCA13 2_353insAATCATp.I118delinsKSLL
XH_P43 7 57528754 57528754 In_Frame_Ins INS - ATCTTCTCA - ZNF716 7_588insATCTTC.M196delinsISSQ
XH_P43 7 57528755 57528755 Frame_Shift_Ins INS - TATCA - ZNF716 588_589insTATC p.M196fs
XH_P43 7 64864248 64864248 Missense_Mutation SNP A C A ZNF92 c.A993C p.K331N
XH_P43 7 84636181 84636181 Silent SNP A G A SEMA3D c.T1845C p.P615P
XH_P43 7 86813934 86813934 Missense_Mutation SNP A C A DMTF1 c.A778C p.I260L
XH_P43 7 87537395 87537395 Missense_Mutation SNP G T G DBF4 c.G1243T p.D415Y
XH_P43 7 88963540 88963540 Frame_Shift_Ins INS - TATGGAGATGGTA - ZNF804B insGTTTATGGAG p.D415fs
XH_P43 7 91670082 91670082 Missense_Mutation SNP G A G AKAP9 c.G4787A p.R1596Q
XH_P43 7 94028370 94028370 Missense_Mutation SNP G A G COL1A2 c.G106A p.G36R
XH_P43 7 95739378 95739378 Missense_Mutation SNP A G A DYNC1I1 c.A1804G p.T602A
XH_P43 7 96747146 96747146 Silent SNP C T C SDHAF3 c.C111T p.D37D
XH_P43 7 98649918 98649918 Missense_Mutation SNP G A G SMURF1 c.C631T p.R211W
XH_P43 7 99171042 99171042 Frame_Shift_Ins INS - TTCCT - ZNF655 311_1312insTTC p.E437fs
XH_P43 7 99171044 99171044 Frame_Shift_Ins INS - TTGTTTAATA - ZNF655 3_1314insTTGTT p.C438fs
XH_P43 7 99705122 99705122 In_Frame_Ins INS - CCTTTG - TAF6 91_1892insCAAAp.S631delinsTKG
XH_P43 7 100678230 100678230 Missense_Mutation SNP A G A MUC17 c.A3533G p.N1178S
XH_P43 7 100679374 100679374 Missense_Mutation SNP C A C MUC17 c.C4677A p.D1559E
XH_P43 7 100682351 100682351 Missense_Mutation SNP A G A MUC17 c.A7654G p.I2552V
XH_P43 7 107571837 107571837 Silent SNP T G T LAMB1 c.A4501C p.R1501R
XH_P43 7 107577674 107577674 In_Frame_Ins INS - GGA - LAMB1 3809_3810insTCp.K1270delinsNP
XH_P43 7 107577675 107577675 Nonsense_Mutation INS - TTAACGATATG - LAMB1 _3809insCATATC270_L1271delinsTYRX
XH_P43 7 111387455 111387455 Frame_Shift_Ins INS - GGTTTCATGAAT - DOCK4 434insGATTCAT p.N1478fs
XH_P43 7 111400375 111400375 Nonsense_Mutation INS - TGAATAGAACTT - DOCK4 997insTAAGTTC1333_E1334delinsX
XH_P43 7 111644163 111644163 Missense_Mutation SNP C A C DOCK4 c.G61T p.V21F
XH_P43 7 111644165 111644165 Nonsense_Mutation INS - ATTTTTAAGCTGA - DOCK4 ATAATCAGCTTAAT20_V21delinsIILX
XH_P43 7 117243663 117243663 Missense_Mutation SNP C T C CFTR c.C2735T p.S912L
XH_P43 7 119915032 119915032 Missense_Mutation SNP G A G KCND2 c.G346A p.D116N
XH_P43 7 127528040 127528040 Missense_Mutation SNP G A G SND1 c.G1429A p.D477N
XH_P43 7 128415040 128415040 Missense_Mutation SNP C T C OPN1SW c.G521A p.R174Q
XH_P43 7 138969128 138969128 Frame_Shift_Ins INS - GATACAGT - UBN2 77_3478insGATA p.G1159fs
XH_P43 7 138969130 138969130 Missense_Mutation SNP A G A UBN2 c.A3479G p.K1160R
XH_P43 7 141643752 141643752 In_Frame_Ins INS - TTCTTATGG - CLEC5A 1_152insCCATAAp.F51delinsSIRI
XH_P43 7 143956137 143956137 Frame_Shift_Ins INS - AATCCCCTTA - OR2A7 _585insTAAGGG p.E195fs
XH_P43 7 150325467 150325467 Missense_Mutation SNP T A T GIMAP6 c.A429T p.R143S
XH_P43 7 150654543 150654543 Missense_Mutation SNP A G A KCNH2 c.T964C p.S322P
XH_P43 7 150654544 150654544 Missense_Mutation SNP G C G KCNH2 c.C963G p.D321E
XH_P43 7 151680085 151680085 Frame_Shift_Ins INS - AAATTTATTTAAC - GALNTL5 nsCAAAAATTTAT p.H128fs
XH_P43 7 158534471 158534471 Frame_Shift_Ins INS - AGGCCTCGGCGA - ESYT2 92insCATCGCCG p.G664fs
XH_P43 8 28385465 28385465 Silent SNP C A C FZD3 c.C1188A p.S396S
XH_P43 8 35425698 35425698 Silent SNP G A G UNC5D c.G390A p.Q130Q
XH_P43 8 35425699 35425699 Missense_Mutation SNP T G T UNC5D c.T391G p.C131G
XH_P43 8 36780071 36780071 Missense_Mutation SNP C A C KCNU1 c.C2660A p.T887K
XH_P43 8 37728030 37728030 Nonsense_Mutation INS - ATAATTA - RAB11FIP1 38_1639insTAATP547_M548delinsX
XH_P43 8 37728032 37728032 Nonsense_Mutation INS - CCTTATACTTGTT - RAB11FIP1 AACTAAACAAGT46_P547delinsITKQVX



XH_P43 8 42720633 42720633 Splice_Site INS - TATTATTATTATT - RNF170 . .
XH_P43 8 53062428 53062428 Frame_Shift_Ins INS - AAAGAGGTATTG - ST18 1916insACAATAC p.T639fs
XH_P43 8 53568744 53568744 Nonsense_Mutation INS - TTATAAAATTAAA - RB1CC1 5insTATTTTAATT15_R1216delinsDILILX
XH_P43 8 53568746 53568746 In_Frame_Ins INS - AGTGATTCG - RB1CC1 2_3643insCGAAT.D1215delinsRITD
XH_P43 8 66539568 66539568 Silent SNP C G C ARMC1 c.G66C p.R22R
XH_P43 8 66695068 66695068 Missense_Mutation SNP G A G PDE7A c.C149T p.A50V
XH_P43 8 66695069 66695069 Nonsense_Mutation INS - TTCATGGAGTTTA - PDE7A nsCTCTAAACTCC.A50_I51delinsLX
XH_P43 8 77690663 77690663 Missense_Mutation SNP C A C ZFHX4 c.C3313A p.P1105T
XH_P43 8 87549843 87549843 Nonsense_Mutation INS - TCTAACTCTATAG - CPNE3 insAGTCTAACTCp.D171delinsEVX
XH_P43 8 94746720 94746720 Missense_Mutation SNP G T G RBM12B c.C1919A p.T640K
XH_P43 8 95186404 95186404 Missense_Mutation SNP T C T CDH17 c.A509G p.Q170R
XH_P43 8 102701604 102701604 Missense_Mutation SNP C T C NCALD c.G515A p.G172E
XH_P43 8 102701605 102701605 Frame_Shift_Ins INS - TTTTG - NCALD 513_514insCAAA p.G172fs
XH_P43 8 126448435 126448435 Nonsense_Mutation SNP C T C TRIB1 c.C343T p.R115X
XH_P43 8 142367220 142367220 Silent SNP G A G GPR20 c.C804T p.P268P
XH_P43 8 145577673 145577673 Missense_Mutation SNP C T C TMEM249 c.G383A p.R128H
XH_P43 9 990882 990896 In_Frame_Del DEL CTCGGATTTC - CCTCGGATTTCCA DMRT3 c.1296_1310del p.432_437del
XH_P43 9 5300378 5300378 Missense_Mutation SNP T G T RLN2 c.A23C p.N8T
XH_P43 9 8449792 8449792 Frame_Shift_Ins INS - TT - PTPRD .2657_2658insA p.N886fs
XH_P43 9 8449813 8449813 Frame_Shift_Ins INS - TTTACTATTATGG - PTPRD 7insTCTCCATAAT p.R879fs
XH_P43 9 12702360 12702360 Nonsense_Mutation INS - TTT - TYRP1 1003_1004insTTp.Q335delinsLX
XH_P43 9 12702361 12702361 In_Frame_Ins INS - CATAGCATGAATA - TYRP1 TTTATACATAGCAdelinsQNFIHSMNMKYR
XH_P43 9 21305070 21305070 Silent SNP A G A IFNA5 c.T186C p.P62P
XH_P43 9 33395216 33395216 Missense_Mutation SNP T G T AQP7 c.A1C p.M1L
XH_P43 9 33541216 33541216 Missense_Mutation SNP G C G ANKRD18B c.G880C p.G294R
XH_P43 9 37948674 37948674 Missense_Mutation SNP C T C SHB c.G1304A p.R435Q
XH_P43 9 38578116 38578116 In_Frame_Ins INS - ATGGAAAAAGAT - ANKRD18A 277insATATCTTTA759delinsAYLFPY
XH_P43 9 38601182 38601182 Frame_Shift_Ins INS - A - ANKRD18A c.881dupT p.V294fs
XH_P43 9 38601184 38601184 In_Frame_Ins INS - CATAATTTCATAT - ANKRD18A sTTCAATATGAAA294delinsFNMKLCSV
XH_P43 9 74674269 74674269 Silent SNP G A G C9orf57 c.C45T p.L15L
XH_P43 9 75435918 75435925 Frame_Shift_Del DEL CTCATCCT - CTCATCCT TMC1 c.1924_1931del p.L642fs
XH_P43 9 75545867 75545867 Missense_Mutation SNP C A C ALDH1A1 c.G240T p.M80I
XH_P43 9 77354811 77354811 Missense_Mutation SNP C T C TRPM6 c.G5300A p.R1767Q
XH_P43 9 88247699 88247699 Missense_Mutation SNP A C A AGTPBP1 c.T2049G p.I683M
XH_P43 9 98734848 98734848 Nonsense_Mutation INS - TCTTTTGGATTTA - ERCC6L2 TGCTTTTCTTTTG_R951delinsNMLFFWIX
XH_P43 9 106896830 106896830 Missense_Mutation SNP C A C SMC2 c.C3243A p.N1081K
XH_P43 9 106896831 106896831 Missense_Mutation SNP C A C SMC2 c.C3244A p.L1082I
XH_P43 9 112020470 112020470 Missense_Mutation SNP A G A EPB41L4B c.T739C p.W247R
XH_P43 9 112918685 112918685 Missense_Mutation SNP G A G AKAP2 c.G2656A p.G886R
XH_P43 9 123476543 123476551 In_Frame_Del DEL CGGCGGCGG - CGGCGGCGG MEGF9 c.86_94del p.29_32del
XH_P43 9 123935712 123935712 Nonsense_Mutation INS - TGATTTTTCAGAT - CNTRL 4954insTGATTTT1651_K1652delinsLX
XH_P43 9 125512494 125512494 Missense_Mutation SNP G A G OR1L6 c.G368A p.R123Q
XH_P43 9 131708608 131708608 Silent SNP G A G DOLK c.C975T p.S325S
XH_P43 9 136597690 136597690 Missense_Mutation SNP T A T SARDH c.A365T p.E122V
XH_P43 9 140140167 140140167 Silent SNP A T A FAM166A c.T195A p.I65I
XH_P43 9 140140169 140140169 Missense_Mutation SNP T A T FAM166A c.A193T p.I65F
XH_P43 9 140261078 140261078 Missense_Mutation SNP T A T EXD3 c.A523T p.I175F
XH_P43 10 6148182 6148182 Missense_Mutation SNP G C G RBM17 c.G486C p.E162D
XH_P43 10 7618752 7618752 Missense_Mutation SNP G A G ITIH5 c.C1000T p.R334W
XH_P43 10 15658534 15658534 Missense_Mutation SNP G T G ITGA8 c.C1379A p.T460K
XH_P43 10 15658535 15658535 Frame_Shift_Ins INS - GCATTTTTAC - ITGA8 _1378insGTAAA p.T460fs
XH_P43 10 33068012 33068012 Missense_Mutation SNP G A G CCDC7 c.G3013A p.E1005K
XH_P43 10 35333790 35333790 Silent SNP A G A CUL2 c.T324C p.R108R
XH_P43 10 45478054 45478054 Missense_Mutation SNP G A G RASSF4 c.G224A p.R75Q
XH_P43 10 50122025 50122025 Missense_Mutation SNP C T C LRRC18 c.G176A p.R59Q
XH_P43 10 51769004 51769004 Frame_Shift_Ins INS - GTATTTCT - AGAP6 19_1120insGTAT p.D373fs
XH_P43 10 60560808 60560808 Splice_Site INS - TG - BICC1 . .
XH_P43 10 61836206 61836206 Frame_Shift_Ins INS - ATCAATATGGT - ANK3 _4433insACCATA p.I1478fs
XH_P43 10 64968934 64968934 Nonsense_Mutation SNP A C A JMJD1C c.T2099G p.L700X
XH_P43 10 70509434 70509434 Frame_Shift_Ins INS - AAAA - CCAR1 1065_1066insAA p.S355fs
XH_P43 10 70509435 70509435 In_Frame_Ins INS - ACTAATATTTCTA - CCAR1 067insTACTAATA.L356delinsLLIFLI
XH_P43 10 73857142 73857142 Missense_Mutation SNP C T C ASCC1 c.G1024A p.V342I
XH_P43 10 77807000 77807000 Missense_Mutation SNP G A G LRMDA c.G253A p.V85M
XH_P43 10 81061895 81061895 Missense_Mutation SNP G A G ZMIZ1 c.G2051A p.R684Q
XH_P43 10 87628910 87628910 Missense_Mutation SNP G C G GRID1 c.C808G p.L270V
XH_P43 10 91498109 91498109 Frame_Shift_Ins INS - ATTGTTTTCATCCT - KIF20B 2insTCTATTGTTT p.E1171fs
XH_P43 10 103920516 103920516 In_Frame_Ins INS - TGGCTT - NOLC1 437_1438insTGGp.S479delinsSWL
XH_P43 10 104230572 104230582 Frame_Shift_Del DEL TGATGGCTTC - TGATGGCTTCC MFSD13A c.402_412del p.Y134fs
XH_P43 10 105344801 105344801 Silent SNP G A G NEURL1 c.G1158A p.V386V
XH_P43 10 105762627 105762627 Frame_Shift_Ins INS - TTTGCCTCTTTTT - SLK _1692insTTTGCCT p.D564fs
XH_P43 10 105762741 105762741 Frame_Shift_Ins INS - CACATCACTTG - SLK _1806insCACATC p.I602fs
XH_P43 10 108339147 108339147 Silent SNP G A G SORCS1 c.C3351T p.F1117F
XH_P43 10 115978190 115978190 Missense_Mutation SNP C T C TDRD1 c.C2341T p.R781C
XH_P43 10 116201544 116201544 In_Frame_Ins INS - ATTTTAACCTCCC - ABLIM1 3insAGGGAGGTA221delinsAGRLKF
XH_P43 10 116201546 116201546 Splice_Site SNP C G C ABLIM1 . .
XH_P43 10 118689512 118689512 Nonsense_Mutation INS - ATTACTCATG - SHTN1 _680insCATGAGV227_K228delinsAX
XH_P43 10 119044825 119044825 Silent SNP T G T PDZD8 c.A1419C p.S473S
XH_P43 10 121691665 121691665 Missense_Mutation SNP C T C SEC23IP c.C2593T p.R865C
XH_P43 10 123843656 123843656 Silent SNP G A G TACC2 c.G1641A p.P547P
XH_P43 10 124273779 124273779 Silent SNP C T C HTRA1 c.C1347T p.S449S
XH_P43 10 124697270 124697270 Missense_Mutation SNP C T C C10orf88 c.G1054A p.E352K
XH_P43 10 126138461 126138461 Missense_Mutation SNP T C T NKX1-2 c.A52G p.I18V
XH_P43 10 129905363 129905363 Missense_Mutation SNP T C T MKI67 c.A3661G p.K1221E
XH_P43 10 129905515 129905515 Missense_Mutation SNP C T C MKI67 c.G3509A p.R1170Q
XH_P43 10 129906976 129906976 In_Frame_Ins INS - GGAATGAAGAAG - MKI67 _2048insCTTCTT K683delinsTSSFQ
XH_P43 10 129914032 129914032 Missense_Mutation SNP G A G MKI67 c.C640T p.R214C
XH_P43 11 1265450 1265450 Missense_Mutation SNP A C A MUC5B c.A7340C p.E2447A
XH_P43 11 1265451 1265451 Silent SNP G A G MUC5B c.G7341A p.E2447E
XH_P43 11 6190877 6190877 In_Frame_Ins INS - TGT - OR52B2 c.679_680insACAp.V227delinsDM
XH_P43 11 6190878 6190878 Frame_Shift_Ins INS - CATATCT - OR52B2 78_679insAGATA p.V227fs
XH_P43 11 6243730 6243730 In_Frame_Ins INS - CTTCTTTTGCCT - FAM160A2 1133insAGGCAAR378delinsQAKEG
XH_P43 11 6340722 6340722 Silent SNP G A G CAVIN3 c.C457T p.L153L
XH_P43 11 6587042 6587042 In_Frame_Ins INS - GCTCTTCTT - DNHD1 4_10875insGCTC.E3625delinsELFL
XH_P43 11 6587044 6587044 Missense_Mutation SNP A G A DNHD1 c.A10876G p.R3626G
XH_P43 11 6623244 6623244 Missense_Mutation SNP G A G RRP8 c.C301T p.P101S
XH_P43 11 7686733 7686733 Frame_Shift_Ins INS - AG - CYB5R2 c.702_703insCT p.E235fs
XH_P43 11 7686734 7686734 Frame_Shift_Ins INS - AA - CYB5R2 c.701_702insTT p.K234fs
XH_P43 11 12951874 12951874 Splice_Site SNP G C G TEAD1 . .



XH_P43 11 15726805 15726805 In_Frame_Ins INS - CACATTCTAAAGT - LOC10272495718insTCACATTCTS106delinsSHILKY
XH_P43 11 33360981 33360981 In_Frame_Ins INS - AAGTCACAGAGA - HIPK3 1515insAAGTCA M505delinsISHRE
XH_P43 11 45957276 45957276 Frame_Shift_Ins INS - ATTAACGTGATTA - PHF21A 1696insTTAATCA p.K566fs
XH_P43 11 51412011 51412011 Frame_Shift_Ins INS - GAGCAAT - OR4A5 84_385insATTGC p.H129fs
XH_P43 11 55655604 55655604 Nonsense_Mutation SNP C T C TRIM51 c.C604T p.R202X
XH_P43 11 57093913 57093913 Frame_Shift_Ins INS - ACAT - SSRP1 2097_2098insAT p.S700fs
XH_P43 11 57093915 57093915 Frame_Shift_Ins INS - TCTCCTGT - SSRP1 5_2096insACAG p.S699fs
XH_P43 11 57971509 57971509 Frame_Shift_Ins INS - TGGTGAAT - OR1S2 44_145insATTCA p.V49fs
XH_P43 11 59189907 59189907 Frame_Shift_Ins INS - CTCTTATGGTTAC - OR5A2 520insGTAACCAT p.M174fs
XH_P43 11 59245190 59245190 Frame_Shift_Ins INS - CCTCTTTA - OR4D10 88_289insCCTCT p.H96fs
XH_P43 11 59626550 59626550 Missense_Mutation SNP C G C TCN1 c.G747C p.Q249H
XH_P43 11 60470907 60470907 Silent SNP G A G MS4A8 c.G276A p.T92T
XH_P43 11 62287783 62287783 Silent SNP C T C AHNAK c.G14106A p.A4702A
XH_P43 11 62287963 62287963 Silent SNP G A G AHNAK c.C13926T p.D4642D
XH_P43 11 62294964 62294964 Missense_Mutation SNP T C T AHNAK c.A6925G p.T2309A
XH_P43 11 62295474 62295474 Missense_Mutation SNP A C A AHNAK c.T6415G p.L2139V
XH_P43 11 62295475 62295475 Silent SNP A C A AHNAK c.T6414G p.S2138S
XH_P43 11 66296856 66296856 Silent SNP G T G ZDHHC24 c.C663A p.R221R
XH_P43 11 66411364 66411384 In_Frame_Del DEL GCTGCAGCA - CTGCTGCAGCAGCRBM14-RBM4 c.781_801del p.261_267del
XH_P43 11 66482734 66482734 Missense_Mutation SNP G C G SPTBN2 c.C442G p.L148V
XH_P43 11 67254524 67254524 Silent SNP G A G AIP c.G147A p.V49V
XH_P43 11 68029953 68029953 In_Frame_Ins INS - CAGCCT - C11orf24 09_510insAGGCp.T170delinsTGW
XH_P43 11 71238675 71238675 In_Frame_Ins INS - GTCCAGATGCTG - KRTAP5-7 TGCCAGTCCAGA0delinsSCCQSRCCNPC
XH_P43 11 73824935 73824935 Nonsense_Mutation INS - TTCCTAATTACTC - C2CD3 TCAAATGAGTAAT578delinsKSQMSNX
XH_P43 11 74717292 74717292 Missense_Mutation SNP A C A NEU3 c.A1141C p.N381H
XH_P43 11 77910752 77910752 Silent SNP G A G USP35 c.G918A p.S306S
XH_P43 11 100909962 100909962 Frame_Shift_Ins INS - T - PGR c.1888dupA p.I630fs
XH_P43 11 100909964 100909964 Nonsense_Mutation INS - GGTCTTGAGTTTT - PGR 7insATAAAAACTCF629_I630delinsLX
XH_P43 11 101833918 101833918 In_Frame_Ins INS - TGAATGACT - CEP126 2_2153insTGAAT.G718delinsVNDC
XH_P43 11 101833920 101833920 Frame_Shift_Ins INS - TTCAGCATTGTTT - CEP126 155insTTTCAGCA p.G718fs
XH_P43 11 101834168 101834168 Frame_Shift_Ins INS - CTTAGTTTTAGAA - CEP126 2403insCTTAGTT p.C801fs
XH_P43 11 103048478 103048478 Frame_Shift_Ins INS - T - DYNC2H1 c.6068_6069insT p.D2023fs
XH_P43 11 103048479 103048479 Nonsense_Mutation INS - AAATATGTTCATA - DYNC2H1 GAAAGAAATATG023_M2024delinsDX
XH_P43 11 105880453 105880453 Nonsense_Mutation SNP C A C MSANTD4 c.G847T p.G283X
XH_P43 11 105880454 105880454 Nonsense_Mutation INS - TCAGGTGATATA - MSANTD4 846insTTATATCA82_G283delinsHYITX
XH_P43 11 111625799 111625799 Frame_Shift_Ins INS - GTGGAAATGTTA - PPP2R1B nsAATGTAACATT p.P161fs
XH_P43 11 116636107 116636107 Missense_Mutation SNP C T C BUD13 c.G293A p.R98H
XH_P43 11 116741066 116741066 Frame_Shift_Ins INS - CCCTGCCTTCATA - SIK3 645insTATGAAG p.D549fs
XH_P43 11 118352691 118352691 In_Frame_Ins INS - TTTGCTGTCTTT - KMT2A _3897insTTTGCTS1299delinsSLLSF
XH_P43 11 120744909 120744923 In_Frame_Del DEL TGAACTACCTG - ATGAACTACCTGC GRIK4 c.1041_1055del p.347_352del
XH_P43 11 120957678 120957678 Frame_Shift_Ins INS - CTTTAAAAAA - TBCEL 8_1149insCTTTAA p.M383fs
XH_P43 11 120957679 120957679 Missense_Mutation SNP G T G TBCEL c.G1149T p.M383I
XH_P43 11 124095538 124095538 Nonsense_Mutation INS - TGACCTTTGGTTT - OR8G2P TAGATGACCTTT 47_Y48delinsIMIX
XH_P43 12 6122690 6122690 Frame_Shift_Ins INS - CATAAGATTT - VWF 6_5577insAAATC p.T1859fs
XH_P43 12 9089483 9089483 Silent SNP C T C PHC1 c.C2400T p.C800C
XH_P43 12 10762506 10762506 In_Frame_Ins INS - TTAATTTTA - MAGOHB 9_50insTAAAATTp.K17delinsIKLK
XH_P43 12 10762508 10762508 Frame_Shift_Ins INS - TCTT - MAGOHB c.47_48insAAGA p.L16fs
XH_P43 12 11149642 11149642 Missense_Mutation SNP A G A TAS2R20 c.T833C p.I278T
XH_P43 12 11174668 11174668 Frame_Shift_Ins INS - TGTTATTTGCC - TAS2R19 _503insGGCAAAT p.L168fs
XH_P43 12 15803897 15803897 Nonsense_Mutation SNP G A G EPS8 c.C1294T p.R432X
XH_P43 12 18872553 18872553 In_Frame_Ins INS - ATATGTAAGGTAT - PLCZ1 nsTAAATACCTTAH23delinsHKYLTYP
XH_P43 12 19646858 19646858 Missense_Mutation SNP C A C AEBP2 c.C1112A p.S371Y
XH_P43 12 19646860 19646860 Nonsense_Mutation INS - AATGAGTGAATA - AEBP2 1115insAATGAGT372_S373delinsQX
XH_P43 12 21958990 21958990 Frame_Shift_Ins INS - TGTGTTGAATTAT - ABCC9 4insTACATAATTC p.N1485fs
XH_P43 12 22671011 22671011 In_Frame_Ins INS - AAATTTGTTTCTA - C2CD5 AGAAATAGAAAC87delinsLIRNRNKFLKK
XH_P43 12 27067449 27067449 Silent SNP G A G INTS13 c.C1311T p.I437I
XH_P43 12 39751096 39751096 Frame_Shift_Ins INS - T - KIF21A c.1358_1359insA p.I453fs
XH_P43 12 39751097 39751097 Frame_Shift_Ins INS - CAGTCTGTGG - KIF21A _1358insCCACA p.I453fs
XH_P43 12 46245680 46245680 Silent SNP T G T ARID2 c.T3774G p.V1258V
XH_P43 12 48441827 48441827 Missense_Mutation SNP C T C SENP1 c.G1648A p.D550N
XH_P43 12 51686040 51686040 Missense_Mutation SNP G T G BIN2 c.C850A p.L284I
XH_P43 12 52139801 52139801 In_Frame_Ins INS - AGT - SCN8A 2113_2114insAGp.T705delinsKS
XH_P43 12 52139802 52139802 In_Frame_Ins INS - TATAAAGGT - SCN8A 4_2115insTATAAp.T705delinsTIKV
XH_P43 12 52631309 52631309 Missense_Mutation SNP A C A KRT7 c.A553C p.N185H
XH_P43 12 52681868 52681868 Missense_Mutation SNP C T C KRT81 c.G800A p.R267Q
XH_P43 12 54982248 54982248 Missense_Mutation SNP T G T PPP1R1A c.A25C p.K9Q
XH_P43 12 56822422 56822432 Frame_Shift_Del DEL AGAGCCAAGT - AGAGCCAAGTG TIMELESS c.1306_1316del p.H436fs
XH_P43 12 57637978 57637978 Missense_Mutation SNP G A G STAC3 c.C331T p.P111S
XH_P43 12 57637979 57637979 Frame_Shift_Ins INS - CTTAACCATTAAT - STAC3 330insATTAATGG p.F110fs
XH_P43 12 64011087 64011087 Silent SNP C T C DPY19L2 c.G1215A p.T405T
XH_P43 12 76784358 76784358 Nonsense_Mutation INS - GAATTCTTAAATG - OSBPL8 4insTTCATTTAAQ312_E313delinsFIX
XH_P43 12 88505113 88505113 Nonsense_Mutation INS - TTTATTTTTATTTT - CEP290 TAAAGTAAAATAAK745_E746delinsX
XH_P43 12 89745528 89745528 Frame_Shift_Ins INS - CA - DUSP6 c.288_289insTG p.L97fs
XH_P43 12 99060074 99060074 Missense_Mutation SNP G A G APAF1 c.G1268A p.R423H
XH_P43 12 100691833 100691833 Silent SNP A G A SCYL2 c.A360G p.E120E
XH_P43 12 109967771 109967771 Missense_Mutation SNP G A G UBE3B c.G2704A p.G902R
XH_P43 12 110874004 110874149 In_Frame_Del DEL GCTCTGGATG - AGCTCTGGATGC ARPC3 c.380_385del p.127_129del
XH_P43 12 111856340 111856340 Missense_Mutation SNP G T G SH2B3 c.G391T p.G131W
XH_P43 12 112171758 112171758 Missense_Mutation SNP C T C ACAD10 c.C1426T p.P476S
XH_P43 12 112326720 112326720 Missense_Mutation SNP G A G MAPKAPK5 c.G1132A p.D378N
XH_P43 12 112673558 112673558 Frame_Shift_Ins INS - AGATTATG - HECTD4 72_5073insCATA p.Q1691fs
XH_P43 12 112681241 112681241 Missense_Mutation SNP C T C HECTD4 c.G4472A p.R1491Q
XH_P43 12 116399156 116399156 Missense_Mutation SNP G A G MED13L c.C6548T p.P2183L
XH_P43 12 117693790 117693790 Missense_Mutation SNP C A C NOS1 c.G2584T p.G862C
XH_P43 12 118636987 118636987 Missense_Mutation SNP C T C TAOK3 c.G1063A p.V355M
XH_P43 12 119631647 119631647 Nonsense_Mutation INS - ATTTTATTCATTTA - HSPB8 ACACGATTTTATTV193delinsEKHTILFIYCCX
XH_P43 12 119631649 119631649 Missense_Mutation SNP G T G HSPB8 c.G577T p.V193F
XH_P43 12 120634618 120634618 Silent SNP C T C RPLP0 c.G912A p.S304S
XH_P43 12 121701611 121701611 Missense_Mutation SNP C G C CAMKK2 c.G757C p.E253Q
XH_P43 12 121701612 121701612 Nonsense_Mutation INS - TTTTTCTGTCAGA - CAMKK2 AAATATCTGACA252_E253delinsVNIX
XH_P43 12 125397130 125397130 Silent SNP C T C UBC c.G1188A p.E396E
XH_P43 13 21563023 21563023 Missense_Mutation SNP C T C LATS2 c.G896A p.G299D
XH_P43 13 21714712 21714712 Silent SNP A G A SAP18 c.A21G p.G7G
XH_P43 13 24444305 24444305 Frame_Shift_Ins INS - TGATAATATAATA - MIPEP nsTACTATTATAT p.K211fs
XH_P43 13 24798696 24798696 Frame_Shift_Ins INS - ACTT - SPATA13 1629_1630insAC p.G543fs
XH_P43 13 25419175 25419175 Frame_Shift_Ins INS - G - RNF17 c.3059_3060insG p.T1020fs
XH_P43 13 25419177 25419177 Frame_Shift_Ins INS - CATTTCGAAATAT - RNF17 insCAACATTTCG p.M1021fs
XH_P43 13 25479711 25479711 Missense_Mutation SNP G A G CENPJ c.C2465T p.P822L



XH_P43 13 32786510 32786510 Nonsense_Mutation INS - GTAGACATCTG - FRY _4674insGTAGAC558_D1559delinsSX
XH_P43 13 32869537 32869537 Missense_Mutation SNP G C G FRY c.G8982C p.Q2994H
XH_P43 13 32890558 32890558 Splice_Site SNP G A G BRCA2 . .
XH_P43 13 32893318 32893318 Nonsense_Mutation SNP G T G BRCA2 c.G172T p.E58X
XH_P43 13 36049333 36049333 Missense_Mutation SNP G A G MAB21L1 c.C943T p.R315W
XH_P43 13 38237678 38237678 Silent SNP G A G TRPC4 c.C1044T p.F348F
XH_P43 13 41943342 41943342 Missense_Mutation SNP C G C NAA16 c.C1870G p.Q624E
XH_P43 13 42457556 42457556 In_Frame_Ins INS - CTCCTT - VWA8 46_1047insAAGp.H349delinsQRS
XH_P43 13 47409350 47409350 Silent SNP G A G HTR2A c.C786T p.A262A
XH_P43 13 49841849 49841849 Nonsense_Mutation INS - AAAGGTAATTATG - CDADC1 sTACGAAAGGTAA.K218delinsKYERX
XH_P43 13 52539089 52539089 Silent SNP G A G ATP7B c.C1788T p.S596S
XH_P43 13 52603233 52603233 Nonsense_Mutation INS - TTCACTCAAGGGG - UTP14C nsATTTTCACTCA8_L99delinsSFSLKGX
XH_P43 13 95813446 95813446 Missense_Mutation SNP T C T ABCC4 c.A2311G p.I771V
XH_P43 13 96282320 96282320 Missense_Mutation SNP C T C DZIP1 c.G733A p.V245I
XH_P43 13 96547518 96547518 In_Frame_Ins INS - GGT - UGGT2 2674_2675insACp.F892delinsYL
XH_P43 13 96547519 96547519 In_Frame_Ins INS - AATAAAAGACATA - UGGT2 674insATATGTCT.F892delinsICLLLF
XH_P43 13 99042309 99042309 Nonsense_Mutation INS - CTAAACTCTAGTT - FARP1 55insACTAAACTC.L318delinsLTKLX
XH_P43 13 99520227 99520227 Silent SNP C T C DOCK9 c.G3132A p.K1044K
XH_P43 14 21109695 21109695 Frame_Shift_Ins INS - ATTCTATTTCTAC - OR6S1 6insAAGTAGAAA p.R52fs
XH_P43 14 23549879 23549884 In_Frame_Del DEL TCCTCC - TCCTCC ACIN1 c.714_719del p.238_240del
XH_P43 14 23744820 23744820 Frame_Shift_Del DEL A - A HOMEZ c.1617delT p.D539fs
XH_P43 14 23744822 23744829 Frame_Shift_Del DEL CATCTTCC - CATCTTCC HOMEZ c.1608_1615del p.E536fs
XH_P43 14 24710078 24710078 Missense_Mutation SNP C T C TINF2 c.G608A p.C203Y
XH_P43 14 31765237 31765237 Nonsense_Mutation INS - TTTTTATTTTTAG - HEATR5A TTAAATCTAAAAA_L1834delinsLNLKIKKLX
XH_P43 14 38296543 38296543 Nonsense_Mutation INS - TATGATTATTTAA - TTC6 5319insTATGATT73_Y1774delinsIMIIX
XH_P43 14 38296544 38296544 Nonsense_Mutation INS - TGGGGAATAGTA - TTC6 20insATTGGGGA73_Y1774delinsIIGEX
XH_P43 14 38679763 38679763 In_Frame_Ins INS - GCAGGG - SSTR1 69_1170insGCAp.T390delinsTQG
XH_P43 14 45716108 45716108 Nonsense_Mutation INS - ACTAAGAGGTTAG - MIS18BP1 382insCTAACCTC128_Q129delinsLTSX
XH_P43 14 53175199 53175199 Splice_Site INS - CT - PSMC6 . .
XH_P43 14 53175200 53175200 Splice_Site INS - TACAATTTGAACA - PSMC6 . .
XH_P43 14 60585282 60585282 Missense_Mutation SNP G A G PCNX4 c.G1112A p.R371Q
XH_P43 14 62207739 62207739 In_Frame_Ins INS - AGTCTAAATCTG - HIF1A _1999insAGTCTA.P666delinsPSLNL
XH_P43 14 64421614 64421614 Frame_Shift_Ins INS - ACTATATTCAATA - SYNE2 nsTCCACTATATT p.P256fs
XH_P43 14 64519922 64519922 In_Frame_Ins INS - TTTCTTCAAGTTC - SYNE2 insATTTTTTCTTC3097delinsLIFSSSSF
XH_P43 14 64935463 64935463 Frame_Shift_Ins INS - TCTCTTG - AKAP5 51_352insTCTCT p.S117fs
XH_P43 14 64935657 64935657 Missense_Mutation SNP T G T AKAP5 c.T545G p.L182R
XH_P43 14 69727055 69727055 Missense_Mutation SNP G C G GALNT16 c.G48C p.W16C
XH_P43 14 70633744 70633744 Missense_Mutation SNP C T C SLC8A3 c.G1396A p.V466M
XH_P43 14 70926287 70926287 Nonsense_Mutation INS - ATGATAGTCAATA - ADAM21 72insAAATGATAGS691_L692delinsX
XH_P43 14 75277114 75277114 Missense_Mutation SNP G A G YLPM1 c.G5219A p.R1740Q
XH_P43 14 81380742 81380742 Missense_Mutation SNP C T C CEP128 c.G158A p.R53Q
XH_P43 14 81743648 81743648 Silent SNP C T C STON2 c.G2007A p.A669A
XH_P43 14 88857781 88857781 Missense_Mutation SNP T A T SPATA7 c.T76A p.L26M
XH_P43 14 91444862 91444862 Frame_Shift_Ins INS - TTTGGGT - RPS6KA5 81_182insACCCA p.G61fs
XH_P43 14 91444863 91444863 Frame_Shift_Ins INS - TTAAGTT - RPS6KA5 80_181insAACTT p.G61fs
XH_P43 14 93940627 93940627 Silent SNP G A G UNC79 c.G336A p.P112P
XH_P43 14 94088171 94088171 In_Frame_Ins INS - AGTTCTATT - UNC79 1_4062insAGTTC.P1354delinsPVLF
XH_P43 14 102695866 102695866 Silent SNP G A G MOK c.C1020T p.S340S
XH_P43 14 104208350 104208350 Silent SNP C T C PPP1R13B c.G1599A p.A533A
XH_P43 14 105408863 105408863 Missense_Mutation SNP C T C AHNAK2 c.G12625A p.G4209R
XH_P43 14 105412902 105412902 Silent SNP A C A AHNAK2 c.T8586G p.G2862G
XH_P43 14 105413869 105413869 Missense_Mutation SNP C T C AHNAK2 c.G7619A p.G2540D
XH_P43 14 105459315 105459315 Missense_Mutation SNP G C G C14orf79 c.G730C p.E244Q
XH_P43 15 29415603 29415603 Missense_Mutation SNP G C G FAM189A1 c.C1559G p.T520S
XH_P43 15 34355251 34355251 Silent SNP C T C CHRM5 c.C333T p.Y111Y
XH_P43 15 35084695 35084695 Frame_Shift_Ins INS - TGTGATACTCTTT - ACTC1 0insATAAAGAGT p.I177fs
XH_P43 15 40648332 40648332 In_Frame_Ins INS - GGGCCCTGCGGG - PHGR1 CCCAGGGCCCTGdelinsGHGPGPCGPPPL
XH_P43 15 41227160 41227160 Missense_Mutation SNP G C G DLL4 c.G1085C p.S362T
XH_P43 15 42280287 42280287 Missense_Mutation SNP C A C PLA2G4E c.G1791T p.E597D
XH_P43 15 43020984 43020984 In_Frame_Ins INS - CCATTCTCT - CDAN1 9_2670insAGAGA.V890delinsVENG
XH_P43 15 43584209 43584209 Missense_Mutation SNP A G A TGM7 c.T526C p.F176L
XH_P43 15 43783889 43783889 Frame_Shift_Ins INS - ATTAGATAGTAT - TP53BP1 sTTACAATACTAT p.P117fs
XH_P43 15 49716762 49716762 Nonsense_Mutation INS - CCATTTGTGCATT - FGF7 AGTATCCATTTGT90delinsVSIHLCIIVX
XH_P43 15 50773953 50773953 In_Frame_Ins INS - CTTTTC - USP8 263_1264insCTTp.E421delinsELF
XH_P43 15 50773955 50773955 Frame_Shift_Ins INS - CTCTGAGG - USP8 5_1266insCTCTG p.Q422fs
XH_P43 15 64687675 64687675 Frame_Shift_Ins INS - TAAT - TRIP4 .350_351insTAA p.A117fs
XH_P43 15 65686806 65686806 Frame_Shift_Ins INS - G - IGDCC4 c.1656dupC p.S553fs
XH_P43 15 66625559 66625559 Nonsense_Mutation INS - TTTGGTATCTTGT - DIS3L TCTGTATTTGGTAY899_R900delinsX
XH_P43 15 71535393 71535393 Silent SNP A C A THSD4 c.A870C p.S290S
XH_P43 15 73029926 73029926 Nonstop_Mutation INS - C - BBS4 c.1042_1043insC p.X348delinsS
XH_P43 15 73029927 73029927 Nonstop_Mutation INS - TCTTTTTTGCTGT - BBS4 044insTTCTTTTTX348delinsYSFLLL
XH_P43 15 73995313 73995313 Missense_Mutation SNP A G A CD276 c.A181G p.I61V
XH_P43 15 74315486 74315486 Missense_Mutation SNP G A G PML c.G920A p.R307H
XH_P43 15 75761254 75761254 Silent SNP C T C PTPN9 c.G1638A p.T546T
XH_P43 15 78390781 78390781 Missense_Mutation SNP T A T SH2D7 c.T488A p.V163E
XH_P43 15 78453948 78453948 Silent SNP C T C IDH3A c.C315T p.A105A
XH_P43 15 78474408 78474408 Nonsense_Mutation INS - ATC - ACSBG1 c.961_962insGATp.Y321delinsX
XH_P43 15 78474410 78474410 Frame_Shift_Ins INS - TCAGAATT - ACSBG1 59_960insAATTC p.S320fs
XH_P43 15 78841219 78841219 In_Frame_Ins INS - CATACATTTATTT - PSMA4 sAACACATACATT169delinsQTHTFICI
XH_P43 15 78894018 78894018 Silent SNP G A G CHRNA3 c.C966T p.T322T
XH_P43 15 79183876 79183876 Missense_Mutation SNP C T C MORF4L1 c.C136T p.R46W
XH_P43 15 83218245 83218245 Missense_Mutation SNP G A G CPEB1 c.C1139T p.A380V
XH_P43 15 86199015 86199015 Missense_Mutation SNP G A G AKAP13 c.G662A p.R221Q
XH_P43 15 86312758 86312758 Missense_Mutation SNP G A G KLHL25 c.C284T p.P95L
XH_P43 15 90171666 90171666 Missense_Mutation SNP C T C KIF7 c.G4016A p.R1339Q
XH_P43 15 91425070 91425070 Missense_Mutation SNP G A G FURIN c.G2347A p.E783K
XH_P43 15 91425072 91425072 Frame_Shift_Ins INS - CTGCCCTA - FURIN 49_2350insCTGC p.E783fs
XH_P43 16 746821 746821 Silent SNP G C G FBXL16 c.C585G p.V195V
XH_P43 16 3029648 3029648 Splice_Site SNP C T C PKMYT1 . .
XH_P43 16 3139353 3139353 Silent SNP C T C ZSCAN10 c.G900A p.T300T
XH_P43 16 3299749 3299749 Silent SNP G A G MEFV c.C309T p.R103R
XH_P43 16 3562401 3562401 Missense_Mutation SNP G C G CLUAP1 c.G418C p.A140P
XH_P43 16 9196983 9196983 Frame_Shift_Ins INS - AGAAAAAGAAAA - C16orf72 insAAAGAAAAAG p.K150fs
XH_P43 16 10989530 10989530 Silent SNP C T C CIITA c.C204T p.P68P
XH_P43 16 15917162 15917162 Missense_Mutation SNP G A G MYH11 c.C452T p.P151L
XH_P43 16 22545369 22545380 In_Frame_Del DEL CCCTCAGCTC - ACCCTCAGCTCC NPIPB5 c.1065_1076del p.355_359del
XH_P43 16 24564880 24564883 Splice_Site DEL TATA - TATA RBBP6 . .
XH_P43 16 28990578 28990594 Frame_Shift_Del DEL GGAGCCGGA - GCGGAGCCGGAT SPNS1 c.481_497del p.Q161fs



XH_P43 16 31075742 31075742 Silent SNP G A G ZNF668 c.C39T p.P13P
XH_P43 16 31202423 31202424 Frame_Shift_Del DEL GG - GG FUS c.1530_1531del p.M510fs
XH_P43 16 31202424 31202424 Frame_Shift_Ins INS - CTATCAT - FUS 31_1532insCTAT p.D511fs
XH_P43 16 46638178 46638178 Nonsense_Mutation INS - AGGTATGTGTTT - SHCBP1 nsAACCAAACACA7_K258delinsLTKHIPX
XH_P43 16 56448254 56448254 Frame_Shift_Ins INS - TTTTTTAAACTTT - AMFR AATACAAAGTTTA p.V86fs
XH_P43 16 67660556 67660556 Missense_Mutation SNP C G C CTCF c.C472G p.Q158E
XH_P43 16 67855093 67855093 Missense_Mutation SNP C G C TSNAXIP1 c.C239G p.P80R
XH_P43 16 70815812 70815812 Silent SNP A T A VAC14 c.T204A p.T68T
XH_P43 16 71884705 71884705 Silent SNP T C T ATXN1L c.T1062C p.A354A
XH_P43 16 89935977 89935977 Missense_Mutation SNP G A G SPIRE2 c.G1809A p.M603I
XH_P43 17 1198880 1198880 Silent SNP C T C TUSC5 c.C483T p.I161I
XH_P43 17 4462855 4462855 Frame_Shift_Ins INS - GAACTTAGGGAG - GGT6 341insACTCCCTA p.A114fs
XH_P43 17 7291913 7291913 Frame_Shift_Ins INS - AATCACCCCATGG - TNK1 ACACACAATCACC p.K561fs
XH_P43 17 7306646 7306646 In_Frame_Ins INS - CCAGCTTTTACT - TMEM256 181insAGTAAAA.C61delinsSKSWC
XH_P43 17 8077885 8077885 Silent SNP G A G TMEM107 c.C324T p.F108F
XH_P43 17 8396211 8396211 Frame_Shift_Ins INS - GTTTAAAATAATC - MYH10 4248insGATTATT p.D1416fs
XH_P43 17 13980352 13980352 Frame_Shift_Ins INS - CTGAAGATGTT - COX10 _479insCTGAAGA p.L160fs
XH_P43 17 15522806 15522806 Frame_Shift_Ins INS - AGTTAAATAG - CDRT1 0_21insCTATTTA p.R7fs
XH_P43 17 15522807 15522807 In_Frame_Ins INS - TTATAT - CDRT1 .19_20insATATA p.R7delinsNIR
XH_P43 17 16062179 16062179 Frame_Shift_Ins INS - GTTTTGAATGT - NCOR1 _300insACATTCA p.L100fs
XH_P43 17 16062181 16062181 Missense_Mutation SNP G T G NCOR1 c.C298A p.L100I
XH_P43 17 17174313 17174313 Nonsense_Mutation INS - AATACTATTCAAG - COPS3 GGAATACTTGAA5_F46delinsKLGILEX
XH_P43 17 17409546 17409546 Nonsense_Mutation SNP G A G PEMT c.C679T p.R227X
XH_P43 17 18022373 18022373 Missense_Mutation SNP A C A MYO15A c.A259C p.M87L
XH_P43 17 20921337 20921337 Frame_Shift_Ins INS - T - USP22 c.607_608insA p.F203fs
XH_P43 17 20921338 20921338 Frame_Shift_Ins INS - AACCTTTTGTAGT - USP22 AACTTACTACAAA p.F203fs
XH_P43 17 21319786 21319786 Missense_Mutation SNP G C G KCNJ12 c.G1132C p.E378Q
XH_P43 17 27248819 27248819 Missense_Mutation SNP G C G PHF12 c.C723G p.S241R
XH_P43 17 27248820 27248820 In_Frame_Ins INS - AGACCATGTATG - PHF12 _722insCATACATS241delinsTYMVC
XH_P43 17 28512493 28512493 Missense_Mutation SNP A T A NSRP1 c.A1316T p.E439V
XH_P43 17 28512494 28512494 Frame_Shift_Ins INS - TCATTATTTTCATA - NSRP1 nsTTTATCATTAT p.E439fs
XH_P43 17 28789055 28789055 Nonsense_Mutation INS - GTTTAAAATATAA - CPD AAAATGTTTAAA7_G1018delinsEKMFKIX
XH_P43 17 29161784 29161784 Frame_Shift_Ins INS - GGAGGTCATAGT - ATAD5 6insAGGGAGGTC p.L229fs
XH_P43 17 37844195 37844195 Missense_Mutation SNP G C G PGAP3 c.C73G p.R25G
XH_P43 17 37985695 37985695 Frame_Shift_Ins INS - A - IKZF3 c.107_108insT p.E36fs
XH_P43 17 37985696 37985696 Frame_Shift_Ins INS - AAAAGTAATA - IKZF3 6_107insTATTAC p.E36fs
XH_P43 17 38240932 38240932 In_Frame_Ins INS - ACTACTCTTCCT - THRA _441insACTACTC.K147delinsKLLFL
XH_P43 17 38240933 38240933 Silent SNP G A G THRA c.G441A p.K147K
XH_P43 17 38792256 38792256 Nonsense_Mutation INS - GGTTATATTGAGT - SMARCE1 ATCTTACTCAATA6_S157delinsDKSYSIX
XH_P43 17 39186047 39186047 Missense_Mutation SNP G A G KRTAP1-4 c.C284T p.A95V
XH_P43 17 39186179 39186179 Frame_Shift_Del DEL C - C KRTAP1-4 c.152delG p.G51fs
XH_P43 17 39595598 39595598 Missense_Mutation SNP G A G KRT38 c.C589T p.R197C
XH_P43 17 40766624 40766624 Silent SNP G A G TUBG1 c.G1107A p.S369S
XH_P43 17 42452041 42452041 Nonsense_Mutation SNP G A G ITGA2B c.C2929T p.R977X
XH_P43 17 43138716 43138764 Frame_Shift_Del DEL CACCTCCGCTG - GCACCTCCGCTGC NMT1 c.19_67del p.T7fs
XH_P43 17 44590528 44590528 Silent SNP G A G LRRC37A2 c.G450A p.L150L
XH_P43 17 45234303 45234303 Missense_Mutation SNP G C G CDC27 c.C635G p.A212G
XH_P43 17 46685437 46685437 Missense_Mutation SNP G A G HOXB7 c.C421T p.R141C
XH_P43 17 46801827 46801827 Missense_Mutation SNP T C T PRAC2 c.T55C p.F19L
XH_P43 17 46986015 46986015 Silent SNP G A G UBE2Z c.G150A p.A50A
XH_P43 17 59999180 59999180 Nonsense_Mutation INS - TTAAGTAAATTAT - INTS2 ATAATATAATTTAE147_S148delinsEX
XH_P43 17 60038437 60038437 Frame_Shift_Ins INS - CCAAATAGGTAT - MED13 insACAAATACCT p.I1757fs
XH_P43 17 62290231 62290231 Silent SNP G A G TEX2 c.C1347T p.L449L
XH_P43 17 64062934 64062934 Nonsense_Mutation INS - TGGATATATTTAT - CEP112 nsTATATAAATAT4_E265delinsLYKYIHX
XH_P43 17 65103456 65103456 Missense_Mutation SNP C G C HELZ c.G5073C p.Q1691H
XH_P43 17 65103458 65103458 In_Frame_Ins INS - ATATCAGTATTTA - HELZ nsTCAATAAATAC1691delinsSINTDIFQ
XH_P43 17 65340883 65340883 In_Frame_Ins INS - GTGGAAAGA - PSMD12 1_862insTCTTTCp.L288delinsSFHL
XH_P43 17 65888128 65888128 Frame_Shift_Ins INS - TT - BPTF c.2033_2034insT p.K678fs
XH_P43 17 65888129 65888129 Nonsense_Mutation INS - TAACCACC - BPTF 34_2035insTAACK678_L679delinsKX
XH_P43 17 65889816 65889816 Frame_Shift_Ins INS - ATGATCACTTCCT - BPTF 2387insATGATCA p.L796fs
XH_P43 17 66547263 66547263 Nonstop_Mutation SNP T G T PRKAR1A c.T1012G p.X338E
XH_P43 17 74774329 74774329 Frame_Shift_Ins INS - ACAGTGCTTT - MFSD11 9_1090insACAGT p.L363fs
XH_P43 17 76989736 76989736 Missense_Mutation SNP C T C CANT1 c.G1102A p.G368S
XH_P43 17 77808613 77808613 Silent SNP C T C CBX4 c.G828A p.A276A
XH_P43 17 79986289 79986289 Missense_Mutation SNP G A G LRRC45 c.G1142A p.R381Q
XH_P43 18 6873480 6873480 Missense_Mutation SNP A G A ARHGAP28 c.A550G p.I184V
XH_P43 18 10807258 10807258 Frame_Shift_Ins INS - AATCGATACTCTA - PIEZO2 932insTAGAGTAT p.K311fs
XH_P43 18 12127844 12127844 Nonsense_Mutation INS - TGTTAATAATATT - ANKRD62 nsATTTTGTTAAT.N887delinsKFCX
XH_P43 18 12697366 12697366 Frame_Shift_Ins INS - GGTGTAGGTATG - CEP76 37insCCATACCT p.I113fs
XH_P43 18 13737124 13737124 Silent SNP A C A RNMT c.A669C p.L223L
XH_P43 18 13737125 13737125 Missense_Mutation SNP G T G RNMT c.G670T p.V224F
XH_P43 18 14105082 14105088 Frame_Shift_Del DEL TTCTCTC - TTCTCTC ZNF519 c.1451_1457del p.G484fs
XH_P43 18 14513764 14513764 Missense_Mutation SNP C T C POTEC c.G1430A p.R477Q
XH_P43 18 14763838 14763838 In_Frame_Ins INS - AGG - ANKRD30B c.974_975insAGGp.S325delinsSG
XH_P43 18 14763840 14763840 Frame_Shift_Ins INS - TTCCTGTA - ANKRD30B 76_977insTTCCT p.G326fs
XH_P43 18 39637989 39637989 Frame_Shift_Ins INS - TCATAAAGAATA - PIK3C3 insCTCTTCATAAA p.C739fs
XH_P43 18 40853812 40853812 Nonsense_Mutation INS - GTCTAAGGAATT - SYT4 2insAAAAATTCCT94_K195delinsIKIPX
XH_P43 18 42532021 42532021 Missense_Mutation SNP C T C SETBP1 c.C2716T p.P906S
XH_P43 18 43447707 43447707 In_Frame_Ins INS - ATGATT - EPG5 231_6232insAAT.R2078delinsNHR
XH_P43 18 55328538 55328538 Missense_Mutation SNP C T C ATP8B1 c.G2575A p.E859K
XH_P43 18 77796710 77796710 Silent SNP G A G RBFA c.G201A p.S67S
XH_P43 19 1020899 1020899 Missense_Mutation SNP T G T TMEM259 c.A97C p.N33H
XH_P43 19 1487972 1487972 Missense_Mutation SNP C A C PCSK4 c.G507T p.W169C
XH_P43 19 3936622 3936622 Frame_Shift_Ins INS - TTCTGATTCTTTT - NMRK2 ATTTTTCTGATTC p.L26fs
XH_P43 19 4231187 4231187 Splice_Site SNP G A G EBI3 . .
XH_P43 19 5258034 5258034 Missense_Mutation SNP C T C PTPRS c.G673A p.V225M
XH_P43 19 5699108 5699108 Missense_Mutation SNP C T C LONP1 c.G1027A p.A343T
XH_P43 19 5772919 5772919 Silent SNP G T G CATSPERD c.G1884T p.P628P
XH_P43 19 8436202 8436202 Missense_Mutation SNP G A G ANGPTL4 c.G721A p.D241N
XH_P43 19 8670540 8670540 Missense_Mutation SNP A T A ADAMTS10 c.T56A p.M19K
XH_P43 19 8953438 8953438 Missense_Mutation SNP G C G MBD3L1 c.G84C p.L28F
XH_P43 19 9090970 9090970 Missense_Mutation SNP G A G MUC16 c.C845T p.A282V
XH_P43 19 10398859 10398859 Nonstop_Mutation SNP G C G ICAM4 c.G818C p.X273S
XH_P43 19 12637605 12637605 Silent SNP A G A ZNF564 c.T1317C p.H439H
XH_P43 19 14507991 14507991 Missense_Mutation SNP C T C ADGRE5 c.C581T p.P194L
XH_P43 19 15281611 15281611 Missense_Mutation SNP T G T NOTCH3 c.A4762C p.N1588H
XH_P43 19 19655153 19655153 Missense_Mutation SNP C T C CILP2 c.C1799T p.S600L
XH_P43 19 20003167 20003167 Missense_Mutation SNP A G A ZNF253 c.A883G p.R295G



XH_P43 19 20044867 20044867 Missense_Mutation SNP A C A ZNF93 c.A1103C p.H368P
XH_P43 19 20044868 20044868 Silent SNP T C T ZNF93 c.T1104C p.H368H
XH_P43 19 20117561 20117561 Silent SNP G A G ZNF682 c.C654T p.I218I
XH_P43 19 20736554 20736554 Missense_Mutation SNP T C T ZNF737 c.A91G p.N31D
XH_P43 19 20807161 20807161 Missense_Mutation SNP A G A ZNF626 c.T1522C p.S508P
XH_P43 19 20807162 20807162 Silent SNP A G A ZNF626 c.T1521C p.N507N
XH_P43 19 21131797 21131797 Frame_Shift_Ins INS - TGTCT - ZNF85 285_286insTGTC p.S95fs
XH_P43 19 21477016 21477016 Missense_Mutation SNP A G A ZNF708 c.T560C p.L187P
XH_P43 19 21606915 21606915 Missense_Mutation SNP A G A ZNF493 c.A1070G p.E357G
XH_P43 19 21607169 21607169 Missense_Mutation SNP C G C ZNF493 c.C1324G p.H442D
XH_P43 19 21607171 21607171 Missense_Mutation SNP C G C ZNF493 c.C1326G p.H442Q
XH_P43 19 21909896 21909896 Silent SNP G A G ZNF100 c.C573T p.C191C
XH_P43 19 21990759 21990759 Missense_Mutation SNP A T A ZNF43 c.T1885A p.S629T
XH_P43 19 21991587 21991587 Missense_Mutation SNP A T A ZNF43 c.T1057A p.L353I
XH_P43 19 22154589 22154589 Missense_Mutation SNP C T C ZNF208 c.G3247A p.E1083K
XH_P43 19 22155433 22155433 Missense_Mutation SNP A T A ZNF208 c.T2403A p.D801E
XH_P43 19 22155434 22155434 Missense_Mutation SNP T C T ZNF208 c.A2402G p.D801G
XH_P43 19 22363643 22363643 Silent SNP C T C ZNF676 c.G876A p.S292S
XH_P43 19 22497596 22497596 Silent SNP A C A ZNF729 c.A1377C p.P459P
XH_P43 19 22497922 22497922 Missense_Mutation SNP G C G ZNF729 c.G1703C p.G568A
XH_P43 19 22498426 22498426 Missense_Mutation SNP C G C ZNF729 c.C2207G p.A736G
XH_P43 19 22586302 22586302 In_Frame_Ins INS - ATAAATTTTATTTC - ZNF98 AAGAGAAATAAA15delinsKKRNKIYRVF
XH_P43 19 22941856 22941856 Silent SNP A G A ZNF99 c.T855C p.Y285Y
XH_P43 19 22941917 22941917 Missense_Mutation SNP A G A ZNF99 c.T794C p.V265A
XH_P43 19 23040555 23040555 Missense_Mutation SNP A G A ZNF723 c.A862G p.K288E
XH_P43 19 23544418 23544418 Missense_Mutation SNP A T A ZNF91 c.T1267A p.F423I
XH_P43 19 36054384 36054384 Missense_Mutation SNP C T C ATP4A c.G58A p.G20R
XH_P43 19 37904451 37904451 In_Frame_Ins INS - TCATTACATACAT - ZNF569 AGCCCTATGTATGMRSHTGEKPYVCNECGKAFSQFSMLI
XH_P43 19 38102592 38102592 Nonsense_Mutation INS - TAATT - ZNF540 315_316insTAATR105_S106delinsRX
XH_P43 19 38102594 38102594 Frame_Shift_Ins INS - TTGGTCT - ZNF540 17_318insTTGGT p.S106fs
XH_P43 19 38886412 38886412 Missense_Mutation SNP C A C SPRED3 c.C860A p.A287D
XH_P43 19 39965193 39965193 Missense_Mutation SNP G A G SUPT5H c.G2847A p.M949I
XH_P43 19 46521350 46521350 Silent SNP G T G CCDC61 c.G1383T p.V461V
XH_P43 19 49206338 49206338 Missense_Mutation SNP C T C FUT2 c.C125T p.P42L
XH_P43 19 49228005 49228005 Silent SNP G A G RASIP1 c.C2340T p.N780N
XH_P43 19 50148325 50148325 Silent SNP G A G SCAF1 c.G42A p.S14S
XH_P43 19 50166616 50166616 Silent SNP G A G IRF3 c.C321T p.Y107Y
XH_P43 19 51274851 51274851 Missense_Mutation SNP A C A GPR32 c.A994C p.T332P
XH_P43 19 51628529 51628529 Missense_Mutation SNP A G A SIGLEC9 c.A298G p.K100E
XH_P43 19 52033119 52033119 Missense_Mutation SNP G A G SIGLEC6 c.C715T p.P239S
XH_P43 19 52941718 52941718 In_Frame_Ins INS - ATTCACACCTTGT - ZNF534 TCGGAATTCACAC07delinsFRRNSHLVRH
XH_P43 19 53270991 53270991 Silent SNP C T C ZNF600 c.G18A p.L6L
XH_P43 19 53270992 53270992 Missense_Mutation SNP A G A ZNF600 c.T17C p.L6S
XH_P43 19 53344035 53344118 In_Frame_Del DEL TCTCCAGTATG - CTCTCCAGTATGA ZNF468 c.1429_1512del p.477_504del
XH_P43 19 54444729 54444729 Missense_Mutation SNP T G T CACNG7 c.T430G p.S144A
XH_P43 19 55386792 55386792 Missense_Mutation SNP G T G FCAR c.G41T p.C14F
XH_P43 19 56284031 56284031 Frame_Shift_Ins INS - GTTAAATTGTA - RFPL4AL1 _351insGTTAAAT p.S117fs
XH_P43 19 57065489 57065489 In_Frame_Ins INS - GTTTTGTTATGAG - ZFP28 336insGGTTTTGTE445delinsEGFVMS
XH_P43 19 58050159 58050159 Nonsense_Mutation INS - GTGTGGATTTTG - ZNF549 1749insGTGTGG p.Y583delinsX
XH_P43 19 58324676 58324676 Missense_Mutation SNP A G A ZNF552 c.T146C p.L49P
XH_P43 19 58966859 58966859 Missense_Mutation SNP G A G ZNF324B c.G548A p.R183Q
XH_P43 20 3026345 3026345 Frame_Shift_Ins INS - GTCCC - GNRH2 326_327insGTCC p.E109fs
XH_P43 20 13398163 13398163 In_Frame_Ins INS - CCAGCATATCTAT - TASP1 09insAATAGATATF237delinsNRYAGF
XH_P43 20 20616238 20616238 Nonsense_Mutation INS - GTTATTGATTGTT - RALGAPA2 AACTCTAACAATC277_V278delinsNQX
XH_P43 20 33703671 33703671 In_Frame_Ins INS - AGAAAA - EDEM2 190_1191insTTTp.V397delinsVFL
XH_P43 20 33703673 33703673 In_Frame_Ins INS - ACTGTT - EDEM2 188_1189insAACp.V397delinsNSV
XH_P43 20 34526940 34526940 Silent SNP C T C PHF20 c.C2622T p.N874N
XH_P43 20 34618348 34618348 Missense_Mutation SNP G C G CNBD2 c.G1497C p.Q499H
XH_P43 20 34618349 34618349 Frame_Shift_Ins INS - CTTTCCCT - CNBD2 98_1499insCTTT p.L500fs
XH_P43 20 36841667 36841667 Missense_Mutation SNP G A G KIAA1755 c.C2333T p.P778L
XH_P43 20 36841668 36841668 In_Frame_Ins INS - CAC - KIAA1755 2331_2332insGTp.P778delinsVP
XH_P43 20 37175041 37175041 Missense_Mutation SNP C T C RALGAPB c.C2870T p.A957V
XH_P43 20 37581026 37581026 Missense_Mutation SNP C T C FAM83D c.C1621T p.R541W
XH_P43 20 45140726 45140726 Missense_Mutation SNP A T A ZNF334 c.T16A p.F6I
XH_P43 20 48257153 48257153 Nonsense_Mutation INS - AGGTTAAATCTG - B4GALT5 TCCTTTCAGATTT19_E220delinsPSFQIX
XH_P43 20 50090603 50090603 Missense_Mutation SNP C T C NFATC2 c.G1562A p.R521Q
XH_P43 20 50140273 50140273 Silent SNP G A G NFATC2 c.C447T p.P149P
XH_P43 20 52199025 52199025 Missense_Mutation SNP C T C ZNF217 c.G341A p.R114Q
XH_P43 20 57042528 57042528 Silent SNP G A G APCDD1L c.C375T p.A125A
XH_P43 20 60770984 60770984 Missense_Mutation SNP G A G MTG2 c.G331A p.G111S
XH_P43 20 61828070 61828070 Frame_Shift_Ins INS - TTTTCTATGTATTA - YTHDF1 nsTTATAATACAT p.N557fs
XH_P43 20 62195670 62195670 Missense_Mutation SNP C T C HELZ2 c.G2798A p.R933Q
XH_P43 20 62679559 62679559 Missense_Mutation SNP G C G SOX18 c.C1115G p.A372G
XH_P43 21 10934053 10934053 In_Frame_Ins INS - TAATAACATTTTC - TPTE nsAAGGAAAATG170delinsKRKMLLP
XH_P43 21 33073424 33073424 Nonsense_Mutation INS - TATCACTCAACTT - SCAF4 6insTCAAGTTGAG206_A207delinsSSX
XH_P43 21 35138252 35138252 Missense_Mutation SNP G A G ITSN1 c.G862A p.V288I
XH_P43 21 35190725 35190725 Missense_Mutation SNP T G T ITSN1 c.T2867G p.F956C
XH_P43 21 37602811 37602811 Missense_Mutation SNP G A G DOPEY2 c.G1729A p.E577K
XH_P43 22 21965219 21965219 Missense_Mutation SNP C T C UBE2L3 c.C101T p.P34L
XH_P43 22 26164876 26164876 Frame_Shift_Ins INS - TCCTTCTCTG - MYO18B 3_994insTCCTTC p.P331fs
XH_P43 22 26873065 26873065 Frame_Shift_Ins INS - ATAAGTTTAGGAA - HPS4 5insACTTCCTAAA p.I52fs
XH_P43 22 26873067 26873067 Missense_Mutation SNP C A C HPS4 c.G153T p.Q51H
XH_P43 22 32108425 32108425 Silent SNP G T G PRR14L c.C5400A p.L1800L
XH_P43 22 32506183 32506183 In_Frame_Ins INS - CACAAA - SLC5A1 597_1598insCACp.H533delinsPQN
XH_P43 22 32506185 32506185 Nonsense_Mutation INS - AGGTCATAG - SLC5A1 9_1600insAGGTC.H533delinsHRSX
XH_P43 22 40831528 40831528 In_Frame_Ins INS - CATTTA - MKL1 .37_38insTAAATp.Q13delinsLNE
XH_P43 22 40831529 40831529 Missense_Mutation SNP G C G MKL1 c.C37G p.Q13E
XH_P43 22 41542790 41542790 Nonsense_Mutation INS - AAAATATTTTTAA - EP300 nsCCACAAAATATQ701delinsPTKYFX
XH_P43 22 50192252 50192252 Nonsense_Mutation INS - AATTCTCGTTTTT - BRD1 TAAATAAAAACG580_K581delinsVKX
XH_P43 X 9864732 9864732 Nonsense_Mutation SNP C A C SHROOM2 c.C2784A p.Y928X
XH_P43 X 22117166 22117166 In_Frame_Ins INS - TATTGTCTTTTTT - PHEX 77insCTATTGTCTL326delinsPIVFFF
XH_P43 X 43542796 43542796 Missense_Mutation SNP G A G MAOA c.G109A p.V37I
XH_P43 X 43572030 43572030 Frame_Shift_Ins INS - GTGATAATATTAT - MAOA TAGTAGTGATAA p.I164fs
XH_P43 X 46502762 46502762 Missense_Mutation SNP T G T SLC9A7 c.A1525C p.M509L
XH_P43 X 53421734 53421734 Missense_Mutation SNP A C A SMC1A c.T2937G p.I979M
XH_P43 X 63444220 63444220 Silent SNP G A G ASB12 c.C952T p.L318L
XH_P43 X 66766357 66766389 In_Frame_Del DEL GGCGGCGGC - GCGGCGGCGGCG AR c.1369_1401del p.457_467del
XH_P43 X 71425692 71425692 In_Frame_Ins INS - AAT - ERCC6L 2924_2925insATp.V975delinsVF



XH_P43 X 71425694 71425694 In_Frame_Ins INS - CCAGTAGTGTAA - ERCC6L _2923insTTACACTV975delinsLHYWV
XH_P43 X 74291457 74291457 Frame_Shift_Ins INS - CTTGATGGTTTG - ABCB7 CATTATCAAACCA p.T325fs
XH_P43 X 84510808 84510808 Splice_Site INS - GACCACATGTTC - ZNF711 . .
XH_P43 X 100630257 100630257 Missense_Mutation SNP G T G BTK c.C16A p.L6M
XH_P43 X 100808244 100808244 Frame_Shift_Ins INS - AGATTTTCTCG - ARMCX1 _332insAGATTTT p.L111fs
XH_P43 X 106396711 106396711 Frame_Shift_Ins INS - G - NUP62CL c.367_368insC p.V123fs
XH_P43 X 106396712 106396712 Nonsense_Mutation INS - TTTATTAACTTATT - NUP62CL sTAAAATAAGTTV123_N124delinsX
XH_P43 X 114425154 114425154 Missense_Mutation SNP G A G RBMXL3 c.G1150A p.G384R
XH_P43 X 118123554 118123554 In_Frame_Ins INS - CAATGTGGG - LONRF3 0_1121insCAATGK374delinsTMWE
XH_P43 X 123019835 123019835 Frame_Shift_Ins INS - TTCTTCCTTAT - XIAP _324insTTCTTCC p.S108fs
XH_P43 X 123019837 123019837 Frame_Shift_Ins INS - AT - XIAP c.325_326insAT p.G109fs
XH_P43 X 123539055 123539055 Silent SNP G A G TENM1 c.C5196T p.S1732S
XH_P43 X 138864863 138864863 Nonsense_Mutation INS - AGAAAATGATACT - ATP11C TAATAAGAGTATCA602delinsNNKSIIFX
XH_P43 X 148037594 148037594 In_Frame_Ins INS - TTTGTTTCTGGA - AFF2 _943insTTTGTTTCA314delinsAFVSG
XH_P43 X 148037596 148037596 Missense_Mutation SNP C T C AFF2 c.C944T p.T315I
XH_P43 X 153130395 153130395 Missense_Mutation SNP C T C L1CAM c.G2912A p.R971Q
XH_P43 1 100731947 100731947 Missense_Mutation SNV G A A RTCA c.16G>A P.V6M
XH_P43 1 145296546 145296546 Missense_Mutation SNV G C C NBPF10 c.468G>C P.Q156H
XH_P43 1 145606316 145606338 Frame_Shift_Del INDEL CAGCAGCATC - - POLR3C GATGAAGATGCT P.D219fs
XH_P43 1 150484223 150484223 Missense_Mutation SNV G T T ECM1 c.1080G>T P.R360S
XH_P43 1 150923438 150923438 Missense_Mutation SNV T G G SETDB1 c.2085T>G P.N695K
XH_P43 1 150956517 150956517 Missense_Mutation SNV C T T ANXA9 c.239C>T P.S80L
XH_P43 1 151552157 151552157 Missense_Mutation SNV G T T TUFT1 c.882G>T P.K294N
XH_P43 1 153924549 153924549 Missense_Mutation SNV C A A CRTC2 c.942G>T P.M314I
XH_P43 1 168056880 168056880 Missense_Mutation SNV A C C GPR161 c.1327T>G P.C443G
XH_P43 1 17085498 17085498 Missense_Mutation SNV G T T MST1L c.1193C>A P.S398Y
XH_P43 1 173910423 173910423 Missense_Mutation SNV C G G RC3H1 c.3231G>C P.E1077D
XH_P43 1 186123054 186123054 Missense_Mutation SNV T G G HMCN1 c.15191T>G P.V5064G
XH_P43 1 196973898 196973898 Missense_Mutation SNV T G G CFHR5 c.1438T>G P.S480A
XH_P43 1 197876348 197876348 Nonstop_Mutation SNV T G G C1orf53 c.436T>G P.Ter146Gext*?
XH_P43 1 205156534 205156534 Splice_Site SNV T G G DSTYK c.654+12A>C
XH_P43 1 207317197 207317197 Missense_Mutation SNV G T T C4BPA c.1479G>T P.R493S
XH_P43 1 210977432 210977432 Missense_Mutation SNV A C C KCNH1 c.1458T>G P.H486Q
XH_P43 1 212798568 212798568 Nonsense_Mutation SNV G T T FAM71A c.349G>T P.E117*
XH_P43 1 225541540 225541552 Frame_Shift_Del INDEL CTATAAATTTT - - DNAH14 11305delATAAA P.I3765fs
XH_P43 1 227842621 227842621 Missense_Mutation SNV C G G ZNF678 c.835C>G P.L279V
XH_P43 1 230824202 230824208 Frame_Shift_Del INDEL GTGTGCC - - COG2 85_1691delGTGT P.C562fs
XH_P43 1 237774206 237774206 Silent SNV C A A RYR2 c.4828C>A P.R1610R
XH_P43 1 237777676 237777676 Missense_Mutation SNV G T T RYR2 c.5248G>T P.G1750W
XH_P43 1 26644536 26644536 Missense_Mutation SNV A C C CD52 c.28A>C P.T10P
XH_P43 1 38463766 38463766 Nonsense_Mutation SNV C A A FHL3 c.46G>T P.E16*
XH_P43 1 43825958 43825958 Silent SNV G A A CDC20 c.651G>A P.L217L
XH_P43 1 43825959 43825959 Missense_Mutation SNV C A A CDC20 c.652C>A P.Q218K
XH_P43 1 54606898 54606898 Silent SNV G T T CDCP2 c.636C>A P.T212T
XH_P43 1 74492500 74492500 Missense_Mutation SNV T G G LRRIQ3 c.1872A>C P.K624N
XH_P43 1 74663954 74663954 Missense_Mutation SNV G T T FPGT-TNNI3K c.31G>T P.G11C
XH_P43 1 75065499 75065499 Missense_Mutation SNV C G G ERICH3 c.1606G>C P.D536H
XH_P43 1 89521788 89521788 Missense_Mutation SNV A C C GBP1 c.1279T>G P.Y427D
XH_P43 1 89587518 89587518 Silent SNV C A A GBP2 c.132G>T P.V44V
XH_P43 10 105344801 105344801 Silent SNV G A A NEURL1 c.1158G>A P.V386V
XH_P43 10 106917053 106917053 Splice_Site SNV C A A SORCS3 c.1629+11C>A
XH_P43 10 119044825 119044825 Silent SNV T G G PDZD8 c.1419A>C P.S473S
XH_P43 10 124273779 124273779 Silent SNV C T T HTRA1 c.1347C>T P.S449S
XH_P43 10 126138461 126138461 Missense_Mutation SNV T C C NKX1-2 c.52A>G P.I18V
XH_P43 10 35333790 35333790 Silent SNV A G G CUL2 c.513T>C P.R171R
XH_P43 10 6148182 6148182 Missense_Mutation SNV G C C RBM17 c.486G>C P.E162D
XH_P43 10 7618752 7618752 Missense_Mutation SNV G A A ITIH5 c.1642C>T P.R548W
XH_P43 10 87628910 87628910 Missense_Mutation SNV G C C GRID1 c.808C>G P.L270V
XH_P43 11 120744909 120744923 Missense_Mutation INDEL TGAACTACCTG - - GRIK4 059delAACTACCTP.N349_M353del
XH_P43 11 17140870 17140870 Splice_Site SNV T C C PIK3C2A c.2847-10A>G
XH_P43 11 17661017 17661017 Splice_Site SNV A G G OTOG c.7971+7A>G
XH_P43 11 59626550 59626550 Missense_Mutation SNV C G G TCN1 c.747G>C P.Q249H
XH_P43 11 60470907 60470907 Silent SNV G A A MS4A8 c.276G>A P.T92T
XH_P43 11 6623244 6623244 Missense_Mutation SNV G A A RRP8 c.301C>T P.P101S
XH_P43 11 66482734 66482734 Missense_Mutation SNV G C C SPTBN2 c.442C>G P.L148V
XH_P43 11 74717292 74717292 Missense_Mutation SNV A C C NEU3 c.1141A>C P.N381H
XH_P43 12 100691833 100691833 Silent SNV A G G SCYL2 c.360A>G P.E120E
XH_P43 12 11149642 11149642 Missense_Mutation SNV A G G TAS2R20 c.833T>C P.I278T
XH_P43 12 111856340 111856340 Missense_Mutation SNV G T T SH2B3 c.391G>T P.G131W
XH_P43 12 112171758 112171758 Missense_Mutation SNV C T T ACAD10 c.1519C>T P.P507S
XH_P43 12 114385128 114385128 Splice_Site SNV C T T RBM19 c.1407+11G>A
XH_P43 12 117693790 117693790 Missense_Mutation SNV C A A NOS1 c.2584G>T P.G862C
XH_P43 12 46245680 46245680 Silent SNV T G G ARID2 c.3774T>G P.V1258V
XH_P43 12 51686040 51686040 Missense_Mutation SNV G T T BIN2 c.772C>A P.L258I
XH_P43 12 52631309 52631309 Missense_Mutation SNV A C C KRT7 c.553A>C P.N185H
XH_P43 12 7970637 7970637 Splice_Site INDEL - ACCTTATCTATGTACCTTATCTATGTA SLC2A14 ACATAGATACATAGATAAGGTGAGTTTA
XH_P43 12 89745528 89745528 Frame_Shift_Ins INDEL - CA CA DUSP6 c.287_288dupTG P.L97fs
XH_P43 13 21563023 21563023 Missense_Mutation SNV C T T LATS2 c.896G>A P.G299D
XH_P43 13 21714712 21714712 Silent SNV A G G SAP18 c.21A>G P.G7G
XH_P43 13 32869537 32869537 Missense_Mutation SNV G C C FRY c.8982G>C P.Q2994H
XH_P43 13 32890558 32890558 Splice_Site SNV G A A BRCA2 c.-39-1G>A
XH_P43 13 32893318 32893318 Nonsense_Mutation SNV G T T BRCA2 c.172G>T P.E58*
XH_P43 13 41943342 41943342 Missense_Mutation SNV C G G NAA16 c.1870C>G P.Q624E
XH_P43 13 95813446 95813446 Missense_Mutation SNV T C C ABCC4 c.2452A>G P.I818V
XH_P43 13 99520227 99520227 Silent SNV C T T DOCK9 c.3129G>A P.K1043K
XH_P43 14 105459315 105459315 Missense_Mutation SNV G C C C14orf79 c.730G>C P.E244Q
XH_P43 14 24710078 24710078 Missense_Mutation SNV C T T TINF2 c.608G>A P.C203Y
XH_P43 14 64935657 64935657 Missense_Mutation SNV T G G AKAP5 c.545T>G P.L182R
XH_P43 14 65253884 65253884 Splice_Site SNV G A A SPTB c.2805-6C>T
XH_P43 14 69727055 69727055 Missense_Mutation SNV G C C GALNT16 c.48G>C P.W16C
XH_P43 14 88857781 88857781 Missense_Mutation SNV T A A SPATA7 c.76T>A P.L26M
XH_P43 15 29415603 29415603 Missense_Mutation SNV G C C FAM189A1 c.1559C>G P.T520S
XH_P43 15 33999266 33999266 Splice_Site SNV C T T RYR3 c.6619+11C>T
XH_P43 15 42280287 42280287 Missense_Mutation SNV C A A PLA2G4E c.1791G>T P.E597D
XH_P43 15 43584209 43584209 Missense_Mutation SNV A G G TGM7 c.526T>C P.F176L
XH_P43 15 71535393 71535393 Silent SNV A C C THSD4 c.870A>C P.S290S
XH_P43 15 74315486 74315486 Missense_Mutation SNV G A A PML c.920G>A P.R307H
XH_P43 15 78390781 78390781 Missense_Mutation SNV T A A SH2D7 c.488T>A P.V163E



XH_P43 15 78416044 78416044 Splice_Site SNV T G G CIB2 n.406+3A>C
XH_P43 16 28990578 28990594 Frame_Shift_Del INDEL GGAGCCGGA - - SPNS1 delGGAGCCGGA P.R184fs
XH_P43 16 3029648 3029648 Splice_Site SNV C T T PKMYT1 c.10+1G>A
XH_P43 16 3562401 3562401 Missense_Mutation SNV G C C CLUAP1 c.418G>C P.A140P
XH_P43 16 67660556 67660556 Missense_Mutation SNV C G G CTCF c.1456C>G P.Q486E
XH_P43 16 70815812 70815812 Silent SNV A T T VAC14 c.906T>A P.T302T
XH_P43 16 71884705 71884705 Silent SNV T C C ATXN1L c.1062T>C P.A354A
XH_P43 16 746821 746821 Silent SNV G C C FBXL16 c.585C>G P.V195V
XH_P43 16 89935977 89935977 Missense_Mutation SNV G A A SPIRE2 c.1809G>A P.M603I
XH_P43 17 18022373 18022373 Missense_Mutation SNV A C C MYO15A c.259A>C P.M87L
XH_P43 17 37844195 37844195 Missense_Mutation SNV G C C PGAP3 c.73C>G P.R25G
XH_P43 17 39186047 39186047 Missense_Mutation SNV G A A KRTAP1-4 c.284C>T P.A95V
XH_P43 17 42452041 42452041 Nonsense_Mutation SNV G A A ITGA2B c.2929C>T P.R977*
XH_P43 17 43138716 43138764 Frame_Shift_Del INDEL CACCTCCGCTG - - NMT1 CGGCACCTCCGCT P.A8fs
XH_P43 17 44590528 44590528 Silent SNV G A A LRRC37A2 c.450G>A P.L150L
XH_P43 17 46801827 46801827 Missense_Mutation SNV T C C PRAC2 c.55T>C P.F19L
XH_P43 17 46986015 46986015 Silent SNV G A A UBE2Z c.150G>A P.A50A
XH_P43 17 61473294 61473294 Splice_Site SNV G C C TANC2 c.3015+5G>C
XH_P43 17 66547263 66547263 Nonstop_Mutation SNV T G G PRKAR1A c.1012T>G P.Ter338Eext*?
XH_P43 18 42532021 42532021 Missense_Mutation SNV C T T SETBP1 c.2716C>T P.P906S
XH_P43 18 52946773 52946773 Splice_Site SNV G C C TCF4 c.655+9C>G
XH_P43 18 6873480 6873480 Missense_Mutation SNV A G G ARHGAP28 c.550A>G P.I184V
XH_P43 19 1020899 1020899 Missense_Mutation SNV T G G TMEM259 c.97A>C P.N33H
XH_P43 19 1487972 1487972 Missense_Mutation SNV C A A PCSK4 c.507G>T P.W169C
XH_P43 19 15281611 15281611 Missense_Mutation SNV T G G NOTCH3 c.4762A>C P.N1588H
XH_P43 19 38886412 38886412 Missense_Mutation SNV C A A SPRED3 c.860C>A P.A287D
XH_P43 19 39965193 39965193 Missense_Mutation SNV G A A SUPT5H c.2859G>A P.M953I
XH_P43 19 41105127 41105127 Frame_Shift_Del INDEL G - - LTBP4 c.173delG P.G58fs
XH_P43 19 4231187 4231187 Splice_Site SNV G A A EBI3 c.68-1G>A
XH_P43 19 46521350 46521350 Silent SNV G T T CCDC61 c.1383G>T P.V461V
XH_P43 19 52033119 52033119 Missense_Mutation SNV G A A SIGLEC6 c.715C>T P.P239S
XH_P43 19 54444729 54444729 Missense_Mutation SNV T G G CACNG7 c.430T>G P.S144A
XH_P43 19 55386792 55386792 Missense_Mutation SNV G T T FCAR c.41G>T P.C14F
XH_P43 19 55665534 55665534 Missense_Mutation SNV T C C TNNI3 c.410A>G P.K137R
XH_P43 19 5772919 5772919 Silent SNV G T T CATSPERD c.1884G>T P.P628P
XH_P43 19 8436202 8436202 Missense_Mutation SNV G A A ANGPTL4 c.721G>A P.D241N
XH_P43 19 8670540 8670540 Missense_Mutation SNV A T T ADAMTS10 c.56T>A P.M19K
XH_P43 19 8953438 8953438 Missense_Mutation SNV G C C MBD3L1 c.84G>C P.L28F
XH_P43 2 135756498 135756498 Silent SNV C A A MAP3K19 c.384G>T P.T128T
XH_P43 2 137917848 137917848 Missense_Mutation SNV A T T THSD7B c.1435A>T P.I479F
XH_P43 2 160628521 160628521 Silent SNV T C C LY75-CD302 c.5463A>G P.V1821V
XH_P43 2 163059589 163059589 Missense_Mutation SNV C G G FAP c.1039G>C P.D347H
XH_P43 2 172641804 172641804 Missense_Mutation SNV C T T SLC25A12 c.2017G>A P.A673T
XH_P43 2 179613977 179613977 Missense_Mutation SNV C G G TTN c.13150G>C P.D4384H
XH_P43 2 183104914 183104914 Missense_Mutation SNV C G G PDE1A c.321G>C P.M107I
XH_P43 2 183948243 183948243 Missense_Mutation SNV A C C DUSP19 c.234A>C P.Q78H
XH_P43 2 186659084 186659084 Missense_Mutation SNV G T T FSIP2 c.7221G>T P.K2407N
XH_P43 2 190428890 190428890 Missense_Mutation SNV A C C SLC40A1 c.822T>G P.H274Q
XH_P43 2 206921261 206921272 Missense_Mutation INDEL CTGCTGCGGA - - INO80D 625delCTCCGCAP.P205_Q208del
XH_P43 2 207516603 207516603 Missense_Mutation SNV T G G DYTN c.1676A>C P.Q559P
XH_P43 2 220418415 220418415 Splice_Site SNV G T T OBSL1 c.4877-7C>A
XH_P43 2 228147097 228147097 Silent SNV G A A COL4A3 c.2505G>A P.T835T
XH_P43 2 24181213 24181213 Frame_Shift_Ins INDEL - A A UBXN2A c.33dupA P.E12fs
XH_P43 2 33505109 33505109 Missense_Mutation SNV T C C LTBP1 c.2018T>C P.I673T
XH_P43 2 37247965 37247965 Missense_Mutation SNV G T T HEATR5B c.3868C>A P.L1290I
XH_P43 2 39440536 39440536 Splice_Site SNV C T T CDKL4 c.363+5G>A
XH_P43 2 45233593 45233593 Missense_Mutation SNV G T T SIX2 c.592C>A P.H198N
XH_P43 2 46607605 46607605 Missense_Mutation SNV G C C EPAS1 c.1794G>C P.E598D
XH_P43 2 48027493 48027493 Missense_Mutation SNV C T T MSH6 c.2371C>T P.R791C
XH_P43 2 60688491 60688491 Missense_Mutation SNV A G G BCL11A c.1556T>C P.L519P
XH_P43 2 71170817 71170817 Frame_Shift_Del INDEL C - - ATP6V1B1 c.151delC P.L51fs
XH_P43 2 97297208 97297208 Missense_Mutation SNV A G G KANSL3 c.227T>C P.V76A
XH_P43 2 98732163 98732163 Missense_Mutation SNV G A A VWA3B c.245G>A P.G82D
XH_P43 20 45140726 45140726 Missense_Mutation SNV A T T ZNF334 c.16T>A P.F6I
XH_P43 21 35138252 35138252 Missense_Mutation SNV G A A ITSN1 c.862G>A P.V288I
XH_P43 21 35190725 35190725 Missense_Mutation SNV T G G ITSN1 c.2882T>G P.F961C
XH_P43 3 119379059 119379059 Missense_Mutation SNV C A A POPDC2 c.212G>T P.S71I
XH_P43 3 122134051 122134051 Silent SNV A G G WDR5B c.325T>C P.L109L
XH_P43 3 126735436 126735436 Missense_Mutation SNV A C C PLXNA1 c.3091A>C P.N1031H
XH_P43 3 151598857 151598857 Missense_Mutation SNV G A A SUCNR1 c.526G>A P.A176T
XH_P43 3 44448997 44448997 Missense_Mutation SNV A C C TCAIM c.882A>C P.L294F
XH_P43 3 50327623 50327623 Silent SNV G C C IFRD2 c.558C>G P.A186A
XH_P43 3 93595881 93595881 Missense_Mutation SNV A C C PROS1 c.1799T>G P.L600R
XH_P43 3 96706748 96706748 Missense_Mutation SNV T C C EPHA6 c.1025T>C P.L342P
XH_P43 4 113199106 113199106 Missense_Mutation SNV G A A TIFA c.467C>T P.P156L
XH_P43 4 119219902 119219902 Missense_Mutation SNV C T T PRSS12 c.1823G>A P.G608D
XH_P43 4 15575868 15575868 Silent SNV A G G CC2D2A c.3690A>G P.R1230R
XH_P43 4 177632786 177632786 Missense_Mutation SNV G C C VEGFC c.571C>G P.P191A
XH_P43 4 185603415 185603415 Missense_Mutation SNV T G G PRIMPOL c.634T>G P.L212V
XH_P43 4 187149410 187149410 Splice_Site SNV A T T KLKB1 c.58+3A>T
XH_P43 4 22438160 22438160 Nonsense_Mutation SNV C T T ADGRA3 c.1190G>A P.W397*
XH_P43 4 24839843 24839843 Missense_Mutation SNV C T T CCDC149 c.424G>A P.V142M
XH_P43 4 4419094 4419094 Missense_Mutation SNV T G G NSG1 c.490T>G P.W164G
XH_P43 4 48525064 48525064 Missense_Mutation SNV C T T FRYL c.7375G>A P.D2459N
XH_P43 4 6863603 6863603 Silent SNV G T T KIAA0232 c.1494G>T P.L498L
XH_P43 4 8271771 8271771 Frame_Shift_Del INDEL C - - HTRA3 c.78delC P.A27fs
XH_P43 4 8271987 8272030 Frame_Shift_Del INDEL GCAGGCGGCC - - HTRA3 CGCTGCAGGCGG P.N99fs
XH_P43 4 8451440 8451440 Frame_Shift_Del INDEL A - - TRMT44 c.779delA P.D260fs
XH_P43 4 96222837 96222837 Missense_Mutation SNV G T T UNC5C c.410C>A P.P137H
XH_P43 4 99966407 99966407 Missense_Mutation SNV G A A METAP1 c.733G>A P.A245T
XH_P43 5 112174620 112174620 Nonsense_Mutation SNV C G G APC c.3329C>G P.S1110*
XH_P43 5 112175951 112175951 Frame_Shift_Ins INDEL - A A APC c.4666dupA P.T1556fs
XH_P43 5 115238594 115238594 Missense_Mutation SNV C A A AP3S1 c.292C>A P.L98I
XH_P43 5 130764910 130764910 Splice_Site SNV C G G RAPGEF6 c.4490-1G>C
XH_P43 5 13769150 13769162 Frame_Shift_Del INDEL CTGTCCACAA - - DNAH5 9816delCATTGTG P.I3269fs
XH_P43 5 141041803 141041803 Silent SNV T G G ARAP3 c.2820A>C P.V940V
XH_P43 5 149406316 149406316 Missense_Mutation SNV G A A HMGXB3 c.1508G>A P.R503K
XH_P43 5 153054066 153054066 Missense_Mutation SNV A G G GRIA1 c.706A>G P.M236V



XH_P43 5 153190634 153190634 Missense_Mutation SNV C G G GRIA1 c.2570C>G P.S857W
XH_P43 5 156376669 156376682 Frame_Shift_Del INDEL TCAGCAGGAC - - TIMD4 53delCTGTCCTG P.T247fs
XH_P43 5 157078575 157078575 Missense_Mutation SNV G C C SOX30 c.512C>G P.P171R
XH_P43 5 167881085 167881085 Missense_Mutation SNV G T T WWC1 c.2638G>T P.D880Y
XH_P43 5 169116272 169116272 Nonsense_Mutation SNV C T T DOCK2 c.778C>T P.R260*
XH_P43 5 172750383 172750383 Silent SNV C A A STC2 c.345G>T P.R115R
XH_P43 5 177547473 177547473 Missense_Mutation SNV A C C N4BP3 c.625A>C P.S209R
XH_P43 5 178418947 178418970 Missense_Mutation INDEL CCCAGTGCCC - - GRM6 TCGTGAGGGCACP.I207_N214del
XH_P43 5 34937739 34937739 Splice_Site SNV C T T DNAJC21 c.743+4C>T
XH_P43 5 41381971 41381971 Missense_Mutation SNV C G G PLCXD3 c.769G>C P.V257L
XH_P43 5 5182420 5182420 Splice_Site SNV T C C ADAMTS16 c.763+2T>C
XH_P43 6 121577425 121577425 Silent SNV T G G TBC1D32 c.1740A>C P.T580T
XH_P43 6 132270606 132270606 Missense_Mutation SNV A T T CTGF c.848T>A P.F283Y
XH_P43 6 152765647 152765647 Missense_Mutation SNV C T T SYNE1 c.3757G>A P.E1253K
XH_P43 6 26390390 26390390 Silent SNV G A A BTN2A2 c.882G>A P.K294K
XH_P43 6 52661078 52661078 Silent SNV A C C GSTA1 c.174T>G P.V58V
XH_P43 6 56505023 56505023 Missense_Mutation SNV G C C DST c.2309C>G P.S770C
XH_P43 6 76744431 76744440 Frame_Shift_Del INDEL GTCCTGATAT - - IMPG1 _141delATATCA P.E44fs
XH_P43 7 107571837 107571837 Silent SNV T G G LAMB1 c.4501A>C P.R1501R
XH_P43 7 1132250 1132250 Nonsense_Mutation SNV C T T GPER1 c.886C>T P.Q296*
XH_P43 7 128531043 128531043 Missense_Mutation SNV C A A KCP c.1894G>T P.G632C
XH_P43 7 150325467 150325467 Missense_Mutation SNV T A A GIMAP6 c.219A>T P.R73S
XH_P43 7 45688277 45688277 Missense_Mutation SNV C A A ADCY1 c.354C>A P.H118Q
XH_P43 7 84636181 84636181 Silent SNV A G G SEMA3D c.1845T>C P.P615P
XH_P43 7 86813934 86813934 Missense_Mutation SNV A C C DMTF1 c.778A>C P.I260L
XH_P43 7 91670082 91670082 Missense_Mutation SNV G A A AKAP9 c.4787G>A P.R1596Q
XH_P43 8 35425698 35425698 Silent SNV G A A UNC5D c.390G>A P.Q130Q
XH_P43 8 35425699 35425699 Missense_Mutation SNV T G G UNC5D c.391T>G P.C131G
XH_P43 8 36780071 36780071 Missense_Mutation SNV C A A KCNU1 c.2660C>A P.T887K
XH_P43 8 77690663 77690663 Missense_Mutation SNV C A A ZFHX4 c.3313C>A P.P1105T
XH_P43 8 95186404 95186404 Missense_Mutation SNV T C C CDH17 c.509A>G P.Q170R
XH_P43 9 112020470 112020470 Missense_Mutation SNV A G G EPB41L4B c.739T>C P.W247R
XH_P43 9 125512494 125512494 Missense_Mutation SNV G A A OR1L6 c.368G>A P.R123Q
XH_P43 9 136597690 136597690 Missense_Mutation SNV T A A SARDH c.365A>T P.E122V
XH_P43 9 140100370 140100370 Splice_Site SNV G T T NDOR1 c.135+6G>T
XH_P43 9 74674269 74674269 Silent SNV G A A C9orf57 c.45C>T P.L15L
XH_P43 9 75435918 75435925 Frame_Shift_Del INDEL CTCATCCT - - TMC1 26_1933delCATC P.I643fs
XH_P43 9 75545867 75545867 Missense_Mutation SNV C A A ALDH1A1 c.240G>T P.M80I
XH_P43 9 88247699 88247699 Missense_Mutation SNV A C C AGTPBP1 c.2049T>G P.I683M
XH_P43 9 990882 990896 Missense_Mutation INDEL CTCGGATTTC - - DMRT3 314delCGGATTTCP.R434_P438del
XH_P43 X 100630257 100630257 Missense_Mutation SNV G T T BTK c.16C>A P.L6M
XH_P43 X 46502762 46502762 Missense_Mutation SNV T G G SLC9A7 c.1525A>C P.M509L
XH_P43 X 48676620 48676620 Splice_Site SNV C T T HDAC6 c.2037-7C>T
XH_P43 X 9864732 9864732 Nonsense_Mutation SNV C A A SHROOM2 c.2784C>A P.Y928*
XH_P44 11 108236192 108236192 Missense_Mutation SNP A G G ATM c.9128A>G p.K3043R
XH_P44 3 178952006 178952006 Missense_Mutation SNP T C C PIK3CA c.3061T>C p.Y1021H
XH_P44 1 1722017 1722017 Nonsense_Mutation INS - TGCTAAATTTTAA - GNB1 AAAGTTTAAAAT72_T73delinsEKFKIX
XH_P44 1 1722019 1722019 Nonsense_Mutation INS - TGGATTA - GNB1 13_214insTAATCp.E72_T73delinsX
XH_P44 1 3742991 3742991 Nonsense_Mutation INS - GTAACTTAAAATA - CEP104 AAAGGATATTTTG733delinsAERIFX
XH_P44 1 7309649 7309649 In_Frame_Ins INS - AAGTCTCTACAG - CAMTA1 insTAAAAGTCTCR104delinsSKSLYRK
XH_P44 1 8074451 8074451 Frame_Shift_Ins INS - CCTCTCTCTGG - ERRFI1 _208insCCAGAGA p.A70fs
XH_P44 1 10318685 10318685 Frame_Shift_Ins INS - AAGTTTACTTTTC - KIF1B 19insCAAGTTTAC p.T106fs
XH_P44 1 10318687 10318687 In_Frame_Ins INS - TAAATACAC - KIF1B 0_321insTAAATAp.M107delinsIKYT
XH_P44 1 10363382 10363382 Frame_Shift_Ins INS - TCGAAGAAAAAG - KIF1B 2140insTCGAAGA p.K713fs
XH_P44 1 10384842 10384842 In_Frame_Ins INS - AAGCCATCAAAA - KIF1B 2427insAAGCCAM809delinsISHQK
XH_P44 1 10421817 10421817 Nonsense_Mutation INS - TATCTGAGGTAA - KIF1B TTATTTTTATCTGAA1367delinsAFIFIX
XH_P44 1 10435047 10435047 Frame_Shift_Ins INS - TT - KIF1B c.5094_5095insT p.I1698fs
XH_P44 1 10435049 10435049 In_Frame_Ins INS - CTGCCAAAG - KIF1B 6_5097insCTGCC.I1699delinsICQS
XH_P44 1 11204783 11204783 In_Frame_Ins INS - AGTGTA - MTOR 793_4794insTACp.E1598delinsDTL
XH_P44 1 11204785 11204785 Missense_Mutation SNP C T C MTOR c.G4792A p.E1598K
XH_P44 1 12333066 12333066 Nonsense_Mutation INS - AAATAACTAAATA - VPS13D ATAGCAAATAAC4_K705delinsKKNSKX
XH_P44 1 12337562 12337562 In_Frame_Ins INS - TGTCAAATCCAT - VPS13D 8insTTGTGTCAA1306delinsSCVKSIS
XH_P44 1 12359400 12359400 In_Frame_Ins INS - CAATTAAAATCAT - VPS13D TAAAACAATTAAdelinsREFIKQLKSYRAYSM
XH_P44 1 14108446 14108446 Nonsense_Mutation INS - AAAGCTTGGG - PRDM2 _3554insAAAGC1185_D1186delinsX
XH_P44 1 14108448 14108448 Frame_Shift_Ins INS - ATGCT - PRDM2 555_3556insATG p.L1185fs
XH_P44 1 14108709 14108709 Nonsense_Mutation INS - AGTTAAGCCTTT - PRDM2 7insTAAAGTTAAp.H1272delinsHX
XH_P44 1 15987142 15987142 Nonsense_Mutation INS - TTCTTGGTCATGT - RSC1A1 AGATATTCTTGGT260delinsTKIFLVMX
XH_P44 1 16254851 16254851 In_Frame_Ins INS - ATAATATGTACG - SPEN ACTCTCATAATAT06delinsHSHNMYDLG
XH_P44 1 16256942 16256942 Nonsense_Mutation INS - TGCTAGAATCAT - SPEN 8insTCCTGCTAGR1403delinsLLLESX
XH_P44 1 17355193 17355193 Frame_Shift_Ins INS - AC - SDHB c.324_325insGT p.N109fs
XH_P44 1 17355195 17355195 Frame_Shift_Ins INS - TATTAGTTTTT - SDHB _323insAAAAACT p.G108fs
XH_P44 1 19408061 19408061 Nonsense_Mutation INS - GCTCACTATTTC - UBR4 15015insGAAATA.R5005delinsRKX
XH_P44 1 19428130 19428130 In_Frame_Ins INS - AAAGTTATGGGG - UBR4 907insATTCCCCA4303delinsIPHNFNE
XH_P44 1 19482862 19482862 Nonsense_Mutation INS - GTGAGCTGTGAT - UBR4 5975insGATCACA1992_H1993delinsX
XH_P44 1 19514033 19514033 Frame_Shift_Ins INS - AA - UBR4 c.1395_1396insT p.H466fs
XH_P44 1 19514035 19514035 Splice_Site INS - TGCTCT - UBR4 . .
XH_P44 1 19559434 19559434 Frame_Shift_Ins INS - TGGTGAAGGA - EMC1 1_1562insTCCTT p.G521fs
XH_P44 1 19559435 19559435 Frame_Shift_Ins INS - AAGG - EMC1 1560_1561insCC p.G521fs
XH_P44 1 20964528 20964528 Frame_Shift_Ins INS - CCTAGGA - PINK1 81_582insCCTAG p.R194fs
XH_P44 1 21299578 21299578 Frame_Shift_Ins INS - GATTTGTATGGG - EIF4G3 0insATGCCCATAC p.P114fs
XH_P44 1 21307678 21307678 In_Frame_Ins INS - ACGTGTGAACTGT - EIF4G3 nsAAAACAGTTCAP25delinsKTVHTSP
XH_P44 1 22304940 22304940 Nonsense_Mutation INS - GGGACCCTCCCG - CELA3B TTTTGGGGACCC1delinsPPLCFWGPSRX
XH_P44 1 23418654 23418654 In_Frame_Ins INS - AGACTACGTTGGA - LUZP1 TGTTTCTCCAACG01delinsLFLQRSLCSR
XH_P44 1 23419847 23419847 Nonsense_Mutation INS - GAGAGGTAGAA - LUZP1 CTTCCCCTTCTACC303delinsIFPFYLSIFX
XH_P44 1 24077955 24077955 Nonsense_Mutation INS - TCTGTAGTGGT - ELOA _939insTCTGTAG313_N314delinsDLX
XH_P44 1 24981595 24981595 Nonsense_Mutation INS - AATAAAGTATTC - SRRM1 291insGAATAAA430_S431delinsVEX
XH_P44 1 25715554 25715554 Nonsense_Mutation INS - ATTTGTTAA - RHCE 6_537insTTAACAp.S179delinsSX
XH_P44 1 25715556 25715556 In_Frame_Ins INS - TGCTGG - RHCE 534_535insCCAGp.S179delinsPAS
XH_P44 1 26161642 26161642 Frame_Shift_Ins INS - GGAAAATATAGT - AUNIP CCCACAACTATAT p.F306fs
XH_P44 1 26582311 26582311 Frame_Shift_Ins INS - G - CEP85 c.705_706insG p.C235fs
XH_P44 1 26582312 26582312 In_Frame_Ins INS - GGTTCTTGGGTTG - CEP85 07insTGGTTCTTGR236delinsLVLGLW
XH_P44 1 26691706 26691706 In_Frame_Ins INS - ATACCCACT - ZNF683 0_331insAGTGGG.P111delinsSGYP
XH_P44 1 26800627 26800627 Splice_Site INS - TTGTTTTTTGATG - HMGN2 . .
XH_P44 1 27106002 27106002 In_Frame_Ins INS - ATTCTCTGAAGCT - ARID1A 614insTATTCTCTH1871delinsHYSLKL
XH_P44 1 28477260 28477260 Silent SNP G A G PTAFR c.C273T p.N91N
XH_P44 1 29040775 29040775 Nonsense_Mutation INS - AAAGACTTTGTG - GMEB1 AAAAGAAAAGAC95delinsVYGKKEKTLCRGKX
XH_P44 1 31414971 31414971 Splice_Site INS - TGAATCTTGTGGT - PUM1 . .
XH_P44 1 32505141 32505141 Nonsense_Mutation INS - AAAATAATTGAC - KHDRBS1 insTTATAAAATA362_G363delinsLIKX



XH_P44 1 32745564 32745564 In_Frame_Ins INS - CCCAGTCTCCTT - LCK _1012insCCCAGT.L337delinsLPSLL
XH_P44 1 32745566 32745566 Missense_Mutation SNP T C T LCK c.T1013C p.I338T
XH_P44 1 33412076 33412076 Nonsense_Mutation INS - TGAAAGTTCTTAT - RNF19B ATGTTAATAAGAAp.V358delinsGCX
XH_P44 1 34046379 34046379 In_Frame_Ins INS - TCTTTTCTCATAC - CSMD2 61insAGTATGAG2454delinsQYEKRG
XH_P44 1 34401550 34401550 Frame_Shift_Ins INS - AGGT - CSMD2 .522_523insACC p.P175fs
XH_P44 1 35559637 35559637 Nonsense_Mutation INS - GGTTCCTTCATTG - ZMYM1 50insGGTTCCTTC17_L18delinsRFLHX
XH_P44 1 35579369 35579369 In_Frame_Ins INS - GCTTTAGGTACTT - ZMYM1 714insAGCTTTAG.I571delinsISFRYF
XH_P44 1 35972472 35972472 In_Frame_Ins INS - AGGTAAGCATGC - KIAA0319L _407insGCATGCTT136delinsSMLTS
XH_P44 1 35972474 35972474 Missense_Mutation SNP T A T KIAA0319L c.A405T p.Q135H
XH_P44 1 36202564 36202564 Missense_Mutation SNP G T G CLSPN c.C3668A p.T1223K
XH_P44 1 36202566 36202566 In_Frame_Ins INS - TTTCTTTCTTTTTT - CLSPN 6insGAAAAAAAG1222delinsQKKRKKD
XH_P44 1 36301571 36301571 Frame_Shift_Ins INS - TTTAT - AGO4 701_1702insTTT p.N567fs
XH_P44 1 36301573 36301573 Frame_Shift_Ins INS - ACTATATACTGTA - AGO4 4insCCTACTATAT p.N568fs
XH_P44 1 36904502 36904502 In_Frame_Ins INS - ATGCAATGGTTC - OSCP1 _122insGAACCATp.D41delinsGTIAY
XH_P44 1 38027786 38027786 Frame_Shift_Ins INS - AATGGAAT - DNALI1 47_748insAATGG p.V249fs
XH_P44 1 38288266 38288266 Frame_Shift_Ins INS - T - MTF1 c.1293_1294insA p.Q432fs
XH_P44 1 38288268 38288268 Frame_Shift_Ins INS - CATCAGCT - MTF1 1_1292insAGCT p.P431fs
XH_P44 1 38348540 38348540 In_Frame_Ins INS - TAGTTGTCTCCC - INPP5B 878insGGGAGACV293delinsGETTM
XH_P44 1 38484931 38484931 In_Frame_Ins INS - CTCACTTTATATT - UTP11 ATGGTCTCACTTT8delinsHRIWSHFILDSSR
XH_P44 1 39358876 39358876 Silent SNP A T A RHBDL2 c.T870A p.P290P
XH_P44 1 39358878 39358878 In_Frame_Ins INS - GTTTTATTAGAAA - RHBDL2 insATCTTTCTAATP290delinsIFLIKPP
XH_P44 1 39751004 39751004 Frame_Shift_Ins INS - CACCT - MACF1 310_1311insCAC p.Q437fs
XH_P44 1 39751006 39751006 In_Frame_Ins INS - ACAGATACTCTTT - MACF1 313insAACAGATAN438delinsKQILFH
XH_P44 1 39785351 39785351 In_Frame_Ins INS - AAGTTCTCGCTTT - MACF1 977insCAAGTTCT1326delinsTSSRFL
XH_P44 1 39851327 39851327 Frame_Shift_Ins INS - AAAACAGATCTA - MACF1 885insAAAAACA p.E2628fs
XH_P44 1 39853499 39853499 Frame_Shift_Ins INS - ATCTTCTATCCAT - MACF1 8800insATCTTCT p.T2933fs
XH_P44 1 39853500 39853500 Frame_Shift_Ins INS - GCAC - MACF1 8800_8801insGC p.E2934fs
XH_P44 1 39898264 39898264 In_Frame_Ins INS - CACATTTCAATTT - MACF1 1210insCCACATTM3737delinsTTFQFL
XH_P44 1 39907872 39907872 Frame_Shift_Ins INS - AGTGTTAT - MACF1 51_12652insAGT p.H4217fs
XH_P44 1 39907873 39907873 Frame_Shift_Ins INS - T - MACF1 12652_12653ins p.Q4218fs
XH_P44 1 40207572 40207572 Nonsense_Mutation INS - CAATGAACAGGG - PPIE 181insCAATGAAp.A60delinsAQX
XH_P44 1 40703432 40703432 Missense_Mutation SNP A T A RLF c.A3058T p.S1020C
XH_P44 1 40703433 40703433 Frame_Shift_Ins INS - TACTGGAACATTT - RLF insCCATACTGGA p.S1020fs
XH_P44 1 40705906 40705906 Nonsense_Mutation INS - TAGGTTTGTAAG - RLF 5533insTAGGTTp.P1844delinsPX
XH_P44 1 40705907 40705907 Missense_Mutation SNP C T C RLF c.C5533T p.P1845S
XH_P44 1 40775989 40775989 In_Frame_Ins INS - GGATTCCTGCTTG - COL9A2 85insACAAGCAGGG229delinsTSRNPG
XH_P44 1 40923099 40923099 Frame_Shift_Ins INS - GAGCCCATCC - ZFP69B 4_425insGAGCCC p.V142fs
XH_P44 1 40929232 40929232 Frame_Shift_Ins INS - CCTTACATTTA - ZFP69B _1577insCCTTAC p.L526fs
XH_P44 1 40961084 40961084 Frame_Shift_Ins INS - GAATAAATTATAT - ZFP69 938insGAATAAA p.A313fs
XH_P44 1 41012624 41012624 Nonsense_Mutation INS - AACTTCTATTATAT - ZNF684 AGTATAACTTCTAG211delinsKRFLQYNFYYIX
XH_P44 1 42048025 42048025 Missense_Mutation SNP G A G HIVEP3 c.C2444T p.P815L
XH_P44 1 42657102 42657102 Nonsense_Mutation INS - TTCTTGATTAAAA - FOXJ3 nsATAAATTTTAAT74_Q375delinsNKFX
XH_P44 1 42880573 42880573 Frame_Shift_Ins INS - ATCGT - RIMKLA 104_1105insATC p.A368fs
XH_P44 1 43055136 43055136 Frame_Shift_Ins INS - GGTATGTGTCTAT - CCDC30 sGTAGGGTATGT p.E455fs
XH_P44 1 43240471 43240471 Frame_Shift_Ins INS - TTAGACTATGCTG - C1orf50 AAAAATTAGACTA p.P116fs
XH_P44 1 43632865 43632865 In_Frame_Ins INS - TTTTATTCTTAAA - EBNA1BP2 TGTATTTTAAGAA3delinsAPLYFKNKSLNH
XH_P44 1 43719817 43719817 Frame_Shift_Ins INS - CAAACATTTA - CFAP57 7_3808insCAAAC p.P1269fs
XH_P44 1 43806146 43806146 Frame_Shift_Ins INS - CCTAGAGATA - MPL _943insCCTAGA p.F314fs
XH_P44 1 43868846 43868846 Splice_Site INS - AGTTTCACCTATA - SZT2 . .
XH_P44 1 43896275 43896275 In_Frame_Ins INS - TGAAAACTCCAG - SZT2 4419insTGAAAAS1473delinsSENSR
XH_P44 1 44121427 44121427 Frame_Shift_Ins INS - GTCCAGGAAGCA - KDM4A insGAGTCCAGGA p.N102fs
XH_P44 1 44149406 44149406 Nonsense_Mutation INS - CACGTACCAAACT - KDM4A sAATACCACGTAC6_R597delinsQYHVPNX
XH_P44 1 44422622 44422622 In_Frame_Ins INS - ACACCTGCA - IPO13 5_1246insACACC.D415delinsDTPA
XH_P44 1 44595057 44595057 Frame_Shift_Ins INS - TTTTTGGTTTT - KLF17 _115insTTTTTGG p.M38fs
XH_P44 1 44595059 44595059 Missense_Mutation SNP C A C KLF17 c.C116A p.S39Y
XH_P44 1 45155575 45155575 Missense_Mutation SNP C T C C1orf228 c.C206T p.T69I
XH_P44 1 45155576 45155576 Splice_Site INS - CAACTCCAT - C1orf228 . .
XH_P44 1 45292163 45292163 Frame_Shift_Ins INS - TGCT - PTCH2 2972_2973insAG p.L991fs
XH_P44 1 45808951 45808951 Silent SNP C G C TOE1 c.C1110G p.V370V
XH_P44 1 45808952 45808952 Missense_Mutation SNP T G T TOE1 c.T1111G p.C371G
XH_P44 1 45812388 45812388 Frame_Shift_Ins INS - TTTTGTATTAT - TESK2 _607insATAATAC p.Q203fs
XH_P44 1 45812390 45812390 Missense_Mutation SNP A T A TESK2 c.T605A p.L202Q
XH_P44 1 46073974 46073974 Frame_Shift_Ins INS - TCTGATCCAGCCT - NASP 200insTTCTGATC p.T400fs
XH_P44 1 46087389 46087389 Nonsense_Mutation INS - TTTCTA - CCDC17 104_1105insTAG p.M369delinsX
XH_P44 1 46725766 46725766 In_Frame_Ins INS - TTTTTTTTTTGAGA - RAD54L 3insTTTTTTTTTTT134delinsLFFFFEM
XH_P44 1 47399901 47399901 Silent SNP C T C CYP4A11 c.G1035A p.E345E
XH_P44 1 47399902 47399902 Missense_Mutation SNP T C T CYP4A11 c.A1034G p.E345G
XH_P44 1 47400147 47400147 In_Frame_Ins INS - CAGCCTCCT - CYP4A11 4_875insAGGAGG.L292delinsQEAV
XH_P44 1 49511473 49511473 Splice_Site INS - AGGTTTGGGT - AGBL4 . .
XH_P44 1 52306000 52306000 Nonsense_Mutation INS - GCAAAAAGGAAG - NRDC TATATACTTCCTT177delinsDQKITIYFLFAIKKX
XH_P44 1 52902577 52902577 Nonsense_Mutation SNP G A G ZCCHC11 c.C4012T p.R1338X
XH_P44 1 52941060 52941060 Frame_Shift_Ins INS - ACCAGCAAAAGC - ZCCHC11 71insCTGCTTTTG p.K724fs
XH_P44 1 52947206 52947206 Frame_Shift_Ins INS - AGTACCAAGAT - ZCCHC11 _1737insATCTTG p.E579fs
XH_P44 1 53250636 53250636 Frame_Shift_Ins INS - TATTCAGCTATTC - ZYG11B 1181insTATTCAG p.D394fs
XH_P44 1 54254855 54254855 Nonsense_Mutation INS - TGTTTTATATAGA - NDC1 AATGATCTATATA11delinsSKYIFQNDLYKTKIX
XH_P44 1 54262641 54262641 Frame_Shift_Ins INS - A - NDC1 c.1278_1279insT p.T427fs
XH_P44 1 54262642 54262642 In_Frame_Ins INS - GATATGGTTATA - NDC1 78insTCCTATAACN426delinsNPITISS
XH_P44 1 55119265 55119265 In_Frame_Ins INS - GAATGGGGTTTG - MROH7 667insGAATGGGS222delinsSEWGL
XH_P44 1 55562839 55562839 Frame_Shift_Ins INS - TACTCACCGCT - USP24 _5722insAGCGGT p.W1908fs
XH_P44 1 55643718 55643718 In_Frame_Ins INS - ATTTATTCTCTT - USP24 412insAAGAGAAD138delinsKRIND
XH_P44 1 55643720 55643720 In_Frame_Ins INS - TCT - USP24 c.409_410insAGAp.T137delinsKT
XH_P44 1 59126881 59126881 Frame_Shift_Ins INS - TAGCAGATTATT - MYSM1 289insTAATAAT p.K763fs
XH_P44 1 60373578 60373578 Nonsense_Mutation INS - GCACATTCTTCA - CYP2J2 883insTGAAGAA p.S295delinsX
XH_P44 1 62675751 62675751 Frame_Shift_Ins INS - AACTCTTCCTCTT - L1TD1 1306insAACTCTT p.E435fs
XH_P44 1 62911040 62911040 Nonsense_Mutation SNP G T G USP1 c.G1189T p.E397X
XH_P44 1 62911042 62911042 Nonsense_Mutation INS - AACTCTTGATTTC - USP1 TTATTTTAACTCTT397delinsEPIYFNSX
XH_P44 1 63024889 63024889 Frame_Shift_Ins INS - TTGGGGTGGAAG - DOCK7 ATAACATCTTCCA p.D734fs
XH_P44 1 63050524 63050524 Missense_Mutation SNP G T G DOCK7 c.C1826A p.P609Q
XH_P44 1 63284972 63284972 Frame_Shift_Ins INS - TTTTGACAGTGTG - ATG4C 692insTTTTGACA p.W231fs
XH_P44 1 64102012 64102012 Nonsense_Mutation INS - TTTCAATGAGTTT - PGM1 sTTTTATTTTCAATG345delinsGFYFQX
XH_P44 1 65130277 65130277 Nonsense_Mutation INS - CTACCTA - CACHD1 03_1304insCTAC435_Y436delinsPTX
XH_P44 1 65255159 65255159 In_Frame_Ins INS - AACATAATTTGAT - RAVER2 TGATAAACATAA6delinsLFYDKHNLIYIIY
XH_P44 1 65858477 65858477 In_Frame_Ins INS - TGCTTTTTGCTG - DNAJC6 _1833insTGCTTTTA611delinsAAFCW
XH_P44 1 65858479 65858479 Missense_Mutation SNP T G T DNAJC6 c.T1834G p.S612A
XH_P44 1 65860632 65860632 Nonsense_Mutation INS - ATTTGTTATCTA - DNAJC6 _1956insATTTGT.L652delinsLFVIX
XH_P44 1 66081833 66081833 Frame_Shift_Ins INS - GGCTGAGAGGCT - LEPR 39insAAGGCTGA p.T713fs
XH_P44 1 67299827 67299827 Frame_Shift_Ins INS - GATGACAAATTTT - WDR78 38insCCAAAATTT p.S580fs
XH_P44 1 67891833 67891833 In_Frame_Ins INS - TTTTTTGTAGAG - SERBP1 _449insCTCTACAAE150delinsALQKK



XH_P44 1 68173355 68173355 Frame_Shift_Ins INS - TCCA - GNG12 c.14_15insTGGA p.T5fs
XH_P44 1 68173356 68173356 In_Frame_Ins INS - GAT - GNG12 c.13_14insATC p.T5delinsNP
XH_P44 1 70397219 70397219 In_Frame_Ins INS - TACAGCATCTGTT - LRRC7 64insCTACAGCATR188delinsSYSICS
XH_P44 1 70654913 70654913 In_Frame_Ins INS - AATTTAGGCTTTG - LRRC40 95insCCAAAGCCTE65delinsDQSLNL
XH_P44 1 74507263 74507263 Frame_Shift_Ins INS - GACCAGAGGACT - LRRIQ3 352insTAGTCCT p.E451fs
XH_P44 1 75055529 75055529 In_Frame_Ins INS - CTGGGTTGGAGG - ERICH3 _1962insCCTCCAAV654delinsVLQPR
XH_P44 1 75672375 75672375 In_Frame_Ins INS - TTAATTCTAAGAA - SLC44A5 9insGACTTCTTAGT687delinsDFLELST
XH_P44 1 78098700 78098700 Frame_Shift_Ins INS - A - ZZZ3 c.339_340insT p.P114fs
XH_P44 1 78098702 78098702 Nonsense_Mutation INS - TGAGAAAAGGGA - ZZZ3 nsAATTTCCCTTTS113_P114delinsX
XH_P44 1 78207312 78207312 Frame_Shift_Ins INS - ATAGG - USP33 c.70_71insCCTAT p.Q24fs
XH_P44 1 78207314 78207314 Frame_Shift_Ins INS - ACTTGTCAGG - USP33 _69insCCTGACA p.I23fs
XH_P44 1 78395143 78395143 Frame_Shift_Ins INS - TTTCAATGCCCTT - NEXN 816insTTTCAATG p.R272fs
XH_P44 1 78479163 78479163 Frame_Shift_Ins INS - GGATCACCATCTA - DNAJB4 96insGGATCACC p.I99fs
XH_P44 1 79002283 79002283 Nonsense_Mutation INS - AGTGATGCTATTG - PTGFR ACAGAGTGATGC331delinsPQSDAIVX
XH_P44 1 79116059 79116059 In_Frame_Ins INS - CAGATAATATGTA - IFI44 AAAAACAGATAATnsIYFPLNIKKQIICSYKICIYAS
XH_P44 1 82436215 82436215 Nonsense_Mutation INS - AAAGAAAACTCAT - ADGRL2 nsCACAAAAGAAA967delinsNTKENSX
XH_P44 1 82447661 82447661 Splice_Site INS - AACAA - ADGRL2 . .
XH_P44 1 84373335 84373335 Nonsense_Mutation INS - GATCCTTTCCATA - TTLL7 715insTTATGGAAR572delinsIMERIX
XH_P44 1 85397248 85397248 Missense_Mutation SNP C G C MCOLN2 c.G1339C p.E447Q
XH_P44 1 85397249 85397249 Frame_Shift_Ins INS - GGTTTTGTGG - MCOLN2 7_1338insCCACA p.F446fs
XH_P44 1 85564318 85564318 Nonsense_Mutation INS - AACATAAATTAGT - WDR63 GGAAAAACATAA_W448delinsPVQGKTX
XH_P44 1 85647928 85647928 Nonsense_Mutation INS - AAATTTAGATAT - SYDE2 ATGGTAAAATAT799_N800delinsEX
XH_P44 1 85648243 85648243 Nonsense_Mutation INS - TGAAAGTGACTC - SYDE2 CCATAAGAGTCA694_P695delinsPVPX
XH_P44 1 86821041 86821041 Frame_Shift_Ins INS - AACATAACTTCTT - ODF2L 57insTAAAGAAGT p.S486fs
XH_P44 1 87036864 87036864 Nonsense_Mutation INS - AGAGATAACCTC - CLCA4 AATAGAAGAGAT.S429delinsSYAEX
XH_P44 1 89449278 89449278 Missense_Mutation SNP C T C RBMXL1 c.G232A p.A78T
XH_P44 1 90048294 90048294 In_Frame_Ins INS - TTC - LRRC8B c.85_86insTTC p.Y29delinsFH
XH_P44 1 90048296 90048296 In_Frame_Ins INS - TTGAAACTA - LRRC8B 7_88insTTGAAACp.Y29delinsYLKL
XH_P44 1 91989958 91989958 In_Frame_Ins INS - ATG - CDC7 1691_1692insATp.L564delinsLW
XH_P44 1 91989960 91989960 In_Frame_Ins INS - AGTCTTCTCTGAA - CDC7 694insCAGTCTTCL565delinsSVFSEM
XH_P44 1 92446477 92446477 Frame_Shift_Ins INS - CT - BRDT .1354_1355insC p.G452fs
XH_P44 1 92446478 92446478 Nonsense_Mutation INS - TTATTAACCTTT - BRDT _1356insTTATTAp.G452delinsGYX
XH_P44 1 93705001 93705001 In_Frame_Ins INS - AGCAAAATATCTA - CCDC18 nsTATCAGCAAAA912delinsNISKISSW
XH_P44 1 93705003 93705003 In_Frame_Ins INS - ATTTTAAAT - CCDC18 7_2738insATTTTp.T913delinsNFKS
XH_P44 1 94342443 94342443 Frame_Shift_Ins INS - AG - DNTTIP2 .1047_1048insC p.V350fs
XH_P44 1 94342444 94342444 Frame_Shift_Ins INS - TAAGTGTCAGTG - DNTTIP2 047insTTCACTGA p.S349fs
XH_P44 1 94528837 94528837 Frame_Shift_Ins INS - AAAGTCAGTGGG - ABCA4 91insTTCCCACTG p.E531fs
XH_P44 1 97236394 97236394 In_Frame_Ins INS - AAT - PTBP2 c.263_264insAAT p.N88delinsKI
XH_P44 1 97236396 97236396 Nonsense_Mutation INS - CAATCTATTCAGA - PTBP2 TAAGCAATCTATT89_L90delinsNIX
XH_P44 1 97243288 97243288 In_Frame_Ins INS - TACTAGTTCACT - PTBP2 _425insTACTAGT.L142delinsLLVHF
XH_P44 1 99358650 99358650 Frame_Shift_Ins INS - ATTGTCTTTTTTTT - PLPPR5 insGAAAAAAAAA p.T310fs
XH_P44 1 100606035 100606035 Frame_Shift_Ins INS - TAATTGAACTTGC - TRMT13 467insTAATTGAA p.N156fs
XH_P44 1 100613783 100613783 Frame_Shift_Ins INS - CCACATCATCT - TRMT13 _1152insCCACAT p.N384fs
XH_P44 1 100681750 100681750 Frame_Shift_Ins INS - TTTCTTTTCTTTTTT - DBT AAAAAAAAAGAA p.K187fs
XH_P44 1 101705434 101705434 Nonsense_Mutation INS - AAGAGGATATAG - S1PR1 nsCAGAAGAGGAV298delinsVQKRIX
XH_P44 1 103380346 103380346 Nonsense_Mutation INS - AATTAATTCTTTA - COL11A1 sAATTTCTAAAGA.E1164delinsNFX
XH_P44 1 103400060 103400060 Frame_Shift_Ins INS - CACTTCCTTTCTT - COL11A1 GAGTGAAGAAA p.K1066fs
XH_P44 1 103544295 103544295 Frame_Shift_Ins INS - GAGAG - COL11A1 406_407insCTCT p.V136fs
XH_P44 1 103544296 103544296 In_Frame_Ins INS - AGTAAAGAGGTT - COL11A1 _406insAACCTCTV136delinsNLFTV
XH_P44 1 104166524 104166524 Nonsense_Mutation SNP G T G AMY2A c.G1138T p.G380X
XH_P44 1 108703875 108703875 Missense_Mutation SNP A C A SLC25A24 c.T439G p.W147G
XH_P44 1 108703876 108703876 Frame_Shift_Ins INS - CTCCCTCTCCC - SLC25A24 438insGGGAGAG p.E146fs
XH_P44 1 109276076 109276076 Frame_Shift_Ins INS - AAAAA - FNDC7 062_2063insAAA p.D688fs
XH_P44 1 109276078 109276078 Nonsense_Mutation INS - AGCAAACTAGTC - FNDC7 5insATAAGCAAAD688delinsDISKLVX
XH_P44 1 109365991 109365991 Splice_Site INS - GATAATCACTACT - AKNAD1 . .
XH_P44 1 109766671 109766671 Splice_Site SNP G T G SARS . .
XH_P44 1 110256337 110256337 Frame_Shift_Ins INS - AGACGTCTCCA - GSTM5 _315insAGACGTC p.M105fs
XH_P44 1 110257830 110257830 In_Frame_Ins INS - CCA - GSTM5 c.535_536insCCAp.L179delinsPI
XH_P44 1 110257831 110257831 Missense_Mutation SNP T G T GSTM5 c.T536G p.L179R
XH_P44 1 111146169 111146169 In_Frame_Ins INS - CAGCCAACTGTAC - KCNA2 236insGGTACAGTN412delinsKVQLAV
XH_P44 1 112999207 112999207 Missense_Mutation SNP G A G CTTNBP2NL c.G1093A p.G365S
XH_P44 1 112999208 112999208 Frame_Shift_Ins INS - CCTCTCTTTCTCT - CTTNBP2NL _1095insCCTCTCT p.G365fs
XH_P44 1 113058875 113058875 Frame_Shift_Ins INS - CAAGGTGCCTTTC - WNT2B TTATTCAAGGTG p.R81fs
XH_P44 1 113063112 113063112 Frame_Shift_Ins INS - AAAGAATCGCTT - WNT2B nsTAAAAAGAAT p.E294fs
XH_P44 1 113464750 113464750 Nonsense_Mutation INS - TCATTTGGA - SLC16A1 2_223insTCCAAAp.I75delinsSKX
XH_P44 1 113464752 113464752 Frame_Shift_Ins INS - CATTAGTTTAT - SLC16A1 _221insATAAACT p.P74fs
XH_P44 1 114225812 114225812 In_Frame_Ins INS - ACA - MAGI3 3622_3623insACp.L1208delinsHI
XH_P44 1 114225813 114225813 Nonsense_Mutation INS - TTGAAGACGAAG - MAGI3 624insTTGAAGA1208_L1209delinsLX
XH_P44 1 114226375 114226375 In_Frame_Ins INS - CTTTTTTCCAACT - MAGI3 186insGCTTTTTT1395delinsSAFFQL
XH_P44 1 114226377 114226377 Missense_Mutation SNP G T G MAGI3 c.G4187T p.S1396I
XH_P44 1 114254637 114254637 In_Frame_Ins INS - CTGTCTCCAATT - PHTF1 24insAATTGGAGp.V8delinsVIGDR
XH_P44 1 114255954 114255954 In_Frame_Ins INS - GAAGACTGGAAC - PHTF1 _730insGTTCCAGM244delinsVPVFM
XH_P44 1 115144767 115144767 Nonsense_Mutation INS - GAAGGGGTATGG - DENND2C AAATAAATCCATAp.F515delinsLX
XH_P44 1 115168514 115168514 Missense_Mutation SNP C A C DENND2C c.G92T p.R31M
XH_P44 1 115168515 115168515 Nonsense_Mutation INS - GATCAAAG - DENND2C 90_91insCTTTGA.R31_A32delinsLX
XH_P44 1 115275369 115275369 Nonsense_Mutation INS - GTTATATTCAAGT - CSDE1 GTATAAACTTGAA1_D272delinsNFNLVVX
XH_P44 1 115593158 115593158 Nonsense_Mutation INS - TAATGAAATCTGT - TSPAN2 AGCAAACAGATTT82delinsPANRFHYVX
XH_P44 1 116206534 116206534 In_Frame_Ins INS - CCCCAG - VANGL1 451_452insCCCCp.F151delinsSPV
XH_P44 1 116206536 116206536 In_Frame_Ins INS - GTC - VANGL1 c.453_454insGTCp.F151delinsFV
XH_P44 1 117504016 117504016 Silent SNP C T C PTGFRN c.C1365T p.S455S
XH_P44 1 117637951 117637951 Nonsense_Mutation INS - GCTCTTTCTAAAA - TTF2 98insAGCTCTTT99_L1000delinsESSFX
XH_P44 1 118003235 118003235 Splice_Site INS - TAAAAGGAGACA - MAN1A2 . .
XH_P44 1 118166435 118166435 Frame_Shift_Ins INS - GTCTGTTCTGCAG - FAM46C 6insAGTCTGTTC p.N315fs
XH_P44 1 118449137 118449137 Frame_Shift_Ins INS - AGGAGCATTTCG - GDAP2 627insACGAAATG p.D209fs
XH_P44 1 118462816 118462816 Nonsense_Mutation INS - CTTCTTGTCACTAT - GDAP2 sCCTATAGTGACK55_V56delinsNLX
XH_P44 1 118640445 118640445 Frame_Shift_Ins INS - GAGC - SPAG17 .858_859insGCT p.N287fs
XH_P44 1 118640446 118640446 Frame_Shift_Ins INS - AGGC - SPAG17 .857_858insGCC p.E286fs
XH_P44 1 119575710 119575710 In_Frame_Ins INS - AAAAAGAAAAAG - WARS2 sTATAACTTTTTC303delinsYNFFFLGK
XH_P44 1 120269715 120269715 Frame_Shift_Ins INS - CA - PHGDH c.500_501insCA p.F167fs
XH_P44 1 120269717 120269717 Missense_Mutation SNP G C G PHGDH c.G502C p.G168R
XH_P44 1 120436727 120436727 Frame_Shift_Ins INS - GGAAACAAACC - ADAM30 _2233insGGTTTG p.K745fs
XH_P44 1 120436729 120436729 In_Frame_Ins INS - TGC - ADAM30 2230_2231insGCp.S744delinsCT
XH_P44 1 120458175 120458175 Frame_Shift_Ins INS - ACTTTTGTAAA - NOTCH2 _7170insTTTACA p.H2390fs
XH_P44 1 120458826 120458826 Frame_Shift_Ins INS - CCACCACATT - NOTCH2 _6519insAATGTG p.P2173fs
XH_P44 1 144873996 144873996 Nonsense_Mutation INS - AGGTTTGGACTG - PDE4DIP 447insAACAGTCCp.L1816delinsX
XH_P44 1 144879273 144879273 In_Frame_Ins INS - TTGAAAATGTGTA - PDE4DIP nsAACTTACACAT555delinsNLHIFNQE
XH_P44 1 144882814 144882814 In_Frame_Ins INS - GAA - PDE4DIP 3693_3694insTTp.D1232delinsFD
XH_P44 1 144882816 144882816 Frame_Shift_Ins INS - AATAA - PDE4DIP 691_3692insTTA p.S1231fs



XH_P44 1 144911889 144911889 Silent SNP G T G PDE4DIP c.C2709A p.S903S
XH_P44 1 144911891 144911891 Frame_Shift_Ins INS - TTGAGGTTATTG - PDE4DIP 707insGCAATAA p.S903fs
XH_P44 1 145015902 145015902 Frame_Shift_Ins INS - GTGG - PDE4DIP .185_186insCCA p.K62fs
XH_P44 1 145015904 145015904 Frame_Shift_Ins INS - ATGGA - PDE4DIP 183_184insTCCA p.K62fs
XH_P44 1 145330777 145330777 Missense_Mutation SNP A T A NBPF20 c.A6691T p.T2231S
XH_P44 1 145330778 145330778 Missense_Mutation SNP C G C NBPF20 c.C6692G p.T2231S
XH_P44 1 145533436 145533436 In_Frame_Ins INS - GAATGGCACTGG - ITGA10 CCCACGAATGGC97delinsFPPRMALEDE
XH_P44 1 145539039 145539039 Frame_Shift_Ins INS - TCTCACCCTGA - ITGA10 _2551insTCTCAC p.A850fs
XH_P44 1 145748555 145748555 Frame_Shift_Ins INS - GAAGAAGAAA - PDZK1 _429insGAAGAA p.G143fs
XH_P44 1 145748556 145748556 Silent SNP C A C PDZK1 c.C429A p.G143G
XH_P44 1 146757139 146757139 Frame_Shift_Ins INS - GCACTTGG - CHD1L 1_1382insGCAC p.K461fs
XH_P44 1 147127361 147127361 Nonsense_Mutation INS - GGTTTAAATTACA - ACP6 2insAGTGTAATTT188_I189delinsSVIX
XH_P44 1 149290968 149290968 In_Frame_Ins INS - TGAGCT - FAM231D 440_441insTGAGp.T147delinsTEL
XH_P44 1 149761715 149761715 Nonsense_Mutation INS - GCTAAACAGGCAA - FCGR1A 6insATGCTAAACA222_L223delinsGCX
XH_P44 1 150443101 150443101 Frame_Shift_Ins INS - AAAATAC - RPRD2 99_1600insAAAA p.Q533fs
XH_P44 1 150443103 150443103 In_Frame_Ins INS - GGCCTATTTTAT - RPRD2 _1602insGGCCTA.S534delinsRAYFI
XH_P44 1 150812072 150812072 Missense_Mutation SNP C T C ARNT c.G286A p.E96K
XH_P44 1 150812073 150812073 Frame_Shift_Ins INS - GTTTTTTGGACA - ARNT 85insTTGTCCAAA p.T95fs
XH_P44 1 151258875 151258875 Frame_Shift_Ins INS - AAAAGAGAGTT - ZNF687 _109insAAAAGAG p.G36fs
XH_P44 1 151258877 151258877 Missense_Mutation SNP C T C ZNF687 c.C110T p.P37L
XH_P44 1 151288434 151288434 In_Frame_Ins INS - GCCACTGCC - PI4KB 3_524insGGCAGTY175delinsWQWH
XH_P44 1 151288436 151288436 In_Frame_Ins INS - CAT - PI4KB c.521_522insATGp.F174delinsLC
XH_P44 1 151611567 151611567 Frame_Shift_Ins INS - TGTATCTCCACCC - SNX27 nsCCTTGTATCTC p.H172fs
XH_P44 1 151630901 151630901 Nonsense_Mutation INS - AAATTAAATCACA - SNX27 AATACAAATTAAA.K245delinsKHTX
XH_P44 1 151780070 151780070 Frame_Shift_Ins INS - AACC - RORC 1371_1372insGG p.H458fs
XH_P44 1 152086554 152086554 Nonsense_Mutation INS - AAGGAATGGTG - TCHH AAAACCACCATTC p.M1delinsIX
XH_P44 1 152128671 152128671 Nonsense_Mutation INS - GACAGAAAAGGC - RPTN sCACTGGCCTTTT_Q303delinsHWPFLSIX
XH_P44 1 152191195 152191195 Silent SNP G A G HRNR c.C2910T p.S970S
XH_P44 1 152193411 152193411 Missense_Mutation SNP T C T HRNR c.A694G p.S232G
XH_P44 1 152275658 152275658 Nonsense_Mutation INS - TTTAGACACTCTC - FLG 1704insTGAGAG3902_G3903delinsX
XH_P44 1 152278216 152278216 Frame_Shift_Ins INS - ACCACATCCCA - FLG _9146insTGGGAT p.R3049fs
XH_P44 1 152280040 152280040 Frame_Shift_Ins INS - CCAGGGAC - FLG 21_7322insGTCC p.S2441fs
XH_P44 1 152280322 152280322 Missense_Mutation SNP C G C FLG c.G7040C p.G2347A
XH_P44 1 152285046 152285046 Frame_Shift_Ins INS - A - FLG c.2315_2316insT p.Q772fs
XH_P44 1 152285047 152285047 Frame_Shift_Ins INS - CCCAA - FLG 314_2315insTTG p.Q772fs
XH_P44 1 152324114 152324114 Missense_Mutation SNP C T C FLG2 c.G6148A p.A2050T
XH_P44 1 152327955 152327955 Silent SNP G A G FLG2 c.C2307T p.S769S
XH_P44 1 152484091 152484091 In_Frame_Ins INS - ATTTATTATTATGA - LCE5A AGAATTTATTATTdelinsKMTRIYYYDYYY
XH_P44 1 153303372 153303372 Frame_Shift_Ins INS - TCCTGTGCCTCCT - PGLYRP4 insAAAGGAGGCA p.Q331fs
XH_P44 1 153791293 153791293 Frame_Shift_Ins INS - AGTGATTTTTTTT - GATAD2B ATTAAAAAAAAA p.L191fs
XH_P44 1 153921831 153921831 Nonsense_Mutation INS - AGTGACTTCAACC - CRTC2 434insAGGTTGA478_T479delinsSGX
XH_P44 1 154300608 154300608 Silent SNP G A G ATP8B2 c.G90A p.L30L
XH_P44 1 154961072 154961072 Frame_Shift_Ins INS - TCCAACTTGGG - FLAD1 _865insTCCAACT p.A288fs
XH_P44 1 155039875 155039875 Frame_Shift_Ins INS - ACCTCAACCCGA - EFNA4 29insTACCTCAA p.Q143fs
XH_P44 1 155041516 155041516 Frame_Shift_Ins INS - TATGACCT - EFNA4 91_492insTATGA p.S164fs
XH_P44 1 155167967 155167967 Frame_Shift_Ins INS - TTTTTCTTTACTAT - THBS3 759insATAGTAAA p.A587fs
XH_P44 1 155208006 155208006 In_Frame_Ins INS - CAGGCTTCC - GBA 8_419insGGAAG.N140delinsRKPD
XH_P44 1 155227385 155227385 Missense_Mutation SNP T G T SCAMP3 c.A503C p.N168T
XH_P44 1 155227386 155227386 In_Frame_Ins INS - ATCCCA - SCAMP3 501_502insTGGG.N168delinsWDN
XH_P44 1 155408389 155408389 In_Frame_Ins INS - AAGAGAATAATA - ASH1L TACCTTTTATTAT853delinsITFYYSLALLP
XH_P44 1 155449636 155449636 In_Frame_Ins INS - GCCTTCATC - ASH1L 4_3025insGATGAS1009delinsDEGS
XH_P44 1 155630317 155630317 Nonsense_Mutation INS - TATCTTCA - YY1AP1 0_1351insTGAAT451_V452delinsX
XH_P44 1 155698904 155698904 In_Frame_Ins INS - AAT - DAP3 c.573_574insAATp.V191delinsVN
XH_P44 1 155698905 155698905 Frame_Shift_Ins INS - CTTTCTTTTCTTTC - DAP3 575insCTTTCTTT p.V192fs
XH_P44 1 155733196 155733196 Frame_Shift_Ins INS - TG - GON4L .4632_4633insC p.T1545fs
XH_P44 1 155733197 155733197 Nonsense_Mutation INS - TAGATTTAT - GON4L 1_4632insATAAAp.M1544delinsIX
XH_P44 1 155735089 155735089 Frame_Shift_Ins INS - A - GON4L c.4174dupT p.S1392fs
XH_P44 1 155735091 155735091 In_Frame_Ins INS - GGGCCAGAA - GON4L 2_4173insTTCTG.S1391delinsSSGP
XH_P44 1 155736348 155736348 Silent SNP T A T GON4L c.A2916T p.L972L
XH_P44 1 155736349 155736349 In_Frame_Ins INS - TGGTGCTCC - GON4L 4_2915insGGAGCp.L972delinsRSTI
XH_P44 1 155737298 155737298 Frame_Shift_Ins INS - AAAATAATAG - GON4L 0_2681insCTATT p.G894fs
XH_P44 1 155737299 155737299 Missense_Mutation SNP C G C GON4L c.G2680C p.G894R
XH_P44 1 155823262 155823262 In_Frame_Ins INS - TACAAGGTCTCTA - GON4L 10insCTAGAGACT104delinsLETLYT
XH_P44 1 155823490 155823490 Frame_Shift_Ins INS - AAGGTGTTGATG - GON4L 82insACATCAACA p.L28fs
XH_P44 1 155838327 155838327 In_Frame_Ins INS - CTCCGCACTTTGA - SYT11 TGTCTCTCCGCAC02delinsIFVSPHFDDF
XH_P44 1 155899107 155899107 Frame_Shift_Ins INS - AATGTTTTTATTGG - KIAA0907 TCCTCCAATAAAA p.E148fs
XH_P44 1 156351685 156351685 Frame_Shift_Ins INS - TAACCTCTCAT - RHBG _930insTAACCTC p.A310fs
XH_P44 1 156351687 156351687 Frame_Shift_Ins INS - TCCT - RHBG .931_932insTCC p.G311fs
XH_P44 1 156502883 156502883 Frame_Shift_Ins INS - GTATCCT - IQGAP3 91_3992insAGGA p.A1331fs
XH_P44 1 156509745 156509745 Frame_Shift_Ins INS - CCAGGAAAGGAG - IQGAP3 77insGTCTCCTTT p.N926fs
XH_P44 1 156509746 156509746 Nonsense_Mutation INS - A - IQGAP3 c.2775_2776insTN926_K927delinsX
XH_P44 1 156518519 156518519 Missense_Mutation SNP A G A IQGAP3 c.T1847C p.I616T
XH_P44 1 156518520 156518520 Nonsense_Mutation INS - TTCTGCTTA - IQGAP3 5_1846insTAAGC p.I616delinsX
XH_P44 1 156708486 156708486 Missense_Mutation SNP G A G MRPL24 c.C11T p.S4F
XH_P44 1 156708487 156708487 In_Frame_Ins INS - GTGGTTCAAGTT - MRPL24 10insAACTTGAACp.S4delinsNLNHS
XH_P44 1 156821565 156821565 Frame_Shift_Ins INS - AA - INSRR c.956_957insTT p.K319fs
XH_P44 1 156821566 156821566 In_Frame_Ins INS - TTTCCATCATCC - INSRR 956insGGATGATK319delinsRMMEK
XH_P44 1 157497680 157497680 In_Frame_Ins INS - AATATCACTCAG - FCRL5 _1687insCTGAGT.V563delinsLSDIV
XH_P44 1 157670258 157670258 Frame_Shift_Ins INS - A - FCRL3 c.21_22insT p.L8fs
XH_P44 1 157670259 157670259 Nonsense_Mutation INS - AATAATTTTTCAG - FCRL3 nsCATCTGAAAAA p.L7delinsLIX
XH_P44 1 157737213 157737213 Frame_Shift_Ins INS - TGTCCAGT - FCRL2 9_970insACTGG p.L324fs
XH_P44 1 157771978 157771978 Nonsense_Mutation INS - TCAACTTCA - FCRL1 2_613insTGAAGTp.V205delinsX
XH_P44 1 157771980 157771980 Missense_Mutation SNP G A G FCRL1 c.C611T p.P204L
XH_P44 1 158299426 158299426 Frame_Shift_Ins INS - AAGTGAT - CD1B 19_620insATCAC p.A207fs
XH_P44 1 158299428 158299428 Silent SNP C T C CD1B c.G618A p.E206E
XH_P44 1 158390302 158390302 Nonsense_Mutation INS - AGTCAGATTGTC - OR10K2 AAGATGACAATC19_Y120delinsKMTIX
XH_P44 1 158450077 158450077 Frame_Shift_Ins INS - G - OR10R2 c.411dupG p.V137fs
XH_P44 1 158450079 158450079 Frame_Shift_Ins INS - GGCTTTTATCCAG - OR10R2 13insGGCTTTTA p.M138fs
XH_P44 1 158517372 158517372 Missense_Mutation SNP C A C OR6Y1 c.G524T p.G175V
XH_P44 1 158517374 158517374 Frame_Shift_Ins INS - CTTTTCACCTATG - OR6Y1 522insCATAGGTG p.C174fs
XH_P44 1 158532760 158532760 Frame_Shift_Ins INS - CTACTGCCTGAG - OR6P1 35insCCTCAGGC p.L212fs
XH_P44 1 158549505 158549505 Nonsense_Mutation INS - ACCTTGTCAAACA - OR10X1 85insGTGTTTGAM62_G63delinsSVX
XH_P44 1 158615050 158615050 In_Frame_Ins INS - ACTATGCTTTCTAT - SPTA1 TCGGTATAGAAA74delinsNRYRKHSTM
XH_P44 1 158618435 158618435 In_Frame_Ins INS - TTTATTCTTGTAC - SPTA1 578insTGTACAAGD1193delinsVYKNKY
XH_P44 1 158639229 158639229 Frame_Shift_Ins INS - TGATTCTTAGCCA - SPTA1 02insTTTGGCTAA p.K601fs
XH_P44 1 158669713 158669713 Frame_Shift_Ins INS - GTTGAGATTCTG - OR6K2 CTATACAGAATC p.S244fs
XH_P44 1 158670166 158670166 Frame_Shift_Ins INS - CATATCTTCT - OR6K2 _277insAGAAGA p.F93fs
XH_P44 1 158670167 158670167 Frame_Shift_Ins INS - T - OR6K2 c.275_276insA p.S92fs



XH_P44 1 158687092 158687092 Frame_Shift_Ins INS - ATGATCT - OR6K3 13_814insAGATC p.A272fs
XH_P44 1 158724778 158724778 Frame_Shift_Ins INS - TCTGTAATGAGT - OR6K6 4insTTTCTGTAAT p.P58fs
XH_P44 1 158725331 158725331 In_Frame_Ins INS - GTCAGGACACAG - OR6K6 727insGTCAGGAA242delinsAVRTQ
XH_P44 1 158914751 158914751 Nonsense_Mutation INS - TTGCCTCTATCTA - PYHIN1 279insATTGCCTC26_A427delinsEIASIX
XH_P44 1 158988414 158988414 Frame_Shift_Ins INS - TTTTTCTCCATTT - IFI16 insATTTTTTTCTC p.I259fs
XH_P44 1 159169565 159169565 In_Frame_Ins INS - TTCTTTTCCTTCCT - CADM3 78insTTCTTTTCCS326delinsSSFPSF
XH_P44 1 159409559 159409559 Missense_Mutation SNP G T G OR10J1 c.G11T p.C4F
XH_P44 1 159409560 159409560 Frame_Shift_Ins INS - CTTTCCTACTC - OR10J1 _13insCTTTCCTA p.C4fs
XH_P44 1 160094210 160094210 Missense_Mutation SNP A C A ATP1A2 c.A620C p.H207P
XH_P44 1 160094212 160094212 Frame_Shift_Del DEL G - G ATP1A2 c.622delG p.G208fs
XH_P44 1 160134124 160134124 Frame_Shift_Ins INS - C - ATP1A4 c.958dupC p.L319fs
XH_P44 1 160134126 160134126 Nonsense_Mutation INS - GACATAGAG - ATP1A4 9_960insGACATAp.L320delinsLTX
XH_P44 1 160183020 160183020 In_Frame_Ins INS - AGCTGAGTT - PEA15 7_228insAGCTGAp.K76delinsKAEL
XH_P44 1 160325734 160325734 Frame_Shift_Ins INS - TC - NCSTN .1123_1124insT p.A375fs
XH_P44 1 160325736 160325736 Frame_Shift_Ins INS - CTTCA - NCSTN 125_1126insCTT p.A375fs
XH_P44 1 160607197 160607197 In_Frame_Ins INS - CTG - SLAMF1 c.198_199insCAGp.A67delinsQA
XH_P44 1 160607199 160607199 Frame_Shift_Ins INS - GTTGAGGC - SLAMF1 96_197insGCCTC p.M66fs
XH_P44 1 160784403 160784403 In_Frame_Ins INS - AAAGGGGAC - LY9 4_925insAAAGGG.P308delinsPKGD
XH_P44 1 160970009 160970009 Frame_Shift_Ins INS - GAAGCCAATTTGT - F11R 1insAAACAAATT p.M124fs
XH_P44 1 161059074 161059074 Frame_Shift_Ins INS - AAAAGCCA - NECTIN4 12_13insTGGCTT p.L5fs
XH_P44 1 161059076 161059076 Missense_Mutation SNP G T G NECTIN4 c.C11A p.S4Y
XH_P44 1 161141832 161141832 Frame_Shift_Ins INS - CACTGACTCCTCC - B4GALT3 56insAGGAGGAG p.M319fs
XH_P44 1 161197057 161197057 Frame_Shift_Ins INS - TAGACTGG - TOMM40L 3_194insTAGAC p.T65fs
XH_P44 1 161332288 161332288 Frame_Shift_Ins INS - CCCACAGTATGGA - SDHC nsAAACCCACAGT p.S103fs
XH_P44 1 162302831 162302831 Frame_Shift_Ins INS - A - NOS1AP c.354_355insA p.S118fs
XH_P44 1 162302832 162302832 Frame_Shift_Ins INS - AAACACT - NOS1AP 55_356insAAACA p.Q119fs
XH_P44 1 162353443 162353443 In_Frame_Ins INS - AGAACTTTG - C1orf226 9_790insAGAACT.G263delinsGRTL
XH_P44 1 162492339 162492339 Frame_Shift_Ins INS - CCACCTTTAAT - UHMK1 _1038insCCACCTp.X346delinsYHLX
XH_P44 1 162560173 162560173 Missense_Mutation SNP T A T UAP1 c.T1230A p.D410E
XH_P44 1 162560174 162560174 Frame_Shift_Ins INS - TTTTCTTTTTCAAT - UAP1 1232insTTTTCTTT p.S411fs
XH_P44 1 162825087 162825087 Frame_Shift_Ins INS - GAACAAGGTCCT - CCDC190 77insTAGGACCT p.H126fs
XH_P44 1 164776906 164776906 Nonsense_Mutation INS - GAGTAGTGAGGA - PBX1 TTGCAGAGTAGTV277delinsDIFAEX
XH_P44 1 165380007 165380007 Missense_Mutation SNP T G T RXRG c.A476C p.E159A
XH_P44 1 165380009 165380009 Nonsense_Mutation INS - TTTACCACGGCTT - RXRG nsATAAAGCCGTGV158_E159delinsVX
XH_P44 1 166818903 166818903 Frame_Shift_Ins INS - TT - POGK c.733_734insTT p.A245fs
XH_P44 1 166818905 166818905 In_Frame_Ins INS - TTTCCT - POGK 735_736insTTTCp.A245delinsAFP
XH_P44 1 168160728 168160728 Nonsense_Mutation INS - AAATTTGGGTGTC - TIPRL GTTCTAAATTTGG69_V170delinsSTQFX
XH_P44 1 169391478 169391478 Frame_Shift_Ins INS - GACTTGGAGGAG - CCDC181 sTCTTCCTCCTCCA p.R64fs
XH_P44 1 169489811 169489811 Frame_Shift_Ins INS - AAAACCTTTGTG - F5 nsTGTTTCACAAA p.R2047fs
XH_P44 1 169492554 169492554 Nonsense_Mutation INS - TACAAATTAGAG - F5 nsTGCTTCTCTAAT77_T1978delinsCFSNLX
XH_P44 1 169510493 169510493 Nonsense_Mutation INS - AGATGCCCCT - F5 _3835insAGGGG279_L1280delinsRGIX
XH_P44 1 169511337 169511337 Frame_Shift_Ins INS - AGCCTCACTTCCT - F5 1insTCAGGAAGT p.G997fs
XH_P44 1 169511819 169511819 Nonsense_Mutation INS - AGTGATCTGTTAC - F5 9insAGAGTAACAE837delinsRVTDHX
XH_P44 1 169512066 169512066 Frame_Shift_Ins INS - TCCAGCCCATATT - F5 62insAGAATATG p.T754fs
XH_P44 1 169526002 169526002 Nonsense_Mutation INS - AACCAAACTTAGA - F5 AAATATCTAAGTT278_N279delinsQNIX
XH_P44 1 169526098 169526098 Frame_Shift_Ins INS - TTCCTCG - F5 37_738insCGAGG p.T246fs
XH_P44 1 169526100 169526100 In_Frame_Ins INS - TCC - F5 c.735_736insGGAp.T246delinsGT
XH_P44 1 169762075 169762075 Nonsense_Mutation INS - AGCAAAGCACATT - METTL18 62insTAATGTGCTK254delinsNNVLCX
XH_P44 1 169762323 169762323 Frame_Shift_Ins INS - A - METTL18 c.513dupT p.T172fs
XH_P44 1 169762325 169762325 Nonsense_Mutation INS - AACTATATAAATG - METTL18 insCGGCATTTAT.C171delinsSAFIX
XH_P44 1 169762620 169762620 Frame_Shift_Ins INS - TGTGGATCAGGT - METTL18 7insAAACCTGAT p.Q73fs
XH_P44 1 169798546 169798546 Frame_Shift_Ins INS - AAGAAATTCCTTA - C1orf112 6insCAAAGAAATT p.C289fs
XH_P44 1 171033345 171033345 In_Frame_Ins INS - GCATTTTGTAAC - MROH9 _2451insGCATTT.L817delinsLHFVT
XH_P44 1 171086539 171086539 Frame_Shift_Ins INS - AACCTGGAGATG - FMO3 68insCAAACCTGG p.A456fs
XH_P44 1 171302025 171302025 Nonsense_Mutation INS - GGTG - FMO4 .805_806insGGT269_G270delinsWX
XH_P44 1 171302026 171302026 Nonsense_Mutation INS - ATAGGTCTACATA - FMO4 TGTACATAGGTCTY269_G270delinsX
XH_P44 1 171501716 171501716 Frame_Shift_Ins INS - TCATCTTCATCAG - PRRC2C sATATTTCATCTT p.L495fs
XH_P44 1 171509822 171509822 Nonsense_Mutation INS - CTGATTTAGATTT - PRRC2C GAGTTTCTGATTT.I1071delinsTSFX
XH_P44 1 171544129 171544129 In_Frame_Ins INS - ATATCCATT - PRRC2C 1_6812insATATC.T2271delinsNIHS
XH_P44 1 171544131 171544131 Frame_Shift_Ins INS - C - PRRC2C c.6813_6814insC p.T2271fs
XH_P44 1 171544250 171544250 In_Frame_Ins INS - AATAAAACGGAC - PRRC2C ATCTGCAATAAA311delinsPSAIKRTFY
XH_P44 1 172411143 172411143 Frame_Shift_Ins INS - ATCAAGGAAGAC - PIGC 620insAGTCTTCC p.I207fs
XH_P44 1 172546916 172546916 Missense_Mutation SNP T A T SUCO c.T1186A p.S396T
XH_P44 1 172546917 172546917 Frame_Shift_Ins INS - TTATGTACTTGAT - SUCO 88insCTTTATGTA p.S396fs
XH_P44 1 172579213 172579213 In_Frame_Ins INS - TTCAATTTTGTAC - SUCO insTTTTTTCAATT630delinsQFFQFCTC
XH_P44 1 173010678 173010678 Nonsense_Mutation INS - AATCAACACAAAC - TNFSF18 GTTCTGTTTGTGT43_D144delinsKFCLCX
XH_P44 1 173556950 173556950 Nonsense_Mutation INS - CTCTCTCTTATCT - SLC9C2 TTCAAGATAAGA126_S127delinsRKX
XH_P44 1 174418208 174418208 In_Frame_Ins INS - TGGAAGAAT - GPR52 9_960insTGGAAGp.S320delinsSGRI
XH_P44 1 174418210 174418210 Missense_Mutation SNP A T A GPR52 c.A961T p.N321Y
XH_P44 1 174769633 174769633 Nonsense_Mutation INS - TGAGCACTAAGTA - RABGAP1L insCATGAGCACT.L55_A56delinsPX
XH_P44 1 175087942 175087942 Frame_Shift_Ins INS - T - TNN c.2632_2633insT p.D878fs
XH_P44 1 175087943 175087943 Frame_Shift_Ins INS - TTCTCTGT - TNN 33_2634insTTCT p.D878fs
XH_P44 1 175331838 175331838 Nonsense_Mutation INS - ATACTAAACGTTT - TNR 816insTAAACGTTp.R606delinsX
XH_P44 1 175375683 175375683 In_Frame_Ins INS - GAGATGCTGGAG - TNR 68insCTCTCCAGC.T56delinsTSPASR
XH_P44 1 176118200 176118200 In_Frame_Ins INS - GTTATCAGTAAGA - RFWD2 TCAATCTTACTGA18delinsVNLTDNFS
XH_P44 1 179013344 179013344 Frame_Shift_Ins INS - CAATCAGGAAAA - FAM20B 363insCAATCAGG p.V121fs
XH_P44 1 179078526 179078526 Frame_Shift_Ins INS - CTACAGCATGCT - ABL2 13insTCAGCATG p.K605fs
XH_P44 1 179318041 179318041 In_Frame_Ins INS - TCCCAAAGAACAT - SOAT1 105insTTCCCAAAD368delinsDFPKNI
XH_P44 1 179318044 179318045 Frame_Shift_Del DEL GC - GC SOAT1 c.1107_1108del p.W369fs
XH_P44 1 179609152 179609152 Frame_Shift_Ins INS - TTAAT - TDRD5 364_365insTTAA p.G122fs
XH_P44 1 179609153 179609153 In_Frame_Ins INS - CTCATT - TDRD5 365_366insCTCAp.G122delinsGSL
XH_P44 1 179965957 179965957 In_Frame_Ins INS - TGGAAGGTGCAC - CEP350 nsAATTGGAAGG222delinsEIGRCTM
XH_P44 1 179989270 179989270 Nonsense_Mutation INS - CTAAACCACCATT - CEP350 AGTTAACTAAACC87_A788delinsMLVNX
XH_P44 1 179989272 179989272 Missense_Mutation SNP C T C CEP350 c.C2363T p.A788V
XH_P44 1 179989422 179989422 Missense_Mutation SNP G A G CEP350 c.G2513A p.R838K
XH_P44 1 179989424 179989424 Frame_Shift_Ins INS - GGCTGTGG - CEP350 5_2516insGGCT p.I839fs
XH_P44 1 179989911 179989911 Frame_Shift_Ins INS - ATCATCATCAAAA - CEP350 03insAGATCATCA p.D1001fs
XH_P44 1 179989913 179989913 Nonsense_Mutation INS - CATGA - CEP350 004_3005insCAT002_Q1003delinsAX
XH_P44 1 180047745 180047745 Frame_Shift_Ins INS - TTATCTATTTCAC - CEP350 CTGGGTTATCTA p.S1972fs
XH_P44 1 180804106 180804106 Frame_Shift_Ins INS - C - XPR1 c.1231_1232insC p.E411fs
XH_P44 1 180804108 180804108 Frame_Shift_Ins INS - CAGTGGC - XPR1 33_1234insCAGT p.E411fs
XH_P44 1 180832993 180832993 Nonsense_Mutation INS - AATTACTACATTT - XPR1 GAGAAAATTACT486delinsKRENYYIX
XH_P44 1 182555938 182555939 Frame_Shift_Del DEL CC - CC RNASEL c.3_4del p.M1fs
XH_P44 1 182555939 182555939 Frame_Shift_Ins INS - GAGGAAGAAGA - RNASEL _3insTCTTCTTCC p.M1fs
XH_P44 1 182841573 182841573 In_Frame_Ins INS - CAG - DHX9 1659_1660insCAp.E553delinsEQ
XH_P44 1 182841574 182841574 Nonsense_Mutation INS - AGCCTAATAGTT - DHX9 1insTGTAGCCTA p.Y554delinsLX
XH_P44 1 183209334 183209334 Splice_Site INS - AGTAAATTAGA - LAMC2 . .
XH_P44 1 183230341 183230341 Nonsense_Mutation INS - TCACAGCC - NMNAT2 8_749insGGCTG250_K251delinsWLX



XH_P44 1 183536456 183536456 Frame_Shift_Ins INS - CTTTATTTTTTCCT - NCF2 insAAAGGAAAAA p.R165fs
XH_P44 1 183536458 183536459 Frame_Shift_Del DEL GG - GG NCF2 c.492_493del p.H164fs
XH_P44 1 183617070 183617070 Frame_Shift_Ins INS - GAAATCACAGAA - APOBEC4 47insTGTTCTGTG p.L283fs
XH_P44 1 183711416 183711416 Frame_Shift_Ins INS - CGAAGCAAATTA - RGL1 GACATCGAAGCA p.T42fs
XH_P44 1 184775137 184775137 In_Frame_Ins INS - AAGTCCAGTGAC - FAM129A _1389insGTCACTQ463delinsQSLDL
XH_P44 1 184787827 184787827 Frame_Shift_Ins INS - T - FAM129A c.1117_1118insA p.V373fs
XH_P44 1 184787829 184787829 In_Frame_Ins INS - AGCCTT - FAM129A 115_1116insAAGp.E372delinsERL
XH_P44 1 184863270 184863270 Frame_Shift_Ins INS - TACAAGGCTAT - FAM129A _257insATAGCCT p.W86fs
XH_P44 1 185109142 185109142 Frame_Shift_Ins INS - AGTATGAAAATT - TRMT1L CTAGAAAATTTTC p.A202fs
XH_P44 1 185109333 185109333 In_Frame_Ins INS - ATGTAAGTAGAA - TRMT1L sTCTTTTCTACTT138delinsVFSTYMKS
XH_P44 1 185951446 185951446 In_Frame_Ins INS - GTAATA - HMCN1 715_2716insGTAp.Q905delinsQVI
XH_P44 1 185951447 185951447 Frame_Shift_Ins INS - TACTGCAGTAGT - HMCN1 17insATTACTGCA p.Q906fs
XH_P44 1 185985234 185985234 Nonsense_Mutation INS - GTAACTGTCCTAA - HMCN1 insACTGTAACTG685_D1686delinsKLX
XH_P44 1 186043937 186043937 In_Frame_Ins INS - ATTTGTGCATGA - HMCN1 _8205insATTTGTGA2735delinsAFVHD
XH_P44 1 186106053 186106053 In_Frame_Ins INS - ATAATAGGAGGA - HMCN1 13567insATAATAV4522delinsVIIGG
XH_P44 1 186107067 186107067 Frame_Shift_Ins INS - CTGGGGCAATCC - HMCN1 8insTACACTGGG p.A4629fs
XH_P44 1 186113470 186113470 Nonsense_Mutation INS - TGAACCAAATGA - HMCN1 1insAAACTGAAC4697_P4698delinsX
XH_P44 1 186120398 186120398 In_Frame_Ins INS - TAAAACATTCTA - HMCN1 _14676insTAAAAF4892delinsFKTFY
XH_P44 1 186120400 186120400 Missense_Mutation SNP C T C HMCN1 c.C14677T p.L4893F
XH_P44 1 186286733 186286733 Splice_Site INS - AAACTTGTTTGTG - TPR . .
XH_P44 1 186310503 186310503 Frame_Shift_Ins INS - GAGTGAGAAAA - TPR 3769insCTTTTCT p.A1257fs
XH_P44 1 186310504 186310504 In_Frame_Ins INS - GGT - TPR 3767_3768insACp.M1256delinsIP
XH_P44 1 186359977 186359977 Frame_Shift_Ins INS - A - C1orf27 c.514dupA p.N171fs
XH_P44 1 186359979 186359979 Nonsense_Mutation INS - TGATGTAGTCTAG - C1orf27 6insTATGATGTAG72_K173delinsTMMX
XH_P44 1 186901963 186901963 In_Frame_Ins INS - TTTTTAAAAGAA - PLA2G4A CTAATTTTTTAAA49delinsMPNFLKEEN
XH_P44 1 192998530 192998530 In_Frame_Ins INS - TAA - UCHL5 c.421_422insTTAp.N141delinsIN
XH_P44 1 192998532 192998532 In_Frame_Ins INS - GGAGAC - UCHL5 419_420insGTCTp.H140delinsQSP
XH_P44 1 193045063 193045063 Frame_Shift_Ins INS - TCCATGATATAAC - TROVE2 nsCTTTCCATGAT p.V232fs
XH_P44 1 196395091 196395091 In_Frame_Ins INS - GATGTGTTAAAG - KCNT2 AAACATACTTTAA38delinsQTYFNTSCNT
XH_P44 1 196887421 196887421 Frame_Shift_Ins INS - T - CFHR4 c.881_882insT p.K294fs
XH_P44 1 196887422 196887422 Nonsense_Mutation INS - TAGTTATTAATTT - CFHR4 GTTAATAGTTATT4_T295delinsKVNSYX
XH_P44 1 197029552 197029552 Nonsense_Mutation INS - TTTTAGCAATCTT - F13B TATTAAAGATTGC50_D251delinsYIKDCX
XH_P44 1 197060105 197060105 Nonsense_Mutation INS - AGGTTTATAATCA - ASPM TACTTCTTGATTA6_H1587delinsYFLIINLLX
XH_P44 1 197065269 197065269 Frame_Shift_Ins INS - AGAGTGTAAAAGT - ASPM nsCAAATACTTTT p.K1364fs
XH_P44 1 197070511 197070511 Nonsense_Mutation INS - ACTAATTCAGTCA - ASPM sTAGAATGACTG2624_H2625delinsX
XH_P44 1 197070890 197070890 Nonsense_Mutation INS - CAAAGCACC - ASPM 0_7491insGGTGCp.Y2497delinsX
XH_P44 1 197070892 197070892 Frame_Shift_Ins INS - AATGTATAGGCA - ASPM 9insATACTGCCTA p.Y2497fs
XH_P44 1 197071661 197071661 Frame_Shift_Ins INS - A - ASPM c.6719_6720insT p.R2240fs
XH_P44 1 197071662 197071662 Nonsense_Mutation INS - ATTACATATGAGA - ASPM 19insTATCTCATA40_H2241delinsISHMX
XH_P44 1 197072034 197072034 Frame_Shift_Ins INS - AGAAAGAAACAT - ASPM nsAATTGTATGTTT p.M2116fs
XH_P44 1 197072329 197072329 Frame_Shift_Ins INS - TAAGATGTAGAG - ASPM 6052insGCTCTAC p.L2018fs
XH_P44 1 197073101 197073101 Frame_Shift_Ins INS - TTCAGAGATGGTA - ASPM 0insCTGTACCATC p.S1760fs
XH_P44 1 197112055 197112055 Frame_Shift_Ins INS - AAGCAAAAAGAT - ASPM 327insACATCTTT p.G443fs
XH_P44 1 197112894 197112894 In_Frame_Ins INS - CTTGCCACTCTC - ASPM 488insGAGAGTGT163delinsREWQA
XH_P44 1 197128537 197128537 Frame_Shift_Ins INS - ACTTTTAATGGTT - ZBTB41 2682insAACCATT p.D894fs
XH_P44 1 197128539 197128539 Frame_Shift_Ins INS - TT - ZBTB41 .2679_2680insA p.D894fs
XH_P44 1 197168936 197168936 Frame_Shift_Ins INS - GAGGA - ZBTB41 667_668insTCCT p.E223fs
XH_P44 1 197168937 197168937 In_Frame_Ins INS - CCTGGAAGTGAA - ZBTB41 _667insTTCACTTC.E223delinsFTSRE
XH_P44 1 197390359 197390359 Frame_Shift_Ins INS - GTTAAATAATAA - CRB1 66insCTGTTAAA p.F355fs
XH_P44 1 197404281 197404281 Frame_Shift_Ins INS - CAGA - CRB1 2952_2953insCA p.C984fs
XH_P44 1 197404283 197404283 Nonsense_Mutation INS - TAGCATATAA - CRB1 4_2955insTAGCA985_S986delinsLSIX
XH_P44 1 198222272 198222272 Nonsense_Mutation INS - CACACTGACGATA - NEK7 nsCTACACACTGAL54_L55delinsPTHX
XH_P44 1 200378074 200378074 Frame_Shift_Ins INS - ACAAGAGGACAC - ZNF281 0insTATGTGTCCT p.L254fs
XH_P44 1 200826957 200826957 Nonsense_Mutation INS - TGTTGAAAGTCT - CAMSAP2 0insTGCTGTTGAA1387delinsMLLKVX
XH_P44 1 200882708 200882708 Frame_Shift_Ins INS - TACACATTTTCCT - C1orf106 9insCTTTACACAT p.P563fs
XH_P44 1 201181463 201181463 In_Frame_Ins INS - TACCCAATA - IGFN1 2_7443insTACCCA2481delinsATQY
XH_P44 1 201181465 201181465 Missense_Mutation SNP G C G IGFN1 c.G7444C p.A2482P
XH_P44 1 201181869 201181869 Frame_Shift_Ins INS - TTCCA - IGFN1 848_7849insTTC p.A2616fs
XH_P44 1 201750251 201750251 In_Frame_Ins INS - GAGAAAAAGGCA - NAV1 nsAAAGAGAAAAM102delinsKREKGRV
XH_P44 1 201772792 201772792 In_Frame_Ins INS - TATTGAGTCCCA - NAV1 AACATTTATTGA06delinsKHLLSPNHV
XH_P44 1 201778340 201778340 Frame_Shift_Ins INS - AGTTAAGGTTGAA - NAV1 3075insAGTTAAG p.V1025fs
XH_P44 1 201972399 201972399 Nonsense_Mutation INS - ATTTAACATTACT - RNPEP 592insATTTAACA197_W198delinsGIX
XH_P44 1 201972401 201972402 Frame_Shift_Del DEL GG - GG RNPEP c.593_594del p.W198fs
XH_P44 1 202703001 202703001 Frame_Shift_Ins INS - TT - KDM5B .3301_3302insA p.G1101fs
XH_P44 1 202703003 202703003 In_Frame_Ins INS - GCGTATCCG - KDM5B 9_3300insCGGAT.L1100delinsLGYA
XH_P44 1 203012559 203012559 Frame_Shift_Ins INS - CTTC - PPFIA4 .269_270insCTT p.C90fs
XH_P44 1 203316899 203316899 Frame_Shift_Ins INS - CTGATCTT - FMOD 9_500insAAGAT p.L167fs
XH_P44 1 203768161 203768161 In_Frame_Ins INS - CACAACATGTTG - ZBED6 _1512insCACAAC.S504delinsSTTCC
XH_P44 1 203816457 203816457 Frame_Shift_Ins INS - CAGTCCAACAGAG - ZC3H11A 1189insCAGTCCA p.R396fs
XH_P44 1 203819115 203819115 Nonsense_Mutation INS - ATCTGGTACCTCT - ZC3H11A ATTAAAATCTGGT_K635delinsDRIKIWYLX
XH_P44 1 205138650 205138650 Frame_Shift_Ins INS - ATATGATTGTTGA - DSTYK AGTGTCTCAACAA p.A322fs
XH_P44 1 206325436 206325436 Frame_Shift_Ins INS - CAAAGATGCTT - CTSE _437insCAAAGAT p.S146fs
XH_P44 1 206325438 206325438 Splice_Site SNP G C G CTSE . .
XH_P44 1 207196132 207196132 In_Frame_Ins INS - GGACCT - C1orf116 238_239insAGGTp.T80delinsKVP
XH_P44 1 207241600 207241600 Frame_Shift_Ins INS - AACTTGGTCTGTA - PFKFB2 34insAACTTGGT p.A311fs
XH_P44 1 207300167 207300167 Frame_Shift_Ins INS - TGCATGTCAAGT - C4BPA GAATGTGCATGT p.V272fs
XH_P44 1 207646301 207646301 Nonsense_Mutation INS - AAATGAAGCTGG - CR2 1756insAAATGAA585_W586delinsTKX
XH_P44 1 209880464 209880464 Frame_Shift_Ins INS - GCAAGAGATGG - HSD11B1 _509insGCAAGAG p.S170fs
XH_P44 1 209961989 209961989 Frame_Shift_Ins INS - ATCTTCTTCCTTCT - IRF6 95insAGAAGGAA p.V299fs
XH_P44 1 210187063 210187063 Nonsense_Mutation INS - TTAAGTTAGCTTA - SYT14 AAACATTAAGTTA50delinsKETPNIKLAYYLIX
XH_P44 1 210334350 210334350 Frame_Shift_Ins INS - AC - SYT14 .1631_1632insA p.Q544fs
XH_P44 1 210334351 210334351 In_Frame_Ins INS - TATCACAAATAT - SYT14 _1633insTATCACQ544delinsQYHKY
XH_P44 1 212274335 212274335 In_Frame_Ins INS - ATCCAAATGAAG - DTL nsACAGATCCAAA397delinsAQIQMKIF
XH_P44 1 213181793 213181793 Frame_Shift_Ins INS - ATTTTGATGCAG - ANGEL2 ACGTCTGCATCA p.N8fs
XH_P44 1 213303191 213303191 In_Frame_Ins INS - GCTCTG - RPS6KC1 758_759insGCTCp.F253delinsLLC
XH_P44 1 213303193 213303193 Frame_Shift_Ins INS - C - RPS6KC1 c.760_761insC p.Y254fs
XH_P44 1 213415040 213415040 Frame_Shift_Ins INS - TTTTCTCCAAA - RPS6KC1 _827insTTTTCTC p.C276fs
XH_P44 1 213415042 213415042 Silent SNP C T C RPS6KC1 c.C828T p.C276C
XH_P44 1 214170752 214170752 Missense_Mutation SNP G T G PROX1 c.G874T p.V292F
XH_P44 1 214170754 214170754 In_Frame_Ins INS - ATTTTCATT - PROX1 6_877insATTTTCp.V292delinsVIFI
XH_P44 1 214818582 214818582 Frame_Shift_Ins INS - TTATGGATATCTT - CENPF 70insGATTATGGA p.N1890fs
XH_P44 1 214818784 214818784 Frame_Shift_Ins INS - TTATCTCC - CENPF 71_5872insTTAT p.T1957fs
XH_P44 1 214818786 214818786 Missense_Mutation SNP G A G CENPF c.G5873A p.S1958N
XH_P44 1 215777614 215777614 Missense_Mutation SNP A T A KCTD3 c.A1279T p.I427F
XH_P44 1 215793605 215793605 Frame_Shift_Ins INS - GGCTG - KCTD3 087_2088insGGC p.K696fs
XH_P44 1 215793715 215793715 Nonsense_Mutation INS - GAAATACAG - KCTD3 7_2198insGAAAT p.F733delinsX
XH_P44 1 215848282 215848282 Nonsense_Mutation INS - CTAAATATTTAGT - USH2A sATATCTAACTAA324_P4325delinsHIX
XH_P44 1 215955495 215955495 Frame_Shift_Ins INS - TGGTGTTAAGTA - USH2A 10629insCTACTTA p.R3543fs



XH_P44 1 215955496 215955496 Frame_Shift_Ins INS - GT - USH2A 10627_10628ins p.R3543fs
XH_P44 1 216262439 216262439 Frame_Shift_Ins INS - CTGTTGAATTTGC - USH2A 801insGGCAAAT p.Q1601fs
XH_P44 1 218475846 218475846 In_Frame_Ins INS - AAAGTGGTCCTTT - RRP15 insTAAAAGTGGT117delinsNKSGPFP
XH_P44 1 220146700 220146700 In_Frame_Ins INS - TTTTTTACTTGTA - EPRS CCATAATACAAG375delinsTIIQVKNPE
XH_P44 1 220146702 220146702 Missense_Mutation SNP C T C EPRS c.G4122A p.M1374I
XH_P44 1 220152861 220152861 Frame_Shift_Ins INS - GACTGTGTGTAT - EPRS 808insAATACAC p.Q1270fs
XH_P44 1 220195781 220195781 Frame_Shift_Ins INS - CTACCACATTATT - EPRS CTTAGAAATAATG p.K341fs
XH_P44 1 220809279 220809279 In_Frame_Ins INS - AACTGATCTACT - MARK1 _1316insAACTGA.L439delinsQLIYF
XH_P44 1 221912805 221912805 Frame_Shift_Ins INS - CAAAGAA - DUSP10 81_282insTTCTT p.T94fs
XH_P44 1 221912807 221912807 Missense_Mutation SNP T A T DUSP10 c.A280T p.T94S
XH_P44 1 222801282 222801282 Silent SNP G T G MIA3 c.G720T p.V240V
XH_P44 1 222801283 222801283 Frame_Shift_Ins INS - TATAATTATGAA - MIA3 TACATTATAATTA p.P241fs
XH_P44 1 222802020 222802020 In_Frame_Ins INS - TAAATCCATCGTA - MIA3 sCTCTCTAAATCC486delinsELSKSIVSL
XH_P44 1 223116548 223116548 Nonsense_Mutation INS - GGTGTGAGCTGC - DISP1 384insGGTGTGAp.C128delinsWVX
XH_P44 1 223175940 223175940 Nonsense_Mutation INS - ACAAAAGCTAAAT - DISP1 AAGTTACAAAAGC8_A159delinsRESYKSX
XH_P44 1 223176321 223176321 Frame_Shift_Ins INS - TGCTCTCCCCTTT - DISP1 854insTGCTCTCC p.T285fs
XH_P44 1 223178567 223178567 In_Frame_Ins INS - GAGGTTCTAATTC - DISP1 100insAGAGGTT 1033delinsARGSNS
XH_P44 1 223984118 223984118 Frame_Shift_Ins INS - AAATCCAGAATCC - TP53BP2 23insATGGATTC p.L708fs
XH_P44 1 224599220 224599220 Frame_Shift_Ins INS - ATGTAAGTTAATA - WDR26 TTGATAATATTAA p.N340fs
XH_P44 1 224606096 224606096 Frame_Shift_Ins INS - AGTTTTTCGTTAT - WDR26 7insAGATAACGA p.M279fs
XH_P44 1 225156575 225156575 Frame_Shift_Ins INS - CTCAACACACT - DNAH14 _617insCTCAACA p.R206fs
XH_P44 1 225156577 225156577 Silent SNP G C G DNAH14 c.G618C p.R206R
XH_P44 1 225230676 225230676 Nonsense_Mutation INS - CAACATATAACTT - DNAH14 629insACAACATAp.C543delinsX
XH_P44 1 225394895 225394895 Frame_Shift_Ins INS - CCACTGCCCTC - DNAH14 _6347insCCACTG p.M2116fs
XH_P44 1 225591016 225591016 Frame_Shift_Ins INS - AATGCTATTGATG - LBR CATAAACATCAAT p.Y613fs
XH_P44 1 225692726 225692726 In_Frame_Ins INS - GAATAGAAGATC - ENAH nsAAAAGGATCT523delinsEKDLLFNF
XH_P44 1 225692728 225692728 Missense_Mutation SNP A C A ENAH c.T1566G p.I522M
XH_P44 1 226567651 226567651 Frame_Shift_Ins INS - TTACATTTAACTT - PARP1 15insTGAAGTTAA p.K505fs
XH_P44 1 227204722 227204722 Nonsense_Mutation INS - AAATCTCATTGAT - CDC42BPA 297insGATCAAT433_D1434delinsDQX
XH_P44 1 227842194 227842194 In_Frame_Ins INS - TAAAAATAAAAAG - ZNF678 09insATAAAAATA.E136delinsEIKIKS
XH_P44 1 227842547 227842547 Frame_Shift_Ins INS - CATTTGTATGGCT - ZNF678 CTTCACATTTGTA p.H254fs
XH_P44 1 227842983 227842983 Frame_Shift_Ins INS - TGTAA - ZNF678 197_1198insTGT p.T399fs
XH_P44 1 227842985 227842985 Nonsense_Mutation INS - TATGAATTCTCTT - ZNF678 CTCCAGTATGAA00_E401delinsGFSPVX
XH_P44 1 227946929 227946929 Frame_Shift_Ins INS - TAAGGAGTAATA - SNAP47 ATTTTTAAGGAG p.S244fs
XH_P44 1 228482587 228482587 Silent SNP G A G OBSCN c.G11502A p.R3834R
XH_P44 1 228487117 228487117 Frame_Shift_Ins INS - CACATGCA - OBSCN 68_13369insCACA p.D4456fs
XH_P44 1 229584927 229584927 Nonsense_Mutation INS - CAGTCCTGATACA - NUP133 insGATTGTATCA4_N1065delinsRLYQDX
XH_P44 1 229790097 229790097 In_Frame_Ins INS - AGA - URB2 4339_4340insAGp.P1447delinsQT
XH_P44 1 229790098 229790098 Nonsense_Mutation INS - TCTTTA - URB2 340_4341insTCTp.P1447delinsPLX
XH_P44 1 230814778 230814778 Silent SNP G A G COG2 c.G1146A p.L382L
XH_P44 1 230814779 230814779 In_Frame_Ins INS - AAGATCTTT - COG2 7_1148insAAGA .P383delinsQDLS
XH_P44 1 231298885 231298951 Frame_Shift_Del DEL CTGGAGCACG - CTCTGGAGCACGA TRIM67 c.170_236del p.L57fs
XH_P44 1 231401514 231401514 Frame_Shift_Ins INS - TTCCTGAACAAA - GNPAT 71insCTTCCTGA p.K190fs
XH_P44 1 231488888 231488888 In_Frame_Ins INS - AGG - SPRTN 1251_1252insAGp.F417delinsFR
XH_P44 1 231488890 231488890 In_Frame_Ins INS - TGTTGC - SPRTN 253_1254insTGTp.D418delinsDVA
XH_P44 1 231700511 231700512 Frame_Shift_Del DEL AC - AC TSNAX c.733_734del p.T245fs
XH_P44 1 232144667 232144667 Nonsense_Mutation INS - GGCATAAAAATG - DISC1 AACAAAGGCATAAG605delinsETKAX
XH_P44 1 232941332 232941332 Missense_Mutation SNP A G A MAP10 c.A563G p.E188G
XH_P44 1 232942932 232942932 Nonsense_Mutation INS - GTCAGCTTTAAAC - MAP10 GATTTGTCAGCT1_S722delinsIRICQLX
XH_P44 1 232943268 232943268 Frame_Shift_Ins INS - CAGTTTAGTTTCTT - MAP10 ATATTTCAGTTTA p.C833fs
XH_P44 1 232943499 232943499 Frame_Shift_Ins INS - AGAATGTCATTAT - MAP10 insATAAGAATGT p.A910fs
XH_P44 1 232943500 232943500 Frame_Shift_Ins INS - GAATGTCATTATC - MAP10 2insTAAGAATGTC p.G911fs
XH_P44 1 232943855 232943855 Nonsense_Mutation INS - TGTTTTAACAGA - MAP10 TACTTCTTGTTTTA9_Q1030delinsNYFLFX
XH_P44 1 233335981 233335981 Frame_Shift_Ins INS - GGCTAGTTAGGT - PCNX2 AAAGAAAACCTAA p.L965fs
XH_P44 1 233489667 233489667 Nonsense_Mutation INS - CCAGTATGCATTC - MAP3K21 GAAATCCAGTATT368delinsSQKSSMHSFX
XH_P44 1 233518407 233518407 Nonsense_Mutation INS - GGTGAGGGGC - MAP3K21 _3062insGGTGA1021_T1022delinsRX
XH_P44 1 234593464 234593464 Frame_Shift_Ins INS - TTTG - TARBP1 1670_1671insCA p.M557fs
XH_P44 1 234593465 234593465 In_Frame_Ins INS - TATTGTATATTTG - TARBP1 0insAAGCAAATAM557delinsKANIQYL
XH_P44 1 234601434 234601434 Missense_Mutation SNP C A C TARBP1 c.G1269T p.M423I
XH_P44 1 234601435 234601435 Frame_Shift_Ins INS - CCTTTGTTTTTTCT - TARBP1 AAACAAGAAAAA p.M423fs
XH_P44 1 236738185 236738185 Frame_Shift_Ins INS - CAGGAACAGCG - HEATR1 _3103insCGCTGT p.L1035fs
XH_P44 1 236766674 236766674 Frame_Shift_Ins INS - AGTGTCTGGAGT - HEATR1 5insCCACTCCAG p.C49fs
XH_P44 1 236897786 236897786 Nonsense_Mutation INS - AACA - ACTN2 .751_752insAACC251_Y252delinsX
XH_P44 1 236897787 236897787 Missense_Mutation SNP G T G ACTN2 c.G752T p.C251F
XH_P44 1 237777597 237777597 Frame_Shift_Ins INS - GATCTGTAGAAG - RYR2 170insAGATCTGT p.N1723fs
XH_P44 1 237819146 237819146 Missense_Mutation SNP T A T RYR2 c.T7991A p.L2664Q
XH_P44 1 237819147 237819147 Frame_Shift_Ins INS - AAAAGAAGCT - RYR2 _7993insAAAAG p.L2664fs
XH_P44 1 238049159 238049159 Frame_Shift_Ins INS - C - ZP4 c.866_867insG p.V289fs
XH_P44 1 238049160 238049160 Frame_Shift_Ins INS - AATCCTTATTT - ZP4 _866insAAATAAG p.V289fs
XH_P44 1 238053896 238053896 Nonsense_Mutation INS - TAGTCTAAGTTAT - ZP4 nsGTTATAACTTAp.S14delinsVITX
XH_P44 1 241680613 241680613 Nonsense_Mutation INS - ATGAAGTAGGCT - FH AATACAGCCTAC.S46_Q47delinsX
XH_P44 1 241798477 241798477 Nonsense_Mutation INS - TGTTAGTCGTTAT - CHML TCTACATAACGACp.K198delinsFX
XH_P44 1 242451691 242451691 Nonsense_Mutation INS - AATCATATGTCAC - PLD5 2insGAGTGACATA94_N95delinsLSDIX
XH_P44 1 243456426 243456426 Frame_Shift_Ins INS - GCATATGCTTCTA - SDCCAG8 AAAAAGCATATGC p.E194fs
XH_P44 1 244715939 244715939 Frame_Shift_Ins INS - GAATAAAATGAT - CATSPERE AAAGAGAATAAA p.R133fs
XH_P44 1 244803350 244803350 Nonsense_Mutation INS - AATAGCTAGCTAC - CATSPERE nsTTTGAATAGCTp.L790delinsLFEX
XH_P44 1 247013305 247013305 Frame_Shift_Ins INS - C - AHCTF1 c.6002_6003insG p.E2001fs
XH_P44 1 247013306 247013306 Nonsense_Mutation INS - AAGAAAAAA - AHCTF1 01_6002insTTTTT.E2001delinsVFSX
XH_P44 1 247013835 247013835 Frame_Shift_Ins INS - GAAA - AHCTF1 5472_5473insTT p.N1825fs
XH_P44 1 247013836 247013836 Nonsense_Mutation INS - TATAAATGA - AHCTF1 1_5472insTCATTE1824delinsDHLX
XH_P44 1 247024457 247024457 Frame_Shift_Ins INS - AAGTTTATAATAG - AHCTF1 6insATTCTATTAT p.D1292fs
XH_P44 1 247150733 247150733 Nonsense_Mutation INS - CATATCTTACTAA - ZNF695 4insGATTAGTAA362_Q363delinsDX
XH_P44 1 247150735 247150735 Frame_Shift_Ins INS - TCATAAG - ZNF695 81_1082insCTTA p.F361fs
XH_P44 1 247263800 247263800 Frame_Shift_Ins INS - AAAATAAAATAA - ZNF669 013insCATTATTT p.G338fs
XH_P44 1 247320067 247320067 In_Frame_Ins INS - TAAGGTGTAGGA - ZNF124 nsTACTTTCCTACA286delinsVLSYTLHS
XH_P44 1 247320068 247320068 Frame_Shift_Ins INS - TT - ZNF124 c.855_856insAA p.A286fs
XH_P44 1 247695843 247695843 Splice_Site INS - ATGTCCTA - OR2C3 . .
XH_P44 1 247769485 247769485 Frame_Shift_Ins INS - GCAAG - OR2G3 598_599insGCAA p.F200fs
XH_P44 1 247769486 247769486 Nonsense_Mutation INS - TAACTAAGGTC - OR2G3 _600insTAACTAA200_V201delinsFNX
XH_P44 1 247921598 247921598 Frame_Shift_Ins INS - AATATCTT - OR1C1 10_111insAAGAT p.A37fs
XH_P44 1 247921599 247921599 Frame_Shift_Ins INS - A - OR1C1 c.109_110insT p.A37fs
XH_P44 1 247921705 247921705 Missense_Mutation SNP C G C OR1C1 c.G4C p.E2Q
XH_P44 1 247921707 247921707 Frame_Shift_Ins INS - GGCTGCC - OR1C1 .1_2insGGCAGC p.M1fs
XH_P44 1 248004976 248004976 Missense_Mutation SNP A T A OR11L1 c.T223A p.S75T
XH_P44 1 248004977 248004977 Frame_Shift_Ins INS - TCCTG - OR11L1 221_222insCAGG p.T74fs
XH_P44 1 248031322 248031322 Nonsense_Mutation INS - TAAAAATT - TRIM58 28_829insTAAAAA276_C277delinsAX
XH_P44 1 248031324 248031324 Missense_Mutation SNP G C G TRIM58 c.G830C p.C277S
XH_P44 1 248129390 248129390 Frame_Shift_Ins INS - CACATACAATGTA - OR2AK2 nsAAACACATACA p.V253fs



XH_P44 1 248343767 248343767 In_Frame_Ins INS - GAGGAGGAA - OR2M2 0_481insGAGGAG.A160delinsAEEE
XH_P44 1 248343769 248343769 Frame_Shift_Ins INS - CATGGGGGTGTG - OR2M2 83insACATGGGG p.V161fs
XH_P44 1 248487095 248487095 Nonsense_Mutation INS - CTTTTTATTGTCT - OR2M7 AAGAGAGACAATC259_I260delinsX
XH_P44 1 248512316 248512316 Nonsense_Mutation SNP T A T OR14C36 c.T240A p.C80X
XH_P44 1 248512317 248512317 Frame_Shift_Ins INS - GAGAAATTCCA - OR14C36 _242insGAGAAA p.V81fs
XH_P44 1 248569608 248569608 In_Frame_Ins INS - GATATAAGGTAA - OR2T1 314insGATATAA.L105delinsRYKVI
XH_P44 1 248616565 248616565 In_Frame_Ins INS - GCATCT - OR2T2 467_468insGCATp.D156delinsEHL
XH_P44 1 248652023 248652023 Frame_Shift_Ins INS - GGATTTGAGT - OR2T5 _135insGGATTT p.G45fs
XH_P44 1 248652025 248652025 Missense_Mutation SNP A T A OR2T5 c.A136T p.N46Y
XH_P44 1 248685898 248685898 Silent SNP G A G OR2G6 c.G951A p.X317X
XH_P44 1 248756316 248756316 Nonsense_Mutation INS - TGTGAAAGAACT - OR2T10 AACTTAAGTTCTT252delinsNLSSFTLX
XH_P44 1 248789720 248789720 Frame_Shift_Ins INS - GACGTCA - OR2T11 09_710insTGACG p.T237fs
XH_P44 1 248789722 248789722 Silent SNP G A G OR2T11 c.C708T p.T236T
XH_P44 1 248790271 248790271 Frame_Shift_Ins INS - TC - OR2T11 c.158_159insGA p.H53fs
XH_P44 1 248790273 248790273 In_Frame_Ins INS - TAACCCTCT - OR2T11 6_157insAGAGGp.H53delinsRGLH
XH_P44 1 248844806 248844806 Frame_Shift_Ins INS - GTTGAATGGGAG - OR14I1 GTCTTTCTCCCAT p.I267fs
XH_P44 2 7030374 7030374 In_Frame_Ins INS - AATATAAACTTTCA - RSAD2 ATTAAAATATAAA269delinsLLKYKLSKT
XH_P44 2 8897901 8897901 Frame_Shift_Ins INS - GCAACCAGAGGT - KIDINS220 1insCAGTACCTCT p.S1011fs
XH_P44 2 8999008 8999008 Nonsense_Mutation INS - TAGCACCTTTTCA - MBOAT2 nsCTTGAAAAGGp.L322delinsPX
XH_P44 2 10050931 10050931 Nonsense_Mutation INS - CCTAAAACATCTA - TAF1B 8insTTCCTAAAACT86_F87delinsTSX
XH_P44 2 10927529 10927529 In_Frame_Ins INS - GGT - PDIA6 1034_1035insACp.L345delinsLP
XH_P44 2 10927530 10927530 Nonsense_Mutation INS - TTAGGTTGTTTGT - PDIA6 AAAACAACAAACA45delinsQTKQQTTX
XH_P44 2 11335112 11335112 Frame_Shift_Ins INS - ACTGGTACCTTTA - ROCK2 TGTGTCTAAAGGT p.N1077fs
XH_P44 2 11725298 11725298 Frame_Shift_Ins INS - TTTTGTAAATGTT - GREB1 14insTTTTTGTAA p.N305fs
XH_P44 2 11725300 11725300 Silent SNP C T C GREB1 c.C915T p.N305N
XH_P44 2 11905740 11905740 Missense_Mutation SNP G A G LPIN1 c.G73A p.A25T
XH_P44 2 15536595 15536595 Frame_Shift_Ins INS - GGGAGTGA - NBAS 75_3076insTCAC p.K1026fs
XH_P44 2 15536597 15536597 Frame_Shift_Ins INS - TTTCTCAA - NBAS 3_3074insTTGA p.D1025fs
XH_P44 2 15674755 15674755 Nonsense_Mutation INS - TCATGCTTATCTA - NBAS insGATAGATAAG220_Q221delinsDRX
XH_P44 2 17942783 17942783 Nonsense_Mutation INS - TAATAACATTTTA - GEN1 TAATGTAATAACA.Y94delinsYQKRX
XH_P44 2 17942785 17942785 Missense_Mutation SNP G A G GEN1 c.G284A p.G95E
XH_P44 2 17946235 17946235 Frame_Shift_Ins INS - AA - GEN1 c.420_421insAA p.A140fs
XH_P44 2 17946236 17946236 Nonsense_Mutation INS - GTTATGTTTCTTT - GEN1 TTGTGGTTATGTTY141_L142delinsX
XH_P44 2 18112553 18112553 In_Frame_Ins INS - ACAGAAGGCAGA - KCNS3 9insTACAGAAGGE93delinsDTEGRV
XH_P44 2 18112851 18112851 Frame_Shift_Ins INS - CGTTCCTGGT - KCNS3 6_577insCGTTCC p.L192fs
XH_P44 2 20132169 20132169 Frame_Shift_Ins INS - GGAAA - WDR35 697_2698insTTT p.K900fs
XH_P44 2 20132170 20132170 Frame_Shift_Ins INS - AAATATTT - WDR35 96_2697insAAAT p.M899fs
XH_P44 2 20478579 20478579 Frame_Shift_Ins INS - TC - PUM2 .1553_1554insG p.V518fs
XH_P44 2 20478581 20478581 Splice_Site INS - TTCATCACATGG - PUM2 . .
XH_P44 2 20494277 20494277 In_Frame_Ins INS - CATACAGTTGAT - PUM2 _844insATCAACTP282delinsINCMP
XH_P44 2 21225438 21225438 In_Frame_Ins INS - CTTCGTGAAGAAT - APOB 2856insTATTCTTA4286delinsYSSRRA
XH_P44 2 21231695 21231695 In_Frame_Ins INS - AATTGAAGTACCT - APOB nsAAGTAGGTACT2682delinsKVGTSIVC
XH_P44 2 21255429 21255429 Silent SNP A T A APOB c.T1149A p.V383V
XH_P44 2 21255430 21255430 Frame_Shift_Ins INS - TTTCTCCT - APOB 7_1148insAGGA p.V383fs
XH_P44 2 21362777 21362777 Missense_Mutation SNP G A G TDRD15 c.G2438A p.G813E
XH_P44 2 21362779 21362779 Frame_Shift_Ins INS - TATTAACAGCT - TDRD15 _2441insTATTAA p.K814fs
XH_P44 2 21364193 21364193 Frame_Shift_Ins INS - TTTTGTTTTTTGA - TDRD15 TCTTCATTTTGTT p.D1285fs
XH_P44 2 24302427 24302427 Frame_Shift_Ins INS - AAAGTGTGGTTC - TP53I3 3insATGAACCAC p.W235fs
XH_P44 2 26679355 26679355 Frame_Shift_Ins INS - CCAGCCTCTTGTA - DRC1 2194insCCAGCCT p.P731fs
XH_P44 2 26679357 26679357 Frame_Shift_Ins INS - AG - DRC1 .2195_2196insA p.T732fs
XH_P44 2 26683010 26683010 Frame_Shift_Ins INS - ACACAAACACA - OTOF _3807insTGTGTT p.W1269fs
XH_P44 2 27591890 27591890 Missense_Mutation SNP G C G EIF2B4 c.C464G p.A155G
XH_P44 2 27591891 27591891 Nonsense_Mutation INS - TCATCCTGTTTT - EIF2B4 463insAAAACAG.A155delinsKTGX
XH_P44 2 27677447 27677447 Nonsense_Mutation INS - TTTCATGATTATCT - IFT172 2insCAAGATAATp.F1151delinsSRX
XH_P44 2 27686003 27686003 Frame_Shift_Ins INS - AGTCAGACCAT - IFT172 _1983insATGGTC p.H661fs
XH_P44 2 27686005 27686005 Missense_Mutation SNP G T G IFT172 c.C1981A p.H661N
XH_P44 2 27800280 27800280 Missense_Mutation SNP G C G C2orf16 c.G841C p.A281P
XH_P44 2 27800281 27800281 Frame_Shift_Ins INS - ATTTCTCTACAGT - C2orf16 sACAGATTTCTCT p.A281fs
XH_P44 2 27801022 27801022 In_Frame_Ins INS - TTGTTAGCCCCAT - C2orf16 584insTTTGTTAGT528delinsTLLAPL
XH_P44 2 27802163 27802163 Nonsense_Mutation INS - GATGTCTCTGAAG - C2orf16 nsGGTAGATGTCTC908delinsCGRCLX
XH_P44 2 27825409 27825409 Frame_Shift_Ins INS - TATCAGAGGAGA - ZNF512 AAAATATCAGAG p.K221fs
XH_P44 2 27825411 27825411 Missense_Mutation SNP C A C ZNF512 c.C664A p.L222I
XH_P44 2 27850455 27850455 Frame_Shift_Ins INS - AAGACACGGGAA - CCDC121 698insCTTCCCGT p.R233fs
XH_P44 2 27850457 27850457 Silent SNP T A T CCDC121 c.A696T p.R232R
XH_P44 2 27878393 27878393 Nonsense_Mutation INS - ATTTCAGTACTTT - SUPT7L sGCAAAAAGTACT.K139delinsSKKYX
XH_P44 2 29416119 29416119 Nonsense_Mutation INS - AGAAAATATCAT - ALK CATTTTTATGATA612_N1613delinsSFLX
XH_P44 2 29436868 29436868 Frame_Shift_Ins INS - GTTTTTTTGTGAG - ALK 5insTCTCTCACAA p.E1242fs
XH_P44 2 32476025 32476025 In_Frame_Ins INS - GGAGAC - NLRC4 907_908insGTCTp.D303delinsGLH
XH_P44 2 32640637 32640637 Nonsense_Mutation INS - TTTACTCATAATA - BIRC6 9insACTTTTACTCA60_N761delinsNFYSX
XH_P44 2 32754833 32754833 Nonsense_Mutation INS - GATTCTGAAACC - BIRC6 2037insTGATTCT4012_I4013delinsVX
XH_P44 2 36691676 36691676 Splice_Site SNP G A G CRIM1 . .
XH_P44 2 36691677 36691677 Nonsense_Mutation INS - TAACTAAGGCT - CRIM1 _871insTAACTAAR290_C291delinsRX
XH_P44 2 37543631 37543631 In_Frame_Ins INS - TTT - PRKD3 c.36_37insAAA p.S13delinsKS
XH_P44 2 38908525 38908525 Nonsense_Mutation INS - ATTTAAAGACAA - GALM TCAATATTTAAA50_T151delinsYFNIX
XH_P44 2 39213173 39213173 Frame_Shift_Ins INS - AAAATGAGAACT - SOS1 94insGGAGTTCT p.S1265fs
XH_P44 2 39251230 39251230 Frame_Shift_Ins INS - AAAAACCTTTCAT - SOS1 123insTATGAAA p.Q375fs
XH_P44 2 39262536 39262536 Missense_Mutation SNP A C A SOS1 c.T970G p.L324V
XH_P44 2 39262537 39262537 Nonsense_Mutation INS - TGTGTTTCTGTTT - SOS1 AAAGAAAACAGAY323_L324delinsX
XH_P44 2 40656129 40656129 Nonsense_Mutation INS - TGTAACTATTTTT - SLC8A1 2insATCAAAAATA31_R432delinsHQKX
XH_P44 2 42180410 42180410 Frame_Shift_Ins INS - AAGGTACAAACA - C2orf91 6insGTGTTTGTA p.F9fs
XH_P44 2 42580484 42580484 Splice_Site INS - TTA - COX7A2L . .
XH_P44 2 43814114 43814114 In_Frame_Ins INS - GCAAGTGTT - THADA 9_330insAACACTp.F110delinsLTLA
XH_P44 2 43927174 43927174 In_Frame_Ins INS - AATTCTGGGAGA - PLEKHH2 1078insAATTCTGQ359delinsQNSGR
XH_P44 2 44203368 44203368 Missense_Mutation SNP G T G LRPPRC c.C651A p.S217R
XH_P44 2 44203370 44203370 Splice_Site INS - TGAATTTTTAGAA - LRPPRC . .
XH_P44 2 44556142 44556142 In_Frame_Ins INS - GTTTAAGTAGCCT - PREPL 277insGAGGCTAM426delinsRGYLNL
XH_P44 2 45829127 45829127 Frame_Shift_Ins INS - GTGGTAGTGCTG - SRBD1 6insTACCAGCACT p.S59fs
XH_P44 2 46707812 46707812 In_Frame_Ins INS - GTGATGGAGCAG - TMEM247 GGTGGTGATGGAelinsRQHEVVMEQLQWEQ
XH_P44 2 46842097 46842097 Frame_Shift_Ins INS - CAGAGCA - PIGF 06_207insTGCTC p.K69fs
XH_P44 2 46842098 46842098 Nonsense_Mutation INS - ATAATATTGTGA - PIGF insGGCTCACAAT.K69delinsRLTILX
XH_P44 2 47389752 47389752 In_Frame_Ins INS - ATGTTTCCACTAA - CALM2 AGCTTTAGTGGAA8delinsIKALVETYKQ
XH_P44 2 48027927 48027927 In_Frame_Ins INS - TCA - MSH6 2415_2416insTCp.S805delinsSS
XH_P44 2 48027928 48027928 In_Frame_Ins INS - GGGAGACCCAAC - MSH6 2417insGGGAGAD806delinsGETQH
XH_P44 2 48028233 48028233 In_Frame_Ins INS - ATTTTCTCT - MSH6 1_2722insATTTTp.F907delinsFIFS
XH_P44 2 48066091 48066091 Nonsense_Mutation INS - CAGTTAATAGCAA - FBXO11 ATCAGTTGCTATT_K166delinsHNQSVAINX
XH_P44 2 48808724 48808724 In_Frame_Ins INS - AAGTGAGTCTTGG - STON1 sTTCTAAGTGAGT318delinsLLSESWFS
XH_P44 2 54159184 54159184 Frame_Shift_Ins INS - TTATTCCTGTTCCT - PSME4 104insAGGAACA p.L368fs
XH_P44 2 54876898 54876898 Frame_Shift_Ins INS - T - SPTBN1 c.5310_5311insT p.L1770fs



XH_P44 2 54876900 54876900 Frame_Shift_Ins INS - GCAAGATG - SPTBN1 2_5313insGCAA p.N1771fs
XH_P44 2 54882345 54882345 In_Frame_Ins INS - AGCTTTTCAAAAA - SPTBN1 nsATCAAGCTTTT1974delinsEIKLFKKC
XH_P44 2 55197229 55197229 In_Frame_Ins INS - AAATGTTGGTCT - EML6 6insGCTAAATGTp.X1959delinsCX
XH_P44 2 55252547 55252547 Frame_Shift_Ins INS - ACATTCCACTACA - RTN4 CACAAAATGTAGT p.H690fs
XH_P44 2 55481323 55481323 Frame_Shift_Ins INS - T - MTIF2 c.517_518insA p.P173fs
XH_P44 2 55481324 55481324 Frame_Shift_Ins INS - TTTTGTACTTTCT - MTIF2 517insAGAAAGTA p.P173fs
XH_P44 2 58390205 58390205 Frame_Shift_Ins INS - TCCAGACAGTATT - FANCL TATGCAATACTGT p.V265fs
XH_P44 2 58459210 58459210 Frame_Shift_Ins INS - ATTTA - FANCL 133_134insTAAA p.D45fs
XH_P44 2 58459211 58459211 Frame_Shift_Ins INS - AAAGTGCTTTTA - FANCL ATGTTTAAAAGC p.D45fs
XH_P44 2 61144141 61144141 Frame_Shift_Ins INS - ACCTTGAATAGC - REL 25insAACCTTGA p.I175fs
XH_P44 2 61433196 61433196 In_Frame_Ins INS - GGCTCATAATTA - USP34 GTAATGTAATTAdelinsHVGNVIMSQLRNF
XH_P44 2 61441779 61441779 Frame_Shift_Ins INS - TG - USP34 .8097_8098insC p.M2700fs
XH_P44 2 61441780 61441780 Nonsense_Mutation INS - TTCAATTACATCC - USP34 097insAGGATGTAQ2699delinsQGCNX
XH_P44 2 61633034 61633034 In_Frame_Ins INS - GTATGTAAAATAG - USP34 61insCCTATTTTAS121delinsPILHTS
XH_P44 2 61719303 61719303 In_Frame_Ins INS - GTATCAATCTGTA - XPO1 4insACATACAGAC585delinsYIQIDTS
XH_P44 2 63609225 63609225 Frame_Shift_Ins INS - TATTTTTCATTGA - WDPCP ACTCATCAATGA p.V321fs
XH_P44 2 67631163 67631163 Frame_Shift_Ins INS - ATCACTT - ETAA1 49_1350insATCA p.K450fs
XH_P44 2 67631164 67631164 Nonsense_Mutation INS - TAAATGCATCAA - ETAA1 1insTAGTAAATGp.K450delinsKX
XH_P44 2 67631792 67631792 Frame_Shift_Ins INS - AACAGGGGCTTTA - ETAA1 79insTTAACAGGG p.K660fs
XH_P44 2 67631896 67631896 Frame_Shift_Ins INS - ATCTACATCATCT - ETAA1 083insCATCTACA p.H694fs
XH_P44 2 68273165 68273165 Frame_Shift_Ins INS - TTTCTCTTACCTTT - C1D TGAAAAAGGTAA p.A72fs
XH_P44 2 68273166 68273166 In_Frame_Ins INS - ATAATTGGTATT - C1D _215insAATACCA.A72delinsEYQLS
XH_P44 2 69093078 69093078 Frame_Shift_Ins INS - ATACGAAGGCAT - BMP10 60insCCATGCCTT p.G320fs
XH_P44 2 69581645 69581645 Nonsense_Mutation INS - TGGGCCTCTAAA - GFPT1 61insTTTTAGAGH221_I222delinsFX
XH_P44 2 70106074 70106074 In_Frame_Ins INS - TGTAAGATGGGG - GMCL1 nsCTCACTGTAAG96delinsPHCKMGTV
XH_P44 2 70890783 70890783 Frame_Shift_Ins INS - CT - ADD2 .1954_1955insA p.R652fs
XH_P44 2 71061139 71061139 Frame_Shift_Ins INS - CAGAGTTAAAAA - CD207 sATCACTTTTTAAC p.M68fs
XH_P44 2 71577299 71577299 Frame_Shift_Ins INS - ATCAGAGATTGA - ZNF638 16insGAATCAGAG p.K405fs
XH_P44 2 71650563 71650563 Frame_Shift_Ins INS - TTTTAGGGTTAAT - ZNF638 ATGCTGTTTTAGG p.M1307fs
XH_P44 2 71654070 71654070 In_Frame_Ins INS - CCCCTTTTTCTTC - ZNF638 insTTTTCCCCTTT1691delinsVFPFFFFK
XH_P44 2 73678581 73678581 Nonsense_Mutation INS - GGAAGGAGAGG - ALMS1 5insGTAGGAAGG1642delinsSRKERLX
XH_P44 2 73680933 73680933 Frame_Shift_Ins INS - G - ALMS1 c.7276_7277insG p.S2426fs
XH_P44 2 73680934 73680934 Frame_Shift_Ins INS - TTGGGCTTTCCTC - ALMS1 7278insTTGGGCT p.S2426fs
XH_P44 2 74042803 74042803 Nonsense_Mutation INS - TCTTATTTCTTAGA - C2orf78 454insCTCTTATTT85_Q486delinsALISX
XH_P44 2 74042805 74042805 Frame_Shift_Ins INS - GCATTTT - C2orf78 55_1456insGCAT p.V485fs
XH_P44 2 74043031 74043031 Nonsense_Mutation INS - CTGATTTACCTTG - C2orf78 682insCCTGATTTR561_I562delinsTX
XH_P44 2 74043033 74043033 Frame_Shift_Ins INS - C - C2orf78 c.1683_1684insC p.R561fs
XH_P44 2 74682979 74682979 Frame_Shift_Ins INS - ACCTCTT - INO80B 86_287insACCTC p.R96fs
XH_P44 2 77746865 77746865 Frame_Shift_Ins INS - CTCCGCAATC - LRRTM4 _133insGATTGC p.I45fs
XH_P44 2 80782944 80782944 In_Frame_Ins INS - TAATAATACTAAA - CTNNA2 ATGCCTAATAATA235delinsACLIILKLY
XH_P44 2 80808930 80808930 Frame_Shift_Ins INS - A - CTNNA2 c.1030_1031insA p.G344fs
XH_P44 2 80808932 80808932 Frame_Shift_Ins INS - CTAAATATCCC - CTNNA2 _1033insCTAAAT p.G344fs
XH_P44 2 85097903 85097903 Nonsense_Mutation INS - TCACCAGCTGTCA - TRABD2A 115insTGACAGCTp.E39_L40delinsX
XH_P44 2 85769311 85769311 Frame_Shift_Ins INS - AGACAACCAAGCT - MAT2A AATGAGACAACC p.V195fs
XH_P44 2 85858014 85858014 Frame_Shift_Ins INS - CAAGCTCTTCCAA - USP39 6insCCAAGCTCT p.E195fs
XH_P44 2 86831654 86831654 In_Frame_Ins INS - AGTAGTGAGAAG - RNF103 sTACTTCCTTCTCA457delinsILPSHYSKC
XH_P44 2 87214083 87214083 Frame_Shift_Ins INS - TACTTGCCAACGG - RGPD1 4038insTACTTGC p.A1346fs
XH_P44 2 88082491 88082491 Missense_Mutation SNP C T C RGPD1 c.G4028A p.S1343N
XH_P44 2 88082492 88082492 In_Frame_Ins INS - TTGCAGATGGAG - RGPD1 _4027insCTCCATS1343delinsLHLQS
XH_P44 2 88409928 88409928 In_Frame_Ins INS - GGGCCTAATGTC - SMYD1 2insCAAGGGCCT444delinsIKGLMSW
XH_P44 2 88885488 88885488 In_Frame_Ins INS - ACACCA - EIF2AK3 067_1068insTGGp.N356delinsNGV
XH_P44 2 88885489 88885489 Frame_Shift_Ins INS - GCTCTCC - EIF2AK3 66_1067insGGAG p.N356fs
XH_P44 2 95847811 95847811 Missense_Mutation SNP T A T ZNF2 c.T998A p.V333D
XH_P44 2 95847812 95847812 Nonsense_Mutation INS - GCTGTGTAAGGG - ZNF2 1000insGCTGTGT.V333delinsVAVX
XH_P44 2 96521778 96521778 Frame_Shift_Ins INS - TTCTGATT - ANKRD36C 8_5329insAATCA p.H1777fs
XH_P44 2 96604752 96604752 Nonsense_Mutation SNP G A G ANKRD36C c.C1543T p.Q515X
XH_P44 2 96610419 96610419 Frame_Shift_Ins INS - TAATTTTACAATG - ANKRD36C 1447insCATTGTA p.K483fs
XH_P44 2 96949571 96949571 In_Frame_Ins INS - TGTCCTCTTTAT - SNRNP200 4564insATAAAGP1522delinsIKRTP
XH_P44 2 97784171 97784171 Frame_Shift_Ins INS - GTCAGCTACTATA - ANKRD36 AAAGAGTCAGCT p.L135fs
XH_P44 2 97820452 97820452 Frame_Shift_Ins INS - TTTGTCCTTATAA - ANKRD36 5insTAATTTGTCC p.K412fs
XH_P44 2 97869953 97869953 Frame_Shift_Ins INS - CCTCCTGCCTGTA - ANKRD36 3015insCCTCCTG p.V1005fs
XH_P44 2 97869955 97869955 Nonsense_Mutation INS - AGCGTA - ANKRD36 016_3017insAGC p.L1006delinsX
XH_P44 2 97911232 97911232 Frame_Shift_Ins INS - TTTTCACAATTTC - ANKRD36 9insTTCTTTTCAC p.A1636fs
XH_P44 2 97911233 97911233 Frame_Shift_Ins INS - T - ANKRD36 c.4909_4910insT p.A1637fs
XH_P44 2 98411496 98411496 Nonsense_Mutation INS - CATTTAACACTG - TMEM131 3283insCAGTGT.L1095delinsQCX
XH_P44 2 98419171 98419171 In_Frame_Ins INS - GGTAAGTATTGC - TMEM131 5insCAAGCAATAI829delinsQAILTLI
XH_P44 2 98422071 98422071 In_Frame_Ins INS - AGGCCGCCACTT - TMEM131 51insAAAAGTGGF717delinsLKVAAS
XH_P44 2 98422073 98422073 Frame_Shift_Ins INS - AG - TMEM131 .2148_2149insC p.F717fs
XH_P44 2 98732169 98732169 Nonsense_Mutation INS - CTAAA - VWA3B 251_252insCTAA.F84_P85delinsFX
XH_P44 2 98732171 98732171 In_Frame_Ins INS - AAGTATTTCTAG - VWA3B nsATGAAGTATTP85delinsHEVFLGA
XH_P44 2 98914477 98914477 Frame_Shift_Ins INS - AGTTATAACACTT - VWA3B 37insTGAGTTATA p.P746fs
XH_P44 2 99256445 99256445 Frame_Shift_Ins INS - ATAATAGATTTTT - MGAT4A CACACAAAAATCT p.P255fs
XH_P44 2 100019520 100019520 Frame_Shift_Ins INS - AGGAAGAACTCT - REV1 3insGCAGAGAGT p.K1071fs
XH_P44 2 102456441 102456441 Nonsense_Mutation INS - TAAAGATCGAAA - MAP4K4 35insGTAAAGATCK312delinsSKDRKX
XH_P44 2 107041671 107041671 Frame_Shift_Ins INS - TCCGGTGACTTT - RGPD3 752insCAAAGTCA p.V918fs
XH_P44 2 108488282 108488282 Frame_Shift_Ins INS - GCTCTGCC - RGPD4 22_3823insGCTC p.A1274fs
XH_P44 2 108922035 108922035 Frame_Shift_Ins INS - GAATT - SULT1C2 762_763insGAAT p.S254fs
XH_P44 2 108922037 108922037 In_Frame_Ins INS - ATG - SULT1C2 c.764_765insATGp.S255delinsSC
XH_P44 2 109087387 109087387 Frame_Shift_Ins INS - ATGCTGTTCTACA - GCC2 nsTGTTATGCTGT p.L534fs
XH_P44 2 109088375 109088375 Frame_Shift_Ins INS - CTTCTGATCCCAT - GCC2 2591insCTTCTGA p.M864fs
XH_P44 2 109369511 109369511 In_Frame_Ins INS - CTACACTCA - RANBP2 3_1814insCTACAp.Y605delinsSTLN
XH_P44 2 109369513 109369513 Silent SNP T C T RANBP2 c.T1815C p.Y605Y
XH_P44 2 109380829 109380829 In_Frame_Ins INS - TTCTTTCCATTCTT - RANBP2 35insCGTTCTTTC1278delinsPRSFHSL
XH_P44 2 109383459 109383459 Frame_Shift_Ins INS - AGCCCCT - RANBP2 64_6465insAGCC p.H2155fs
XH_P44 2 109383703 109383703 Frame_Shift_Ins INS - CATTTGTCAAA - RANBP2 _6709insCATTTG p.D2236fs
XH_P44 2 109383705 109383705 Missense_Mutation SNP G A G RANBP2 c.G6710A p.S2237N
XH_P44 2 109384264 109384264 Frame_Shift_Ins INS - CCTC - RANBP2 7269_7270insCC p.F2423fs
XH_P44 2 109384265 109384265 Frame_Shift_Ins INS - CCACTGGATACTT - RANBP2 271insCCACTGG p.K2424fs
XH_P44 2 111419349 111419349 Frame_Shift_Ins INS - TTGTTGAAAAAGC - BUB1 nsCTTGCTTTTTC p.T323fs
XH_P44 2 111551298 111551298 Frame_Shift_Ins INS - CATGCTTC - ACOXL 31_232insCATGC p.W77fs
XH_P44 2 111744708 111744708 Frame_Shift_Ins INS - TAACTACTTATTG - ACOXL CTTCATTAACTAC p.A361fs
XH_P44 2 112560017 112560017 Frame_Shift_Ins INS - GCCTTTTATTTTT - ANAPC1 4209insAAAAATA p.F1403fs
XH_P44 2 112994162 112994162 Frame_Shift_Ins INS - GAATATATGCACA - ZC3H8 481insTGTGCATA p.R161fs
XH_P44 2 113258879 113258879 Frame_Shift_Ins INS - AGGATTA - TTL 66_567insAGGAT p.P189fs
XH_P44 2 113258882 113258883 Frame_Shift_Del DEL TG - TG TTL c.569_570del p.L190fs
XH_P44 2 113410371 113410371 Frame_Shift_Ins INS - TGACTGATAACA - SLC20A1 55insGTGACTGA p.A218fs
XH_P44 2 113418743 113418743 Nonsense_Mutation INS - CCCTAAGATCTAC - SLC20A1 TATAACCCCTAAGA607delinsSLFAITPKIYFIX
XH_P44 2 113514018 113514018 Nonsense_Mutation INS - AAAAAGCACAGA - CKAP2L 5insAAGTCTGTGY145_E146delinsX



XH_P44 2 113742505 113742505 In_Frame_Ins INS - CAAATCCAGAGA - IL36G 285insCAAATCCAp.L95delinsLKSRD
XH_P44 2 114508107 114508107 Nonsense_Mutation INS - AGTTTCTTTAAGG - SLC35F5 ACCGTCCTTAAA p.T98delinsTX
XH_P44 2 116497401 116497401 Frame_Shift_Ins INS - GACTGTGTATTG - DPP10 TTCTAGACTGTGT p.P8fs
XH_P44 2 118854225 118854225 Frame_Shift_Ins INS - C - INSIG2 c.93_94insC p.R31fs
XH_P44 2 118854227 118854227 In_Frame_Ins INS - TACCAC - INSIG2 .95_96insTACCAp.G32delinsGTT
XH_P44 2 120620219 120620219 In_Frame_Ins INS - GCCAGAGGTAG - PTPN4 sTTTATGCCAGAG82delinsPFMPEVAN
XH_P44 2 122144748 122144748 Frame_Shift_Ins INS - TGTTCTCTCGTTC - CLASP1 0insAAGAACGAG p.T1080fs
XH_P44 2 122159193 122159193 Frame_Shift_Ins INS - GAAATAC - CLASP1 07_2708insGTAT p.D903fs
XH_P44 2 122159195 122159195 Frame_Shift_Ins INS - TATCT - CLASP1 705_2706insAGA p.D902fs
XH_P44 2 122215334 122215334 Splice_Site SNP C G C CLASP1 . .
XH_P44 2 122363393 122363393 Frame_Shift_Ins INS - A - CLASP1 c.78_79insT p.L27fs
XH_P44 2 122363395 122363395 Frame_Shift_Ins INS - GTGGC - CLASP1 c.76_77insGCCAC p.E26fs
XH_P44 2 128066293 128066293 In_Frame_Ins INS - AAGAATTGCGAA - MAP3K2 GTTAATCTTCGCA501delinsVLIFAILTSY
XH_P44 2 128262753 128262753 Frame_Shift_Ins INS - ATAAGGGAGAGG - IWS1 26insATCCTCTCC p.L242fs
XH_P44 2 128495586 128495586 Frame_Shift_Ins INS - TTGCTTTCAAAAG - WDR33 nsGTCCTTTTGAA p.K256fs
XH_P44 2 128522470 128522470 Frame_Shift_Ins INS - G - WDR33 c.557_558insC p.K186fs
XH_P44 2 128522471 128522471 Nonsense_Mutation INS - TAGAGATGTACTG - WDR33 557insCAGTACAT86_Y187delinsTVHLX
XH_P44 2 128712809 128712809 In_Frame_Ins INS - CTTTCC - SAP130 64_2065insGGAp.T689delinsGKT
XH_P44 2 128747311 128747311 Nonsense_Mutation INS - CGTCTTATAATTT - SAP130 sTAGAGAAATTA 62_P563delinsLEKLX
XH_P44 2 130872873 130872873 Missense_Mutation SNP C T C POTEF c.G550A p.G184R
XH_P44 2 130872874 130872874 Frame_Shift_Ins INS - GATATGTAATTTG - POTEF 9insAACAAATTA p.N183fs
XH_P44 2 131245674 131245674 In_Frame_Ins INS - AAATCAGCGAAC - POTEI sCTCATTGTTCGC447delinsTHCSLIFIF
XH_P44 2 133541747 133541747 In_Frame_Ins INS - AAAGGAACTTCT - NCKAP5 _2637insAGAAGT.P879delinsPEVPF
XH_P44 2 133542266 133542266 Frame_Shift_Ins INS - GAGTAATTCCAG - NCKAP5 118insCCTGGAA p.K706fs
XH_P44 2 135711817 135711817 Missense_Mutation SNP G C G CCNT2 c.G1792C p.V598L
XH_P44 2 135711818 135711818 Frame_Shift_Ins INS - TTTCCTTTTTA - CCNT2 _1794insTTTCCT p.V598fs
XH_P44 2 135893182 135893182 Frame_Shift_Ins INS - GAAAGCTTAGTTT - RAB3GAP1 604insGAAAGCT p.K535fs
XH_P44 2 135965358 135965358 Frame_Shift_Ins INS - AGCTCCCATTAG - ZRANB3 nsTGTTCTAATGG p.T883fs
XH_P44 2 136540358 136540358 Nonsense_Mutation INS - TATATCTACTAAC - UBXN4 9insCATTATATCT76_D477delinsDHYIYX
XH_P44 2 136540359 136540359 Frame_Shift_Ins INS - T - UBXN4 c.1429_1430insT p.D477fs
XH_P44 2 136566499 136566499 Frame_Shift_Ins INS - GGCA - LCT 3417_3418insTG p.V1140fs
XH_P44 2 136566501 136566501 In_Frame_Ins INS - GAA - LCT 3415_3416insTTp.D1139delinsVH
XH_P44 2 136567508 136567508 Frame_Shift_Ins INS - ACCCAAG - LCT 08_2409insCTTG p.D803fs
XH_P44 2 136678128 136678128 Nonsense_Mutation INS - TGAACATATATAT - DARS TCTTTATATATAT185delinsGKSLYICSX
XH_P44 2 138759736 138759736 Nonsense_Mutation INS - GGTTTCTAGTATT - HNMT TTTTTTGGTTTCTA4_K135delinsHTAFFGFX
XH_P44 2 138771542 138771542 In_Frame_Ins INS - ATTCTTTCTTTCAT - HNMT CATTTATTCTTTCTW241delinsSFILSFICR
XH_P44 2 141291635 141291635 Frame_Shift_Ins INS - TTTAAAACTCTTA - LRP1B 17insTATAAGAG p.G2573fs
XH_P44 2 141816521 141816521 In_Frame_Ins INS - GTTTCTATGATAG - LRP1B 339insTCTATCATp.I447delinsSIIETI
XH_P44 2 150325191 150325191 Frame_Shift_Ins INS - CTCCTTGCCTTTCA - LYPD6 nsTTTCTCCTTGC p.E84fs
XH_P44 2 152320279 152320279 Frame_Shift_Ins INS - CCTTTTATTCC - RIF1 _4246insCCTTTT p.R1415fs
XH_P44 2 152320281 152320281 Missense_Mutation SNP G T G RIF1 c.G4247T p.R1416L
XH_P44 2 152320697 152320697 Frame_Shift_Ins INS - C - RIF1 c.4663_4664insC p.D1555fs
XH_P44 2 152320698 152320698 Nonsense_Mutation INS - TTAGCAC - RIF1 64_4665insTTAG1555_S1556delinsDX
XH_P44 2 152354172 152354172 Silent SNP T G T NEB c.A24268C p.R8090R
XH_P44 2 152354173 152354173 Silent SNP T C T NEB c.A24267G p.E8089E
XH_P44 2 152402504 152402504 In_Frame_Ins INS - AGGGGTTTTGCA - NEB TAAAATCATGCAA12delinsYKIMQNPSSA
XH_P44 2 152411468 152411468 Nonsense_Mutation INS - CATTATAATCTTT - NEB 4266insAAAAGA756_V4757delinsKRLX
XH_P44 2 152419290 152419290 Frame_Shift_Ins INS - GC - NEB 13586_13587ins p.K4529fs
XH_P44 2 152419291 152419291 Nonsense_Mutation INS - TCTCAAAACAAAG - NEB 13586insCTTTGT529_A4530delinsTLFX
XH_P44 2 152424921 152424921 Missense_Mutation SNP C A C NEB c.G12506T p.R4169L
XH_P44 2 152424922 152424922 In_Frame_Ins INS - ATCTCTACAAGGA - NEB 2505insTTCCTTGR4169delinsFLVEIR
XH_P44 2 152483713 152483713 Frame_Shift_Ins INS - GG - NEB .9384_9385insC p.Y3129fs
XH_P44 2 152483714 152483714 Nonsense_Mutation INS - ATAAGACAGGGC - NEB 84insATAGCCCTG3128_Y3129delinsIX
XH_P44 2 152499351 152499351 Nonsense_Mutation INS - AGCTGTTGCTAAC - NEB 93insCTGTTAGCA731_T2732delinsNCX
XH_P44 2 153473665 153473665 Nonsense_Mutation INS - ATATGGTTCTGAA - FMNL2 TTTATAATATGGT25delinsMVMFIIWFX
XH_P44 2 153535960 153535960 In_Frame_Ins INS - AAACTAGGATACC - PRPF40A sTTCTGGTATCCT161delinsNSGILVSV
XH_P44 2 153535962 153535962 Nonsense_Mutation SNP T A T PRPF40A c.A481T p.K161X
XH_P44 2 154997011 154997011 Frame_Shift_Ins INS - ACAGAGATACAG - GALNT13 insATACAGAGAT p.L102fs
XH_P44 2 158157501 158157501 Frame_Shift_Ins INS - GGAATGATCTCA - GALNT5 30insAGGGAATG p.A810fs
XH_P44 2 158991285 158991285 Frame_Shift_Ins INS - CTCTTTTCCTCCAC - UPP2 sCTTCCTCTTTTCC p.L279fs
XH_P44 2 159195539 159195539 Missense_Mutation SNP T A T CCDC148 c.A107T p.Q36L
XH_P44 2 159195541 159195541 Frame_Shift_Ins INS - GAGTTCTA - CCDC148 04_105insTAGAA p.Q35fs
XH_P44 2 159663588 159663588 Frame_Shift_Ins INS - ATTATTATTATTA - DAPL1 9insTTATTATTAT p.K56fs
XH_P44 2 160205726 160205726 Frame_Shift_Ins INS - ATTCCTGTATTAT - BAZ2B nsAGTTATAATA p.S1607fs
XH_P44 2 160243011 160243011 Nonsense_Mutation INS - TAGATTTGTGTCA - BAZ2B GTAACCTGACACAG1072delinsGVTX
XH_P44 2 160801555 160801555 Nonsense_Mutation INS - TTCTTTAGCATTTA - PLA2R1 0insTTTAAATGCTQ1334delinsFKCX
XH_P44 2 162875320 162875320 Frame_Shift_Ins INS - C - DPP4 c.1338_1339insG p.C447fs
XH_P44 2 162875321 162875321 Frame_Shift_Ins INS - CACAAACACACA - DPP4 38insGGTGTGTG p.S446fs
XH_P44 2 163228584 163228584 Nonsense_Mutation INS - TATTT - KCNH7 345_3346insAAA1116_K1117delinsKX
XH_P44 2 163228586 163228586 Frame_Shift_Ins INS - CTCTCTACTTGACT - KCNH7 nsCTGAGTCAAGT p.L1115fs
XH_P44 2 165349642 165349642 Nonsense_Mutation INS - GGGCGAAAACAT - GRB14 66insGTAATGTTTR422_F423delinsRX
XH_P44 2 165349644 165349644 Nonsense_Mutation SNP T A T GRB14 c.A1264T p.R422X
XH_P44 2 166245849 166245849 Nonsense_Mutation INS - ACTTTCTTCAGTA - SCN2A 5534insACTTTCTT45_M1846delinsHFLQX
XH_P44 2 166747382 166747382 Nonsense_Mutation INS - GGGGTGAGTTAT - TTC21B ATGTCAAATAACTp.P1023delinsX
XH_P44 2 166848798 166848798 Missense_Mutation SNP A T A SCN1A c.T4987A p.L1663M
XH_P44 2 166848799 166848799 Frame_Shift_Ins INS - CTTCCTGGTTGTG - SCN1A 6insACCACAACC p.A1662fs
XH_P44 2 167162394 167162394 Frame_Shift_Ins INS - GC - SCN9A c.503_504insGC p.L168fs
XH_P44 2 167162395 167162395 In_Frame_Ins INS - TGGAAT - SCN9A 502_503insATTCp.L168delinsHSI
XH_P44 2 167289055 167289055 In_Frame_Ins INS - ATTGCTTAGTGG - SCN7A 5insTCACCACTAA789delinsSPLSNQD
XH_P44 2 167301511 167301511 Splice_Site INS - CATTATTCCCATT - SCN7A . .
XH_P44 2 168096418 168096418 Nonsense_Mutation INS - AATCTTAGGATCT - XIRP2 47insTAATCTTAGp.A82delinsAX
XH_P44 2 168099597 168099597 Frame_Shift_Ins INS - TATACATCTT - XIRP2 9_1030insTATAC p.E343fs
XH_P44 2 168099599 168099599 Nonsense_Mutation INS - GACTGGTAGTCTT - XIRP2 2insGGGACTGGT344delinsWGLVVFX
XH_P44 2 168100310 168100310 Missense_Mutation SNP G T G XIRP2 c.G1742T p.G581V
XH_P44 2 168100312 168100312 In_Frame_Ins INS - ATGTTGAGTTTC - XIRP2 ATCTAGATGTTG82delinsDLDVEFQTW
XH_P44 2 168100673 168100673 In_Frame_Ins INS - ATTATTTTTTCCTT - XIRP2 GTACCTATTATTT02delinsICTYYFFLFND
XH_P44 2 168102041 168102041 Frame_Shift_Ins INS - TCACCTTCTT - XIRP2 3_3474insTCACC p.Q1158fs
XH_P44 2 168102042 168102042 In_Frame_Ins INS - TTTCTTTTATCTTA - XIRP2 75insGCTTTCTTTQ1158delinsQAFFYLI
XH_P44 2 168103387 168103387 In_Frame_Ins INS - TGTGTGGAGTTG - XIRP2 nsACTCTGTGTGG607delinsDSVWSCFS
XH_P44 2 168105014 168105014 Nonsense_Mutation INS - CATTACTTTTTTCT - XIRP2 ATCACCATTACTT50delinsTPSQKPAHHHYFFLILX
XH_P44 2 170034420 170034420 Frame_Shift_Ins INS - GGAAAGAC - LRP2 85_10286insGTC p.T3429fs
XH_P44 2 170034421 170034421 Frame_Shift_Ins INS - A - LRP2 10284_10285ins p.T3429fs
XH_P44 2 170066059 170066059 Nonsense_Mutation INS - TGTCTATTT - LRP2 2_6373insAAATAp.R2125delinsKX
XH_P44 2 170066061 170066061 In_Frame_Ins INS - AAATGATACGGTG - LRP2 371insACACCGTA2124delinsNTVSFI
XH_P44 2 170134403 170134403 Nonsense_Mutation INS - TGACCTGCTCTAT - LRP2 24insAAATAGAG542_M543delinsKX
XH_P44 2 170163907 170163907 In_Frame_Ins INS - GGTGATGTTCTGA - LRP2 TCTTATCAGAACA04delinsYSYQNITPNP
XH_P44 2 170367325 170367325 Frame_Shift_Ins INS - CCAACATCAC - KLHL41 7_1038insCCAAC p.Q346fs
XH_P44 2 170367326 170367326 Missense_Mutation SNP G C G KLHL41 c.G1038C p.Q346H



XH_P44 2 170592635 170592635 Frame_Shift_Ins INS - GACC - KLHL23 1111_1112insGA p.V371fs
XH_P44 2 170606130 170606130 Frame_Shift_Ins INS - T - KLHL23 c.1565_1566insT p.T522fs
XH_P44 2 170606131 170606131 Frame_Shift_Ins INS - AGCACAATCCA - KLHL23 _1567insAGCACA p.T522fs
XH_P44 2 170753219 170753219 Nonsense_Mutation INS - AGTTTTAATTTTT - UBR3 CACATTAGTTTTA_C481delinsRKKHISFNFX
XH_P44 2 170804134 170804134 Nonsense_Mutation INS - ATTTAAATAATAA - UBR3 AATAAATTTAAAp.N998delinsKX
XH_P44 2 170850902 170850902 In_Frame_Ins INS - AACTCGAATTATT - UBR3 CAAGCAACTCGA285delinsPKQLELFHY
XH_P44 2 170863662 170863662 Missense_Mutation SNP G A G UBR3 c.G4192A p.E1398K
XH_P44 2 170863663 170863663 Nonsense_Mutation INS - TAAACAAAATCCT - UBR3 94insATAAACAA1398_V1399delinsEX
XH_P44 2 171687681 171687681 Nonsense_Mutation INS - TATTAACCATGCT - GAD1 insAATATTAACC p.L176delinsX
XH_P44 2 171917623 171917623 Frame_Shift_Ins INS - AATGTTGCCCTTA - TLK1 6insATAAGGGCA p.R29fs
XH_P44 2 171917625 171917625 Missense_Mutation SNP C G C TLK1 c.G84C p.K28N
XH_P44 2 172314989 172314989 Splice_Site INS - AAAGAAAATGTC - DCAF17 . .
XH_P44 2 173338913 173338913 Frame_Shift_Ins INS - TTGACCCT - ITGA6 06_907insTTGAC p.L302fs
XH_P44 2 173885351 173885351 Frame_Shift_Ins INS - AA - RAPGEF4 .1501_1502insA p.V501fs
XH_P44 2 173885352 173885352 In_Frame_Ins INS - AGAGATGCCAGA - RAPGEF4 1503insAGAGATV501delinsVEMPE
XH_P44 2 174131392 174131392 Nonsense_Mutation INS - GCTG - MAP3K20 2317_2318insGCY773_R774delinsCX
XH_P44 2 174131394 174131394 Frame_Shift_Ins INS - T - MAP3K20 c.2319_2320insT p.Y773fs
XH_P44 2 175618347 175618347 Frame_Shift_Ins INS - GAGTCACTGTGAG - CHRNA1 662insCTCACAGT p.I221fs
XH_P44 2 178386023 178386023 Frame_Shift_Ins INS - AAAACAAGAA - AGPS _1725insAAAAC p.A575fs
XH_P44 2 178481878 178481878 Frame_Shift_Ins INS - AGAAGAAAGAAT - TTC30A 52insTGCATTCTT p.E518fs
XH_P44 2 179255936 179255936 Nonsense_Mutation INS - ACATCATTCCCTG - OSBPL6 TTAATAACATCATW782_R783delinsX
XH_P44 2 179325962 179325962 Frame_Shift_Ins INS - AGCTGTGAACGA - DFNB59 sAGTAAAGCTGT p.A340fs
XH_P44 2 179393607 179393607 In_Frame_Ins INS - AAGGAATCGTCA - TTN 76insACTTGACG26559delinsHLTIPSL
XH_P44 2 179395942 179395942 Frame_Shift_Ins INS - CCGATGAGGGCA - TTN 78205insTTGCCC p.K26069fs
XH_P44 2 179396882 179396882 Frame_Shift_Ins INS - TGATA - TTN 264_77265insTA p.E25755fs
XH_P44 2 179396884 179396884 Frame_Shift_Ins INS - TTTTCCAG - TTN 2_77263insCTGG p.E25755fs
XH_P44 2 179398883 179398883 In_Frame_Ins INS - AGGTGTGAGAGA - TTN 4insAGACTTCTCT5088delinsVDFSHTFN
XH_P44 2 179402490 179402490 Frame_Shift_Ins INS - AACACTGAGCAC - TTN TGAGTATAGTGCT p.K24083fs
XH_P44 2 179403806 179403806 Frame_Shift_Ins INS - GT - TTN 71660_71661ins p.I23887fs
XH_P44 2 179403807 179403807 Frame_Shift_Ins INS - AAGAAAT - TTN 59_71660insATT p.I23887fs
XH_P44 2 179410288 179410288 Nonsense_Mutation INS - GAATTTTTAGAAT - TTN 54insTAAATTCT22785delinsINSKNSX
XH_P44 2 179417418 179417418 Frame_Shift_Ins INS - GGGAAAACCCAA - TTN 4insTGGTTTGGG p.K21005fs
XH_P44 2 179421865 179421865 Frame_Shift_Ins INS - CATCGATTCTTAT - TTN 60821insATAAGA p.P20274fs
XH_P44 2 179424354 179424354 Nonsense_Mutation INS - ACCCTCAGATAGC - TTN TTCCTTTGCTATCT19770delinsSLSFAIX
XH_P44 2 179427121 179427121 Frame_Shift_Ins INS - CATTCAA - TTN 42_56543insTTG p.C18848fs
XH_P44 2 179432938 179432938 Frame_Shift_Ins INS - AATCTTGAAGAA - TTN 6insTGCCTTCTTC p.S16909fs
XH_P44 2 179447315 179447315 Nonsense_Mutation INS - TTCATTTTATTTTT - TTN sTTTTAAAAAATAK12891delinsNFKKX
XH_P44 2 179466177 179466177 Frame_Shift_Ins INS - GTATATTATTATAA - TTN GCGTTGTTTATAA p.I9451fs
XH_P44 2 179472279 179472279 In_Frame_Ins INS - GATGATGGAGGA - TTN 5941insCTTCCTC8647delinsDFLHHL
XH_P44 2 179477118 179477118 In_Frame_Ins INS - AAAACGACA - TTN 8_22939insTGTCV7647delinsCRFV
XH_P44 2 179484429 179484429 Nonsense_Mutation INS - AGATTTCACAGT - TTN TTAAATAACTGTG_D6475delinsTSLNNCEIX
XH_P44 2 179498367 179498367 Frame_Shift_Ins INS - A - TTN 15523_15524ins p.K5175fs
XH_P44 2 179498368 179498368 Nonsense_Mutation INS - TAGTTCA - TTN 22_15523insTGA5175_T5176delinsX
XH_P44 2 179532414 179532414 Nonsense_Mutation INS - ATGTAAACCTACT - TTN 580insTTAGTAGG860_K11861delinsDX
XH_P44 2 179536874 179536874 Nonsense_Mutation INS - TAGATGATAGTA - TTN TCAAATATTACTA0383_H10384delinsX
XH_P44 2 179544634 179544634 Frame_Shift_Ins INS - T - TTN 29834_29835ins p.V9945fs
XH_P44 2 179544635 179544635 Frame_Shift_Ins INS - AGAGACTTCAT - TTN _29834insATGAA p.V9945fs
XH_P44 2 179579750 179579750 Frame_Shift_Ins INS - TTTTCCAAATCCT - TTN 22431insAGGATT p.V7477fs
XH_P44 2 179579752 179579752 Frame_Shift_Ins INS - TGAAT - TTN 428_22429insAT p.V7477fs
XH_P44 2 179585268 179585268 Frame_Shift_Ins INS - TGTGGCCATGATT - TTN 19489insAATCAT p.Q6497fs
XH_P44 2 179585270 179585270 Nonsense_Mutation INS - CACA - TTN 9486_19487insTG496_Q6497delinsMX
XH_P44 2 179588014 179588014 In_Frame_Ins INS - TTAGGT - TTN 987_17988insACp.S5996delinsSPN
XH_P44 2 179588016 179588017 Frame_Shift_Del DEL AA - AA TTN .17985_17986de p.H5995fs
XH_P44 2 179610466 179610466 Frame_Shift_Ins INS - AGAAATAATCTCT - TTN TCTACATAGAGA p.V5554fs
XH_P44 2 179612872 179612872 In_Frame_Ins INS - GTGAACAAATAA - TTN GTTTGTACTTATTT52delinsMFVLICSPGFC
XH_P44 2 179616698 179616698 Frame_Shift_Ins INS - ATAAAAGCTGAG - TTN insTCACTCTCAG p.D3477fs
XH_P44 2 179641015 179641015 Frame_Shift_Ins INS - AAGGCCTGAG - TTN 7_5438insCTCAG p.R1813fs
XH_P44 2 182339943 182339943 In_Frame_Ins INS - TTTTCTGTTAACT - ITGA4 nsGTATTTTTCTGTT162delinsSIFLLTTS
XH_P44 2 182766830 182766830 Frame_Shift_Ins INS - ACGCATTG - SSFA2 91_592insACGCA p.K197fs
XH_P44 2 182766892 182766892 Nonsense_Mutation INS - TCGAGTTAAAGG - SSFA2 54insTTCGAGTTA218_E219delinsTSSX
XH_P44 2 184016360 184016360 Frame_Shift_Ins INS - ATCTTAGTTTTAA - NUP35 CAAAAATCTTAGT p.S174fs
XH_P44 2 186662034 186662034 Nonsense_Mutation INS - GGTTTTAGGTTCT - FSIP2 0172insGGTTTT391_I3392delinsWFX
XH_P44 2 186669373 186669373 Missense_Mutation SNP C A C FSIP2 c.C15340A p.P5114T
XH_P44 2 186669375 186669375 Nonsense_Mutation INS - ATTTTTTGAAC - FSIP2 _15343insATTTT114_H5115delinsPIFX
XH_P44 2 186670599 186670599 Frame_Shift_Ins INS - GTATCTTTATATG - FSIP2 16567insGTATCT p.E5522fs
XH_P44 2 186670601 186670601 Missense_Mutation SNP A T A FSIP2 c.A16568T p.N5523I
XH_P44 2 186673538 186673538 Frame_Shift_Ins INS - TTGTTGC - FSIP2 05_19506insTTG p.E6502fs
XH_P44 2 186673539 186673539 Frame_Shift_Ins INS - GTATG - FSIP2 506_19507insGT p.E6502fs
XH_P44 2 187702131 187702131 Frame_Shift_Ins INS - A - ZSWIM2 c.644_645insT p.S215fs
XH_P44 2 187702132 187702132 Nonsense_Mutation INS - GTGACGACTGCT - ZSWIM2 sAATAAGCAGTCS215_K216delinsKX
XH_P44 2 189872811 189872811 Frame_Shift_Ins INS - AGGAGTGAAGG - COL3A1 _3469insAGGAGT p.H1156fs
XH_P44 2 189931473 189931473 Frame_Shift_Ins INS - CATGGTATTCAGG - COL5A2 1437insCCTGAAT p.A479fs
XH_P44 2 190339992 190339992 Nonsense_Mutation INS - AAGTACACTTTAA - WDR75 GTTACTAAGTACA81_S782delinsEFCYX
XH_P44 2 190618880 190618880 In_Frame_Ins INS - AGACCTTGACCTT - OSGEPL1 nsCACAAGGTCA267delinsNTRSRSW
XH_P44 2 191301163 191301163 Frame_Shift_Ins INS - GGAATAGCAGAT - MFSD6 09insAGGAATAG p.L136fs
XH_P44 2 196723474 196723474 In_Frame_Ins INS - CGAATGAACAAG - DNAH7 nsCATAGCTTGTT2597delinsSIACSFAI
XH_P44 2 196729425 196729425 Frame_Shift_Ins INS - TG - DNAH7 .6953_6954insC p.F2318fs
XH_P44 2 196729426 196729426 Frame_Shift_Ins INS - AGATTTAAAAGTG - DNAH7 6953insCACTTTT p.F2318fs
XH_P44 2 196737189 196737189 In_Frame_Ins INS - TGAAATGGGATT - DNAH7 TCACATAATCCCA40delinsFSHNPISITGK
XH_P44 2 197541453 197541453 Nonsense_Mutation INS - AGAGTCTTTATTT - CCDC150 439insCAGAGTCE480delinsAESLFX
XH_P44 2 197565845 197565845 Nonsense_Mutation INS - TTTTGTATATTAA - CCDC150 GTTGGTTTTGTA46delinsSLLVLYINFFCX
XH_P44 2 197565847 197565847 Missense_Mutation SNP G T G CCDC150 c.G1638T p.K546N
XH_P44 2 197631417 197631417 Nonsense_Mutation INS - CACTTCATTTCAT - GTF3C3 10insAGATGAAAL804_S805delinsRX
XH_P44 2 198404835 198404835 In_Frame_Ins INS - TAATTTGGAAAT - HSPE1-MOB4 sGAAGTAATTTGG54delinsREVIWKYL
XH_P44 2 198404836 198404836 Frame_Shift_Ins INS - CA - HSPE1-MOB4 c.163_164insCA p.Q55fs
XH_P44 2 200136960 200136960 Nonsense_Mutation INS - CAGGATACACCT - SATB2 176insTAGGTGTA726_P727delinsX
XH_P44 2 200213702 200213702 Frame_Shift_Ins INS - G - SATB2 c.894_895insC p.S299fs
XH_P44 2 200213704 200213704 In_Frame_Ins INS - TTGAGATAG - SATB2 2_893insCTATCTp.L298delinsPISI
XH_P44 2 202356291 202356291 Frame_Shift_Ins INS - A - C2CD6 c.4772_4773insT p.K1591fs
XH_P44 2 202357813 202357813 Nonsense_Mutation INS - GGACATATCACC - C2CD6 51insTTGGTGAT4_S1085delinsLGDMSX
XH_P44 2 202358613 202358613 In_Frame_Ins INS - ATGAAGAAAATG - C2CD6 nsTCAGCATTTTC817delinsDQHFLHEI
XH_P44 2 203061655 203061655 Missense_Mutation SNP T A T KIAA2012 c.T3320A p.L1107Q
XH_P44 2 203061657 203061657 Frame_Shift_Ins INS - GATCATTTTT - KIAA2012 2_3323insGATCA p.E1108fs
XH_P44 2 203142698 203142698 Nonsense_Mutation INS - TAGGCTAGTAAT - NOP58 9insGTTAGGCTAF50_Q51delinsCX
XH_P44 2 203142701 203142702 Frame_Shift_Del DEL CA - CA NOP58 c.151_152del p.Q51fs
XH_P44 2 204037552 204037552 Frame_Shift_Ins INS - TTTTTTCCCTGTT - NBEAL1 13insTATTTTTTC p.K2071fs
XH_P44 2 204231683 204231683 Frame_Shift_Ins INS - AAACCAAACTA - ABI2 _202insAAACCAA p.T67fs
XH_P44 2 204305023 204305023 In_Frame_Ins INS - AAACTCAAT - RAPH1 9_2890insATTGAp.S964delinsIEFS



XH_P44 2 204313554 204313554 Nonsense_Mutation INS - GTGCCTACGTTTT - RAPH1 9insTGAAAAACG473delinsPEKRRHX
XH_P44 2 204735538 204735538 Frame_Shift_Ins INS - T - CTLA4 c.339_340insT p.N113fs
XH_P44 2 204735539 204735539 Frame_Shift_Ins INS - ATGCTCCT - CTLA4 40_341insATGCT p.L114fs
XH_P44 2 206869261 206869261 Missense_Mutation SNP A T A INO80D c.T2915A p.L972H
XH_P44 2 206869263 206869263 In_Frame_Ins INS - CTG - INO80D 2912_2913insCAp.Q971delinsHR
XH_P44 2 206874445 206874445 Nonsense_Mutation INS - GAAACCATTTAGT - INO80D 6insTATACTAAAT539_P540delinsIYX
XH_P44 2 207012543 207012543 Frame_Shift_Ins INS - A - NDUFS1 c.20_21insT p.E7fs
XH_P44 2 207012544 207012544 Frame_Shift_Ins INS - GGCCATTGGTAAA - NDUFS1 nsTCTTTACCAAT p.E7fs
XH_P44 2 207169695 207169695 Frame_Shift_Ins INS - AAATGCACCA - ZDBF2 _444insAAATGC p.P148fs
XH_P44 2 207170172 207170172 Frame_Shift_Ins INS - TGCTGGT - ZDBF2 20_921insTGCTG p.A307fs
XH_P44 2 207170173 207170173 Silent SNP A G A ZDBF2 c.A921G p.A307A
XH_P44 2 207170958 207170958 In_Frame_Ins INS - TAATATGCCTTGC - ZDBF2 7insGCTAATATGS569delinsRLICLAF
XH_P44 2 207171648 207171648 Nonsense_Mutation INS - TTTACTTCATCCAA - ZDBF2 insAGATTTACTTY799_S800delinsX
XH_P44 2 207172048 207172048 Nonsense_Mutation INS - CTTTAACAGCTAC - ZDBF2 TTACTTCTTTAAC32_D933delinsELLLX
XH_P44 2 207173160 207173160 In_Frame_Ins INS - TCTTTAACGGTTT - ZDBF2 sTTATTTCTTTAAC303delinsAYFFNGFSQ
XH_P44 2 207175330 207175330 Nonsense_Mutation INS - ATTTTTCTTTTCAT - ZDBF2 CTAATTATTTTTC026_F2027delinsPLVX
XH_P44 2 207527702 207527702 Nonsense_Mutation INS - TGTAGCAGTGCTC - DYTN sATTCAGAGCACT0_E521delinsIQSTATYX
XH_P44 2 207564611 207564611 Frame_Shift_Ins INS - TGATTTCCTGG - DYTN _559insCCAGGAA p.L187fs
XH_P44 2 208420432 208420432 In_Frame_Ins INS - CTTATTCAAATT - CREB1 _74insCTTATTCA.M25delinsTYSNL
XH_P44 2 209113237 209113237 Frame_Shift_Ins INS - AAGCAAGGTA - IDH1 9_270insTACCTT p.Q90fs
XH_P44 2 209113239 209113239 In_Frame_Ins INS - ATGCATATATGTA - IDH1 AGTTATACATATA0delinsYTVIHICISQFQ
XH_P44 2 209136308 209136308 Nonsense_Mutation INS - AACTATGATCTGA - PIKFYVE 66insAACTATGAT22_S23delinsTTMIX
XH_P44 2 209215666 209215666 Nonsense_Mutation INS - ACTTAAGTTTCTT - PIKFYVE 607insCACTTAAG869_E1870delinsTTX
XH_P44 2 209308238 209308238 In_Frame_Ins INS - GAT - PTH2R c.342_343insGATp.A114delinsAD
XH_P44 2 209308240 209308240 Nonsense_Mutation INS - TTATATGATATA - PTH2R GTCCTTTATATGA115delinsTQVLYMIX
XH_P44 2 210557643 210557643 Frame_Shift_Ins INS - GTCCTTTTTA - MAP2 9_750insGTCCTT p.I250fs
XH_P44 2 210557645 210557645 Missense_Mutation SNP G C G MAP2 c.G751C p.D251H
XH_P44 2 210558441 210558441 Frame_Shift_Ins INS - CATAACATGTTCT - MAP2 TTTCCCCATAACA p.T516fs
XH_P44 2 210558981 210558981 In_Frame_Ins INS - CATGGACACTTTC - MAP2 8insCTCATGGAC696delinsDSWTLSL
XH_P44 2 210560371 210560371 Frame_Shift_Ins INS - GCCTCCTGCGGTG - MAP2 3478insGCCTCCT p.S1159fs
XH_P44 2 211302592 211302592 Frame_Shift_Ins INS - AGGTACTGTGTG - LANCL1 AAATACACACAG p.S232fs
XH_P44 2 211515128 211515128 In_Frame_Ins INS - AAGTGTAGGGGG - CPS1 sGGTAAAGTGTA698delinsKVKCRGSV
XH_P44 2 214013348 214013348 Frame_Shift_Ins INS - ATTTCACCTTTGAA - IKZF2 CATTCAAAGGTG p.E2fs
XH_P44 2 215815791 215815791 Nonsense_Mutation INS - ATTATTGGCCAG - ABCA12 CTGTACCTGGCC1904delinsLYLANNX
XH_P44 2 215865528 215865528 Frame_Shift_Ins INS - ATGATGGTAAAG - ABCA12 insAACACTTTAC p.S709fs
XH_P44 2 216240409 216240409 Nonsense_Mutation INS - TCAGATTCTTTTA - FN1 sACACTTAAAAGA93_Y1794delinsTLKRIX
XH_P44 2 216273137 216273137 In_Frame_Ins INS - TATGTTAATCTTA - FN1 312insTTAAGATT.T771delinsIKINIA
XH_P44 2 216930200 216930200 Nonsense_Mutation INS - ACATGTCTTTATTT - PECR CTCTAAATAAAGV87_N88delinsISKX
XH_P44 2 217315777 217315777 Frame_Shift_Ins INS - AAACAAATGAGAA - SMARCAL1 1insTAAAACAAA p.K687fs
XH_P44 2 219330831 219330831 Nonsense_Mutation INS - AACTAATGTGTT - USP37 AGTGCTCAACACA_Q791delinsHSKCSTHX
XH_P44 2 219452396 219452396 In_Frame_Ins INS - GATTCACACTCGT - CNOT9 19insAGATTCACAS173delinsSDSHSY
XH_P44 2 219494349 219494349 Frame_Shift_Ins INS - GCTACATCTGCAT - PLCD4 1083insGCTACAT p.K361fs
XH_P44 2 219604884 219604884 Frame_Shift_Ins INS - ACAGTTAGATTC - TTLL4 92insTCACAGTT p.E531fs
XH_P44 2 220037510 220037510 Frame_Shift_Ins INS - AAGTCTTTCGTTT - CNPPD1 1031insAAACGAA p.R344fs
XH_P44 2 222347338 222347338 Frame_Shift_Ins INS - AAAATAATGAATT - EPHA4 TATTATAATTCAT p.P300fs
XH_P44 2 223484450 223484450 Nonsense_Mutation INS - TTCATACTGGGTT - FARSB AGTAAGAACCCAQ420_E421delinsKX
XH_P44 2 225376133 225376133 Frame_Shift_Ins INS - CA - CUL3 c.622_623insTG p.K208fs
XH_P44 2 225376134 225376134 Nonsense_Mutation INS - TTTACATTTAATC - CUL3 622insGATTAAATK208_T209delinsDX
XH_P44 2 225710346 225710346 In_Frame_Ins INS - ATAAATAGCATTA - DOCK10 nsACAATAATGC744delinsHNNAIYYL
XH_P44 2 225740758 225740758 In_Frame_Ins INS - AAATGATGTTGGG - DOCK10 10insTCCCAACATL304delinsSQHHLL
XH_P44 2 225740760 225740760 Missense_Mutation SNP C T C DOCK10 c.G908A p.G303D
XH_P44 2 227906867 227906867 Frame_Shift_Ins INS - TCTTTCTTTCTTTC - COL4A4 AGAAAGAAAGAA p.K1168fs
XH_P44 2 228399742 228399742 Splice_Site INS - TTCCAAATCATTA - AGFG1 . .
XH_P44 2 228883492 228883492 Frame_Shift_Ins INS - CAACAATCTTG - SPHKAP _2078insCAAGAT p.N693fs
XH_P44 2 228884154 228884154 Frame_Shift_Ins INS - GTACTCCTTTCCAT - SPHKAP AGCAGATGGAAA p.E472fs
XH_P44 2 230636313 230636313 Frame_Shift_Ins INS - AGCAAGGAAGAA - TRIP12 4695insATTCTTC p.S1565fs
XH_P44 2 230638979 230638979 Splice_Site INS - GAGTGCACATAT - TRIP12 . .
XH_P44 2 230662472 230662472 Missense_Mutation SNP A T A TRIP12 c.T2523A p.D841E
XH_P44 2 230724165 230724165 Frame_Shift_Ins INS - CA - TRIP12 c.223_224insTG p.S75fs
XH_P44 2 230724166 230724166 In_Frame_Ins INS - CAACAA - TRIP12 222_223insTTGT p.S75delinsLLS
XH_P44 2 231077649 231077649 Frame_Shift_Ins INS - ATCCCAGCATCTT - SP110 410insAAGATGCT p.L137fs
XH_P44 2 231157498 231157498 Frame_Shift_Ins INS - AAATCCCC - SP140 21_1622insAAAT p.M541fs
XH_P44 2 231314912 231314912 Frame_Shift_Ins INS - CTCTTACTTTCTC - SP100 sTCTCTCTCTTACT p.Q229fs
XH_P44 2 231338148 231338148 Missense_Mutation SNP C A C SP100 c.C1539A p.D513E
XH_P44 2 231338149 231338149 Frame_Shift_Ins INS - TCTCTTTTTCTTT - SP100 _1541insTCTCTTT p.M514fs
XH_P44 2 231379899 231379899 Frame_Shift_Ins INS - CAGC - SP100 2184_2185insCA p.A728fs
XH_P44 2 231379901 231379901 Frame_Shift_Ins INS - GGTAC - SP100 186_2187insGGT p.K729fs
XH_P44 2 232028367 232028367 In_Frame_Ins INS - TTAATCTCTGTG - PSMD1 sCTTTTCTTAATCT803delinsTFLNLCAFE
XH_P44 2 233659607 233659607 Frame_Shift_Ins INS - AAGC - GIGYF2 1414_1415insAA p.V472fs
XH_P44 2 233659608 233659608 Frame_Shift_Ins INS - AC - GIGYF2 .1415_1416insA p.V472fs
XH_P44 2 234421232 234421232 Frame_Shift_Ins INS - AGGTATCTTA - USP40 2_2453insTAAGA p.G818fs
XH_P44 2 234421234 234421234 Missense_Mutation SNP A C A USP40 c.T2451G p.N817K
XH_P44 2 234526800 234526800 Frame_Shift_Ins INS - GTATGAGGTTGA - UGT1A8 AGAGTGTATGAG p.P149fs
XH_P44 2 234545987 234545987 Silent SNP T G T UGT1A10 c.T819G p.G273G
XH_P44 2 234545988 234545988 In_Frame_Ins INS - TAGGAAAGAGGA - UGT1A10 nsACATAGGAAAG274delinsDIGKRSS
XH_P44 2 234628017 234628017 Frame_Shift_Ins INS - C - UGT1A4 c.552dupC p.G184fs
XH_P44 2 234628019 234628019 Missense_Mutation SNP A T A UGT1A4 c.A553T p.T185S
XH_P44 2 234638386 234638386 Frame_Shift_Ins INS - CAAAG - UGT1A3 614_615insCAAA p.M205fs
XH_P44 2 234638388 234638388 Nonsense_Mutation INS - AGTAG - UGT1A3 616_617insAGTAT206_F207delinsKX
XH_P44 2 234713188 234713188 Missense_Mutation SNP A C A MROH2A c.A1948C p.I650L
XH_P44 2 234713189 234713189 Frame_Shift_Ins INS - CAACCAGTTC - MROH2A 9_1950insCAACC p.I650fs
XH_P44 2 234750781 234750781 In_Frame_Ins INS - AGA - HJURP c.389_390insTCTp.W130delinsCL
XH_P44 2 234750783 234750783 Missense_Mutation SNP A G A HJURP c.T388C p.W130R
XH_P44 2 237489923 237489923 Nonsense_Mutation INS - CTTCAGGTAGTAG - ACKR3 816insCTTCAGGT272_L273delinsVFRX
XH_P44 2 238247736 238247736 Nonsense_Mutation INS - TCAGTTAGCTTTT - COL6A3 ATGGCAAAAGCT23_D2224delinsHGKSX
XH_P44 2 240985350 240985350 Missense_Mutation SNP A G A OR6B3 c.T140C p.L47P
XH_P44 2 240985351 240985351 In_Frame_Ins INS - CTTCTCCTTTGT - OR6B3 139insACAAAGGp.L47delinsTKEKL
XH_P44 2 241066247 241066247 In_Frame_Ins INS - CAT - COPS9 c.491_492insATGp.P164delinsPW
XH_P44 2 241066248 241066248 Frame_Shift_Ins INS - CATA - COPS9 .490_491insTAT p.P164fs
XH_P44 2 242194575 242194575 Splice_Site INS - GTTTGAC - HDLBP . .
XH_P44 2 242594006 242594006 In_Frame_Ins INS - TTTTTTTTTTTTTTT - ATG4B ATCTTTTTTTTTTT10delinsRIFFFFFFLN
XH_P44 3 361545 361545 Frame_Shift_Ins INS - TTTTTTTTTTTTTT - CHL1 7insTTTTTTTTTTT p.S29fs
XH_P44 3 3214549 3214549 Nonsense_Mutation INS - GAGCCTTCATATT - CRBN nsCAAAATATGAA145_E146delinsDKIX
XH_P44 3 7620422 7620422 In_Frame_Ins INS - TACATGGTAGTGT - GRM7 830insTTACATGGA610delinsAYMVVC
XH_P44 3 8578942 8578942 Frame_Shift_Ins INS - TTGGG - LMCD1 203_204insTTGG p.K68fs
XH_P44 3 8578944 8578944 In_Frame_Ins INS - CTGCAT - LMCD1 205_206insCTGC p.I69delinsTAF
XH_P44 3 8981258 8981258 Frame_Shift_Ins INS - ATCCCTCTCCTCT - RAD18 nsACAGAGGAGA p.E228fs
XH_P44 3 10123061 10123061 In_Frame_Ins INS - CACAATGAACAA - FANCD2 nsAAAACACAATG046delinsEKHNEQFL



XH_P44 3 10146359 10146359 In_Frame_Ins INS - AAAATCATTAGCA - FANCD2OS sTCCCTGCTAATGK34delinsSLLMILQK
XH_P44 3 10312552 10312552 Frame_Shift_Ins INS - AGGGAGCTGGA - TATDN2 _1687insAGGGAG p.G562fs
XH_P44 3 10428197 10428197 Splice_Site INS - ACCCT - ATP2B2 . .
XH_P44 3 12421380 12421380 Frame_Shift_Ins INS - AGAACATAACCA - PPARG 7insAAAGAACATA p.D59fs
XH_P44 3 12641888 12641888 Nonsense_Mutation INS - CCTGCCAATTAG - RAF1 861insCTAATTGGp.S287delinsSX
XH_P44 3 12641890 12641890 Missense_Mutation SNP A G A RAF1 c.T859C p.S287P
XH_P44 3 15604996 15604996 Frame_Shift_Ins INS - TACCAAACAGAA - HACL1 AGGGTGTTCTGT p.F443fs
XH_P44 3 16640098 16640098 Frame_Shift_Ins INS - GGCC - DAZL c.70_71insGGCC p.A24fs
XH_P44 3 16640100 16640100 Silent SNP A T A DAZL c.T69A p.T23T
XH_P44 3 19295357 19295357 Frame_Shift_Ins INS - G - KCNH8 c.288_289insG p.E96fs
XH_P44 3 19295359 19295359 Frame_Shift_Ins INS - ACTCAGCAAC - KCNH8 0_291insACTCAG p.I97fs
XH_P44 3 19926070 19926070 Frame_Shift_Ins INS - TGTCCTCTGTCTG - EFHB nsGGACAGACAG p.N657fs
XH_P44 3 21706428 21706428 Frame_Shift_Ins INS - AAAAGAGATTCG - ZNF385D nsGGATCGAATC p.F39fs
XH_P44 3 25778885 25778885 Frame_Shift_Ins INS - GT - NGLY1 c.942_943insAC p.C315fs
XH_P44 3 25778886 25778886 Frame_Shift_Ins INS - ATACCAACCTTCCA - NGLY1 sACCTGGAAGGT p.N314fs
XH_P44 3 25833226 25833226 Nonsense_Mutation INS - A - OXSM c.715_716insA C239_I240delinsX
XH_P44 3 25833227 25833227 In_Frame_Ins INS - AAAAAATGGGCT - OXSM sGGACAAAAAATG39delinsWDKKWANF
XH_P44 3 27233665 27233665 Frame_Shift_Ins INS - ATAGTTACATGCA - NEK10 AATATTGCATGT p.M99fs
XH_P44 3 27418299 27418299 Frame_Shift_Ins INS - AGTGGCAA - SLC4A7 28_3229insTTGC p.D1077fs
XH_P44 3 27460052 27460052 Frame_Shift_Ins INS - AACTATGAACATG - SLC4A7 1200insCATGTTC p.D400fs
XH_P44 3 27473146 27473146 Frame_Shift_Ins INS - CCAGAACTACTG - SLC4A7 93insCCAGTAGT p.A265fs
XH_P44 3 32483407 32483407 In_Frame_Ins INS - CTGCTATTAATAC - CMTM7 insAACTGCTATTV79delinsELLLIQL
XH_P44 3 32737292 32737292 In_Frame_Ins INS - ACCACGTTT - CNOT10 5_176insACCACGp.L59delinsHHVL
XH_P44 3 33894176 33894176 Nonsense_Mutation INS - AACAAAAAAGAC - PDCD6IP 4insCTAAACAAAAT618_K619delinsTX
XH_P44 3 33905541 33905541 Frame_Shift_Ins INS - AAAAC - PDCD6IP 179_2180insAAA p.I727fs
XH_P44 3 33905542 33905542 In_Frame_Ins INS - CTAGATCTACAAT - PDCD6IP nsAAAACTAGATC727delinsIKLDLQYD
XH_P44 3 36874666 36874666 Frame_Shift_Ins INS - AGGATGAAAACT - TRANK1 276insACAGTTTT p.P2092fs
XH_P44 3 37034060 37034060 Frame_Shift_Ins INS - TTGGAATGTCATT - EPM2AIP1 TAATGAATGACAT p.R170fs
XH_P44 3 37105245 37105245 Frame_Shift_Ins INS - TTAAGGAG - LRRFIP2 73_774insCTCCT p.E258fs
XH_P44 3 37105247 37105247 Nonsense_Mutation INS - ATATAGT - LRRFIP2 71_772insACTAT258_L259delinsTIX
XH_P44 3 37366354 37366354 Frame_Shift_Ins INS - TTTCCATCTTTTTT - GOLGA4 nsACTTTTTCCAT p.S993fs
XH_P44 3 37366627 37366627 Frame_Shift_Ins INS - TTTTTGGTTTGTTT - GOLGA4 1insTTCTTTTTGG p.G1084fs
XH_P44 3 37368728 37368728 Frame_Shift_Ins INS - TGGGTACAATTA - GOLGA4 52insTCTGGGTA p.E1784fs
XH_P44 3 38168106 38168106 In_Frame_Ins INS - AGGAAA - ACAA1 612_613insTTTCp.R205delinsFPR
XH_P44 3 38287706 38287706 Frame_Shift_Ins INS - AGTGTTGCTTAA - OXSR1 sCACACAGTGTT p.T417fs
XH_P44 3 38548445 38548445 Nonsense_Mutation INS - TGCATTTGAGAA - EXOG 2insACTGCATTTG61_V162delinsNCIX
XH_P44 3 38548447 38548447 In_Frame_Ins INS - AACAAGAACATG - EXOG 484insAACAAGAI161delinsINKNM
XH_P44 3 38592323 38592323 Missense_Mutation SNP C T C SCN5A c.G5486A p.R1829H
XH_P44 3 38988380 38988380 Frame_Shift_Ins INS - CTGGG - SCN11A 285_286insCCCA p.R96fs
XH_P44 3 38988382 38988382 Frame_Shift_Ins INS - CCTA - SCN11A .283_284insTAG p.N95fs
XH_P44 3 39107362 39107362 Nonsense_Mutation INS - ACTGAAAGCTTA - WDR48 51insTACTGAAA84_C85delinsLLKAX
XH_P44 3 39111231 39111231 Frame_Shift_Ins INS - A - WDR48 c.422_423insA p.T141fs
XH_P44 3 39111232 39111232 Frame_Shift_Ins INS - CCTCTTTATCTTGT - WDR48 424insCCTCTTTA p.T141fs
XH_P44 3 39431961 39431961 Frame_Shift_Ins INS - ACACAAAACA - SLC25A38 _240insACACAA p.T80fs
XH_P44 3 39431962 39431962 In_Frame_Ins INS - ACAATA - SLC25A38 240_241insACAA p.T80delinsTTI
XH_P44 3 40208370 40208370 Missense_Mutation SNP T A T MYRIP c.T23A p.L8Q
XH_P44 3 40208371 40208371 Frame_Shift_Ins INS - AAATTCCT - MYRIP 24_25insAAATTC p.L8fs
XH_P44 3 41795922 41795922 Nonsense_Mutation INS - AATATTTCACC - ULK4 _1346insGGTGAAK449_A450delinsRX
XH_P44 3 41996208 41996208 Missense_Mutation SNP T C T ULK4 c.A44G p.K15R
XH_P44 3 41996210 41996210 In_Frame_Ins INS - ATGAGTAATAAA - ULK4 ATATGTTTATTACS14delinsRYVYYSLF
XH_P44 3 42679833 42679833 In_Frame_Ins INS - AAGATGATCTGC - NKTR AATCTAAAGATG79delinsNNLKMICSR
XH_P44 3 42680288 42680288 Frame_Shift_Ins INS - CTTTGATGTGAAT - NKTR 3093insCTTTGAT p.D1031fs
XH_P44 3 42681107 42681107 Missense_Mutation SNP G C G NKTR c.G3911C p.S1304T
XH_P44 3 42681108 42681108 In_Frame_Ins INS - TCTTCC - NKTR 912_3913insTCTp.S1304delinsSSS
XH_P44 3 43381847 43381847 Frame_Shift_Ins INS - AATTAACTATAGG - SNRK 3insAGAATTAACT p.P61fs
XH_P44 3 44286392 44286392 Frame_Shift_Ins INS - TAGAGGACTGTA - TOPAZ1 395insCTAGAGG p.V798fs
XH_P44 3 44346806 44346806 In_Frame_Ins INS - TTTCTGGCTATA - TOPAZ1 _4033insTTTCTGA1344delinsAFLAI
XH_P44 3 44449077 44449077 In_Frame_Ins INS - GGCCAAATTATAC - TCAIM 5insAAGGCCAAA465delinsQRPNYTF
XH_P44 3 44490085 44490085 Frame_Shift_Ins INS - ATCAGAGAATTCA - ZNF445 78insTATGAATTC p.R360fs
XH_P44 3 44636043 44636043 Frame_Shift_Ins INS - GTGAGTACTTTAT - ZNF660 CTTCTGTGAGTA p.H120fs
XH_P44 3 44763426 44763426 Nonsense_Mutation INS - AATAAGGTGTGT - ZNF502 ATGATGAATAAGGp.H373delinsLX
XH_P44 3 44795062 44795062 Frame_Shift_Ins INS - AAAAATAGTAGC - KIAA1143 291insGGCTACTA p.K97fs
XH_P44 3 44986759 44986759 Frame_Shift_Ins INS - AATTTTTGGTCAA - ZDHHC3 ATTTATTGACCAA p.T111fs
XH_P44 3 45127465 45127465 Silent SNP G T G CDCP1 c.C2176A p.R726R
XH_P44 3 46063154 46063154 Frame_Shift_Ins INS - AACCTCTTCTT - XCR1 _286insAAGAAGA p.V96fs
XH_P44 3 46245155 46245155 In_Frame_Ins INS - GCAGACATT - CCR1 9_650insAATGTCp.I217delinsKCLL
XH_P44 3 46245578 46245578 Frame_Shift_Ins INS - TCTT - CCR1 .226_227insAAG p.L76fs
XH_P44 3 46245580 46245580 Frame_Shift_Ins INS - C - CCR1 c.224_225insG p.N75fs
XH_P44 3 47125486 47125486 Frame_Shift_Ins INS - GAAAGGAGCCAA - SETD2 5652insCTTGGCT p.L1884fs
XH_P44 3 47165487 47165487 Frame_Shift_Ins INS - ATTTCCTCAAAAA - SETD2 TTCTTTTTTTGAG p.A169fs
XH_P44 3 47727586 47727586 Frame_Shift_Ins INS - TTTGTTTGTTTGT - SMARCC1 ACAAAACAAACA p.T446fs
XH_P44 3 47957484 47957484 Frame_Shift_Ins INS - AACACCTT - MAP4 2_1833insAAGG p.Q611fs
XH_P44 3 47957721 47957721 In_Frame_Ins INS - CAA - MAP4 1595_1596insTTp.K532delinsNW
XH_P44 3 47957723 47957723 In_Frame_Ins INS - AAAGACATG - MAP4 3_1594insCATGT.K532delinsHVFK
XH_P44 3 48491576 48491576 Missense_Mutation SNP G T G ATRIP c.G102T p.K34N
XH_P44 3 48491577 48491577 Splice_Site INS - AAAATACCCACTT - ATRIP . .
XH_P44 3 48697796 48697796 Nonsense_Mutation INS - GATCACTGCTA - CELSR3 _2272insTAGCAGM758_K759delinsX
XH_P44 3 49139679 49139679 In_Frame_Ins INS - TTGTTCCCTTTG - QARS 557insCAAAGGGE186delinsAKGTK
XH_P44 3 49308675 49308675 Frame_Shift_Ins INS - TTTTGAATTCCATT - C3orf62 2insCAATGGAAT p.T248fs
XH_P44 3 49413019 49413019 Frame_Shift_Ins INS - CTTTTCATAACAA - RHOA TCAGTTGTTATG p.A2fs
XH_P44 3 49721577 49721577 In_Frame_Ins INS - ATGTGTCAGTGA - MST1 _2062insTCACTG V688delinsSLTHV
XH_P44 3 50005731 50005731 Nonsense_Mutation INS - TAAATCCCTTCCC - RBM6 sCTGATAAATCCC1_I292delinsNLINPFPX
XH_P44 3 50129611 50129611 In_Frame_Ins INS - ATCCAAATA - RBM5 3_154insATCCAAp.Y51delinsYIQI
XH_P44 3 50129612 50129612 Nonsense_Mutation INS - AAAGTGTTAAAA - RBM5 insTTTAAAGTGT p.D52delinsVX
XH_P44 3 51392352 51392352 Frame_Shift_Ins INS - T - DOCK3 c.4148dupT p.L1383fs
XH_P44 3 51436239 51436239 Nonsense_Mutation INS - CAAAAATGACAA - DCAF1 GTCCCTGTTGTCA360_D1361delinsSX
XH_P44 3 51455650 51455650 Frame_Shift_Ins INS - CTATGTATTTTCC - DCAF1 sACATGGGAAAA p.D1011fs
XH_P44 3 51667735 51667735 Frame_Shift_Ins INS - ACAGAAAAGGATT - RAD54L2 AAAAACAGAAAA p.F323fs
XH_P44 3 52595959 52595959 Frame_Shift_Ins INS - ATGAACTTTTATT - PBRM1 112insAAATAAA p.S1371fs
XH_P44 3 52668801 52668801 Missense_Mutation SNP G A G PBRM1 c.C1118T p.A373V
XH_P44 3 52668802 52668802 Nonsense_Mutation INS - ATTCAGTATAATT - PBRM1 insATAAAATTAT 73_E374delinsIKLYX
XH_P44 3 52786176 52786176 Frame_Shift_Ins INS - AAGGACCAGG - NEK4 2_873insCCTGGT p.D291fs
XH_P44 3 52819126 52819126 In_Frame_Ins INS - ATTTTTTTTTTT - ITIH1 _611insATTTTTT.V204delinsDFFFF
XH_P44 3 52819128 52819128 Silent SNP C T C ITIH1 c.C612T p.V204V
XH_P44 3 52964958 52964958 In_Frame_Ins INS - GGA - SFMBT1 c.793_794insTCCp.K265delinsIQ
XH_P44 3 52964959 52964959 In_Frame_Ins INS - TTTTTTCCAGAGT - SFMBT1 insTCTACTCTGGK265delinsSTLEKTK
XH_P44 3 53126622 53126622 Frame_Shift_Ins INS - TTCTGATAATGTG - RFT1 1221insCACATTA p.V407fs
XH_P44 3 53326509 53326509 Frame_Shift_Ins INS - CAGAAACTCAGGT - DCP1A 6insCAACCTGAGT p.E166fs



XH_P44 3 53757876 53757876 In_Frame_Ins INS - CCGGTTGAAAAG - CACNA1D 1insAAACCGGTTG650delinsIKPVEKR
XH_P44 3 54786692 54786692 Frame_Shift_Ins INS - ATCTTTTAAACCA - CACNA2D3 insTTGATCTTTTA p.C412fs
XH_P44 3 56026106 56026106 Frame_Shift_Ins INS - GATTATATACTTC - ERC2 sCTGAAGAAGTA p.K745fs
XH_P44 3 56468770 56468770 In_Frame_Ins INS - TATTAAGACTTT - ERC2 _266insAAAGTCTp.A89delinsESLNT
XH_P44 3 56681112 56681112 Frame_Shift_Ins INS - AATCCCATATTGA - FAM208A nsAGTATCAATAT p.H155fs
XH_P44 3 57135325 57135325 Missense_Mutation SNP C T C IL17RD c.G1046A p.R349K
XH_P44 3 57135326 57135326 Missense_Mutation SNP T C T IL17RD c.A1045G p.R349G
XH_P44 3 57282380 57282380 Splice_Site INS - GCGGCATGGGTG - APPL1 . .
XH_P44 3 57545602 57545602 Frame_Shift_Ins INS - CCAAGGCTACTG - PDE12 TGTGAGCCAAGG p.L567fs
XH_P44 3 58395877 58395877 Missense_Mutation SNP A C A PXK c.A1045C p.N349H
XH_P44 3 58395878 58395878 Frame_Shift_Ins INS - TGTGTTTATTCTT - PXK CTTCACTGTGTTT p.N349fs
XH_P44 3 58853662 58853662 Nonsense_Mutation INS - ATTAAATAGACAG - C3orf67 51insTACTGTCTA84_A285delinsVLSIX
XH_P44 3 58853664 58853664 Splice_Site SNP T C T C3orf67 . .
XH_P44 3 64004528 64004528 Frame_Shift_Ins INS - T - PSMD6 c.568dupA p.M190fs
XH_P44 3 64004530 64004530 Nonsense_Mutation INS - TAGGGTTGATATT - PSMD6 ATCAAAAATATCAp.S189delinsRX
XH_P44 3 64527294 64527294 Nonsense_Mutation INS - TTCATGGGTTATT - ADAMTS9 116insAAATAAC1706_L1707delinsKX
XH_P44 3 64527559 64527559 Nonsense_Mutation INS - ATCACACCCTATT - ADAMTS9 CAAAAAATAGGGD1690delinsHKKX
XH_P44 3 64527561 64527561 Missense_Mutation SNP G T G ADAMTS9 c.C5066A p.T1689N
XH_P44 3 64608208 64608208 Frame_Shift_Ins INS - CACATTCTAGGTT - ADAMTS9 2360insAACCTAG p.M787fs
XH_P44 3 65347006 65347006 Frame_Shift_Ins INS - TTGCTTGCTTACG - MAGI1 insCCACGTAAGC p.D1168fs
XH_P44 3 65376967 65376967 Frame_Shift_Ins INS - TAAA - MAGI1 2265_2266insTT p.H756fs
XH_P44 3 65376968 65376968 Frame_Shift_Ins INS - TGGGTAA - MAGI1 64_2265insTTAC p.L755fs
XH_P44 3 69047229 69047229 Frame_Shift_Ins INS - AGGTATGTATGTG - EOGT 764insCACATACA p.N255fs
XH_P44 3 69097236 69097236 Frame_Shift_Ins INS - AAAAC - TMF1 619_620insGTTT p.M207fs
XH_P44 3 69097237 69097237 Frame_Shift_Ins INS - CACTGAG - TMF1 18_619insCTCAG p.M207fs
XH_P44 3 69153769 69153769 Frame_Shift_Ins INS - ACTCCCTCTCTTC - ARL6IP5 ATTACACTCCCTC p.I183fs
XH_P44 3 69168864 69168864 In_Frame_Ins INS - AGGTAAAGGGA - LMOD3 sCACAATCCCTTT214delinsSTIPLPVM
XH_P44 3 71021798 71021798 In_Frame_Ins INS - TTATGCTTATTGC - FOXP1 260insTGCAATAAH420delinsHAISIS
XH_P44 3 73114657 73114657 Nonsense_Mutation INS - TGTATTTTCAAAA - PPP4R2 TAAATTGTATTTT289_E290delinsMLLX
XH_P44 3 73114846 73114846 Frame_Shift_Ins INS - CTTCATTCACAGT - PPP4R2 057insTCTTCATTC p.V352fs
XH_P44 3 73657828 73657828 Frame_Shift_Ins INS - TGGGGGTG - PDZRN3 30_731insCACCC p.E244fs
XH_P44 3 73657829 73657829 Nonsense_Mutation INS - ATTTCTTTTT - PDZRN3 _730insAAAAAG244_T245delinsKKKX
XH_P44 3 74474003 74474003 Nonsense_Mutation INS - TTCTAAACAATCG - CNTN3 TGAGTCGATTGT49_S150delinsHESIVX
XH_P44 3 77651608 77651608 In_Frame_Ins INS - TCAATGCTACTAT - ROBO2 GTGAAGTCAATGC34delinsGSEVNATING
XH_P44 3 81695571 81695571 Frame_Shift_Ins INS - ATATAGAATGTC - GBE1 4insTGGACATTC p.Q252fs
XH_P44 3 87018085 87018085 Nonsense_Mutation INS - CTTTCA - VGLL3 591_592insTGAA p.A198delinsX
XH_P44 3 88040809 88040809 In_Frame_Ins INS - TCC - HTR1F c.910_911insTCC p.I304delinsIL
XH_P44 3 88040811 88040811 In_Frame_Ins INS - CTTGCT - HTR1F 912_913insCTTGp.I304delinsILA
XH_P44 3 93762074 93762074 In_Frame_Ins INS - TGTCTTTCTCCAT - ARL13B 94insCTGTCTTTC.S231delinsSLSFSI
XH_P44 3 93779978 93779978 Missense_Mutation SNP C A C DHFR2 c.G378T p.M126I
XH_P44 3 93779979 93779979 Frame_Shift_Ins INS - GTGTTTTCTGGTT - DHFR2 ACTTAAACCAGA p.M126fs
XH_P44 3 97251313 97251313 In_Frame_Ins INS - ATTAAACCGAACA - EPHA6 89insGATTAAACCF163delinsLIKPNT
XH_P44 3 97591027 97591027 Frame_Shift_Ins INS - GGTATTCACAG - CRYBG3 _990insGGTATTC p.N330fs
XH_P44 3 97592756 97592756 Nonsense_Mutation INS - ATTATGCTCATAT - CRYBG3 TTCTCTATTATGCC907delinsNQTSLLCSYLLX
XH_P44 3 97806600 97806600 Frame_Shift_Ins INS - A - OR5AC2 c.584_585insA p.S195fs
XH_P44 3 97806601 97806601 Frame_Shift_Ins INS - ACCAGGAGGAAG - OR5AC2 86insCACCAGGA p.S195fs
XH_P44 3 97868564 97868564 In_Frame_Ins INS - AGGAACAGGGG - OR5H14 6insCCAGGAACAC112delinsCQEQGY
XH_P44 3 98072914 98072914 Nonsense_Mutation INS - AA - OR5K4 c.217_218insAAp.C73_S74delinsX
XH_P44 3 98072915 98072915 Frame_Shift_Ins INS - GAGTGAT - OR5K4 18_219insGAGTG p.C73fs
XH_P44 3 98110028 98110028 In_Frame_Ins INS - AAAATAAAATTG - OR5K3 CAGAGAAAATAA73delinsQDRENKIVPY
XH_P44 3 98518569 98518569 Frame_Shift_Ins INS - CAGACGAA - DCBLD2 74_1975insTTCG p.G659fs
XH_P44 3 99649733 99649733 Nonsense_Mutation INS - CATCTAAAGG - FILIP1L 1_132insCCTTTAGS44_D45delinsSLX
XH_P44 3 99649735 99649735 Missense_Mutation SNP A G A FILIP1L c.T130C p.S44P
XH_P44 3 99891173 99891173 In_Frame_Ins INS - ATACAGGGACAG - CMSS1 nsTCTATACAGG 180delinsVLYRDRA
XH_P44 3 100092401 100092401 Frame_Shift_Ins INS - ATTTGTTTGGGTT - TOMM70 6insATGAACCCAA p.A439fs
XH_P44 3 100535606 100535606 Frame_Shift_Ins INS - TC - ABI3BP .2752_2753insG p.K918fs
XH_P44 3 100535608 100535608 In_Frame_Ins INS - TCAAATTATTTAA - ABI3BP nsCATGTTAAATA917delinsPMLNNLIL
XH_P44 3 100549434 100549434 Nonsense_Mutation INS - ATAACATTTTAAC - ABI3BP nsTGTGGTTAAA702_T703delinsCGX
XH_P44 3 100963584 100963584 In_Frame_Ins INS - AAACTAGTTTTAG - IMPG2 591insACTAAAACL531delinsTKTSFL
XH_P44 3 101062784 101062784 Frame_Shift_Ins INS - GC - SENP7 .1359_1360insG p.F454fs
XH_P44 3 101062785 101062785 Nonsense_Mutation INS - AGTATCTCAGGTT - SENP7 TATGCTAACCTGA53_F454delinsDMLTX
XH_P44 3 101384251 101384251 Frame_Shift_Ins INS - AAGTTGACCAACC - ZBTB11 1180insGGTTGGT p.S394fs
XH_P44 3 101481363 101481363 Frame_Shift_Ins INS - ATTTTATTTTTATT - CEP97 nsCCTTATTTTATT p.K559fs
XH_P44 3 101572587 101572587 In_Frame_Ins INS - CTGTATTCCAGAG - NFKBIZ nsAGGACTGTATT406delinsKGLYSRVG
XH_P44 3 107491806 107491806 Frame_Shift_Ins INS - TT - BBX c.1238_1239insT p.A413fs
XH_P44 3 107491807 107491807 Nonsense_Mutation INS - CTTCTGTAACCT - BBX _1240insCTTCTGp.A413delinsALLX
XH_P44 3 107492480 107492480 Frame_Shift_Ins INS - TTTTCTTCTCTCTT - BBX 1913insTTTTCTT p.R638fs
XH_P44 3 107517503 107517503 Frame_Shift_Ins INS - ATGTCTAAATTTC - BBX 479insCATGTCTA p.K493fs
XH_P44 3 108272543 108272543 In_Frame_Ins INS - TGA - KIAA1524 2358_2359insTCp.R787delinsSR
XH_P44 3 108272544 108272544 Frame_Shift_Ins INS - ATAA - KIAA1524 2357_2358insTT p.Q786fs
XH_P44 3 108366895 108366895 Frame_Shift_Ins INS - AAAA - DZIP3 1898_1899insAA p.I633fs
XH_P44 3 108366896 108366896 Frame_Shift_Ins INS - TATCTTACTCTTTT - DZIP3 900insATATCTTA p.I633fs
XH_P44 3 108688528 108688528 Frame_Shift_Ins INS - GTAGGACTGTAT - MORC1 nsTCAAGATACAG p.M864fs
XH_P44 3 111356984 111356984 Frame_Shift_Ins INS - AAAATTTCCTATT - CD96 47insATAAAATTT p.G482fs
XH_P44 3 111604101 111604101 Frame_Shift_Ins INS - CTTACATAAGGA - PHLDB2 GTAGAACTTACAT p.A393fs
XH_P44 3 111835704 111835704 Silent SNP T C T C3orf52 c.T612C p.S204S
XH_P44 3 111835706 111835706 Frame_Shift_Ins INS - CCATCAC - C3orf52 14_615insCCATC p.L205fs
XH_P44 3 111842494 111842494 In_Frame_Ins INS - AGTTTTCCCATT - GCSAM 300insAATGGGAE100delinsEMGKL
XH_P44 3 112546473 112546473 Silent SNP G A G CD200R1L c.C171T p.I57I
XH_P44 3 113045448 113045448 Nonsense_Mutation INS - GCATATGATCTTA - CFAP44 4360insTAAGATC1454_N1455delinsX
XH_P44 3 113049228 113049228 Frame_Shift_Ins INS - TAAGGGGTGAA - CFAP44 _3903insTTCACC p.G1301fs
XH_P44 3 113166932 113166932 Frame_Shift_Ins INS - ATGGAGTGAGGA - SPICE1 nsTTTATTCCTCA p.S793fs
XH_P44 3 113172698 113172698 In_Frame_Ins INS - CATATGAATAAT - SPICE1 nsATAATATTATT586delinsNNIIHMCL
XH_P44 3 113376020 113376020 Frame_Shift_Ins INS - CAGCAAA - USF3 08_4509insTTTG p.H1503fs
XH_P44 3 113503279 113503279 Nonsense_Mutation INS - AGCTAAGGAAAA - ATP6V1A nsAGCAGCTAAGG140_L141delinsNSSX
XH_P44 3 113563465 113563465 Nonsense_Mutation INS - AAATGTTTAGAAG - GRAMD1C 144insAAATGTTT48_H49delinsLNVX
XH_P44 3 113563467 113563467 Nonsense_Mutation INS - GTTTTTGCTTCAAT - GRAMD1C ATACGTTTTTGCTp.H49delinsQX
XH_P44 3 113765579 113765579 Nonsense_Mutation INS - TGTTCTTAATTTC - CCDC191 30insGGAAATTAR44_V45delinsGNX
XH_P44 3 118649044 118649044 Frame_Shift_Ins INS - GTGTACTCTTTTA - IGSF11 131insTAAAAGAG p.C44fs
XH_P44 3 119099830 119099830 Frame_Shift_Ins INS - AGTTTCTGTTGGT - ARHGAP31 9insCAGTTTCTG p.Y143fs
XH_P44 3 120357322 120357322 In_Frame_Ins INS - CTTAATTTATAATG - HGD CTTTTCATTATAAA329delinsSFHYKLSSL
XH_P44 3 120424944 120424944 Nonsense_Mutation INS - TCTTCTTTTCTTCT - RABL3 CCATAGAAGAAAD96_L97delinsNPX
XH_P44 3 121192269 121192269 Frame_Shift_Ins INS - ATTAACACATTGG - POLQ sACAAACCAATGT p.T2157fs
XH_P44 3 121195436 121195436 Frame_Shift_Ins INS - AACCA - POLQ 355_6356insTGG p.Q2119fs
XH_P44 3 121195438 121195438 Nonsense_Mutation INS - GCTTTGGGAATAT - POLQ 54insGAATATTCC2118_Q2119delinsX
XH_P44 3 121208048 121208048 Frame_Shift_Ins INS - GATAGTTTCTATC - POLQ TATCCAGATAGA p.T1244fs
XH_P44 3 121228977 121228977 Frame_Shift_Ins INS - ATAGAGCCTGCT - POLQ TGTATGAGCAGG p.E575fs
XH_P44 3 121410016 121410016 Frame_Shift_Ins INS - AAACTTAACCAAC - GOLGB1 5insGCTGTTGGTT p.K2652fs



XH_P44 3 121413075 121413075 Frame_Shift_Ins INS - AGTACTGTGA - GOLGB1 4_6055insTCACA p.V2019fs
XH_P44 3 121415128 121415128 Frame_Shift_Ins INS - CA - GOLGB1 .4001_4002insT p.S1334fs
XH_P44 3 121415130 121415130 Frame_Shift_Ins INS - GAAAACAAAAGT - GOLGB1 0insGGAGACTTTT p.S1334fs
XH_P44 3 121417537 121417537 Frame_Shift_Ins INS - CG - GOLGB1 .1592_1593insC p.I531fs
XH_P44 3 121417538 121417538 Frame_Shift_Ins INS - GCTAAAC - GOLGB1 91_1592insGTTT p.I531fs
XH_P44 3 121647402 121647402 Frame_Shift_Ins INS - GGCAACACATAT - SLC15A2 TACAATGGCAAC p.Q416fs
XH_P44 3 122419658 122419658 In_Frame_Ins INS - TTCATGTTTTGTT - PARP14 CTCTATTTTCATGT3delinsSLYFHVLFNEV
XH_P44 3 122437793 122437793 In_Frame_Ins INS - ATTTCATCT - PARP14 5_4796insATTTC.T1599delinsNFIS
XH_P44 3 122437795 122437795 Silent SNP G T G PARP14 c.G4797T p.T1599T
XH_P44 3 123419020 123419020 Missense_Mutation SNP C T C MYLK c.G2767A p.A923T
XH_P44 3 123674897 123674897 Frame_Shift_Ins INS - CATACTATTCCTT - CCDC14 nsCCAAAGGAATA p.D123fs
XH_P44 3 124376643 124376643 Frame_Shift_Ins INS - TCATAAATCTGAT - KALRN GCCAGTCATAAAT p.I280fs
XH_P44 3 124854614 124854614 In_Frame_Ins INS - AGATATGGGCTTA - SLC12A8 sAAGCTAAGCCCA212delinsKAKPISKV
XH_P44 3 124896777 124896777 Frame_Shift_Ins INS - TTTGTAGGTGTGA - SLC12A8 432insTCACACCT p.S144fs
XH_P44 3 124952398 124952398 Frame_Shift_Ins INS - GAAGCGGTAT - ZNF148 1_1172insATACC p.V391fs
XH_P44 3 124952784 124952784 Splice_Site INS - T - ZNF148 . .
XH_P44 3 125032288 125032288 Nonsense_Mutation INS - ATAAGATATTAAA - ZNF148 197insTTTAATAT.E66_S67delinsVX
XH_P44 3 125032289 125032289 Frame_Shift_Ins INS - AGAAACATAATT - ZNF148 6insAAAATTATG p.E66fs
XH_P44 3 125170222 125170222 Frame_Shift_Ins INS - ATGTTTACCAATTT - SNX4 TAGAGAAATTGG p.K411fs
XH_P44 3 125769894 125769894 Splice_Site INS - CTTGGCTT - SLC41A3 . .
XH_P44 3 129155440 129155440 Nonsense_Mutation INS - CAAGCACTATTAA - MBD4 TAATGTTTAATAG_D350delinsDIMFNSAX
XH_P44 3 129156594 129156594 Frame_Shift_Ins INS - GAATGGTTAA - MBD4 3_304insTTAACC p.T102fs
XH_P44 3 129156595 129156595 Nonsense_Mutation INS - TGCATTTTAGTTA - MBD4 TAAATATAACTAA101_T102delinsNLX
XH_P44 3 129370327 129370327 Silent SNP T C T TMCC1 c.A1440G p.R480R
XH_P44 3 129547102 129547102 Frame_Shift_Ins INS - ACAGGAAG - TMCC1 19_120insCTTCC p.N40fs
XH_P44 3 129547103 129547103 Frame_Shift_Ins INS - C - TMCC1 c.118_119insG p.N40fs
XH_P44 3 130142736 130142736 Missense_Mutation SNP G A G COL6A5 c.G5155A p.G1719R
XH_P44 3 130142737 130142737 Frame_Shift_Ins INS - CCTCTTTGTGACA - COL6A5 5157insCCTCTTTG p.G1719fs
XH_P44 3 130447527 130447527 Frame_Shift_Ins INS - TTGATAGTATAGT - PIK3R4 sTACCAACTATAC p.E529fs
XH_P44 3 130694328 130694328 Nonsense_Mutation INS - AGATTAAATATTC - ATP2C1 insTGAAGATTAAL517_R518delinsLX
XH_P44 3 130799345 130799345 Frame_Shift_Ins INS - CTGTGTATCCTAC - NEK11 0insATCTGTGTAT p.L83fs
XH_P44 3 131306343 131306343 In_Frame_Ins INS - AAAACAGAAAGG - CPNE4 9insTAACCTTTCTA273delinsANLSVLL
XH_P44 3 131306345 131306345 Missense_Mutation SNP C A C CPNE4 c.G817T p.A273S
XH_P44 3 132182653 132182653 Nonsense_Mutation INS - TGCTAA - DNAJC13 884_1885insTGCp.L628delinsLCX
XH_P44 3 132182655 132182655 Nonsense_Mutation INS - TTAATATT - DNAJC13 86_1887insTTAAT629_N630delinsTX
XH_P44 3 132319273 132319273 Nonsense_Mutation INS - TTACTCAAACTTT - ACKR4 insGTTACTCAAAp.Y11_Y12delinsX
XH_P44 3 132390676 132390676 Nonsense_Mutation INS - TATTATTAAATTG - UBA5 TAAATATTATTAA22_S123delinsVSKYYX
XH_P44 3 132400801 132400801 Nonsense_Mutation INS - TAAAAGAATTTTC - NPHP3 TAATAGGAAAAT_T1317delinsYNRKILLNNX
XH_P44 3 132403632 132403632 Frame_Shift_Ins INS - CCCTTCTTTG - NPHP3 _3336insCAAAGA p.A1112fs
XH_P44 3 132403634 132403634 In_Frame_Ins INS - ATA - NPHP3 3333_3334insTAp.A1112delinsYA
XH_P44 3 135721961 135721961 Frame_Shift_Ins INS - G - PPP2R3A c.1621_1622insG p.N541fs
XH_P44 3 135722039 135722039 Frame_Shift_Ins INS - CAAATCCATTAA - PPP2R3A insATTCCAAATC p.V567fs
XH_P44 3 136323310 136323310 Nonsense_Mutation INS - GTATAAAGCAAT - STAG1 insTGTATTGCTTT46delinsTVLLYTX
XH_P44 3 136664617 136664617 In_Frame_Ins INS - GGCACACTAGGTT - NCK1 AATCTGGCACACT76delinsRIWHTRFSF
XH_P44 3 136664799 136664799 In_Frame_Ins INS - GCATTTCTCCATG - NCK1 sCACTGCATTTCT137delinsSLHFSMTI
XH_P44 3 139085930 139085930 Frame_Shift_Ins INS - CAAATGG - COPB2 02_1603insCCAT p.I535fs
XH_P44 3 139085932 139085932 In_Frame_Ins INS - TTTTGAGCAAGA - COPB2 1insCCCTCTTGCF534delinsSLLLKTF
XH_P44 3 141012004 141012004 Frame_Shift_Ins INS - AGTGACATCA - PXYLP1 _1401insAGTGA p.S467fs
XH_P44 3 141162496 141162496 Nonsense_Mutation INS - GTTTGGAGATTT - ZBTB38 7insATTGTTTGG422delinsFIVWRFX
XH_P44 3 141162498 141162498 Frame_Shift_Ins INS - G - ZBTB38 c.1268_1269insG p.T423fs
XH_P44 3 141274712 141274712 Missense_Mutation SNP G T G RASA2 c.G642T p.K214N
XH_P44 3 141274713 141274713 Nonsense_Mutation INS - AGCTTTAGGCATC - RASA2 sTATAAGCTTTAGp.K215delinsIX
XH_P44 3 141678682 141678682 Frame_Shift_Ins INS - TTGTTAAAACCTT - TFDP2 77insAAAGGTTT p.K159fs
XH_P44 3 142131493 142131493 Nonsense_Mutation INS - TGCATAAAAACTT - XRN1 6insTGGAAGTTTT6_E537delinsWKFLCTX
XH_P44 3 142754945 142754945 Frame_Shift_Ins INS - ACTTTTATTTTGG - U2SURP AACAAACTTTTAT p.E279fs
XH_P44 3 148782629 148782629 In_Frame_Ins INS - TGATTGAATTGGG - HLTF TATACTACCCAAT39delinsVILPNSIISFM
XH_P44 3 149042767 149042767 Frame_Shift_Ins INS - TTCTTGCACAGAT - TM4SF18 AAAGATCTGTGC p.S104fs
XH_P44 3 149089552 149089552 Frame_Shift_Ins INS - CTTT - TM4SF1 .515_516insAAA p.I172fs
XH_P44 3 149089553 149089553 Frame_Shift_Ins INS - TGTCAGTAACAA - TM4SF1 5insGCTTGTTAC p.I172fs
XH_P44 3 149684339 149684339 Frame_Shift_Ins INS - ATTCTGTTCACTT - PFN2 AACAAAAGTGAA p.H120fs
XH_P44 3 151105924 151105924 Frame_Shift_Ins INS - GCTGGGTTCTTCT - MED12L 311insGCTGGGT p.G1770fs
XH_P44 3 151107784 151107784 Silent SNP C T C MED12L c.C5364T p.N1788N
XH_P44 3 151155945 151155945 Frame_Shift_Ins INS - GATGTGGTCTC - IGSF10 _485insGAGACCA p.T162fs
XH_P44 3 151164539 151164539 Missense_Mutation SNP G C G IGSF10 c.C3230G p.A1077G
XH_P44 3 151164540 151164540 Frame_Shift_Ins INS - AACATCCA - IGSF10 28_3229insTGGA p.A1077fs
XH_P44 3 151164743 151164743 Nonsense_Mutation INS - TGACATTGCTAGA - IGSF10 3026insTCTAGCA1009_F1010delinsLX
XH_P44 3 151165063 151165063 Frame_Shift_Ins INS - AGTACAGTTAACA - IGSF10 2706insTGTTAAC p.E902fs
XH_P44 3 153840760 153840760 Frame_Shift_Ins INS - GTTGGATTTACTT - ARHGEF26 80insGTTGGATT p.F327fs
XH_P44 3 154055949 154055949 Frame_Shift_Ins INS - TAATCCTGATGG - GPR149 nsTATCACCATCAG p.G579fs
XH_P44 3 154886570 154886570 Nonsense_Mutation INS - TCTTTGTTAAAGT - MME 5insCCATCTTTGT55_G656delinsLHLCX
XH_P44 3 157082291 157082291 Nonsense_Mutation INS - CTCATTATCCAAA - VEPH1 1138insTTTGGAT380_T381delinsFGX
XH_P44 3 157082292 157082292 In_Frame_Ins INS - AAACTCACT - VEPH1 6_1137insAGTGAp.I379delinsIVSF
XH_P44 3 158363489 158363489 In_Frame_Ins INS - AGAGGACAGACT - GFM1 154insAGAGGACp.I51delinsIRGQT
XH_P44 3 161220925 161220925 Frame_Shift_Ins INS - TACTAATTAGGAA - OTOL1 AAACCTACTAATT p.D210fs
XH_P44 3 164716449 164716449 In_Frame_Ins INS - ATAGTTGTCTCCA - SI TGGCTTGGAGAC3delinsNTGLETTMHDG
XH_P44 3 164764790 164764790 Frame_Shift_Ins INS - GG - SI .1725_1726insC p.K576fs
XH_P44 3 164764791 164764791 Frame_Shift_Ins INS - GACAGTTTCATAG - SI 25insCTCTATGAA p.Q575fs
XH_P44 3 164786606 164786606 Frame_Shift_Ins INS - AC - SI c.386_387insGT p.K129fs
XH_P44 3 164786607 164786607 Frame_Shift_Ins INS - AAAAGACATTTGA - SI 386insTCAAATG p.K129fs
XH_P44 3 166958689 166958689 Nonsense_Mutation INS - CAAGGCTACAAA - ZBBX ATTAGTTTGTAG_K737delinsTYNFTFISLX
XH_P44 3 167510545 167510545 Frame_Shift_Ins INS - TAAAAAGTATCTT - SERPINI1 nsAAATAAAAAG p.M217fs
XH_P44 3 168833508 168833508 Frame_Shift_Ins INS - G - MECOM c.1587_1588insC p.L530fs
XH_P44 3 168833509 168833509 Frame_Shift_Ins INS - GTGTATGGAA - MECOM 6_1587insTTCCA p.S529fs
XH_P44 3 169525484 169525484 Nonsense_Mutation INS - TTGGTGCATACT - LRRC34 71insTAGTATGCp.I91_T92delinsX
XH_P44 3 169574576 169574576 Frame_Shift_Ins INS - AGAAGGGTATGT - LRRC31 sCTCCTACATACC p.L135fs
XH_P44 3 169802488 169802488 Nonsense_Mutation INS - ATAAAATAATTTT - GPR160 AGAAATAAAATAK243delinsKLKLLX
XH_P44 3 169835108 169835108 Nonsense_Mutation INS - TTGTAATTTTATT - PHC3 TCTTGAAATAAAA88_E689delinsTFLKX
XH_P44 3 169835200 169835200 Frame_Shift_Ins INS - GCAAGCATATTT - PHC3 71insACAAATAT p.P657fs
XH_P44 3 169847165 169847165 In_Frame_Ins INS - GTCTCCTCCACC - PHC3 1059insGGTGGAI353delinsMVEET
XH_P44 3 170244473 170244473 Frame_Shift_Ins INS - GGTTAGGGCCAG - SLC7A14 3insAACCTGGCCC p.P85fs
XH_P44 3 170716069 170716069 Frame_Shift_Ins INS - GGCCTTTACCC - SLC2A2 _930insGGGTAAA p.Q310fs
XH_P44 3 170716071 170716071 In_Frame_Ins INS - TTCACATTTTTT - SLC2A2 928insAAAAAATQ310delinsKKCEQ
XH_P44 3 172835325 172835325 Frame_Shift_Ins INS - AGTGTACA - SPATA16 96_197insTGTAC p.T66fs
XH_P44 3 172835327 172835327 Missense_Mutation SNP C A C SPATA16 c.G195T p.M65I
XH_P44 3 173322719 173322719 Frame_Shift_Ins INS - TCACTGCT - NLGN1 31_332insTCACT p.T111fs
XH_P44 3 173996773 173996773 Frame_Shift_Ins INS - C - NLGN1 c.982_983insC p.V328fs
XH_P44 3 173996774 173996774 Frame_Shift_Ins INS - CAAGAAAC - NLGN1 3_984insCAAGA p.V328fs
XH_P44 3 173998475 173998475 Nonsense_Mutation INS - TACAAAACGGTTG - NLGN1 TACCTCTACAAAA19delinsDISQYTSTKRLGLVX



XH_P44 3 174974311 174974311 Missense_Mutation SNP C T C NAALADL2 c.C931T p.L311F
XH_P44 3 179051287 179051287 Frame_Shift_Ins INS - ACCAA - ZNF639 535_536insACCA p.L179fs
XH_P44 3 179051288 179051288 Frame_Shift_Ins INS - ACAAAATATATCA - ZNF639 37insACAAAATA p.L179fs
XH_P44 3 179447994 179447994 Frame_Shift_Ins INS - TGAAACGTTTATG - USP13 1107insTGAAACG p.P369fs
XH_P44 3 180369266 180369266 Frame_Shift_Ins INS - CTCC - CCDC39 089_1090insGG p.T364fs
XH_P44 3 180369268 180369268 Missense_Mutation SNP A C A CCDC39 c.T1088G p.I363R
XH_P44 3 182812381 182812381 Frame_Shift_Ins INS - TTGTATCAAATCT - MCCC1 sAGAGATTTGAT p.E4fs
XH_P44 3 182871872 182871872 In_Frame_Ins INS - TTATCGATA - LAMP3 6_357insTATCGAp.P119delinsPIDK
XH_P44 3 182871874 182871874 Missense_Mutation SNP G C G LAMP3 c.C355G p.P119A
XH_P44 3 183754560 183754560 In_Frame_Ins INS - TTTGCAGATGCT - HTR3D _393insTTTGCAGR131delinsSLQML
XH_P44 3 184039208 184039208 Frame_Shift_Ins INS - GCTATACTTCCAC - EIF4G1 249insGCTATACT p.N83fs
XH_P44 3 184040370 184040370 In_Frame_Ins INS - TCTTATTTA - EIF4G1 9_1060insTCTTAp.P353delinsPSYL
XH_P44 3 184040372 184040372 Frame_Shift_Ins INS - TCCTT - EIF4G1 061_1062insTCC p.A354fs
XH_P44 3 184090427 184090427 Frame_Shift_Ins INS - TTCCTACTTTCTC - THPO insAGGAGAAAGT p.T312fs
XH_P44 3 184090757 184090757 Frame_Shift_Ins INS - CCATCCTCCT - THPO _606insAGGAGG p.L202fs
XH_P44 3 185155411 185155411 Frame_Shift_Ins INS - TCACC - MAP3K13 652_653insTCAC p.A218fs
XH_P44 3 185637255 185637255 Nonsense_Mutation INS - AAACTAAATGTA - TRA2B ACTTTATACATTTA152delinsINIQRLYTFSFRX
XH_P44 3 185997721 185997721 Silent SNP G A G DGKG c.C711T p.D237D
XH_P44 3 186459500 186459500 Missense_Mutation SNP C T C KNG1 c.C1315T p.H439Y
XH_P44 3 186459502 186459502 Nonsense_Mutation INS - ATGAATGTATTAC - KNG1 nsTAAGATGAATGp.H439delinsHX
XH_P44 3 186507043 186507043 Nonsense_Mutation INS - ATCAGAACGTTAC - EIF4A2 AAAGAATCAGAAp.V403delinsVX
XH_P44 3 186760832 186760832 Frame_Shift_Ins INS - TGGTTTGCAATTT - ST6GAL1 sTTCCTTGGTTTG p.K114fs
XH_P44 3 186915474 186915474 Frame_Shift_Ins INS - AGTTTGTGGGTC - RTP1 72insGAGTTTGT p.A57fs
XH_P44 3 186915476 186915476 Frame_Shift_Ins INS - AT - RTP1 c.173_174insAT p.K58fs
XH_P44 3 190936715 190936715 Nonsense_Mutation INS - ATGTAACATCTTA - OSTN nsATCATGTAACAL94_S95delinsLIMX
XH_P44 3 193854445 193854445 Frame_Shift_Ins INS - TTTGTTTGTGTCT - HES1 nsTTTTTTGTTTG p.I50fs
XH_P44 3 195245915 195245915 Frame_Shift_Ins INS - T - PPP1R2 c.392_393insA p.A131fs
XH_P44 3 195245916 195245916 Frame_Shift_Ins INS - CTAAGATAATGT - PPP1R2 92insTACATTAT p.A131fs
XH_P44 3 195511992 195511992 Frame_Shift_Ins INS - GCTG - MUC4 6458_6459insCA p.V2153fs
XH_P44 3 195516956 195516956 Missense_Mutation SNP T C T MUC4 c.A1495G p.T499A
XH_P44 3 195516957 195516957 In_Frame_Ins INS - ACA - MUC4 1493_1494insTGp.T498delinsTV
XH_P44 3 196199062 196199062 Frame_Shift_Del DEL T - T RNF168 c.1344delA p.L448fs
XH_P44 3 196807977 196807977 Frame_Shift_Ins INS - GCCA - DLG1 1600_1601insTG p.K534fs
XH_P44 3 196807978 196807978 Frame_Shift_Ins INS - GGTG - DLG1 1599_1600insCA p.K534fs
XH_P44 3 196812573 196812573 Nonsense_Mutation INS - TTTTTAATTTGTG - DLG1 GTTGTCACAAAT9_N490delinsLHVVTNX
XH_P44 3 197423867 197423867 Frame_Shift_Ins INS - CTGCCATTTC - RUBCN _1315insGAAAT p.S439fs
XH_P44 3 197585729 197585729 Nonsense_Mutation INS - TTTACTAA - LRCH3 69_1670insTTTA557_C558delinsVYX
XH_P44 3 197585730 197585730 In_Frame_Ins INS - CTA - LRCH3 1670_1671insCTp.G557delinsGY
XH_P44 3 197680875 197680875 Frame_Shift_Ins INS - AAACAAAAATCTT - RPL35A CTATAAAACAAAA p.N56fs
XH_P44 4 155389 155389 Missense_Mutation SNP A T A ZNF718 c.A914T p.H305L
XH_P44 4 155390 155390 Nonsense_Mutation INS - GTGTTGAGTTAG - ZNF718 6insTTGTGTTGA305_A306delinsHLCX
XH_P44 4 155691 155691 Frame_Shift_Ins INS - GA - ZNF718 .1216_1217insG p.V406fs
XH_P44 4 155692 155692 Frame_Shift_Ins INS - CATTCTTCACATT - ZNF718 TTTCCACATTCTT p.V406fs
XH_P44 4 366804 366804 In_Frame_Ins INS - TTATAACCTCCT - ZNF141 _351insTTATAACH117delinsHYNLL
XH_P44 4 366806 366806 Missense_Mutation SNP G T G ZNF141 c.G352T p.A118S
XH_P44 4 367538 367538 Frame_Shift_Ins INS - AGTA - ZNF141 1084_1085insAG p.L362fs
XH_P44 4 367540 367540 In_Frame_Ins INS - ATTCTCTTATGTT - ZNF141 087insAATTCTCTL362delinsLNSLMF
XH_P44 4 619677 619677 Nonsense_Mutation SNP C T C PDE6B c.C262T p.Q88X
XH_P44 4 1388662 1388662 Silent SNP G C G CRIPAK c.G363C p.P121P
XH_P44 4 2698310 2698310 In_Frame_Ins INS - TTTCTACTTGTT - FAM193A _2625insTTTCTA.K875delinsNFYLL
XH_P44 4 2701874 2701874 Frame_Shift_Ins INS - TACAGCTCTTAG - FAM193A nsTTTTTTACAGC p.F1034fs
XH_P44 4 2956164 2956164 Nonsense_Mutation INS - TTTT - NOP14 .598_599insAAAS200_K201delinsX
XH_P44 4 2956165 2956165 Frame_Shift_Ins INS - TTTGAGACGTAG - NOP14 98insACTACGTC p.S200fs
XH_P44 4 4239640 4239640 Frame_Shift_Ins INS - T - TMEM128 c.420_421insA p.V141fs
XH_P44 4 4239641 4239641 Nonsense_Mutation INS - AATTATCCATTCA - TMEM128 20insATGAATGGp.H140delinsQX
XH_P44 4 4440216 4440216 In_Frame_Ins INS - AGCAAAGGAAG - STX18 nsTCCTGCTTCCTTP92delinsLLLPLLYA
XH_P44 4 5759851 5759851 Nonstop_Mutation INS - GACT - EVC 1607_1608insGAp.X536delinsWT
XH_P44 4 6086688 6086688 Frame_Shift_Ins INS - TAGGAACTTATC - JAKMIP1 nsTAAAGATAAGT p.Q115fs
XH_P44 4 6864285 6864285 In_Frame_Ins INS - ACAAGAGTTTATA - KIAA0232 177insAACAAGAGT726delinsKQEFIP
XH_P44 4 8467242 8467242 Frame_Shift_Ins INS - AAGGTCTTCCTA - TRMT44 TTTTTGAAGGTCT p.G242fs
XH_P44 4 13603397 13603397 Frame_Shift_Ins INS - ATAATGATGCA - BOD1L1 _5127insTGCATC p.G1709fs
XH_P44 4 13603914 13603914 Frame_Shift_Ins INS - GGAAAAGGATGA - BOD1L1 4610insATCATCC p.P1537fs
XH_P44 4 13605738 13605738 Nonsense_Mutation INS - CAGCACATAGTAC - BOD1L1 insTGTGTACTAT9_E930delinsLCTMCX
XH_P44 4 13616325 13616325 Frame_Shift_Ins INS - AACAGGAAAGCA - BOD1L1 669insCTGCTTTC p.E223fs
XH_P44 4 15518365 15518365 Frame_Shift_Ins INS - GTGTCAACATATA - CC2D2A sATTCTGTGTCAA p.T379fs
XH_P44 4 15554922 15554922 Frame_Shift_Ins INS - TGCTGTTTAGAA - CC2D2A ACAGGATGCTGTT p.F827fs
XH_P44 4 15602920 15602920 Nonsense_Mutation INS - TCAGCTTTTTATT - CC2D2A TTCTACTCAGCTT9_S1580delinsFFYSAFYX
XH_P44 4 15689956 15689956 Nonsense_Mutation INS - GCACCATTATTAG - FAM200B ACACAGCACCAT452delinsDSTQHHYX
XH_P44 4 15991418 15991418 Frame_Shift_Ins INS - CCACCTTGCTC - PROM1 _1986insGAGCAA p.K662fs
XH_P44 4 20525443 20525443 Nonsense_Mutation INS - TTTAACTTTAATAA - SLIT2 AACATTTTAACTT401delinsNTNILTLIIX
XH_P44 4 20706325 20706325 In_Frame_Ins INS - AAAGCTCTGTAC - PACRGL _96insAAAGCTCT.H32delinsQKLCT
XH_P44 4 20706327 20706327 Missense_Mutation SNP A T A PACRGL c.A97T p.R33W
XH_P44 4 20711376 20711376 Frame_Shift_Ins INS - ATGTG - PACRGL 346_347insATGT p.L116fs
XH_P44 4 20726498 20726498 Nonsense_Mutation INS - CCTTGTTTTAGAT - PACRGL 8insCCCCTTGTTTQ226delinsHPLFX
XH_P44 4 22389696 22389696 Frame_Shift_Ins INS - AAAGTAGCAGAA - ADGRA3 598insATTTCTGC p.G1200fs
XH_P44 4 24531364 24531364 Frame_Shift_Ins INS - ACAGTGGGATTG - DHX15 0insTCAACAATCC p.Y710fs
XH_P44 4 25416288 25416288 Nonsense_Mutation INS - GAGAAAAATTTAA - ANAPC4 GAAATGAGAAAA_C600delinsREKEMRKIX
XH_P44 4 36126590 36126590 Splice_Site INS - AAGAACTCACCTT - ARAP2 . .
XH_P44 4 36286166 36286166 Frame_Shift_Ins INS - TGTTGCCATTT - DTHD1 _466insTGTTGCC p.P155fs
XH_P44 4 36310040 36310040 Frame_Shift_Ins INS - AATGCAGTGTCA - DTHD1 sGGAAAAATGCA p.E384fs
XH_P44 4 37636572 37636572 Nonsense_Mutation INS - TCTGGTGTGAGT - RELL1 CTAGGACTCACA p.T206delinsIX
XH_P44 4 38798825 38798825 Frame_Shift_Ins INS - GATCTGCCCTGGT - TLR1 1628insACCAGGG p.S543fs
XH_P44 4 39217802 39217802 Frame_Shift_Ins INS - CAAAATAAAT - WDR19 1_742insCAAAAT p.R247fs
XH_P44 4 39217804 39217804 Missense_Mutation SNP C A C WDR19 c.C743A p.A248D
XH_P44 4 39436045 39436045 Frame_Shift_Ins INS - AAATATTATTGAT - KLB 42insAAAATATT p.K347fs
XH_P44 4 40356503 40356503 In_Frame_Ins INS - CCTGGCTGCTTTC - CHRNA9 407insTCCTGGCTV469delinsVPGCFQ
XH_P44 4 40356505 40356505 Missense_Mutation SNP A G A CHRNA9 c.A1408G p.M470V
XH_P44 4 41652611 41652611 Frame_Shift_Ins INS - ACACTGACTTT - LIMCH1 _1370insACACTG p.P457fs
XH_P44 4 42145992 42145992 In_Frame_Ins INS - ACTTCTGCCTTTT - BEND4 CCTCAAAAAGGCA69delinsEPSKRQKFVV
XH_P44 4 42457378 42457378 Frame_Shift_Ins INS - GATA - ATP8A1 2707_2708insTA p.E903fs
XH_P44 4 42457379 42457379 In_Frame_Ins INS - AGGCAGAGAAGG - ATP8A1 _2707insCCTTCT.E903delinsPSLPE
XH_P44 4 42524264 42524264 Silent SNP C T C ATP8A1 c.G1815A p.Q605Q
XH_P44 4 42524265 42524265 Nonsense_Mutation INS - ATTTTGGATCAA - ATP8A1 CAAACCTTGATC605delinsPNLDPKLX
XH_P44 4 46053572 46053572 Missense_Mutation SNP C A C GABRG1 c.G1000T p.D334Y
XH_P44 4 46053573 46053573 Frame_Shift_Ins INS - GAATATTTATGTG - GABRG1 ACAAACACATAA p.M333fs
XH_P44 4 46979605 46979605 In_Frame_Ins INS - CTTTCTTTCCTTTC - GABRA4 6insGGAAAGGAAK106delinsGKERKK
XH_P44 4 46979606 46979606 Missense_Mutation SNP G T G GABRA4 c.C315A p.D105E
XH_P44 4 47405655 47405655 Nonsense_Mutation INS - ACACCATCTTGTA - GABRB1 nsTAGACACCATCS254_T255delinsSX



XH_P44 4 47853949 47853949 Nonsense_Mutation INS - TTGGGTTATCTCT - NFXL1 2432insAGAGATAC811_N812delinsX
XH_P44 4 47853951 47853951 Missense_Mutation SNP C G C NFXL1 c.G2430C p.Q810H
XH_P44 4 48076029 48076029 Nonsense_Mutation INS - TCACATACCTTCT - TXK nsTGTAAGAAGGTp.K427delinsMX
XH_P44 4 48140724 48140724 Frame_Shift_Ins INS - TCCTTCCATGGTT - TEC 770insAACCATG p.A590fs
XH_P44 4 48422228 48422228 Frame_Shift_Ins INS - TTAAATTACAA - SLAIN2 _1448insTTAAAT p.S483fs
XH_P44 4 48422230 48422230 Frame_Shift_Ins INS - GATGATTG - SLAIN2 49_1450insGATG p.S483fs
XH_P44 4 48517177 48517177 Frame_Shift_Ins INS - A - FRYL c.7804_7805insT p.E2602fs
XH_P44 4 48517178 48517178 Nonsense_Mutation INS - TGTTTCAGTCTGT - FRYL TGATTACAGACTG_T2603delinsNTQSMITDX
XH_P44 4 48584640 48584640 Nonsense_Mutation INS - TATTAGTTCTGTT - FRYL sGAGTGAACAGAY620_F621delinsX
XH_P44 4 53610604 53610604 Nonsense_Mutation INS - CTCTATATAAATTA - ERVMER34-1 CCGAATAATTTAT362_Y363delinsSEX
XH_P44 4 56744232 56744232 Frame_Shift_Ins INS - AAAC - EXOC1 1224_1225insAA p.K408fs
XH_P44 4 56744233 56744233 Splice_Site INS - TACAATAAAAAGT - EXOC1 . .
XH_P44 4 57265517 57265517 Nonsense_Mutation INS - ATAATAAATTAAC - PPAT 4insAAAGTTAATT355_T356delinsKSX
XH_P44 4 57832898 57832898 Nonsense_Mutation INS - GAATAGCCACACA - NOA1 nsTAGCTGTGTGGN551delinsIAVWLFX
XH_P44 4 62453159 62453159 Splice_Site INS - AATTACATGTGTT - ADGRL3 . .
XH_P44 4 68606421 68606421 Frame_Shift_Ins INS - C - GNRHR c.763_764insG p.K255fs
XH_P44 4 68606423 68606423 In_Frame_Ins INS - TGATTGATA - GNRHR 1_762insTATCAAp.S254delinsSINH
XH_P44 4 68780424 68780424 Nonsense_Mutation INS - TATATTATATGTT - TMPRSS11A TAAAGAACATAT26_A327delinsVKNIX
XH_P44 4 69964374 69964374 In_Frame_Ins INS - CTTCAGGTAAAT - UGT2B7 AATTACTTCAGG0delinsHKIITSGKFLKGV
XH_P44 4 70146411 70146411 Missense_Mutation SNP G A G UGT2B28 c.G193A p.D65N
XH_P44 4 70146412 70146412 In_Frame_Ins INS - GTCACTGTTTCT - UGT2B28 _195insGTCACTGp.D65delinsESLFL
XH_P44 4 70346573 70346573 Nonsense_Mutation INS - AAAGAGATTAATT - UGT2B4 366insTAATTAATp.P456delinsX
XH_P44 4 70346575 70346575 Missense_Mutation SNP T G T UGT2B4 c.A1364C p.K455T
XH_P44 4 70823406 70823406 In_Frame_Ins INS - AGT - CSN2 c.257_258insACT p.P86delinsPL
XH_P44 4 70823408 70823408 Frame_Shift_Ins INS - TGCC - CSN2 .255_256insGGC p.P86fs
XH_P44 4 71200946 71200946 In_Frame_Ins INS - TGGGAGCAATGT - CABS1 191insTGGGAGCT64delinsMGAMS
XH_P44 4 71346959 71346959 Frame_Shift_Ins INS - CT - MUC7 c.498_499insCT p.T166fs
XH_P44 4 71346961 71346961 Frame_Shift_Ins INS - TATTTTTATCTGGA - MUC7 501insTATTTTTAT p.A167fs
XH_P44 4 71509605 71509605 Frame_Shift_Ins INS - CCTTGGTTTTGAT - ENAM 63insTCCCTTGGT p.P821fs
XH_P44 4 72319301 72319301 Frame_Shift_Ins INS - TTTTT - SLC4A4 1280_1281insTTT p.S427fs
XH_P44 4 72319303 72319303 Frame_Shift_Ins INS - CACCAAATTAGGT - SLC4A4 83insGTCACCAAA p.A428fs
XH_P44 4 72338670 72338670 In_Frame_Ins INS - GAAAAATGTTTA - SLC4A4 AAGAAAGAAAAAdelinsWKKERKMFRFLLL
XH_P44 4 73957480 73957480 In_Frame_Ins INS - CCAGCC - ANKRD17 11_5112insGGC.S1704delinsRAG
XH_P44 4 73957482 73957482 Missense_Mutation SNP T A T ANKRD17 c.A5110T p.S1704C
XH_P44 4 73986025 73986025 Nonsense_Mutation INS - ACATTGTCTGATT - ANKRD17 AAACAAATCAGA042delinsAETNQTMX
XH_P44 4 74303968 74303968 In_Frame_Ins INS - ATT - AFP c.215_216insATT p.T72delinsTF
XH_P44 4 74303970 74303970 Nonsense_Mutation INS - AAATTATGTAAAA - AFP TGTAAAATTATGA73_I74delinsDLX
XH_P44 4 74853370 74853370 Splice_Site INS - CAGTCTCATGGAT - PPBP . .
XH_P44 4 76452388 76452388 In_Frame_Ins INS - CATTACACTGTAG - THAP6 08insCCATTACACC169delinsCPLHCS
XH_P44 4 77065419 77065419 Nonsense_Mutation INS - GATACTAGCTGA - NUP54 TAATGTCAGCTA.G60_F61delinsX
XH_P44 4 77100854 77100854 In_Frame_Ins INS - GTAAGTAGATTTT - SCARB2 28insAAAAATCTAV143delinsEKSTYL
XH_P44 4 79432614 79432614 Missense_Mutation SNP G A G FRAS1 c.G9967A p.A3323T
XH_P44 4 79432615 79432615 Nonsense_Mutation INS - TATTGACTTTTAA - FRAS1 sGTAATTATTGAC3323_T3324delinsAX
XH_P44 4 79832699 79832699 In_Frame_Ins INS - TTCTTGTACATT - BMP2K _2999insTTCTTGT1000delinsILVHS
XH_P44 4 80246816 80246816 Frame_Shift_Ins INS - AGACGAC - NAA11 15_216insGTCGT p.I72fs
XH_P44 4 80246818 80246818 Missense_Mutation SNP T A T NAA11 c.A214T p.I72F
XH_P44 4 80328215 80328215 Frame_Shift_Ins INS - AA - GK2 c.1139_1140insT p.L380fs
XH_P44 4 80328217 80328217 Frame_Shift_Ins INS - TGAAATTCGT - GK2 7_1138insACGAA p.L380fs
XH_P44 4 82010940 82010940 Nonsense_Mutation INS - ATGTATTACATTA - PRKG2 GCAAATAATGTA7_H318delinsEKQIMX
XH_P44 4 84338009 84338009 Nonsense_Mutation INS - TCTATAGATACAA - HELQ 2insCTTTTGTATC58_Q959delinsLLYLX
XH_P44 4 84338011 84338011 Missense_Mutation SNP G A G HELQ c.C2870T p.A957V
XH_P44 4 84348842 84348842 Nonsense_Mutation INS - CCTATTATATGCT - HELQ nsAAAAAGCATATp.L783delinsLKSIX
XH_P44 4 84508469 84508469 Nonsense_Mutation INS - CTAAAATAACTG - GPAT3 2insCACTAAAATA181_P182delinsPLKX
XH_P44 4 85553020 85553020 Nonsense_Mutation INS - TCAATTAATTAGT - CDS1 TTAATTCAATTAAQ210_F211delinsHX
XH_P44 4 85731070 85731070 Nonsense_Mutation INS - AATTAGTTCTCAT - WDFY3 ACTGCAATGAGA772_Y773delinsQX
XH_P44 4 85742544 85742544 Nonsense_Mutation INS - TGCAATGAAAAC - WDFY3 AAGAAGTGTTTTC428_Q429delinsSX
XH_P44 4 86898843 86898843 In_Frame_Ins INS - ACA - ARHGAP24 c.348_349insACAp.E116delinsET
XH_P44 4 86898844 86898844 In_Frame_Ins INS - AATTATTTGGAT - ARHGAP24 _350insAATTATTTG117delinsELFGC
XH_P44 4 87728887 87728887 Frame_Shift_Ins INS - ATGCATTTTAAAC - PTPN13 nsAGCATGCATT p.M2116fs
XH_P44 4 87808910 87808910 Splice_Site INS - ATACTCTTGTTCC - C4orf36 . .
XH_P44 4 87968299 87968299 Frame_Shift_Ins INS - TGTGAATGGA - AFF1 _592insTGTGAA p.E197fs
XH_P44 4 88085210 88085210 Nonsense_Mutation INS - TTAAAATGTTGC - KLHL8 10insTAGCAACA37_L338delinsLATFX
XH_P44 4 88535039 88535039 Nonsense_Mutation INS - GAGGAAGAATAA - DSPP 226insGAGGAAGL409_G410delinsX
XH_P44 4 88583720 88583720 Missense_Mutation SNP A G A DMP1 c.A742G p.S248G
XH_P44 4 88583722 88583722 Frame_Shift_Ins INS - GCTCTTCACTCTC - DMP1 745insGCTCTTCA p.S248fs
XH_P44 4 88584078 88584078 In_Frame_Ins INS - GGAGTTGCTGTTT - DMP1 101insTGGAGTTGS367delinsSGVAVF
XH_P44 4 89034587 89034587 In_Frame_Ins INS - TATTTGTTATCTT - ABCG2 GAGTGAAGATAA54delinsGGVKITNNWK
XH_P44 4 89338629 89338629 In_Frame_Ins INS - GGAAATTTTTTTC - HERC6 612insTGGAAATM537delinsMWKFFS
XH_P44 4 89576446 89576446 In_Frame_Ins INS - CTATCACAACAA - HERC3 _546insCTATCACA182delinsAYHNN
XH_P44 4 90169810 90169810 Nonsense_Mutation INS - TAGGAAGAA - GPRIN3 1_1452insTTCTT.G484delinsGSSX
XH_P44 4 96762448 96762448 Frame_Shift_Ins INS - CTCATACTGTGTC - PDHA2 1148insCTCATAC p.K383fs
XH_P44 4 100052911 100052911 In_Frame_Ins INS - AGGTGTGGATTT - ADH4 _587insAAATCCA.T196delinsKIHTS
XH_P44 4 100235117 100235117 In_Frame_Ins INS - CCTGGAAGATGC - ADH1B 689insGCATCTT.F230delinsCIFQV
XH_P44 4 100496091 100496091 Nonsense_Mutation INS - GAGGAAACTTTA - MTTP CAATGAGGAAAC_C10delinsHPMRKLX
XH_P44 4 102751319 102751319 In_Frame_Ins INS - TGGCTT - BANK1 335_336insTGGCp.E112delinsDGL
XH_P44 4 102751320 102751320 Missense_Mutation SNP A C A BANK1 c.A336C p.E112D
XH_P44 4 103964538 103964538 Frame_Shift_Ins INS - GTGTTCATCTTTT - SLC9B2 nsAAAAAAAGATG p.S297fs
XH_P44 4 103964592 103964592 Nonsense_Mutation INS - CTTGATGTCTTTA - SLC9B2 TTAAGTAAAGACp.V279delinsDIFX
XH_P44 4 104070070 104070070 In_Frame_Ins INS - TTTGTAGTGAAA - CENPE 9insTTCTTTCACT1233delinsVSFTTNG
XH_P44 4 106156794 106156794 Frame_Shift_Ins INS - AGGACTCTGG - TET2 _1696insAGGAC p.I565fs
XH_P44 4 106588630 106588630 In_Frame_Ins INS - GATTGATGTCAT - ARHGEF38 nsAGAAGATTGA640delinsQKIDVIFL
XH_P44 4 107237745 107237745 In_Frame_Ins INS - CAC - AIMP1 c.41_42insCAC p.R14delinsRT
XH_P44 4 107237747 107237747 Frame_Shift_Ins INS - CTTTCTC - AIMP1 43_44insCTTTCT p.F15fs
XH_P44 4 109861774 109861774 Nonsense_Mutation INS - AAGTGA - COL25A1 580_581insTCACp.G194delinsVTX
XH_P44 4 109861775 109861775 Missense_Mutation SNP C G C COL25A1 c.G580C p.G194R
XH_P44 4 110791078 110791078 In_Frame_Ins INS - TCTGGAGATTCTT - LRIT3 174insCTCTGGAGF391delinsFLWRFL
XH_P44 4 110909010 110909010 Frame_Shift_Ins INS - CATTAAAAGATC - EGF insACTGCATTAA p.C826fs
XH_P44 4 110909012 110909012 Silent SNP T C T EGF c.T2478C p.C826C
XH_P44 4 111471041 111471041 Frame_Shift_Ins INS - AT - ENPEP .2500_2501insA p.R834fs
XH_P44 4 113108028 113108028 Frame_Shift_Ins INS - TGAGTCTTCAAC - C4orf32 4insTGTGAGTCT p.F111fs
XH_P44 4 113479438 113479438 Nonsense_Mutation INS - AAACAGTAATGG - ZGRF1 AATTAGCCCATTA1605_L1606delinsX
XH_P44 4 113524836 113524836 Frame_Shift_Ins INS - TGTGAAAATAGT - ZGRF1 CAACTATACTATTT p.G940fs
XH_P44 4 114158299 114158299 Frame_Shift_Ins INS - TGCTAGAG - ANK2 0_641insTGCTA p.N214fs
XH_P44 4 114158301 114158301 Frame_Shift_Ins INS - TTAGTTCTAA - ANK2 2_643insTTAGTT p.N214fs
XH_P44 4 114274888 114274888 Frame_Shift_Ins INS - GT - ANK2 .5114_5115insG p.R1705fs
XH_P44 4 114274889 114274889 Frame_Shift_Ins INS - GTTCACT - ANK2 15_5116insGTTC p.R1705fs
XH_P44 4 114275730 114275730 Frame_Shift_Ins INS - ACAGGTGAGTGT - ANK2 sGTGATACAGGT p.E1986fs
XH_P44 4 114279784 114279784 In_Frame_Ins INS - TCTAACTGGACTT - ANK2 0011insATCTAAC3337delinsKSNWTC



XH_P44 4 114823515 114823515 Frame_Shift_Ins INS - TTTAGAAAACGT - ARSJ 15insCCACGTTTT p.K572fs
XH_P44 4 115589422 115589422 Frame_Shift_Ins INS - AACTTACAACATT - UGT8 insAACAACTTAC p.E408fs
XH_P44 4 119239644 119239644 Frame_Shift_Ins INS - AATAAATACACCA - PRSS12 039insTTTGGTGT p.V347fs
XH_P44 4 119665296 119665296 Nonsense_Mutation INS - TTTAGATTATAG - SEC24D 1845insCCTATAA615_T616delinsHLX
XH_P44 4 119944683 119944683 Nonsense_Mutation INS - TTTTAATTCACCT - SYNPO2 205insTTTTAATTE68_V69delinsEFX
XH_P44 4 119944685 119944685 Frame_Shift_Ins INS - TAAC - SYNPO2 .206_207insTAA p.V69fs
XH_P44 4 120192991 120192991 Nonsense_Mutation INS - AACATTTAATGTT - USP53 ACTATCAACATTT9_G660delinsKNTINIX
XH_P44 4 121738061 121738061 Frame_Shift_Ins INS - TTCTTACCTGCATA - PRDM5 69insTATGCAGG p.A223fs
XH_P44 4 121774674 121774674 Nonsense_Mutation INS - TACAGTCATATAT - PRDM5 GAATTAATATATGp.V67_L68delinsX
XH_P44 4 121958377 121958377 Frame_Shift_Ins INS - CAGCAACATG - NDNF 8_749insCATGTT p.F250fs
XH_P44 4 122592728 122592728 Frame_Shift_Ins INS - CCTA - ANXA5 .694_695insTAG p.N232fs
XH_P44 4 122605918 122605918 In_Frame_Ins INS - TAA - ANXA5 c.102_103insTTA p.E35delinsLE
XH_P44 4 122605920 122605920 In_Frame_Ins INS - TATCAG - ANXA5 100_101insCTGAp.D34delinsADN
XH_P44 4 122824178 122824178 Frame_Shift_Ins INS - CCAGGGTAGG - TRPC3 2_2073insCCTAC p.K691fs
XH_P44 4 123207926 123207926 Frame_Shift_Ins INS - CACA - KIAA1109 9268_9269insCA p.R3090fs
XH_P44 4 123207927 123207927 Nonsense_Mutation INS - ATTCCTCCTTCTG - KIAA1109 TCAACCATTCCTC0delinsRYVNHSSFCQSX
XH_P44 4 123270451 123270451 In_Frame_Ins INS - AAAATGAAAAAA - KIAA1109 AACTAAAAAATG473delinsVQLKNEKKVI
XH_P44 4 123978396 123978396 Silent SNP C A C SPATA5 c.C2163A p.S721S
XH_P44 4 123978398 123978398 Frame_Shift_Ins INS - CTTAAAGAGACA - SPATA5 nsAGTGCTTAAAG p.I722fs
XH_P44 4 126240277 126240277 Frame_Shift_Ins INS - TGAGATCCATGG - FAT4 12insATTGAGAT p.E904fs
XH_P44 4 126328275 126328275 Frame_Shift_Ins INS - AGGCTTTTTGGC - FAT4 sAAGGAAGGCTTT p.I1850fs
XH_P44 4 126373444 126373444 Frame_Shift_Ins INS - G - FAT4 11279_11280ins p.N3760fs
XH_P44 4 126373446 126373446 Frame_Shift_Ins INS - CCCCCTG - FAT4 81_11282insCCC p.R3761fs
XH_P44 4 128564844 128564844 Frame_Shift_Ins INS - G - INTU c.315_316insG p.K105fs
XH_P44 4 128564845 128564845 Frame_Shift_Ins INS - TAATCTTAATAGC - INTU 317insTAATCTTA p.K106fs
XH_P44 4 128694723 128694723 Nonsense_Mutation INS - GAACATTCATAC - SLC25A31 sTAGAGAACATTp.G314delinsGX
XH_P44 4 140262179 140262179 Frame_Shift_Ins INS - ACAGCCATTTA - NAA15 _359insACAGCCA p.L120fs
XH_P44 4 141310400 141310400 Nonsense_Mutation INS - ATAAAAGTGGCA - CLGN TGTAATGTGCCAC604delinsICNVPLLFX
XH_P44 4 142155004 142155004 Frame_Shift_Ins INS - CAAGGCATTT - ZNF330 4_645insCAAGGC p.Y215fs
XH_P44 4 142155006 142155006 Frame_Shift_Ins INS - TT - ZNF330 c.646_647insTT p.E216fs
XH_P44 4 144460047 144460047 In_Frame_Ins INS - TCCACATGCAATA - SMARCA5 727insCTCCACATL576delinsSPHAIM
XH_P44 4 145040848 145040848 In_Frame_Ins INS - CATCAAACAGCA - GYPA insCTATGCTGTTE42delinsLCCLMIE
XH_P44 4 146031577 146031577 Frame_Shift_Ins INS - AGGAATCTGGTC - ABCE1 GCCTTAGGAATC p.A198fs
XH_P44 4 146058894 146058894 Frame_Shift_Ins INS - GTGAGAAGTGA - OTUD4 2838insCTCACTT p.S946fs
XH_P44 4 148743963 148743963 Frame_Shift_Ins INS - AATGTTTATTCCC - ARHGAP10 1insAAAATGTTTA p.E80fs
XH_P44 4 148984376 148984376 Frame_Shift_Ins INS - TACTGTCCTTCTC - ARHGAP10 06insCTTACTGTC p.V702fs
XH_P44 4 149357538 149357538 In_Frame_Ins INS - TAA - NR3C2 c.474_475insTTAp.T159delinsLT
XH_P44 4 149357539 149357539 In_Frame_Ins INS - GCATGAAATCCTC - NR3C2 insATTGAGGATTN158delinsKLRISCY
XH_P44 4 151023840 151023840 In_Frame_Ins INS - GATTTTATTAGCA - DCLK2 AATTTGATTTTAT11delinsAKFDFISMII
XH_P44 4 151207182 151207182 Nonsense_Mutation INS - ACTATTTAAATTA - LRBA TTTAAATAATTTAE2673delinsDFKX
XH_P44 4 151773830 151773830 Frame_Shift_Ins INS - GAGGAAGATGAT - LRBA nsTAATCATCATC p.T1011fs
XH_P44 4 152096054 152096054 Frame_Shift_Ins INS - TGAAAAATCAGCA - SH3D19 2insACTGCTGATT p.P154fs
XH_P44 4 153691475 153691475 Frame_Shift_Ins INS - GTGATTTTTGTTG - TIGD4 AGACTCAACAAA p.L228fs
XH_P44 4 153793686 153793686 Frame_Shift_Ins INS - GGAATCGCTGAG - ARFIP1 nsCCTGGAATCGC p.L95fs
XH_P44 4 154471288 154471288 Nonsense_Mutation INS - GACATGGCTATTT - TMEM131L 4insTGACATGGCG101_I102delinsGX
XH_P44 4 154624990 154624990 In_Frame_Ins INS - GTT - TLR2 c.931_932insGTTp.T311delinsSS
XH_P44 4 154624991 154624991 Frame_Shift_Ins INS - TGAAAAATGGAA - TLR2 933insTGAAAAAT p.T311fs
XH_P44 4 155506841 155506841 In_Frame_Ins INS - CTGTTTTTGTGCTA - FGA 0insTCTAGCACAA580delinsSLAQKQT
XH_P44 4 159533353 159533353 In_Frame_Ins INS - CCACTTACCTTAT - RXFP1 10insACCACTTACL170delinsLPLTLS
XH_P44 4 159533354 159533354 Splice_Site SNP G A G RXFP1 . .
XH_P44 4 164247537 164247537 Frame_Shift_Ins INS - TCTCTGGTTCT - NPY1R _170insAGAACCA p.G57fs
XH_P44 4 166986891 166986891 Frame_Shift_Ins INS - AAGTT - TLL1 064_2065insAAG p.L688fs
XH_P44 4 166986893 166986893 Frame_Shift_Ins INS - GAGATTTT - TLL1 66_2067insGAGA p.H689fs
XH_P44 4 169312779 169312779 In_Frame_Ins INS - TGTCCTTCCTTTT - DDX60L 27insTAAAAGGA1276delinsVKGRTQ
XH_P44 4 169433029 169433029 Nonsense_Mutation INS - AGAGGGAGTCAT - PALLD insTGAGAGGGA25_P126delinsSERESX
XH_P44 4 169633057 169633057 In_Frame_Ins INS - ATCTCAGATGGTT - PALLD 02insGATCTCAGAL267delinsLDLRWF
XH_P44 4 170043403 170043403 Frame_Shift_Ins INS - AGTCTGATACATG - SH3RF1 sAAGCTCATGTAT p.P398fs
XH_P44 4 170523768 170523768 Nonsense_Mutation INS - TGGACATCTTAA - NEK1 ACATTTTAAGATG.V5_R6delinsETFX
XH_P44 4 172735762 172735762 In_Frame_Ins INS - ACAAACGCACAG - GALNTL6 32insACAAACGCM11delinsNKRTV
XH_P44 4 172735764 172735764 Missense_Mutation SNP G T G GALNTL6 c.G33T p.M11I
XH_P44 4 174169513 174169513 Frame_Shift_Ins INS - GGTGCTCTTGTTC - GALNT7 10insGGTGCTCT p.I170fs
XH_P44 4 174312549 174312549 In_Frame_Ins INS - AGTGTATTGCCT - SCRG1 17insAGGCAATAp.L6delinsQAIHF
XH_P44 4 177113918 177113918 Nonsense_Mutation INS - AGGGAAATTACT - SPATA4 TAAAGAAGTAAT3_V184delinsIKEVISLX
XH_P44 4 177632805 177632805 Splice_Site INS - TGAAATTTACTG - VEGFC . .
XH_P44 4 178262750 178262750 Frame_Shift_Ins INS - CTCGAAAGTCACC - NEIL3 824insCTCGAAAG p.F275fs
XH_P44 4 183245376 183245376 In_Frame_Ins INS - AGTCTCATTGGC - TENM3 _204insAGTCTCA.H68delinsQVSLA
XH_P44 4 184182361 184182361 Missense_Mutation SNP G A G WWC2 c.G1585A p.A529T
XH_P44 4 185606776 185606776 Nonsense_Mutation INS - AATAGCTGAAAG - PRIMPOL ATTACAATAGCTG27_D328delinsYKLQX
XH_P44 4 186111525 186111525 Nonsense_Mutation INS - TATTTTTTATTGTT - CFAP97 TCCCAACAATAA76_Q277delinsHSQQX
XH_P44 4 186329132 186329132 Nonsense_Mutation INS - TAATCTTAATTTT - UFSP2 TGAAAAAAAATT60delinsQKKMKKNX
XH_P44 4 186380337 186380337 Frame_Shift_Ins INS - AGCAACAAAT - CCDC110 2_1293insATTTG p.S431fs
XH_P44 4 186510900 186510900 Frame_Shift_Ins INS - TGAGAGAAGACA - SORBS2 86insAATTGTCTT p.D962fs
XH_P44 4 187004325 187004325 Nonsense_Mutation INS - GGGAGAATGAG - TLR3 6insTAAGGGAGAV495_D496delinsVX
XH_P44 4 187004769 187004769 Frame_Shift_Ins INS - AAATCGAGAA - TLR3 _1930insAAATCG p.R643fs
XH_P44 4 187004936 187004936 Nonsense_Mutation INS - TGGAAGTGTGTT - TLR3 nsATGCTGGAAG_A700delinsRCWKCVX
XH_P44 4 187173309 187173309 Frame_Shift_Ins INS - ACACAATCTCAAA - KLKB1 84insTTACACAAT p.W428fs
XH_P44 4 187179342 187179342 Nonsense_Mutation INS - GTAGAAAGTTAC - KLKB1 AAAATAGTAGAA631_A632delinsKIKX
XH_P44 4 187524855 187524855 Frame_Shift_Ins INS - AGGATACTGAAT - FAT1 insAATACATTCA p.Q3609fs
XH_P44 4 187525108 187525108 Frame_Shift_Ins INS - CTGTTCTCTGT - FAT1 _10572insACAGA p.Q3524fs
XH_P44 4 187539825 187539825 Nonsense_Mutation INS - TTCTATACCTTTA - FAT1 nsACTGTAAAGGTS2639delinsTVKVX
XH_P44 4 187557905 187557905 Frame_Shift_Ins INS - GAAGTGTTTGTGA - FAT1 3806insTCACAAA p.E1269fs
XH_P44 4 187627869 187627869 Nonsense_Mutation INS - TTTTTTTTTTTTAA - FAT1 sATGGTTAAAAA038_E1039delinsDGX
XH_P44 4 189012748 189012748 Missense_Mutation SNP T G T TRIML2 c.A1093C p.K365Q
XH_P44 4 189012749 189012749 Frame_Shift_Ins INS - GTGTAAAA - TRIML2 91_1092insTTTTA p.E364fs
XH_P44 5 453963 453963 Frame_Shift_Ins INS - TTCTCTTCCCTTTC - EXOC3 844insTTCTCTTC p.I281fs
XH_P44 5 5462595 5462595 Frame_Shift_Ins INS - ATTTTCAGGAGA - ICE1 GAGGATATTTTCA p.K1050fs
XH_P44 5 5466606 5466606 Nonsense_Mutation INS - AAGATTATCTAAA - ICE1 53insCAAAGATTA018_K2019delinsPKIIX
XH_P44 5 6616929 6616929 In_Frame_Ins INS - AAATCTTCA - NSUN2 6_827insTGAAGAp.A276delinsVKIS
XH_P44 5 9043089 9043089 In_Frame_Ins INS - TCCTATTTTTCTGA - SEMA5A ACTTGTCAGAAAdelinsQWTCQKNRMNTIK
XH_P44 5 10426559 10426559 Missense_Mutation SNP G A G MARCH6 c.G2116A p.A706T
XH_P44 5 10426560 10426560 Nonsense_Mutation INS - TAGTCAAACTGG - MARCH6 CAAAAATAGTCAA.A706delinsAQKX
XH_P44 5 10973751 10973751 In_Frame_Ins INS - GTTTTTTTCTCCTG - CTNND2 ATTTGCAGGAGA7delinsTKFAGEKNKTE
XH_P44 5 10988294 10988294 Frame_Shift_Ins INS - GCTGCTGAGCAG - CTNND2 61insTCCTGCTCA p.E754fs
XH_P44 5 13770865 13770865 Frame_Shift_Ins INS - ATGTAGTGGG - DNAH5 7_9598insCCCAC p.A3200fs
XH_P44 5 13770866 13770866 Silent SNP C T C DNAH5 c.G9597A p.L3199L
XH_P44 5 13770955 13770955 Nonsense_Mutation INS - GGCTTAGGG - DNAH5 7_9508insCCCTAp.S3170delinsPX
XH_P44 5 13814918 13814918 Nonsense_Mutation INS - CTGCATTTTTATG - DNAH5 CATTAGCATAAA342_A2343delinsEHX
XH_P44 5 13901442 13901442 Frame_Shift_Ins INS - G - DNAH5 c.1970_1971insC p.K657fs



XH_P44 5 13901443 13901443 Frame_Shift_Ins INS - TTTGTAAGGCAGA - DNAH5 1970insTCTGCCT p.K657fs
XH_P44 5 14497977 14497977 Frame_Shift_Ins INS - TCACTGCACTCAA - TRIO 8042insTCACTGC p.Y2681fs
XH_P44 5 14497979 14497979 Nonsense_Mutation SNP T A T TRIO c.T8043A p.Y2681X
XH_P44 5 14673813 14673813 Frame_Shift_Ins INS - TGAT - OTULIN .215_216insTGA p.E72fs
XH_P44 5 14673815 14673815 Nonsense_Mutation INS - TCTAATAAAATAT - OTULIN 218insTCTAATAA.R73_G74delinsIX
XH_P44 5 16458679 16458679 Nonsense_Mutation INS - GGTTATGATTC - ZNF622 _1109insGAATCAS370_E371delinsX
XH_P44 5 16458681 16458681 In_Frame_Ins INS - AAT - ZNF622 1106_1107insATp.P369delinsPF
XH_P44 5 23526662 23526662 In_Frame_Ins INS - GATTGCGTTCTAC - PRDM9 nsGAGTGATTGCG489delinsGVIAFYML
XH_P44 5 31302397 31302397 In_Frame_Ins INS - TATGTACCTATTA - CDH6 92insGTATGTACCV331delinsGMYLLI
XH_P44 5 31323114 31323114 Frame_Shift_Ins INS - AGGAAAAGTT - CDH6 _2073insAGGAA p.D691fs
XH_P44 5 31323115 31323115 Missense_Mutation SNP C A C CDH6 c.C2073A p.D691E
XH_P44 5 31515280 31515280 Frame_Shift_Ins INS - GGGGCTGGATAA - DROSHA 994insTTTATCCA p.K332fs
XH_P44 5 32097459 32097459 Frame_Shift_Ins INS - GCTTTTC - PDZD2 20_7921insGCTT p.G2640fs
XH_P44 5 32263251 32263251 Frame_Shift_Ins INS - CCATTTTCCCCGA - MTMR12 1insATTCGGGGA p.V227fs
XH_P44 5 32780891 32780891 Nonsense_Mutation INS - TAAATTCTTAACA - NPR3 nsATTCCTAAATTC0_M421delinsAFLNSX
XH_P44 5 34823627 34823627 Frame_Shift_Ins INS - CTTCT - RAI14 593_1594insCTT p.L531fs
XH_P44 5 34823628 34823628 Nonsense_Mutation INS - ACTAAGGACTTCT - RAI14 insCACACTAAGG532_E533delinsAHX
XH_P44 5 34823793 34823793 Frame_Shift_Ins INS - GGACTTCTTTC - RAI14 _1760insGGACTT p.K587fs
XH_P44 5 34823795 34823795 Missense_Mutation SNP A T A RAI14 c.A1761T p.K587N
XH_P44 5 34922844 34922844 Nonsense_Mutation INS - TGGAGTAAGCTTT - BRIX1 GATATGGAGTAAp.G161delinsAX
XH_P44 5 34998834 34998834 Nonsense_Mutation INS - GAATAAATCCTAA - AGXT2 0insCTAATTAGGA437_A438delinsTNX
XH_P44 5 35712913 35712913 Splice_Site INS - ATTTGGTAGTGG - SPEF2 . .
XH_P44 5 35874593 35874593 Frame_Shift_Ins INS - AAAAGGCATTGA - IL7R 750insAAAAGGCA p.F250fs
XH_P44 5 35921153 35921153 Frame_Shift_Ins INS - CCTTGTGACA - CAPSL _70insTGTCACA p.D24fs
XH_P44 5 35921155 35921155 Missense_Mutation SNP G T G CAPSL c.C68A p.T23N
XH_P44 5 36037921 36037921 Frame_Shift_Ins INS - TG - UGT3A2 .1170_1171insC p.K391fs
XH_P44 5 36037922 36037922 In_Frame_Ins INS - AACTGTATTTTCT - UGT3A2 TGTCCTAGAAAAT90delinsIPCPRKYSFNLK
XH_P44 5 36168512 36168512 Nonsense_Mutation INS - ACTTCAAGCATTA - SKP2 ACATACTTCAAG2_L213delinsNTYFKHX
XH_P44 5 36985167 36985167 Nonsense_Mutation INS - TTAATGCTGGCCT - NIPBL 886insATTAATGCp.R629delinsHX
XH_P44 5 36985930 36985930 In_Frame_Ins INS - GTTTTTTCTCTGTA - NIPBL 9insAGGTTTTTT 883delinsSGFFSVD
XH_P44 5 37020911 37020911 Frame_Shift_Ins INS - AAGAAACTTTTTT - NIPBL 61insCTAAGAAA p.C1754fs
XH_P44 5 37022450 37022450 Frame_Shift_Ins INS - A - NIPBL c.5532_5533insA p.Q1844fs
XH_P44 5 37022451 37022451 Frame_Shift_Ins INS - AACACTTCATGGC - NIPBL 34insAAACACTT p.L1845fs
XH_P44 5 37169029 37169029 In_Frame_Ins INS - AATAAT - C5orf42 096_7097insATTp.L2366delinsHYF
XH_P44 5 37169030 37169030 Frame_Shift_Ins INS - TTGTAGCTGGGC - C5orf42 096insTGCCCAG p.L2366fs
XH_P44 5 37213825 37213825 Nonsense_Mutation INS - AGCATAGTATCTG - C5orf42 sTGTTTCAGATAC9_S920delinsMFQILCX
XH_P44 5 37341270 37341270 Nonsense_Mutation INS - TATTGGGTCTT - NUP155 _1168insAAGACC90_R391delinsKTQX
XH_P44 5 37396543 37396543 In_Frame_Ins INS - GGGTATTTTTTAA - WDR70 CAACTGGGTATTdelinsPINNWVFFNFFK
XH_P44 5 38481905 38481905 Frame_Shift_Ins INS - AGCCATCTCAA - LIFR _3086insTTGAGA p.R1029fs
XH_P44 5 38510801 38510801 In_Frame_Ins INS - TCTGGAGTGGGG - LIFR sACCCCCCCACTC252delinsTPPHSRRI
XH_P44 5 38904577 38904577 Frame_Shift_Ins INS - AA - OSMR .1257_1258insA p.S419fs
XH_P44 5 38950085 38950085 Frame_Shift_Ins INS - C - RICTOR c.3864dupG p.P1289fs
XH_P44 5 38950087 38950087 In_Frame_Ins INS - ACAGTTTTGAGT - RICTOR _3863insACTCAAV1288delinsDSKLL
XH_P44 5 39311365 39311365 Nonsense_Mutation INS - AAGTCTTAAGAAT - C9 5insGTATTCTTAA29_Y330delinsVFLRLX
XH_P44 5 40854259 40854259 Frame_Shift_Ins INS - AACTCTGTTA - CARD6 5_2826insAACTC p.F942fs
XH_P44 5 40980011 40980011 Frame_Shift_Ins INS - CTCTGAGCTTAGT - C7 2351insCTCTGAG p.A784fs
XH_P44 5 41160411 41160411 Frame_Shift_Ins INS - AGATAAG - C6 16_1517insCTTA p.N506fs
XH_P44 5 41160413 41160413 Missense_Mutation SNP G T G C6 c.C1515A p.N505K
XH_P44 5 41201725 41201725 Nonsense_Mutation INS - AGAGGGGGTTTA - C6 sATAAAATAAACC.P79_I80delinsIKX
XH_P44 5 41201727 41201727 Missense_Mutation SNP C T C C6 c.G233A p.C78Y
XH_P44 5 43175139 43175139 Frame_Shift_Ins INS - TCATGTGT - ZNF131 39_940insTCATG p.H313fs
XH_P44 5 43299044 43299044 Nonsense_Mutation INS - GAGAAGATATTA - HMGCS1 AGAGTTAATATCN8_A9delinsKESX
XH_P44 5 52161585 52161585 Missense_Mutation SNP G T G ITGA1 c.G558T p.W186C
XH_P44 5 52397275 52397275 Frame_Shift_Ins INS - TATTCATGTATTA - MOCS2 AAAAATAATACA p.P97fs
XH_P44 5 54618290 54618290 Missense_Mutation SNP A T A SKIV2L2 c.A270T p.L90F
XH_P44 5 54618291 54618291 Frame_Shift_Ins INS - TTTGTATTTCATTT - SKIV2L2 CTGCATTTGTATTT p.S91fs
XH_P44 5 54624627 54624627 In_Frame_Ins INS - ACA - SKIV2L2 c.503_504insACAp.T168delinsTQ
XH_P44 5 54624629 54624629 Frame_Shift_Ins INS - CAGGC - SKIV2L2 505_506insCAGG p.V169fs
XH_P44 5 54641023 54641023 In_Frame_Ins INS - AAT - SKIV2L2 1107_1108insAAp.K369delinsKN
XH_P44 5 54641024 54641024 Frame_Shift_Ins INS - AAAACATAAGATA - SKIV2L2 AAAGCAAAACAT p.G370fs
XH_P44 5 54931444 54931444 In_Frame_Ins INS - GTACTACATGCCA - SLC38A9 020insCTGGCATG340delinsTWHVVH
XH_P44 5 54952590 54952590 In_Frame_Ins INS - AACCAA - SLC38A9 520_521insTTGGp.H174delinsLGY
XH_P44 5 54952591 54952591 Frame_Shift_Ins INS - CAATAGGTTGT - SLC38A9 _520insACAACCT p.H174fs
XH_P44 5 56189482 56189482 In_Frame_Ins INS - AGGATTTTCTGCT - MAP3K1 GTGGGAGGATTT05delinsQKWEDFLLSKS
XH_P44 5 57751390 57751390 Frame_Shift_Del DEL T - T PLK2 c.1601delA p.H534fs
XH_P44 5 59284391 59284391 In_Frame_Ins INS - AGG - PDE4D c.195_196insCCT p.E66delinsPE
XH_P44 5 59284393 59284393 Frame_Shift_Ins INS - ACATTTCTAT - PDE4D _194insATAGAA p.S65fs
XH_P44 5 60790102 60790102 Frame_Shift_Ins INS - GCCTTCAC - ZSWIM6 98_1199insGCCT p.K400fs
XH_P44 5 60827543 60827543 Frame_Shift_Ins INS - AG - ZSWIM6 .2236_2237insA p.L746fs
XH_P44 5 60827545 60827545 Frame_Shift_Ins INS - TCTT - ZSWIM6 2238_2239insTC p.L746fs
XH_P44 5 60982895 60982895 Nonsense_Mutation INS - ACACTGCAAAGAA - C5orf64 insGAACACTGCA.Y75_N76delinsX
XH_P44 5 61677063 61677063 Nonsense_Mutation INS - ACAGACAGTATA - KIF2A TTTATTCACAGAC_L655delinsIKHLYSQTVX
XH_P44 5 63496763 63496763 Frame_Shift_Ins INS - CAGTAAAGCAGG - RNF180 0insGACAGTAAA p.V43fs
XH_P44 5 63496765 63496765 Missense_Mutation SNP T C T RNF180 c.T131C p.I44T
XH_P44 5 63665567 63665567 In_Frame_Ins INS - AAGCCCATTAAAT - RNF180 6insTAAAGCCCAY569delinsLKPIKFN
XH_P44 5 64020259 64020259 In_Frame_Ins INS - ATATAGACA - SREK1IP1 9_420insTGTCTA.K140delinsNVYM
XH_P44 5 64314065 64314065 Frame_Shift_Ins INS - CATGTCTGGAGTT - CWC27 37insAACATGTCT p.I446fs
XH_P44 5 65058897 65058897 In_Frame_Ins INS - AAGTATACTGGGG - NLN TATCAAAGTATAC38delinsTYQSILGYNL
XH_P44 5 65350105 65350105 In_Frame_Ins INS - CTTGCTCCTGACT - ERBIN 960insACTTGCTCV987delinsDLLLTI
XH_P44 5 66456392 66456392 Frame_Shift_Ins INS - TC - MAST4 .2974_2975insT p.K992fs
XH_P44 5 66456393 66456393 Frame_Shift_Ins INS - CAGAGATGAGAG - MAST4 insGAACAGAGAT p.K992fs
XH_P44 5 67591280 67591280 In_Frame_Ins INS - GTATTTGTTATTA - PIK3R1 0insACGTATTTGTK230delinsKRICYYL
XH_P44 5 68471290 68471290 In_Frame_Ins INS - AAAGTCCTAATA - CCNB1 _1010insAAAGTCV337delinsESPNM
XH_P44 5 70806381 70806381 In_Frame_Ins INS - GTCTCCATTTCA - BDP1 _3463insGTCTCCS1154delinsSVSIS
XH_P44 5 70922538 70922538 Frame_Shift_Ins INS - TTAAAAACAAA - MCCC2 _697insTTAAAAA p.I232fs
XH_P44 5 70922540 70922540 Nonsense_Mutation INS - CCTCTAAATGTTT - MCCC2 699insCCTCTAAA233_R234delinsVLX
XH_P44 5 71489938 71489938 Frame_Shift_Ins INS - AGAAAGAAAGAA - MAP1B TTTAAAGAAAGA p.G126fs
XH_P44 5 71493616 71493616 Frame_Shift_Ins INS - TTCATAA - MAP1B 56_4057insTTCA p.T1352fs
XH_P44 5 71493617 71493617 Frame_Shift_Ins INS - AGACTCGGATCC - MAP1B 058insCAGACTC p.D1353fs
XH_P44 5 71495564 71495564 Frame_Shift_Ins INS - CGTGTTGTCTTTG - MAP1B 05insTTCGTGTTG p.G2002fs
XH_P44 5 71528338 71528338 Frame_Shift_Ins INS - ATGTGTGTTTATT - MRPS27 TATACAATAAACA p.V119fs
XH_P44 5 72383914 72383914 Frame_Shift_Ins INS - ACCAAGGG - FCHO2 1_2332insACCAA p.C777fs
XH_P44 5 72383916 72383916 Nonstop_Mutation SNP G T G FCHO2 c.G2333T p.X778L
XH_P44 5 72469306 72469306 Frame_Shift_Ins INS - CTTAGAGTGGAG - TMEM174 37insTCTTAGAGT p.L79fs
XH_P44 5 72857071 72857071 Frame_Shift_Ins INS - AAGAAGGAAATT - ANKRA2 insACAGAATTTC p.V111fs
XH_P44 5 72864425 72864425 Nonsense_Mutation INS - TACAAGATGAAA - UTP15 GAATCTACAAGA3_K104delinsKCESTRX
XH_P44 5 72873828 72873828 Frame_Shift_Ins INS - ATTCAAATACACA - UTP15 GTTCCATTCAAAT p.R158fs
XH_P44 5 74400422 74400422 In_Frame_Ins INS - TACAATAAAAAA - ANKRD31 91insGCCTTTTTT 1597delinsKPFLLYL



XH_P44 5 75428097 75428097 Missense_Mutation SNP C G C SV2C c.C522G p.F174L
XH_P44 5 75428098 75428098 Frame_Shift_Ins INS - TTCATAC - SV2C 23_524insTTCAT p.V175fs
XH_P44 5 76733243 76733243 Frame_Shift_Ins INS - CTTGTTTTGAGGG - WDR41 11insTTCCCTCAA p.L337fs
XH_P44 5 78602281 78602281 Frame_Shift_Ins INS - ATCACATTGACCA - JMY 6insAGTATCACAT p.Q655fs
XH_P44 5 78610668 78610668 Missense_Mutation SNP A G A JMY c.A2653G p.R885G
XH_P44 5 79025124 79025124 In_Frame_Ins INS - TATCTTCCCTTT - CMYA5 _537insTATCTTC.T179delinsTIFPL
XH_P44 5 79029672 79029672 Frame_Shift_Ins INS - GGTT - CMYA5 5084_5085insGG p.P1695fs
XH_P44 5 79029674 79029674 Frame_Shift_Ins INS - TTCTTAT - CMYA5 86_5087insTTCT p.A1696fs
XH_P44 5 79030813 79030813 Frame_Shift_Ins INS - AGGACTAAAGAC - CMYA5 26insCTAGGACTA p.P2075fs
XH_P44 5 79031674 79031674 Nonsense_Mutation INS - ATAATCTTCCCTAG - CMYA5 7insCCATAATCTp.F2362delinsFPX
XH_P44 5 79032237 79032237 Nonsense_Mutation INS - GTAGATCT - CMYA5 49_7650insGTAG550_G2551delinsEX
XH_P44 5 79033774 79033774 Nonsense_Mutation INS - TTAATGTTTTATG - CMYA5 TGCTCTTTAATGT3062delinsNLLFNVLX
XH_P44 5 79034051 79034051 Nonsense_Mutation INS - TGAATAAATGATA - CMYA5 TGGGCTGAATAA5_P3156delinsNCGLNKX
XH_P44 5 79734470 79734470 Frame_Shift_Ins INS - TG - ZFYVE16 .1966_1967insT p.P656fs
XH_P44 5 79734471 79734471 In_Frame_Ins INS - ATTGAAATATAT - ZFYVE16 _1968insATTGAA.P656delinsPLKYI
XH_P44 5 80600774 80600774 In_Frame_Ins INS - ACA - ZCCHC9 c.198_199insACAp.E66delinsET
XH_P44 5 80600775 80600775 Frame_Shift_Ins INS - GCTATATC - ZCCHC9 99_200insGCTAT p.Y67fs
XH_P44 5 80640733 80640733 Frame_Shift_Ins INS - TCTCTTCTCTC - ACOT12 _901insGAGAGAA p.P301fs
XH_P44 5 80640734 80640734 Frame_Shift_Ins INS - CTTCCTT - ACOT12 99_900insAAGGA p.F300fs
XH_P44 5 82815488 82815488 Frame_Shift_Ins INS - CCATTTGTGGTTC - VCAN 1364insCCATTTG p.I455fs
XH_P44 5 82815945 82815945 Frame_Shift_Ins INS - GTTACAGGGAAT - VCAN 821insAGTTACA p.S607fs
XH_P44 5 82816166 82816166 Frame_Shift_Ins INS - GTGTGGATGGTG - VCAN 2042insGTGTGGA p.T681fs
XH_P44 5 82816354 82816354 Missense_Mutation SNP G C G VCAN c.G2229C p.M743I
XH_P44 5 82816508 82816508 In_Frame_Ins INS - CTCTTCTTGTATTT - VCAN 84insATCTCTTCTTV795delinsDLFLYFI
XH_P44 5 82816716 82816716 Frame_Shift_Ins INS - TAATATTTTCATC - VCAN CTGTTGTAATATT p.Q864fs
XH_P44 5 82835102 82835102 In_Frame_Ins INS - TGCTGACTGTGA - VCAN 3320insTGCTGAP1107delinsLLTVT
XH_P44 5 82836286 82836286 Frame_Shift_Ins INS - TTGTGGTCTACTA - VCAN 04insGTTTGTGGT p.M1501fs
XH_P44 5 82836795 82836795 Frame_Shift_Ins INS - TATTTTTATCCGA - VCAN insTAGTATTTTTA p.E1671fs
XH_P44 5 86703989 86703989 Nonsense_Mutation INS - ATAATCATCCTCG - CCNH ACAACGAGGATGL58delinsCYNNEDDYEFX
XH_P44 5 86707128 86707128 Frame_Shift_Ins INS - ATTTCAAGTCTCA - CCNH CAAAGTGAGACT p.H51fs
XH_P44 5 89938763 89938763 Frame_Shift_Ins INS - CTTGGTTTTCC - ADGRV1 _2459insCTTGGT p.N820fs
XH_P44 5 89981675 89981675 Frame_Shift_Ins INS - TCTACTATTTATT - ADGRV1 TTTCCCTCTACTA p.G2118fs
XH_P44 5 90074280 90074280 Frame_Shift_Ins INS - CCCCAATCTCC - ADGRV1 _12704insCCCCA p.Y4235fs
XH_P44 5 90670060 90670060 Frame_Shift_Ins INS - GTAGATGTGCCC - ARRDC3 244insGGGGCAC p.F82fs
XH_P44 5 94204054 94204054 In_Frame_Ins INS - CAGCCAATGTATC - MCTP1 nsAAATGATACAT40delinsKMIHWLRC
XH_P44 5 94764392 94764392 Nonsense_Mutation INS - TTGGTAGATATAG - FAM81B nsGAGTTGGTAGAF248_V249delinsX
XH_P44 5 94814134 94814134 Frame_Shift_Ins INS - GTATTTTGGGTTT - TTC37 5insCACAAACCCA p.V1409fs
XH_P44 5 95099314 95099314 Frame_Shift_Ins INS - CAGTTTAACTTCC - RHOBTB3 2insGATCAGTTTA p.T384fs
XH_P44 5 95234086 95234086 Nonsense_Mutation INS - ACTATTAAACATG - ELL2 383insTCATGTTT.K461delinsNHVX
XH_P44 5 95730719 95730719 Frame_Shift_Ins INS - C - PCSK1 c.1732_1733insG p.I578fs
XH_P44 5 95730720 95730720 Frame_Shift_Ins INS - GGTAGACAATGT - PCSK1 732insCTACATTG p.I578fs
XH_P44 5 98215312 98215312 Frame_Shift_Ins INS - TTTAATTTGCTGT - CHD1 81insAAACAGCA p.Q1061fs
XH_P44 5 98224935 98224935 In_Frame_Ins INS - TGGTGCCTTTCT - CHD1 2188insAGAAAG.L730delinsRKAPL
XH_P44 5 98224936 98224936 Frame_Shift_Ins INS - AATGGTCTCAGT - CHD1 187insAACTGAG p.I729fs
XH_P44 5 100192011 100192011 Nonsense_Mutation INS - TTCCGTTATTTTA - ST8SIA4 CATTATAAAATAA98_F199delinsVTIIKX
XH_P44 5 102888111 102888111 Frame_Shift_Ins INS - TTCCCTGACTGTA - NUDT12 sACCAATACAGTC p.T344fs
XH_P44 5 102894870 102894870 Frame_Shift_Ins INS - GTTGT - NUDT12 451_452insACAA p.F151fs
XH_P44 5 102894871 102894871 In_Frame_Ins INS - TGTATTTGC - NUDT12 0_451insGCAAAT.F151delinsANTF
XH_P44 5 108380427 108380427 In_Frame_Ins INS - ACTCTATGGCTAG - FER ACTTTACTCTATG18delinsSNFTLWLGHI
XH_P44 5 108714443 108714443 Frame_Shift_Ins INS - AAAAGTTAGA - PJA2 4_745insTCTAAC p.V249fs
XH_P44 5 110097366 110097366 Frame_Shift_Ins INS - TCGTTTGCTAT - SLC25A46 _899insTCGTTTG p.G300fs
XH_P44 5 110461423 110461423 Nonsense_Mutation INS - TTCCTTTTATACCC - WDR36 ACAGTTTTCCTTTT9_I880delinsITVFLLYPKX
XH_P44 5 110461425 110461425 Frame_Shift_Ins INS - TATAT - WDR36 638_2639insTAT p.I880fs
XH_P44 5 111504782 111504782 Nonsense_Mutation INS - TTCATCAGGTTAG - EPB41L4A sTATTACTAACCT587_I588delinsLLLTX
XH_P44 5 111600688 111600688 Nonsense_Mutation INS - AC - EPB41L4A c.458_459insGTY153_K154delinsX
XH_P44 5 111600689 111600689 Nonsense_Mutation INS - ATTTTAACTCTAA - EPB41L4A 58insTTTAGAGTTp.Y153delinsFX
XH_P44 5 112174356 112174356 Frame_Shift_Ins INS - ACTTCTGTCT - APC 1_3012insACTTC p.D1004fs
XH_P44 5 112174358 112174358 Missense_Mutation SNP A C A APC c.A3013C p.T1005P
XH_P44 5 112176928 112176928 Frame_Shift_Ins INS - TGACTTTTCCCTT - APC 84insTGTGACTTT p.A1861fs
XH_P44 5 112179748 112179748 Frame_Shift_Ins INS - CCCACGGT - APC 03_8404insCCCA p.K2801fs
XH_P44 5 112203228 112203228 Nonsense_Mutation INS - ATTGAATATCAC - SRP19 ATCAAATTGAAT19_K120delinsKSSNX
XH_P44 5 112915359 112915359 Frame_Shift_Ins INS - AAAA - YTHDC2 2421_2422insAA p.L807fs
XH_P44 5 112915360 112915360 In_Frame_Ins INS - ATCACATGTTAA - YTHDC2 _2423insATCACAD808delinsDHMLN
XH_P44 5 113698631 113698631 In_Frame_Ins INS - ACC - KCNN2 c.159_160insACCp.A53delinsAT
XH_P44 5 113831641 113831641 Missense_Mutation SNP A G A KCNN2 c.A458G p.E153G
XH_P44 5 114462484 114462484 Nonsense_Mutation INS - ATATCGCTGAGTG - TRIM36 nsAGAACACTCAG480delinsRTLSDMX
XH_P44 5 114956251 114956251 Nonsense_Mutation INS - CATGCACTAACT - TMED7 TCATCAGTTAGT07_F108delinsSSVSAX
XH_P44 5 114956253 114956253 Missense_Mutation SNP T C T TMED7 c.A317G p.Y106C
XH_P44 5 115469821 115469821 Frame_Shift_Ins INS - GT - COMMD10 c.414_415insGT p.K138fs
XH_P44 5 115469822 115469822 Frame_Shift_Ins INS - ATCTT - COMMD10 415_416insATCT p.L139fs
XH_P44 5 118502444 118502444 Nonsense_Mutation INS - AAAATTATATTAG - DMXL1 CAGTAAAAATTA2_L1703delinsPSKNYIRX
XH_P44 5 118970251 118970251 In_Frame_Ins INS - GAGGTTTCTGGTG - FAM170A 8insGGAGGTTTCN223delinsRRFLVD
XH_P44 5 122911588 122911588 Nonsense_Mutation INS - AAAAGAAATAAA - CSNK1G3 266insAAAAGAAA89_Y90delinsQKKX
XH_P44 5 122911590 122911590 In_Frame_Ins INS - GAAATTGTT - CSNK1G3 7_268insGAAATTp.P89delinsPEIV
XH_P44 5 123980191 123980191 Frame_Shift_Ins INS - ACAG - ZNF608 3868_3869insCT p.S1290fs
XH_P44 5 123980192 123980192 In_Frame_Ins INS - TATCCTGGTACG - ZNF608 3868insCGTACCAS1290delinsRTRIS
XH_P44 5 123983778 123983778 In_Frame_Ins INS - AATGGATGCCAA - ZNF608 9insAGCTTGGCAG767delinsSLASIFG
XH_P44 5 125896792 125896792 Frame_Shift_Ins INS - TCTTCTTCTGTTTG - ALDH7A1 CAGCAAACAGAA p.G299fs
XH_P44 5 126156797 126156797 In_Frame_Ins INS - ATAAAACAATTCA - LMNB1 27insAATAAAACAK242delinsKNKTIH
XH_P44 5 126734469 126734469 Frame_Shift_Ins INS - TAATTGTTCATTT - MEGF10 2insAATAATTGTT p.S254fs
XH_P44 5 126771176 126771176 Frame_Shift_Ins INS - AACAGCATCCT - MEGF10 _2100insAACAGC p.S700fs
XH_P44 5 126860553 126860553 Frame_Shift_Ins INS - GAAGGAAC - PRRC1 4_435insGAAGG p.H145fs
XH_P44 5 126889577 126889577 Frame_Shift_Ins INS - GGTATTTTTAGA - PRRC1 AATTAAGGTATT p.X463delinsX
XH_P44 5 127640737 127640737 Frame_Shift_Ins INS - ACTACTATGTCTC - FBN2 insACAGAGACAT p.S1904fs
XH_P44 5 127670914 127670914 Nonsense_Mutation INS - GTTGTATATTTAT - FBN2 3921insATAAATA1307_C1308delinsRX
XH_P44 5 127670916 127670916 Missense_Mutation SNP G T G FBN2 c.C3919A p.R1307S
XH_P44 5 130897714 130897714 Frame_Shift_Ins INS - GAAACATGATACA - RAPGEF6 TGTAAGTGTATCA p.R103fs
XH_P44 5 132228738 132228738 Frame_Shift_Ins INS - AAAA - AFF4 2379_2380insTT p.P794fs
XH_P44 5 132228739 132228739 Nonsense_Mutation INS - AATTAGTTCTTCC - AFF4 AATAAAGGAAGAp.K793delinsKKX
XH_P44 5 132270014 132270014 Nonsense_Mutation INS - GACTACGTGAAG - AFF4 43insGCTTCACG48_M249delinsCFTX
XH_P44 5 133644068 133644068 Frame_Shift_Ins INS - CCCCAGTGTGAG - CDKL3 40insCCTCACACT p.K80fs
XH_P44 5 134344570 134344570 Missense_Mutation SNP C T C CATSPER3 c.C715T p.R239W
XH_P44 5 137426529 137426529 Nonsense_Mutation INS - ACCAAAGGTTAGT - WNT8A GAAGACCAAAGGC293_L294delinsX
XH_P44 5 137502370 137502370 Frame_Shift_Ins INS - GGCATTT - BRD8 10_711insAAATG p.F237fs
XH_P44 5 137502372 137502373 Frame_Shift_Del DEL AC - AC BRD8 c.708_709del p.Q236fs
XH_P44 5 137525579 137525579 Frame_Shift_Ins INS - A - CDC23 c.1440_1441insT p.T481fs
XH_P44 5 137525580 137525580 Frame_Shift_Ins INS - TATTTTAAGTGCA - CDC23 1440insTGCACTT p.L480fs
XH_P44 5 137626429 137626429 Frame_Shift_Ins INS - AGAGAAAGTATT - CDC25C TAAGAAATACTT p.G182fs



XH_P44 5 137722077 137722077 Missense_Mutation SNP A C A KDM3B c.A1147C p.T383P
XH_P44 5 137722078 137722078 In_Frame_Ins INS - TGCTTTCTCTCTT - KDM3B sCTCTATGCTTTC383delinsTSMLSLFFF
XH_P44 5 138209140 138209140 Frame_Shift_Ins INS - CTCCCACTTT - LRRTM2 _1110insAAAGTG p.M370fs
XH_P44 5 138643806 138643806 Nonsense_Mutation INS - CAGGAGTAATC - MATR3 _703insCAGGAG 34_F235delinsSQEX
XH_P44 5 138764248 138764248 Nonsense_Mutation INS - ACTTGATTTTACC - DNAJC18 2insAGGTAAAATp.G118delinsRX
XH_P44 5 139267073 139267073 Frame_Shift_Ins INS - ACTCC - NRG2 723_724insGGAG p.M242fs
XH_P44 5 139715456 139715456 Splice_Site INS - AGGAGTTCTTTT - HBEGF . .
XH_P44 5 139906599 139906599 Nonsense_Mutation INS - ATTCGTATTAAAC - ANKHD1 28insATATTCGTA76_L1677delinsKYSYX
XH_P44 5 139907597 139907597 In_Frame_Ins INS - ATTAAATGTCTCT - ANKHD1 228insAATTAAAT1743delinsKLNVSF
XH_P44 5 139908590 139908590 In_Frame_Ins INS - CGGGTA - ANKHD1 059_6060insCGGp.S2020delinsSGY
XH_P44 5 140048341 140048341 Frame_Shift_Ins INS - G - WDR55 c.525_526insG p.A175fs
XH_P44 5 140048342 140048342 In_Frame_Ins INS - TCTCCTTACCCA - WDR55 _527insTCTCCTTAL176delinsLSLPM
XH_P44 5 140073250 140073250 Frame_Shift_Ins INS - AATCTATGTT - HARS2 3_184insAATCTA p.K61fs
XH_P44 5 140501829 140501829 Frame_Shift_Ins INS - CATTCAATTCCAA - PCDHB4 nsAGACATTCAA p.L83fs
XH_P44 5 140515496 140515496 Frame_Shift_Ins INS - TATCAAGCTGCA - PCDHB5 81insATATCAAG p.F160fs
XH_P44 5 140552673 140552673 In_Frame_Ins INS - TGGATCAGTCTTT - PCDHB7 58insTTGGATCAG.L86delinsLWISLS
XH_P44 5 140580121 140580121 Frame_Shift_Ins INS - ACTT - PCDHB11 .774_775insACT p.G258fs
XH_P44 5 140580123 140580123 In_Frame_Ins INS - TAGTAA - PCDHB11 776_777insTAGTp.S259delinsSSK
XH_P44 5 140580677 140580677 Frame_Shift_Ins INS - TATTT - PCDHB11 330_1331insTAT p.V444fs
XH_P44 5 140580679 140580679 In_Frame_Ins INS - GGGATTGGACTG - PCDHB11 33insTGGGATTG444delinsVWDWTG
XH_P44 5 140699137 140699137 In_Frame_Ins INS - GACAGC - TAF7 474_475insGCTGp.S159delinsAVS
XH_P44 5 140699139 140699139 Missense_Mutation SNP T A T TAF7 c.A473T p.E158V
XH_P44 5 140699485 140699485 Frame_Shift_Ins INS - GAAGAGAAGGT - TAF7 _127insACCTTCT p.L43fs
XH_P44 5 140735784 140735784 Frame_Shift_Ins INS - AGTGGCTTTTAC - PCDHGA4 111insCAGTGGC p.D370fs
XH_P44 5 140783732 140783732 Nonsense_Mutation INS - CATTTCATAAAAT - PCDHGA9 sATTTCCATTTCA5_T406delinsYFHFIKX
XH_P44 5 140802046 140802046 Nonsense_Mutation INS - TAGAAGAGGTGA - PCDHGA11 AATTAATAGAAGAp.S418delinsNX
XH_P44 5 140810395 140810395 Silent SNP G A G PCDHGA12 c.G69A p.L23L
XH_P44 5 140870409 140870409 Frame_Shift_Ins INS - AGATGTTTGTGTA - PCDHGC5 1603insAGATGTT p.V534fs
XH_P44 5 145859650 145859650 Frame_Shift_Ins INS - ATTGTTACAAAGT - TCERG1 CAAATATTGTTA p.K606fs
XH_P44 5 146258290 146258290 Missense_Mutation SNP A T A PPP2R2B c.T58A p.C20S
XH_P44 5 146991919 146991919 Frame_Shift_Ins INS - TAGTTTCCCCTTC - JAKMIP2 9insAGGAAGGGG p.E767fs
XH_P44 5 147019223 147019223 Nonsense_Mutation INS - CTTTTAAAGATAG - JAKMIP2 ACTCAACTATCTTG459delinsVLNYLX
XH_P44 5 147661734 147661734 Frame_Shift_Ins INS - TATCATCTCTTCA - SPINK13 CATCCTATCATCT p.P59fs
XH_P44 5 148730535 148730535 Nonsense_Mutation INS - CAAGAACTAGGT - GRPEL2 GAACCCAAGAACT3_T124delinsTEPKNX
XH_P44 5 148897414 148897414 Nonsense_Mutation INS - TTTTGATGATTTT - CSNK1A1 AAACAAAAATCATK73delinsRIKTKQKSSKX
XH_P44 5 148999976 148999976 Frame_Shift_Ins INS - TTCTTGAACTTCA - ARHGEF37 55insCTTCTTGAA p.V318fs
XH_P44 5 150110652 150110652 In_Frame_Ins INS - AATTGTTTGAAA - DCTN4 _507insTTTCAAAE169delinsDFKQL
XH_P44 5 150110654 150110654 Nonsense_Mutation INS - TGTCAACTTTCTA - DCTN4 AAATATAGAAAGp.E169delinsKIX
XH_P44 5 150113019 150113019 Missense_Mutation SNP A T A DCTN4 c.T448A p.Y150N
XH_P44 5 150113021 150113021 Frame_Shift_Ins INS - GTAGGCACTG - DCTN4 5_446insCAGTGC p.E149fs
XH_P44 5 150666954 150666954 In_Frame_Ins INS - GTTGTAAAAGCTA - SLC36A3 AATAATTAGCTTT187delinsLIISFYNLW
XH_P44 5 150925130 150925130 Missense_Mutation SNP G T G FAT2 c.C5558A p.P1853H
XH_P44 5 150925131 150925131 Frame_Shift_Ins INS - CTGAATCCTGCTT - FAT2 5557insAAGCAGG p.P1853fs
XH_P44 5 150932844 150932844 Missense_Mutation SNP A T A FAT2 c.T4050A p.D1350E
XH_P44 5 151166162 151166162 Splice_Site INS - TAATTTTCTT - G3BP1 . .
XH_P44 5 151166163 151166163 Splice_Site INS - TTTT - G3BP1 . .
XH_P44 5 153407813 153407813 Frame_Shift_Ins INS - TTTTTTTGGGGG - FAM114A2 16insCCCCCCAA p.A106fs
XH_P44 5 154251381 154251381 Nonsense_Mutation INS - AGTTTATCGTACT - CNOT8 sGAGTAGTTTATC p.F83delinsX
XH_P44 5 154394256 154394256 Frame_Shift_Ins INS - TAAAGATGGCAT - KIF4B 8insTGTAAAGAT p.D279fs
XH_P44 5 156378688 156378688 Nonsense_Mutation INS - CGTATATTAGTCT - TIMD4 sTAGCAGACTAAV172_T173delinsX
XH_P44 5 156770439 156770439 In_Frame_Ins INS - CACCCT - FNDC9 05_106insAGGGp.W36delinsRVW
XH_P44 5 157181948 157181948 In_Frame_Ins INS - GACCAAATTCTTT - LSM11 AAAAAGACCAAA53delinsYRKRPNSLIM
XH_P44 5 158139316 158139316 In_Frame_Ins INS - GTGCTAAAGGCA - EBF1 302insGGTGCCTTV434delinsVVPLAP
XH_P44 5 158697583 158697583 Frame_Shift_Ins INS - CAACATCATCATT - UBLCP1 ATTAACAACATCA p.V127fs
XH_P44 5 159519665 159519665 Nonsense_Mutation INS - CACAGATTTTCTA - PWWP2A 992insCTAGAAAAp.Y664delinsYX
XH_P44 5 159520834 159520834 Frame_Shift_Ins INS - AAAAGGTAGTAG - PWWP2A GTTGCACTACTAC p.P275fs
XH_P44 5 159521013 159521013 In_Frame_Ins INS - ATAAATGTAAAAA - PWWP2A sACTGTTTTTACA215delinsHCFYIYHT
XH_P44 5 159855658 159855658 Nonsense_Mutation INS - GGAAGTAAGTTT - PTTG1 TCATTAGGAAGTA3_P194delinsLTFIRKX
XH_P44 5 161116127 161116127 Nonsense_Mutation INS - AAAATAAAATATT - GABRA6 sGAGAAAATAAA133_K134delinsKRKX
XH_P44 5 161580348 161580348 Frame_Shift_Ins INS - TGGGCGG - GABRG2 78_1379insTGGG p.Y460fs
XH_P44 5 161580350 161580350 Frame_Shift_Ins INS - ATCAA - GABRG2 380_1381insATC p.Y460fs
XH_P44 5 162900462 162900462 Nonsense_Mutation INS - AGTATTAAAAAA - HMMR GACTGAGTATTA.E181delinsENDX
XH_P44 5 162943708 162943708 In_Frame_Ins INS - AATAAA - MAT2B 711_712insAATAp.K237delinsKNK
XH_P44 5 162943710 162943710 Nonsense_Mutation INS - TTTAAAGCTGACT - MAT2B AATAATTTAAAGC238_M239delinsSKX
XH_P44 5 166802420 166802420 Nonsense_Mutation INS - TGGTTCCTAGGG - TENM2 5insGTTGGTTCCT48_N149delinsEVGSX
XH_P44 5 167631567 167631567 Frame_Shift_Ins INS - ATGTGTA - TENM2 69_3070insATGT p.D1023fs
XH_P44 5 167631569 167631569 Frame_Shift_Ins INS - GG - TENM2 .3071_3072insG p.F1024fs
XH_P44 5 167921652 167921652 Frame_Shift_Ins INS - ATCAGATACTGTC - RARS 7insTATCAGATA p.K192fs
XH_P44 5 168180101 168180101 Missense_Mutation SNP A T A SLIT3 c.T1832A p.M611K
XH_P44 5 168180102 168180102 Missense_Mutation SNP T C T SLIT3 c.A1831G p.M611V
XH_P44 5 169309770 169309770 Frame_Shift_Ins INS - TTTTTTTTCA - FAM196B _1133insTGAAA p.H378fs
XH_P44 5 169309771 169309771 Missense_Mutation SNP G T G FAM196B c.C1132A p.H378N
XH_P44 5 169310639 169310639 Frame_Shift_Ins INS - CAGGTTCCAGATG - FAM196B nsTATCATCTGGA p.K88fs
XH_P44 5 169685158 169685158 Frame_Shift_Ins INS - GGAAATGACGGG - LCP2 83insTACCCGTCA p.P328fs
XH_P44 5 170238999 170238999 Frame_Shift_Ins INS - TTTAGAGGCCTA - GABRP sAAAAGTTTAGA p.I354fs
XH_P44 5 170239001 170239001 Missense_Mutation SNP C G C GABRP c.C1062G p.I354M
XH_P44 5 171638989 171638989 Nonsense_Mutation INS - TCCTTTTTA - UBTD2 9_550insTAAAAAp.A184delinsX
XH_P44 5 171638991 171638991 Frame_Shift_Ins INS - GTTCTTGTTGT - UBTD2 _548insACAACAA p.A183fs
XH_P44 5 172517807 172517807 Frame_Shift_Ins INS - CTTTTGTTCC - CREBRF 5_626insCTTTTG p.S209fs
XH_P44 5 172517809 172517809 Silent SNP A C A CREBRF c.A627C p.S209S
XH_P44 5 173370054 173370054 Splice_Site INS - C - CPEB4 . .
XH_P44 5 174936187 174936187 Missense_Mutation SNP G T G SFXN1 c.G317T p.C106F
XH_P44 5 174936189 174936189 In_Frame_Ins INS - TTTATGCTCTGGC - SFXN1 sAAAGTTTATGCT107delinsKSLCSGWV
XH_P44 5 175933915 175933915 Frame_Shift_Ins INS - ACTCT - FAF2 302_1303insACT p.T434fs
XH_P44 5 176395894 176395894 Nonsense_Mutation INS - GCTGTAATTAAGG - UIMC1 ATCATCCTTAATT88_P289delinsNHPX
XH_P44 5 176684025 176684025 Frame_Shift_Ins INS - TTCATAAGAAA - NSD1 _4840insTTCATA p.K1613fs
XH_P44 5 176719038 176719038 Nonsense_Mutation INS - CGTAGCAATAATT - NSD1 nsGATACGTAGCA14_K2115delinsTDTX
XH_P44 5 176795910 176795910 Frame_Shift_Ins INS - CTCT - RGS14 1042_1043insCT p.G348fs
XH_P44 5 176795911 176795911 In_Frame_Ins INS - ATT - RGS14 1043_1044insATp.G348delinsGF
XH_P44 5 176816722 176816722 Frame_Shift_Ins INS - G - SLC34A1 c.1019_1020insG p.P340fs
XH_P44 5 176816723 176816723 In_Frame_Ins INS - GGGGTTTTTTTTT - SLC34A1 021insAGGGGTTP340delinsPRGFFL
XH_P44 5 178310019 178310019 Frame_Shift_Ins INS - CTGAGACTAAAT - ZNF354B sTTGGCTGAGAC p.E189fs
XH_P44 5 178359093 178359093 Nonsense_Mutation INS - TAAGGGAGGATC - ZFP2 0insGTAAGGGAGp.H260delinsQX
XH_P44 5 178994554 178994554 Nonsense_Mutation INS - GAAAAGACACCTG - RUFY1 insCAGAAAAGA24_L125delinsHRKDTX
XH_P44 5 179048323 179048323 Frame_Shift_Ins INS - AAATGGATTGGG - HNRNPH1 CAACACCCAATC p.F58fs
XH_P44 5 179193739 179193739 Frame_Shift_Ins INS - TGGG - MAML1 1728_1729insTG p.G576fs
XH_P44 5 179193740 179193740 In_Frame_Ins INS - TGG - MAML1 1729_1730insTGp.Q577delinsLE
XH_P44 5 179393963 179393963 In_Frame_Ins INS - TGTATAATTAATA - RNF130 ATTCCTATTAATTA331delinsLFLLIIHKH



XH_P44 5 179994992 179994992 Frame_Shift_Ins INS - GGCAC - CNOT6 016_1017insGGC p.I339fs
XH_P44 5 179994993 179994993 Nonsense_Mutation INS - AAATCACATTAC - CNOT6 018insTAAATCAI339_E340delinsIX
XH_P44 5 180166732 180166732 Frame_Shift_Ins INS - GCCTGTATTTCTG - OR2Y1 AACTTCAGAAAT p.S109fs
XH_P44 5 180277987 180277987 Frame_Shift_Ins INS - AAGAACTGTAAA - ZFP62 ATCACATTTACAG p.E170fs
XH_P44 5 180335794 180335794 Frame_Shift_Ins INS - ATAAATCATCAAA - BTNL8 9insGATAAATCA p.K86fs
XH_P44 5 180666130 180666130 Frame_Shift_Ins INS - TTTGTTGTTTTTTT - RACK1 AAACAAAAAAAC p.H191fs
XH_P44 5 180687313 180687313 Missense_Mutation SNP C A C TRIM52 c.G502T p.D168Y
XH_P44 6 6167798 6167798 In_Frame_Ins INS - TTGAAAGAAGTAA - F13A1 801insTTTACTTCE601delinsFTSFKE
XH_P44 6 7570756 7570756 Frame_Shift_Ins INS - AAAACCTACAAC - DSP 662insAAAAACC p.M554fs
XH_P44 6 7581613 7581613 Frame_Shift_Ins INS - GTCATCCTCAC - DSP _5191insGTCATC p.E1730fs
XH_P44 6 7584273 7584273 Frame_Shift_Ins INS - CG - DSP .4981_4982insC p.I1661fs
XH_P44 6 10530051 10530051 Frame_Shift_Ins INS - TTTTTCCCTTTAA - GCNT2 8insTATTTTTCCC p.T303fs
XH_P44 6 10796305 10796305 Nonsense_Mutation INS - GAGATCACTTAA - MAK insAATTTTAAGT357_P358delinsNFKX
XH_P44 6 10990615 10990615 In_Frame_Ins INS - AGTCAGAGGGCT - ELOVL2 ATAAAAAGCCCTC189delinsHIKSPLTSKI
XH_P44 6 11103982 11103982 Frame_Shift_Ins INS - TTTCCCAGATAAT - ERVFRD-1 62insCAATTATCT p.Q521fs
XH_P44 6 11104421 11104421 Missense_Mutation SNP T G T ERVFRD-1 c.A1123C p.T375P
XH_P44 6 11104422 11104422 Nonsense_Mutation INS - AAATCAATCAGGA - ERVFRD-1 122insTTCCTGATp.I374delinsISX
XH_P44 6 11575773 11575773 Frame_Shift_Ins INS - TTTCATCAAAACA - TMEM170B 379insTTTCATCAA p.S126fs
XH_P44 6 12125367 12125367 Frame_Shift_Ins INS - TTGTAATGTTGGC - HIVEP1 5340insTTGTAAT p.L1780fs
XH_P44 6 12130040 12130040 In_Frame_Ins INS - CTTTACAACCTCC - HIVEP1 125insGCTTTACAD2042delinsGFTTSY
XH_P44 6 12164681 12164681 Missense_Mutation SNP T G T HIVEP1 c.T8144G p.V2715G
XH_P44 6 12164683 12164683 Missense_Mutation SNP A C A HIVEP1 c.A8146C p.I2716L
XH_P44 6 17130966 17130966 In_Frame_Ins INS - ATT - STMND1 c.685_686insATTp.P229delinsHS
XH_P44 6 17130967 17130967 Frame_Shift_Ins INS - ATGGCTTCTCT - STMND1 _687insATGGCTT p.P229fs
XH_P44 6 17662291 17662291 Frame_Shift_Ins INS - TTTA - NUP153 1225_1226insTA p.E409fs
XH_P44 6 17662292 17662292 Nonsense_Mutation INS - CTAGTTAACAAG - NUP153 CCATAACTTGTTA.E409delinsCGPX
XH_P44 6 18258273 18258273 Nonsense_Mutation INS - CAGACTGAGGTAT - DEK AGTATATACCTCAelinsKSFNKYIPQSAQSX
XH_P44 6 20546738 20546738 Frame_Shift_Ins INS - ATGAAGTACTAT - CDKAL1 nsAGGATGAAGT p.S53fs
XH_P44 6 20548930 20548930 Nonsense_Mutation INS - AGTAAGTTTCATT - CDKAL1 AAAAAGTAAGTT_T95delinsKKKVSFIEX
XH_P44 6 20781478 20781478 Frame_Shift_Ins INS - TGTCAAAAGGAAA - CDKAL1 insACTGTCAAAA p.I207fs
XH_P44 6 24448394 24448394 In_Frame_Ins INS - AGGGAATTGTGG - GPLD1 _1489insCCACAAS497delinsPQFPS
XH_P44 6 24448395 24448395 Frame_Shift_Ins INS - TGCGTTTT - GPLD1 7_1488insAAAA p.M496fs
XH_P44 6 24658876 24658876 Frame_Shift_Ins INS - TC - TDP2 c.337_338insGA p.M113fs
XH_P44 6 24658878 24658878 Nonsense_Mutation INS - AATTAAGATGAT - TDP2 6insGCAATCATCTS112delinsRQSSX
XH_P44 6 24830892 24830892 Frame_Shift_Ins INS - TCCTTCAGTGTGA - RIPOR2 2351insTCACACT p.P784fs
XH_P44 6 25594728 25594728 Frame_Shift_Ins INS - TAGATTTAAGA - CARMIL1 _3093insTAGATT p.T1031fs
XH_P44 6 25594730 25594730 Frame_Shift_Ins INS - CTGTGATT - CARMIL1 94_3095insCTGT p.K1032fs
XH_P44 6 25850824 25850824 In_Frame_Ins INS - GTATGATTT - SLC17A3 1_622insAAATCAp.P208delinsKSYP
XH_P44 6 25983601 25983601 Frame_Shift_Ins INS - TTCGTGAT - TRIM38 84_1085insTTCG p.G362fs
XH_P44 6 26043791 26043791 Nonsense_Mutation INS - CTGTTTCAGTTCT - HIST1H2BB TCTAGAACTGAA.R32_S33delinsLX
XH_P44 6 26091594 26091594 In_Frame_Ins INS - GAACATGTG - HFE 9_130insGAACATp.S43delinsSEHV
XH_P44 6 26104218 26104218 Frame_Shift_Ins INS - TTGCAAGTTGAA - HIST1H4C 4insTTTGCAAGT p.G15fs
XH_P44 6 26108065 26108065 Nonsense_Mutation INS - ACTCCTAAAACT - HIST1H1T 257insAGTTTTAGp.L86delinsQFX
XH_P44 6 26285680 26285680 Nonsense_Mutation INS - TCATTTTCAACCA - HIST1H4H sCTTTGGTTGAAAA16_K17delinsAFGX
XH_P44 6 26637759 26637759 Frame_Shift_Ins INS - AAGA - ZNF322 1022_1023insTC p.K341fs
XH_P44 6 26637760 26637760 In_Frame_Ins INS - GAGGACAAA - ZNF322 1_1022insTTTGTp.K341delinsICPQ
XH_P44 6 27368202 27368202 Nonsense_Mutation INS - ACTTTATATGAG - ZNF391 sGCAACTTTATAT p.Y18delinsX
XH_P44 6 27419498 27419498 In_Frame_Ins INS - GAAACCTTATAA - ZNF184 ATTACAGTTATAA14delinsHYSYKVSLQY
XH_P44 6 28093439 28093439 Missense_Mutation SNP A G A ZSCAN16 c.A218G p.E73G
XH_P44 6 28093440 28093440 In_Frame_Ins INS - GATTTATCC - ZSCAN16 9_220insGATTTAp.E73delinsEDLS
XH_P44 6 28097373 28097373 Frame_Shift_Ins INS - TCACAATGTAA - ZSCAN16 _693insTCACAAT p.R231fs
XH_P44 6 28227697 28227697 Nonsense_Mutation INS - TCTGCATAGCAGT - NKAPL 49insTTCTGCATAp.S183delinsSSAX
XH_P44 6 28244185 28244185 Frame_Shift_Ins INS - AATATATACCACC - ZSCAN26 TATTAAATATATA p.A42fs
XH_P44 6 28359148 28359148 Frame_Shift_Ins INS - GAAAAATGCTATC - ZSCAN12 9insCTGATAGCA p.C307fs
XH_P44 6 34496565 34496565 Nonsense_Mutation INS - TCTCCCTTCTCTG - PACSIN1 368insTCTCCCTT23_Q124delinsISLLX
XH_P44 6 35803246 35803246 Frame_Shift_Ins INS - CCTTTTCAGG - SRPK1 _1803insCCTGAA p.T601fs
XH_P44 6 35838123 35838123 In_Frame_Ins INS - TATAAGAATATG - SRPK1 AAGATCCATATTC09delinsYDKIHILIKIPP
XH_P44 6 36181799 36181799 Frame_Shift_Ins INS - GC - BRPF3 .2625_2626insG p.R875fs
XH_P44 6 36359586 36359586 In_Frame_Ins INS - CAG - PXT1 c.365_366insCTGp.Q122delinsHW
XH_P44 6 36359587 36359587 Frame_Shift_Ins INS - TTGTTGAA - PXT1 64_365insTTCAA p.Q122fs
XH_P44 6 36454923 36454923 Frame_Shift_Ins INS - TTTCTTTACAGGT - KCTD20 AATTTTTTCTTTA p.Q245fs
XH_P44 6 36931061 36931061 Nonsense_Mutation INS - GAGTCTGATGCT - PI16 944insGAGTCTGp.I315delinsRVX
XH_P44 6 38560523 38560523 Nonsense_Mutation INS - TCATTTTCC - BTBD9 5_466insGGAAAAp.K156delinsGKX
XH_P44 6 38560525 38560525 Nonsense_Mutation INS - TT - BTBD9 c.463_464insAAS155_K156delinsX
XH_P44 6 38709604 38709604 Nonsense_Mutation INS - AATACCAAATAAT - DNAH8 ATGTTCAATACCAp.G412delinsVX
XH_P44 6 38831741 38831741 Frame_Shift_Ins INS - AAACGGGA - DNAH8 3_6404insAAACG p.V2135fs
XH_P44 6 38877467 38877467 Frame_Shift_Ins INS - CAGAGGGGTT - DNAH8 _9688insCAGAG p.T3229fs
XH_P44 6 39046967 39046967 Missense_Mutation SNP T A T GLP1R c.T1034A p.I345N
XH_P44 6 39046969 39046969 Nonsense_Mutation INS - CACACGCAT - GLP1R 6_1037insCACAC.K346delinsTHAX
XH_P44 6 42224783 42224783 Frame_Shift_Ins INS - TTGCCAGGTG - TRERF1 _2454insCACCTG p.S818fs
XH_P44 6 42796516 42796516 Nonsense_Mutation INS - AAAAAATAAACA - BICRAL 46insAAAAAAATF149_T150delinsX
XH_P44 6 42890790 42890790 Silent SNP T C T PTCRA c.T84C p.S28S
XH_P44 6 42890793 42890794 Frame_Shift_Del DEL GG - GG PTCRA c.87_88del p.L29fs
XH_P44 6 42976481 42976481 Frame_Shift_Ins INS - TTGGACATTAT - PPP2R5D _760insTTGGACA p.E253fs
XH_P44 6 42986651 42986651 Frame_Shift_Ins INS - ATTGTAGCCAACT - KLHDC3 872insATTGTAGC p.R291fs
XH_P44 6 43025943 43025943 Frame_Shift_Ins INS - ATGTAATTAAAA - MRPL2 125insTTTTTAAT p.P42fs
XH_P44 6 43146590 43146590 Missense_Mutation SNP G T G SRF c.G789T p.Q263H
XH_P44 6 43146591 43146591 In_Frame_Ins INS - TGTGTGTGTATG - SRF 791insTGTGTGTI264delinsMCVYV
XH_P44 6 43310598 43310598 Frame_Shift_Ins INS - ATACCCCTATCTG - ZNF318 3092insCAGATAG p.E1031fs
XH_P44 6 43415570 43415570 Missense_Mutation SNP G A G ABCC10 c.G3770A p.G1257D
XH_P44 6 44219849 44219849 In_Frame_Ins INS - GAC - HSP90AB1 1576_1577insGAp.K526delinsRQ
XH_P44 6 44278174 44278174 Frame_Shift_Ins INS - GTTGAGAACTCA - AARS2 6insTCTGAGTTC p.A252fs
XH_P44 6 44413494 44413494 Nonsense_Mutation INS - AAAAATACACTA - CDC5L nsAAGCAAAAAT32_K733delinsKAKIHX
XH_P44 6 45515011 45515011 Nonsense_Mutation INS - GTAGGTGTGGT - RUNX2 _1428insGTAGGT476_M477delinsRX
XH_P44 6 45515013 45515013 Missense_Mutation SNP A G A RUNX2 c.A1429G p.M477V
XH_P44 6 46521510 46521510 In_Frame_Ins INS - ACACTTTTCTCTG - CYP39A1 16insTCAGAGAAAP272delinsPQRKVF
XH_P44 6 46658946 46658946 Frame_Shift_Ins INS - TTGCAAGTCTCTT - TDRD6 insGTCTTGCAAG p.L1027fs
XH_P44 6 46660165 46660165 Frame_Shift_Ins INS - ACATATCATATCTC - TDRD6 sCAGCACATATCA p.M1434fs
XH_P44 6 46660894 46660894 Frame_Shift_Ins INS - CTATAATAATGTC - TDRD6 AGTGCCCTATAAT p.I1677fs
XH_P44 6 46806790 46806790 Frame_Shift_Ins INS - TCCCATTTCAAGA - MEP1A 2159insTCCCATT p.G720fs
XH_P44 6 46806792 46806792 Frame_Shift_Ins INS - TGTAT - MEP1A 160_2161insTGT p.G720fs
XH_P44 6 46825982 46825982 In_Frame_Ins INS - TTTTATCAC - ADGRF5 7_3658insGTGAT.S1220delinsVIKS
XH_P44 6 46825984 46825984 Nonsense_Mutation INS - ACATTATAATTTA - ADGRF5 656insCTAAATT219_S1220delinsTKLX
XH_P44 6 46846133 46846133 In_Frame_Ins INS - GTAGAATGGAAG - ADGRF5 _1046insCTTCCA.V349delinsASILL
XH_P44 6 46846134 46846134 In_Frame_Ins INS - GGAAGGAAAAAT - ADGRF5 045insTTATTTTTV349delinsLFFLPV
XH_P44 6 46977555 46977555 Nonsense_Mutation INS - CGAGGCTTTGTT - ADGRF1 nsCCAAAACAAA9_S540delinsSKTKPRX
XH_P44 6 47678563 47678563 Frame_Shift_Ins INS - TTCTGGAGATTT - ADGRF4 nsTTCATTCTGGA p.K81fs
XH_P44 6 47847624 47847624 Frame_Shift_Ins INS - CTCCTGTCTGGTC - PTCHD4 56insAGACCAGA p.T319fs



XH_P44 6 49803150 49803150 Frame_Shift_Ins INS - A - CRISP1 c.628_629insT p.P210fs
XH_P44 6 49803151 49803151 In_Frame_Ins INS - GAGATGTCT - CRISP1 7_628insAGACAT.P210delinsRHLP
XH_P44 6 50696983 50696983 Nonsense_Mutation INS - ATCATGACTAAG - TFAP2D 842insATCATGA.R281delinsHHDX
XH_P44 6 51619698 51619698 Frame_Shift_Ins INS - TTTATTTTTAAAG - PKHD1 insTATTCTTTAAA p.D2894fs
XH_P44 6 51619700 51619700 Missense_Mutation SNP A T A PKHD1 c.T8679A p.H2893Q
XH_P44 6 51751987 51751987 Frame_Shift_Ins INS - CCTGTGCATTTTC - PKHD1 053insGAAAATG p.Q2351fs
XH_P44 6 51936934 51936934 Frame_Shift_Ins INS - C - PKHD1 c.580_581insG p.I194fs
XH_P44 6 51936936 51936936 Frame_Shift_Ins INS - CCTTATCTTT - PKHD1 _579insAAAGAT p.L193fs
XH_P44 6 51947315 51947315 Frame_Shift_Ins INS - TTCATGTGAATAT - PKHD1 AAAGCATATTCAC p.P52fs
XH_P44 6 52548932 52548932 Nonsense_Mutation INS - ATAAAGTGCTCTA - TMEM14A 30insGATAAAGT p.I77delinsRX
XH_P44 6 54002934 54002934 Nonsense_Mutation INS - CCCAACTTGAGGT - MLIP sCTCTTCCCAACT78_S679delinsPLFPTX
XH_P44 6 54806276 54806276 Frame_Shift_Ins INS - CTCCTCCAAGTTA - FAM83B 2508insCTCCTCCA p.S836fs
XH_P44 6 55638995 55638995 In_Frame_Ins INS - AAGAATAAA - BMP5 8_879insTTTATTp.G293delinsGLFL
XH_P44 6 55922554 55922554 Frame_Shift_Ins INS - AG - COL21A1 c.968_969insCT p.G323fs
XH_P44 6 55922555 55922555 Nonsense_Mutation INS - GCATTAATTAAAT - COL21A1 8insAGATTTAATG323_I324delinsEIX
XH_P44 6 56350271 56350271 Splice_Site INS - GATTATTCTGAG - DST . .
XH_P44 6 56366034 56366034 Splice_Site INS - GTTTCAAGTTTAT - DST . .
XH_P44 6 56371530 56371530 Frame_Shift_Ins INS - AGGA - DST 1427_11428insT p.G3810fs
XH_P44 6 56371531 56371531 Frame_Shift_Ins INS - GGACTGC - DST 26_11427insGCA p.L3809fs
XH_P44 6 56483825 56483825 Frame_Shift_Ins INS - TTCAGGAAGAAT - DST 5007insGATTCTT p.Q1669fs
XH_P44 6 56963866 56963866 Nonsense_Mutation INS - CACCCCTGTAGA - ZNF451 4insTACACCCCT38_L39delinsPTPLX
XH_P44 6 64431415 64431415 Frame_Shift_Ins INS - T - EYS c.8511dupA p.E2838fs
XH_P44 6 64431417 64431417 Frame_Shift_Ins INS - AGTTGCCTGTGTA - EYS 10insAGTACACA p.I2837fs
XH_P44 6 66205201 66205201 Nonsense_Mutation INS - GGACACATTATTT - EYS 103insAAATAATGQ35_P36delinsKX
XH_P44 6 69349283 69349283 Frame_Shift_Ins INS - ACATAATACATGG - ADGRB3 717insACATAATA p.V239fs
XH_P44 6 70410746 70410746 Frame_Shift_Ins INS - GTAGCTGTATCTT - LMBRD1 099insAAAGATA p.Y367fs
XH_P44 6 70962004 70962004 Frame_Shift_Ins INS - T - COL9A1 c.1049_1050insA p.A350fs
XH_P44 6 70962005 70962005 Nonsense_Mutation INS - TTCTTCCATTCATT - COL9A1 049insAATGAATGA350_P351delinsEX
XH_P44 6 71234299 71234299 Frame_Shift_Ins INS - GATTCTG - FAM135A 13_1414insGATT p.E471fs
XH_P44 6 71234301 71234301 Frame_Shift_Ins INS - TTCC - FAM135A 1415_1416insTT p.N472fs
XH_P44 6 71569101 71569101 Nonsense_Mutation INS - AAATTAACTGTGA - SMAP1 nsAGCAAAATTAAp.L420delinsX
XH_P44 6 73839572 73839572 In_Frame_Ins INS - CTATGTTGTTTAA - KCNQ5 nsAGTACTATGTT426delinsRVLCCLIV
XH_P44 6 74118985 74118985 Frame_Shift_Ins INS - TTGTCATTGTACA - DDX43 95insATTTGTCAT p.A398fs
XH_P44 6 74118987 74118987 Missense_Mutation SNP A T A DDX43 c.A1196T p.D399V
XH_P44 6 74190072 74190072 Missense_Mutation SNP C T C MTO1 c.C1186T p.H396Y
XH_P44 6 74190073 74190073 Missense_Mutation SNP A G A MTO1 c.A1187G p.H396R
XH_P44 6 74202041 74202041 In_Frame_Ins INS - TTATTTCTTTTTTT - MTO1 insAGATTATTTC574delinsKRLFLFFF
XH_P44 6 75828787 75828787 Frame_Shift_Ins INS - GTTTATATTTAATT - COL12A1 TCCATAATTAAA p.K1278fs
XH_P44 6 76024057 76024057 Frame_Shift_Ins INS - GAAAGAGATGAG - FILIP1 1491insACTCATC p.D497fs
XH_P44 6 76024059 76024059 Missense_Mutation SNP C G C FILIP1 c.G1489C p.D497H
XH_P44 6 76072588 76072588 Frame_Shift_Ins INS - AGATATCTTCACA - FILIP1 2insAATGTGAAG p.P108fs
XH_P44 6 76331289 76331289 Nonsense_Mutation INS - TGTTTTTACTAAT - SENP6 insTCTGTTTTTAC32_N33delinsICFYX
XH_P44 6 80745089 80745089 Nonsense_Mutation INS - ATCTGCTTCTTCTA - TTK sTGGTTATCTGCTY626delinsLVICFFX
XH_P44 6 82924111 82924111 Frame_Shift_Ins INS - AGTAATT - IBTK 36_2037insAATT p.Q679fs
XH_P44 6 82924113 82924113 In_Frame_Ins INS - GTATGATTTCTCT - IBTK TATAAAAGAGAA79delinsRYKREIIPTTQ
XH_P44 6 83823123 83823123 Nonsense_Mutation INS - TATGCTTCTGAG - DOPEY1 GAAAGTATGCTTC255delinsLESMLLRIX
XH_P44 6 86251758 86251758 Frame_Shift_Ins INS - TGTGGTTCCATTG - SNX14 ATATAACAATGG p.F421fs
XH_P44 6 88066209 88066209 Frame_Shift_Ins INS - TTTTGATACATCT - C6orf163 3insTGTTTTGATA p.Q181fs
XH_P44 6 88066211 88066211 Missense_Mutation SNP G T G C6orf163 c.G544T p.A182S
XH_P44 6 88272484 88272484 Frame_Shift_Ins INS - T - RARS2 c.232_233insA p.V78fs
XH_P44 6 88272485 88272485 In_Frame_Ins INS - AATCTTGATATTTC - RARS2 CAAAGAAATATC78delinsPKKYQDLKV
XH_P44 6 88367705 88367705 Frame_Shift_Ins INS - ATGGGTTTTGTTT - ORC3 TCAAAATGGGTT p.N411fs
XH_P44 6 90333206 90333206 Nonsense_Mutation INS - AACATTTGGCTTT - ANKRD6 GGTTGAACATTTG66_S267delinsLVGX
XH_P44 6 90406151 90406151 Frame_Shift_Ins INS - CCATGTCAGTT - MDN1 _9311insAACTGA p.R3104fs
XH_P44 6 90410477 90410477 Nonsense_Mutation INS - TTTTTCTTTTCTGG - MDN1 ATCACCCAGAAAA_E2843delinsHITQKRKIX
XH_P44 6 90418269 90418269 In_Frame_Ins INS - ACCTGAGAAGTTG - MDN1 844insACAACTTC2615delinsHNFSGS
XH_P44 6 90459421 90459421 Frame_Shift_Ins INS - A - MDN1 c.3455_3456insT p.E1152fs
XH_P44 6 90459422 90459422 Frame_Shift_Ins INS - GGTGAATGTCAGA - MDN1 sGAGGCTCTGACA p.E1152fs
XH_P44 6 90499612 90499612 Missense_Mutation SNP G A G MDN1 c.C1117T p.R373C
XH_P44 6 90576596 90576596 Frame_Shift_Ins INS - GTGAAATTGTAT - CASP8AP2 88insCTGTGAAA p.L1196fs
XH_P44 6 90605750 90605750 Missense_Mutation SNP T G T GJA10 c.T1563G p.D521E
XH_P44 6 90605751 90605751 Frame_Shift_Ins INS - T - GJA10 c.1564_1565insT p.G522fs
XH_P44 6 96053870 96053870 In_Frame_Ins INS - GAC - MANEA c.978_979insGACp.T326delinsTD
XH_P44 6 96053872 96053872 Frame_Shift_Ins INS - AAACTGT - MANEA 80_981insAAACT p.N327fs
XH_P44 6 97339198 97339198 In_Frame_Ins INS - TGAGCTCCCTGA - NDUFAF4 310insTCAGGGAp.I104delinsSGSSI
XH_P44 6 97339200 97339200 Missense_Mutation SNP A T A NDUFAF4 c.T308A p.M103K
XH_P44 6 99893912 99893912 Frame_Shift_Ins INS - AGTTACAAATTTC - USP45 nsTCAGTGAAATT p.Q521fs
XH_P44 6 101214580 101214580 Frame_Shift_Ins INS - TATAGTGAACTTT - ASCC3 CAAATAAAAGTTC p.I533fs
XH_P44 6 105406148 105406148 Frame_Shift_Ins INS - CAAAGATTAAAAA - LIN28B GCATTCAAAGATT p.V62fs
XH_P44 6 105816892 105816892 Frame_Shift_Ins INS - CATGAGTGAATA - PREP 03insATATTCAC p.E201fs
XH_P44 6 105816894 105816894 In_Frame_Ins INS - TTT - PREP c.600_601insAAAp.E201delinsKE
XH_P44 6 106967130 106967130 Silent SNP T C T CRYBG1 c.T823C p.L275L
XH_P44 6 106967131 106967131 Frame_Shift_Ins INS - GATATATAAC - CRYBG1 4_825insGATATA p.L275fs
XH_P44 6 107100256 107100256 Nonsense_Mutation INS - TTAAACTGTATTT - QRSL1 sATTTTTAAACTG244_G245delinsYFX
XH_P44 6 109294675 109294675 Frame_Shift_Ins INS - AGTTCTTTACTCT - ARMC2 2068insAGTTCTT p.R689fs
XH_P44 6 109415148 109415148 Nonsense_Mutation INS - AGGTTGTTATGTA - SESN1 nsGTTTACATAACK43_E44delinsKFTX
XH_P44 6 111540102 111540102 In_Frame_Ins INS - GATTTTACATACA - SLC16A10 CACTTTGATTTTA91delinsIHFDFTYIIN
XH_P44 6 111696761 111696761 In_Frame_Ins INS - AGAAAAACAAGT - REV3L 97insATTACTTGTE933delinsITCFSLE
XH_P44 6 111709060 111709060 Nonsense_Mutation INS - TATAATTTTATAT - REV3L AAGAAAATATAA p.L335delinsX
XH_P44 6 112476129 112476129 Nonsense_Mutation INS - TACTTTAAATT - LAMA4 _1980insAATTTA660_Q661delinsTIX
XH_P44 6 112476130 112476130 Frame_Shift_Ins INS - ACTATGTAGTAAA - LAMA4 CATGTAGTTTACT p.T660fs
XH_P44 6 117113407 117113407 Nonsense_Mutation INS - CTACCTTTTTCAT - GPRC6A 466insATGAAAAQ822_K823delinsQX
XH_P44 6 117114352 117114352 Nonsense_Mutation INS - AGCTTTTTCATTG - GPRC6A 521insCCAATGAAp.M507delinsIQX
XH_P44 6 117121928 117121928 Nonsense_Mutation INS - TAGCTCCTATTTA - GPRC6A insGCTAAATAGGT281_D282delinsSX
XH_P44 6 117708090 117708090 Frame_Shift_Ins INS - GATTCTGTTAAG - ROS1 nsATTTTCTTAACA p.P696fs
XH_P44 6 117709111 117709111 Frame_Shift_Ins INS - AGAAATGAGAAT - ROS1 6insCTCATTCTCA p.T616fs
XH_P44 6 118588189 118588189 Nonsense_Mutation INS - CTGAAATAAATG - SLC35F1 AGACTCTGAAATA70delinsMYLKQTLKX
XH_P44 6 121625559 121625559 Frame_Shift_Ins INS - CTTAGCTATGTG - TBC1D32 TAATTCACATAG p.N296fs
XH_P44 6 124604232 124604232 Frame_Shift_Ins INS - ATTATAACTGTGT - NKAIN2 AGCAATTATAAC p.I46fs
XH_P44 6 125366487 125366487 Nonsense_Mutation INS - TGTAATTTTTAAG - RNF217 ATTGTGTGTAATT339delinsRNKGLCVIFKITX
XH_P44 6 126203677 126203677 Nonsense_Mutation INS - GAAACTAACCTAA - NCOA7 sTTTAGAAACTAAp.R123delinsLX
XH_P44 6 127611317 127611317 Frame_Shift_Ins INS - ATTTGGAGGAAG - ECHDC1 78insTGCTTCCTC p.Q126fs
XH_P44 6 127771265 127771265 Frame_Shift_Ins INS - GTAAAGGCTCTTG - KIAA0408 TTCTTCAAGAGC p.K123fs
XH_P44 6 128306937 128306937 Frame_Shift_Ins INS - TAAAATAAAAGTT - PTPRK 77insCCAACTTTT p.G1059fs
XH_P44 6 128306938 128306938 Frame_Shift_Ins INS - TGTAAGTAGT - PTPRK 5_3176insACTAC p.G1059fs
XH_P44 6 129609185 129609185 Frame_Shift_Ins INS - GGGCAATGTTTA - LAMA2 2732insGGGCAA p.D911fs
XH_P44 6 129722460 129722460 Missense_Mutation SNP C T C LAMA2 c.C5537T p.A1846V
XH_P44 6 129722461 129722461 Frame_Shift_Ins INS - GACTTTCCTGAGC - LAMA2 sTTCCTGACTTTC p.A1846fs



XH_P44 6 130442078 130442078 Nonsense_Mutation INS - GGAAAATGTAGCT - L3MBTL3 TATTCTGGAAAAT622delinsELFWKMX
XH_P44 6 131925437 131925437 Missense_Mutation SNP C A C MED23 c.G1637T p.R546M
XH_P44 6 131925439 131925439 Nonsense_Mutation INS - TGGAGCTTATGG - MED23 635insTCCATAA545_R546delinsTPX
XH_P44 6 132030992 132030992 Frame_Shift_Ins INS - GGAGAGAA - CTAGE9 65_1166insTTCT p.E389fs
XH_P44 6 132030994 132030994 Silent SNP A T A CTAGE9 c.T1164A p.T388T
XH_P44 6 132031505 132031505 Missense_Mutation SNP T G T CTAGE9 c.A653C p.Q218P
XH_P44 6 132031506 132031506 Frame_Shift_Ins INS - ACAAAACAAAGG - CTAGE9 652insTCCTTTGT p.Q218fs
XH_P44 6 132791185 132791185 Nonsense_Mutation INS - CAAGATGCTTAGG - STX7 sATTACCTAAGCAp.Q148delinsITX
XH_P44 6 132874381 132874381 Missense_Mutation SNP A C A TAAR8 c.A550C p.N184H
XH_P44 6 132874382 132874382 Frame_Shift_Ins INS - CCGTC - TAAR8 551_552insCCGT p.N184fs
XH_P44 6 132874739 132874739 Nonsense_Mutation INS - ACTTTGCTACTAG - TAAR8 ATTCTACTTTGCT_A304delinsSLRMILLCYX
XH_P44 6 132966446 132966446 Frame_Shift_Ins INS - GGTTTATGCA - TAAR1 6_697insTGCATA p.I233fs
XH_P44 6 132966764 132966764 Nonsense_Mutation INS - TATGTTATGTGTC - TAAR1 sAATAGACACAT27_P128delinsNRHITX
XH_P44 6 132967052 132967052 Frame_Shift_Ins INS - GGTATTTTGGAG - TAAR1 sACTTCTCCAAAA p.V31fs
XH_P44 6 132967054 132967054 Missense_Mutation SNP A T A TAAR1 c.T89A p.M30K
XH_P44 6 133013630 133013630 Missense_Mutation SNP T C T VNN1 c.A920G p.H307R
XH_P44 6 133013631 133013631 Nonsense_Mutation INS - CTATTATCTACA - VNN1 919insTGTAGATp.H307delinsCRX
XH_P44 6 133077049 133077049 Missense_Mutation SNP C G C VNN2 c.G470C p.G157A
XH_P44 6 133077051 133077051 In_Frame_Ins INS - AAGAAAATGACA - VNN2 8insAAGTGTCATTN156delinsKSVIFFI
XH_P44 6 133108690 133108690 Frame_Shift_Ins INS - GTAACATTGGTTT - SLC18B1 84insGAAACCAA p.V128fs
XH_P44 6 135787219 135787219 Frame_Shift_Ins INS - GGAAAAAGAAA - AHI1 sTTCCTTTTTCTTT p.P161fs
XH_P44 6 135787221 135787221 Silent SNP C T C AHI1 c.G480A p.K160K
XH_P44 6 136597486 136597486 Frame_Shift_Ins INS - AAAGAGAC - BCLAF1 70_1171insGTCT p.K391fs
XH_P44 6 136597487 136597487 Frame_Shift_Ins INS - GGATA - BCLAF1 169_1170insTAT p.Q390fs
XH_P44 6 136687121 136687121 Frame_Shift_Ins INS - CTCTCTC - MAP7 42_743insGAGAG p.T248fs
XH_P44 6 137015426 137015426 Nonsense_Mutation INS - AGAGTGTTAAAG - MAP3K5 nsTAATACTTTAAA369_K370delinsX
XH_P44 6 138192471 138192471 In_Frame_Ins INS - ACTAGCTGGCCC - TNFAIP3 108insACTAGCTp.I36delinsILAGP
XH_P44 6 138754532 138754532 Frame_Shift_Ins INS - CTTCCTCTTC - NHSL1 _962insGAAGAG p.D321fs
XH_P44 6 138754534 138754534 Silent SNP A G A NHSL1 c.T960C p.L320L
XH_P44 6 138893010 138893010 Frame_Shift_Ins INS - GTCATTTGTT - NHSL1 _39insAACAAAT p.Q13fs
XH_P44 6 139101117 139101117 Frame_Shift_Ins INS - GAAACCAAAAGAA - CCDC28A insCAGAAACCAA p.A196fs
XH_P44 6 139222246 139222246 Frame_Shift_Ins INS - TCCTG - ECT2L 576_2577insTCC p.P859fs
XH_P44 6 139222247 139222247 In_Frame_Ins INS - TGT - ECT2L 2577_2578insTGp.P859delinsPC
XH_P44 6 139591683 139591683 Nonsense_Mutation INS - AAATAATTTTACC - TXLNB sAGGAGGTAAAA9_L200delinsQGGKIIX
XH_P44 6 144033293 144033293 Frame_Shift_Ins INS - GAATCTCACATAA - PHACTR2 AATTGGAATCTCA p.S63fs
XH_P44 6 144075017 144075017 Frame_Shift_Ins INS - CACTGTTTCACCG - PHACTR2 nsCTGCACTGTTT p.P141fs
XH_P44 6 144165755 144165755 Splice_Site INS - ACGGAGAATAA - LTV1 . .
XH_P44 6 144765421 144765421 Nonsense_Mutation INS - CATAATAGAACTG - UTRN 18insAACATAATA506_G507delinsLTX
XH_P44 6 144854396 144854396 Nonsense_Mutation INS - TGTGGTATCAATT - UTRN 4insTATTGTGGTA78_L2079delinsSIVVSIX
XH_P44 6 146264556 146264556 In_Frame_Ins INS - GTAAAGTTTTGCT - SHPRH TGAAGAAGCAAA54delinsMKKQNFTFS
XH_P44 6 149699888 149699888 Nonsense_Mutation INS - TGTAAGGCCTAAT - TAB2 TGTAATGTAAGG279_T280delinsQELX
XH_P44 6 149826711 149826711 Frame_Shift_Ins INS - GATAAAGAATTGA - PPIL4 AAAATGTTCAAT p.Y453fs
XH_P44 6 151766630 151766630 Frame_Shift_Ins INS - ACTTCTTCATCAA - RMND1 7insCCTTGATGAA p.R106fs
XH_P44 6 151857573 151857573 Nonsense_Mutation INS - CTCCAGGATGGTG - CCDC170 179insCTCCAGGA60_S61delinsPPGWX
XH_P44 6 152265493 152265493 Frame_Shift_Ins INS - AAAAAATTAGTTT - ESR1 nsAAAAAAAAAT p.V316fs
XH_P44 6 152555087 152555087 Frame_Shift_Ins INS - CTCTCCCG - SYNE1 7_20328insCGGG p.K6776fs
XH_P44 6 152555089 152555089 Frame_Shift_Ins INS - GTATTAATATTAA - SYNE1 20326insCTTAAT p.K6776fs
XH_P44 6 152716722 152716722 In_Frame_Ins INS - CCTTGAATG - SYNE1 1_7662insCATTCK2554delinsNIQG
XH_P44 6 152784004 152784004 In_Frame_Ins INS - AAAAAATGTATT - SYNE1 40insTTCAATACAD714delinsFNTFFYD
XH_P44 6 152819900 152819900 Frame_Shift_Ins INS - GTTTCCTTTCT - SYNE1 _937insAGAAAGG p.A313fs
XH_P44 6 152861127 152861127 Nonsense_Mutation INS - GAAACTATTTCAT - SYNE1 TTGGATGAAATA3_T34delinsNWMKX
XH_P44 6 153019142 153019142 Frame_Shift_Ins INS - GGAATTCCACATG - MYCT1 ATCTTGGAATTCC p.L35fs
XH_P44 6 154412293 154412293 Frame_Shift_Ins INS - GAATGTTAGTGTA - OPRM1 GAGAGAATGTTA p.V184fs
XH_P44 6 155131308 155131308 Frame_Shift_Ins INS - TTGTCTTATATTTA - SCAF8 1387insTTGTCTT p.K462fs
XH_P44 6 155154158 155154158 Frame_Shift_Ins INS - TTATATCTACAGG - SCAF8 sCTCTCTTATATC p.F1149fs
XH_P44 6 158735280 158735280 Frame_Shift_Ins INS - TTTCATTGGTATA - TULP4 ATTTCTTTCATTG p.L78fs
XH_P44 6 160526039 160526039 Frame_Shift_Ins INS - TTCATTCTCATCTG - IGF2R 400insTTTCATTCT p.A2467fs
XH_P44 6 161527734 161527734 In_Frame_Ins INS - ATTAGTCCCAATC - MAP3K4 nsCCTCATTAGTC1299delinsTSLVPITV
XH_P44 6 162622247 162622247 Nonsense_Mutation INS - CTTCTGGATTTCT - PRKN 0insAAAGAAATCC150_K151delinsX
XH_P44 6 165809873 165809873 Frame_Shift_Ins INS - ATTCCAGATATTA - PDE10A 54insCATAATAT p.T452fs
XH_P44 6 167344591 167344591 Missense_Mutation SNP C G C RNASET2 c.G508C p.D170H
XH_P44 6 167344592 167344592 Frame_Shift_Ins INS - GGTGTGTG - RNASET2 06_507insCACAC p.K169fs
XH_P44 6 170627847 170627847 In_Frame_Ins INS - GGATATTACTTGT - FAM120B nsTCGTGGATATT469delinsLVDITCLS
XH_P44 6 170627849 170627849 In_Frame_Ins INS - AAAGTTATT - FAM120B 7_1408insAAAGTp.P469delinsPKVI
XH_P44 7 4014137 4014137 Nonsense_Mutation SNP G T G SDK1 c.G1954T p.E652X
XH_P44 7 4014139 4014139 Nonsense_Mutation INS - AAGCAACTAACAA - SDK1 AAAGCAAGCAACE652delinsEKASNX
XH_P44 7 6797535 6797535 Frame_Shift_Ins INS - TAGATTAT - RSPH10B 27_228insTAGAT p.S76fs
XH_P44 7 6797536 6797536 Frame_Shift_Ins INS - AGAGAGAG - RSPH10B 8_229insAGAGA p.S76fs
XH_P44 7 7398398 7398398 In_Frame_Ins INS - ATACAGCACTATA - COL28A1 CTCAAATATAGT82delinsTLKYSAVFVLG
XH_P44 7 7480452 7480452 Frame_Shift_Ins INS - ACAACCAAATATT - COL28A1 nsTTCTGAATATT p.Q564fs
XH_P44 7 7571289 7571289 Frame_Shift_Ins INS - AGATCGTCTGG - COL28A1 _371insCCAGACG p.M124fs
XH_P44 7 7571291 7571291 Frame_Shift_Ins INS - GGTACCTAATG - COL28A1 _369insCATTAGG p.S123fs
XH_P44 7 7636050 7636050 Frame_Shift_Ins INS - CTAACAAA - MIOS 59_2360insCTAA p.L787fs
XH_P44 7 12396998 12396998 Frame_Shift_Ins INS - TTGACTATTCTTTG - VWDE 73insACAAAGAA p.V1025fs
XH_P44 7 12644251 12644251 Nonsense_Mutation INS - TATATACATAATT - SCIN GAGGTATATACAV210delinsVEVYTX
XH_P44 7 17873778 17873778 Frame_Shift_Ins INS - TGGAGTCCAAAT - SNX13 nsTTTATATTTGGA p.R498fs
XH_P44 7 17873780 17873780 Frame_Shift_Ins INS - GTAATATA - SNX13 91_1492insTATA p.R498fs
XH_P44 7 21470100 21470100 Frame_Shift_Ins INS - GTGTTTGAGAT - SP4 _1267insGTGTTT p.Q422fs
XH_P44 7 21470101 21470101 Missense_Mutation SNP C T C SP4 c.C1267T p.P423S
XH_P44 7 21550879 21550879 Missense_Mutation SNP G A G SP4 c.G2296A p.E766K
XH_P44 7 21550881 21550881 Nonsense_Mutation INS - CAGTAAATGGCG - SP4 2299insCAGTAAp.E766delinsEQX
XH_P44 7 21609840 21609840 Nonsense_Mutation INS - CAAGTTCTAGAA - DNAH11 349insACAAGTT50_R451delinsHKFX
XH_P44 7 21646147 21646147 Nonsense_Mutation INS - ACTC - DNAH11 3752_3753insAC1251_I1252delinsX
XH_P44 7 21646149 21646149 Frame_Shift_Ins INS - ATTTCTTTCTT - DNAH11 4_3755insATTTCT p.I1252fs
XH_P44 7 21677273 21677273 Frame_Shift_Ins INS - TATAAAAATAAAT - DNAH11 CGTTTTTATAAAA p.A1590fs
XH_P44 7 21757520 21757520 Frame_Shift_Ins INS - GGACACGT - DNAH11 1_7112insGGAC p.I2371fs
XH_P44 7 21940706 21940706 Frame_Shift_Ins INS - TTGTCAGTGGT - DNAH11 _13386insTTGTC p.A4462fs
XH_P44 7 24882014 24882014 Frame_Shift_Ins INS - CTTTGTAGTCATT - OSBPL3 insCATAATGACT p.N362fs
XH_P44 7 24905821 24905821 Frame_Shift_Ins INS - GGAGTCCTGTCTT - OSBPL3 7insCCAAGACAG p.S139fs
XH_P44 7 25266534 25266534 Frame_Shift_Ins INS - TGCTGAGTGATTT - NPVF 250insAAATCACT p.S84fs
XH_P44 7 26236581 26236581 In_Frame_Ins INS - TTTTTGTTC - HNRNPA2B1 0_321insGAACAA.I107delinsMNKN
XH_P44 7 26236582 26236582 Frame_Shift_Ins INS - TATATAAGGGC - HNRNPA2B1 _320insGCCCTTA p.I107fs
XH_P44 7 27835809 27835809 Nonsense_Mutation INS - GATATACAAAGA - TAX1BP1 ATCCTAGATATAdelinsISIHILDIQRRIYKLX
XH_P44 7 28843895 28843895 Nonsense_Mutation INS - GACTCACATTTTC - CREB5 AAATGACTCACAM122_M123delinsIX
XH_P44 7 29546942 29546942 Frame_Shift_Ins INS - TCTCAGCTAACTC - CHN2 9insAGTCTCAGCT p.I170fs
XH_P44 7 31378257 31378257 In_Frame_Ins INS - CCATGTTCA - NEUROD6 5_626insTGAACA.P209delinsLNMA
XH_P44 7 31887597 31887597 Nonsense_Mutation INS - TGTCTTATTTCTCT - PDE1C AAAAAAGAGAAA322delinsCIKKKEKX
XH_P44 7 32910204 32910204 Frame_Shift_Ins INS - TTGTAACTCC - KBTBD2 _625insGGAGTT p.R209fs



XH_P44 7 35242265 35242265 Frame_Shift_Ins INS - AA - TBX20 c.1120_1121insT p.S374fs
XH_P44 7 35242267 35242267 Frame_Shift_Ins INS - ATAGGACAGG - TBX20 8_1119insCCTGT p.A373fs
XH_P44 7 35922129 35922129 Nonsense_Mutation INS - CTACGCTAGTCT - SEPT7 _559insCTACGCTp.I186delinsILRX
XH_P44 7 37901745 37901745 Frame_Shift_Ins INS - ATCCTCTTTTAGC - NME8 nsTGAATCCTCTT p.Q129fs
XH_P44 7 38433696 38433696 Nonsense_Mutation INS - ACATTATTATCAG - AMPH 391insTCTGATAAp.S464delinsIX
XH_P44 7 39612055 39612055 In_Frame_Ins INS - TAAAAC - YAE1D1 431_432insTAAAp.H144delinsHKT
XH_P44 7 39612057 39612057 Frame_Shift_Ins INS - TTTATAATTCA - YAE1D1 _434insTTTATAA p.V145fs
XH_P44 7 40027618 40027618 Nonsense_Mutation INS - TGCTAGGAGAAA - CDK13 TAGTGTGCTAGG544_V545delinsQSX
XH_P44 7 42949445 42949445 Nonsense_Mutation INS - GAAGTAAGTTATT - C7orf25 9insATAAATAACp.S410delinsYKX
XH_P44 7 44153778 44153780 In_Frame_Del DEL AGA - AGA AEBP1 c.3395_3397delp.1132_1133del
XH_P44 7 44737280 44737280 Nonsense_Mutation INS - GTAATAATTAGG - OGDH insGAGGTAATAA49_A750delinsRGNNX
XH_P44 7 47698762 47698762 In_Frame_Ins INS - ACTCCT - C7orf65 392_393insACTCp.A131delinsALL
XH_P44 7 47892788 47892788 Frame_Shift_Ins INS - TATAAACAAACTG - PKD1L1 7insGAGCAGTTTG p.K1633fs
XH_P44 7 48015231 48015231 Frame_Shift_Ins INS - CTCTT - HUS1 518_519insAAGA p.M173fs
XH_P44 7 48015232 48015232 Frame_Shift_Ins INS - ATGAAACATTGTA - HUS1 AAAGATACAATG p.M173fs
XH_P44 7 48313756 48313756 In_Frame_Ins INS - TTTGAAGATGACC - ABCA13 nsATATTTTGAAG498delinsKYFEDDLV
XH_P44 7 48319285 48319285 Frame_Shift_Ins INS - TGTTTTGTGATAA - ABCA13 95insGCTGTTTTG p.F2832fs
XH_P44 7 48411960 48411960 Frame_Shift_Ins INS - GAGAAAAAACCC - ABCA13 nsAAAAAGAGAA p.L3667fs
XH_P44 7 48654969 48654969 Nonsense_Mutation INS - AAAACAATAAGG - ABCA13 GCTTTTGAAAACAp.N4945delinsSFX
XH_P44 7 51133135 51133135 Frame_Shift_Ins INS - CTTCTCT - COBL 07_1108insAGAG p.A370fs
XH_P44 7 54617597 54617597 Frame_Shift_Ins INS - C - VSTM2A c.369dupC p.G123fs
XH_P44 7 54617599 54617599 Frame_Shift_Ins INS - TGGC - VSTM2A .370_371insTGG p.L124fs
XH_P44 7 55863688 55863688 In_Frame_Ins INS - GGCTTGCTTATTG - SEPT14 7insATACAATAAF406delinsYTISKPI
XH_P44 7 55872974 55872974 Nonsense_Mutation INS - AGCCTTTACAAAA - SEPT14 ACTATAATTTTGTA66_F367delinsLQTIILX
XH_P44 7 57529400 57529400 Nonsense_Mutation INS - CTTAAGGGTTGAG - ZNF716 ATGTTTCTTAAGG1_E412delinsELSYVSX
XH_P44 7 63537926 63537926 Frame_Shift_Ins INS - CTCCCTCATCAGA - ZNF727 00insCTCCCTCAT p.F167fs
XH_P44 7 63680384 63680384 In_Frame_Ins INS - GTGTAGTACCGC - ZNF735 TTTATGTGTAGTA319delinsLLCVVPLED
XH_P44 7 63726546 63726546 Frame_Shift_Ins INS - AATCACAAGTTA - ZNF679 6insAAAATCACAA p.T179fs
XH_P44 7 63982052 63982052 Frame_Shift_Ins INS - CC - ZNF680 .1079_1080insG p.N360fs
XH_P44 7 63982053 63982053 Frame_Shift_Ins INS - GCAACTCTTGC - ZNF680 _1079insGCAAGA p.N360fs
XH_P44 7 64292272 64292272 Frame_Shift_Ins INS - TTTTCCATAT - ZNF138 1_212insTTTTCC p.T71fs
XH_P44 7 64388600 64388600 Silent SNP C A C ZNF273 c.C894A p.V298V
XH_P44 7 64388601 64388601 In_Frame_Ins INS - GCAACATGA - ZNF273 5_896insGCAACA.F299delinsCNMI
XH_P44 7 64388952 64388952 Frame_Shift_Ins INS - TTTTGTTCCTGTA - ZNF273 GTAGGGTTTTGTT p.T416fs
XH_P44 7 64864170 64864170 Frame_Shift_Ins INS - ACATTCT - ZNF92 15_916insACATT p.S305fs
XH_P44 7 64864537 64864537 In_Frame_Ins INS - GTTTATCTTCCAT - ZNF92 GTAGGGTTTATC28delinsICRVYLPYDFS
XH_P44 7 66237009 66237009 Nonsense_Mutation INS - GAAGGAGGGAG - RABGEF1 66insTGAAGGAG.E55_E56delinsEX
XH_P44 7 76908398 76908398 In_Frame_Ins INS - TTC - CCDC146 1674_1675insTTp.N558delinsNF
XH_P44 7 76908399 76908399 Frame_Shift_Ins INS - CATTTTTTCTTCTT - CCDC146 1676insCATTTTT p.S559fs
XH_P44 7 77256676 77256676 Nonsense_Mutation INS - AAGCAGATTTAA - PTPN12 AAGGTGAAGCAG30_Q431delinsYTRX
XH_P44 7 77824311 77824311 Frame_Shift_Ins INS - A - MAGI2 c.2148_2149insT p.L717fs
XH_P44 7 77824312 77824312 Frame_Shift_Ins INS - GCTGGTCTAAAAT - MAGI2 nsGATAATTTTAG p.N716fs
XH_P44 7 80091870 80091870 Nonsense_Mutation INS - TAGTTCTAGATCC - GNAT3 AACAAGGATCTAGF223_C224delinsSX
XH_P44 7 81589125 81589125 In_Frame_Ins INS - AGAAAACTATTAG - CACNA2D1 87insAGTCTAATAL996delinsQSNSFLF
XH_P44 7 81964561 81964561 Nonsense_Mutation SNP C A C CACNA2D1 c.G184T p.E62X
XH_P44 7 81964562 81964562 Nonsense_Mutation INS - TTTATTTTATATT - CACNA2D1 ATAGTAATATAAAp.Y61_E62delinsX
XH_P44 7 82544518 82544518 In_Frame_Ins INS - TGGCCA - PCLO 783_12784insTG.T4262delinsWPT
XH_P44 7 82546120 82546120 Nonsense_Mutation INS - AAAGAGGCCCTA - PCLO _11182insTAGGGp.P3728delinsX
XH_P44 7 82579033 82579033 Nonsense_Mutation INS - TTAATCATGTGTT - PCLO 71insGAAAACACp.Y3624delinsX
XH_P44 7 82579864 82579864 In_Frame_Ins INS - ATGATCCCCGAAG - PCLO 40insAAACTTCG 3347delinsKTSGIIC
XH_P44 7 82582204 82582204 Frame_Shift_Ins INS - ATTATAAATCTTA - PCLO sCACACTAAGATT p.V2689fs
XH_P44 7 82582206 82582206 Frame_Shift_Ins INS - ATCATCAA - PCLO 62_8063insTTGA p.S2688fs
XH_P44 7 82583892 82583892 Frame_Shift_Ins INS - ATAACCACAGTTT - PCLO 77insATAAACTG p.S2126fs
XH_P44 7 82584360 82584360 Frame_Shift_Ins INS - ATAGTGGACCTG - PCLO 9insTACCCAGGTC p.D1970fs
XH_P44 7 83021958 83021958 In_Frame_Ins INS - TTTCCCTCTTTTGA - SEMA3E 0insTTTCAAAAGAA467delinsVSKEGKT
XH_P44 7 84649562 84649562 Frame_Shift_Ins INS - TTCTCTAAGCATA - SEMA3D 490insATATGCTT p.L497fs
XH_P44 7 86468495 86468495 Silent SNP C A C GRM3 c.C1665A p.P555P
XH_P44 7 86988642 86988642 Frame_Shift_Ins INS - CAAAAGAT - CROT 6_237insCAAAA p.N79fs
XH_P44 7 87073085 87073085 Frame_Shift_Ins INS - GGCTTTGTTGT - ABCB4 _1124insACAACA p.P375fs
XH_P44 7 87073087 87073087 In_Frame_Ins INS - AGTGTG - ABCB4 121_1122insCACp.N374delinsNTL
XH_P44 7 87476340 87476340 Frame_Shift_Ins INS - TTTATTGAATGAA - SLC25A40 AACTATTCATTCA p.K185fs
XH_P44 7 87910338 87910338 Frame_Shift_Ins INS - ACAGCTAAGACTA - STEAP4 3insTATAGTCTTA p.S171fs
XH_P44 7 88424080 88424080 In_Frame_Ins INS - AAGTTC - TEX47 176_177insGAACp.N59delinsKNF
XH_P44 7 88963746 88963746 In_Frame_Ins INS - TGTTTTATCTAAA - ZNF804B nsTTTCTGTTTTA484delinsLSVLSKDF
XH_P44 7 88964070 88964070 Frame_Shift_Ins INS - GT - ZNF804B .1774_1775insG p.A592fs
XH_P44 7 88964071 88964071 In_Frame_Ins INS - TTCCTT - ZNF804B 775_1776insTTCp.A592delinsASF
XH_P44 7 88964815 88964815 Frame_Shift_Ins INS - AAATTACCTCTGC - ZNF804B 0insAGCAAATTAC p.S840fs
XH_P44 7 89861900 89861900 Frame_Shift_Ins INS - AAATGACTGAAAC - STEAP2 GAAACAAATGAC p.I479fs
XH_P44 7 91503095 91503095 In_Frame_Ins INS - GGAACTGTGAAT - MTERF1 AACATATTCACA18delinsGITYSQFLRIK
XH_P44 7 91630927 91630927 Frame_Shift_Ins INS - TGTTTTCATTTCCT - AKAP9 TGCCGTGTTTTCA p.S566fs
XH_P44 7 91631836 91631836 In_Frame_Ins INS - AACATGTCTTCAA - AKAP9 ATTTTCAACATGT69delinsVFSTCLQGFS
XH_P44 7 91670135 91670135 Nonsense_Mutation INS - AATCTCATCATGA - AKAP9 CACTGAAATCTCA1614delinsLDTEISSX
XH_P44 7 91690690 91690690 Nonsense_Mutation INS - TATACTACTGAAT - AKAP9 AAAGATATACTA_S1907delinsEDFKIKIYYX
XH_P44 7 91708730 91708730 Nonsense_Mutation INS - CACTCATCAAACA - AKAP9 CTTGATCACTCAT428_E2429delinsHSX
XH_P44 7 91709316 91709316 In_Frame_Ins INS - TGACAGAATTTTG - AKAP9 nsATCTTGACAGA2623delinsIILTEFCI
XH_P44 7 91712766 91712766 Frame_Shift_Ins INS - CTTCTTTTTCTAAA - AKAP9 TCTCATCTTCTTTT p.E2815fs
XH_P44 7 91924392 91924392 In_Frame_Ins INS - AAA - ANKIB1 c.100_101insAAA p.L34delinsQI
XH_P44 7 91924393 91924393 In_Frame_Ins INS - TTTTAACAC - ANKIB1 1_102insTTTTAAp.L34delinsLFNT
XH_P44 7 92027776 92027776 Missense_Mutation SNP A T A ANKIB1 c.A2783T p.E928V
XH_P44 7 92027778 92027778 Frame_Shift_Ins INS - TAACTGT - ANKIB1 85_2786insTAAC p.N929fs
XH_P44 7 92355078 92355078 In_Frame_Ins INS - TCCATGTCTCTAA - CDK6 AACATTAGAGAC133delinsLTLETWKR
XH_P44 7 92732647 92732647 In_Frame_Ins INS - TAT - SAMD9 2763_2764insATp.A922delinsIA
XH_P44 7 92732649 92732649 In_Frame_Ins INS - CCT - SAMD9 2761_2762insAGp.L921delinsQV
XH_P44 7 92826707 92826707 Nonsense_Mutation INS - TAGTTGTGTTAAT - HEPACAM2 AATAATATTAACA369_K370delinsNIX
XH_P44 7 92844927 92844927 In_Frame_Ins INS - TGAAAT - HEPACAM2 465_466insATTT p.L156delinsISL
XH_P44 7 92844929 92844929 In_Frame_Ins INS - AAAGTGATA - HEPACAM2 3_464insTATCACp.T155delinsISLS
XH_P44 7 93516207 93516207 Frame_Shift_Ins INS - ATTTTTTTATATAT - TFPI2 TAGTTATATATAA p.L186fs
XH_P44 7 94183859 94183859 Frame_Shift_Ins INS - CTAAAAGTATTAG - CASD1 sATATTCTAAAAG p.F700fs
XH_P44 7 94540068 94540068 Frame_Shift_Ins INS - AAACATCTTT - PPP1R9A 3_644insAAACAT p.P215fs
XH_P44 7 94540070 94540070 Silent SNP C G C PPP1R9A c.C645G p.P215P
XH_P44 7 94540492 94540492 Nonsense_Mutation INS - CAGGAATTAG - PPP1R9A _1068insCAGGA56_A357delinsARNX
XH_P44 7 94913379 94913379 Nonsense_Mutation INS - AAAAGTTTGCACT - PPP1R9A sAGTAAAAAGTT076_Q1077delinsEX
XH_P44 7 94919517 94919517 Nonsense_Mutation INS - ATGGTGTTAACAT - PPP1R9A CCTCTGATGGTGTp.E1059delinsALX
XH_P44 7 95434146 95434146 Nonsense_Mutation INS - AAGTTAGATCTGG - DYNC1I1 AAATTAAGTTAGA_E36delinsKQIKLDLVX
XH_P44 7 96639235 96639235 Frame_Shift_Ins INS - TTCCACCTCTTTCT - DLX6 759insTTCCACCT p.P253fs
XH_P44 7 97820068 97820068 Frame_Shift_Ins INS - G - LMTK2 c.1027_1028insG p.F343fs
XH_P44 7 98535444 98535444 Splice_Site INS - ACTTATCTTTACT - TRRAP . .
XH_P44 7 98655109 98655109 Frame_Shift_Ins INS - AGTTCAC - SMURF1 68_269insGTGAA p.Q90fs



XH_P44 7 99091480 99091480 Frame_Shift_Ins INS - AGACAAAGTACA - ZNF394 nsAGGTGTGTACT p.I453fs
XH_P44 7 99129051 99129051 Missense_Mutation SNP C A C ZKSCAN5 c.C1480A p.H494N
XH_P44 7 99474446 99474446 Frame_Shift_Ins INS - C - OR2AE1 c.210_211insG p.L71fs
XH_P44 7 99474447 99474447 In_Frame_Ins INS - GCATTCTCC - OR2AE1 9_210insGGAGAAp.D70delinsEENA
XH_P44 7 99569630 99569630 Splice_Site INS - ACAGGGG - AZGP1 . .
XH_P44 7 99662124 99662124 Frame_Shift_Ins INS - ATCTTTGCACT - ZSCAN21 _1307insATCTTT p.R436fs
XH_P44 7 99689295 99689295 In_Frame_Ins INS - ATTAAA - COPS6 867_868insATTAp.M289delinsMIK
XH_P44 7 99689296 99689296 Frame_Shift_Ins INS - GGGA - COPS6 868_869insGGG p.A290fs
XH_P44 7 99695843 99695843 Frame_Shift_Ins INS - TGAAGGGATTAC - MCM7 3insGATGTAATCC p.I88fs
XH_P44 7 100552037 100552037 In_Frame_Ins INS - ACTCACTTGTAGA - MUC3A AGTGAACTCACTT73delinsVVNSLVDVS
XH_P44 7 100552566 100552566 Frame_Shift_Ins INS - GTCCATATATGTA - MUC3A AGAAGTGTCCATA p.V1049fs
XH_P44 7 100635516 100635516 Missense_Mutation SNP C T C MUC12 c.C1672T p.P558S
XH_P44 7 100635518 100635518 Silent SNP C A C MUC12 c.C1674A p.P558P
XH_P44 7 100641110 100641110 Silent SNP A G A MUC12 c.A7266G p.A2422A
XH_P44 7 100648213 100648213 Frame_Shift_Ins INS - GGTGTTGTGG - MUC12 _14370insGGTG p.L4790fs
XH_P44 7 100648214 100648214 Silent SNP C T C MUC12 c.C14370T p.L4790L
XH_P44 7 100675608 100675608 Frame_Shift_Ins INS - GTGCTGGCAGGC - MUC17 12insGGTGCTGG p.I304fs
XH_P44 7 100677079 100677079 In_Frame_Ins INS - TCCGCAGTTGTAG - MUC17 383insTTCCGCAGT794delinsTFRSCR
XH_P44 7 100682694 100682694 Frame_Shift_Ins INS - AGGACTGTTGGA - MUC17 998insAGGACTG p.T2666fs
XH_P44 7 100682970 100682970 Frame_Shift_Ins INS - GGAGTGCTTCTT - MUC17 insTAATGGAGTG p.V2758fs
XH_P44 7 100684419 100684419 Missense_Mutation SNP T C T MUC17 c.T9722C p.I3241T
XH_P44 7 100685104 100685104 Silent SNP G A G MUC17 c.G10407A p.P3469P
XH_P44 7 100685505 100685505 Frame_Shift_Ins INS - GC - MUC17 10808_10809ins p.R3603fs
XH_P44 7 100685506 100685506 Frame_Shift_Ins INS - TATTTGTTAATGG - MUC17 10810insTATTTG p.R3603fs
XH_P44 7 100686669 100686669 Frame_Shift_Ins INS - GGGAGTTGAGGC - MUC17 973insGTGGGAG p.F3991fs
XH_P44 7 100686872 100686872 Nonsense_Mutation INS - AAAAAGATGTGG - MUC17 GTAGTTGAAAAA4059_H4060delinsX
XH_P44 7 100695217 100695217 Nonsense_Mutation INS - GTGTTGAAACACA - MUC17 078insTGGTGTTG59_M4360delinsQWCX
XH_P44 7 100959814 100959814 In_Frame_Ins INS - CTCTGTCCA - IFT22 5_126insTGGACAp.S42delinsSGQS
XH_P44 7 102953029 102953029 Frame_Shift_Ins INS - TGTTT - DNAJC2 693_1694insAAA p.R565fs
XH_P44 7 102953031 102953031 Frame_Shift_Ins INS - ACATGTGTTCAA - DNAJC2 nsATTGTTTGAAC p.S564fs
XH_P44 7 102964067 102964067 Nonsense_Mutation INS - GTTGCTTAACCTA - DNAJC2 nsACCTAGGTTA p.E233delinsTX
XH_P44 7 103019746 103019746 In_Frame_Ins INS - AAG - SLC26A5 1524_1525insCTp.N509delinsLN
XH_P44 7 103019747 103019747 Frame_Shift_Ins INS - ACATAAAC - SLC26A5 23_1524insGTTT p.I508fs
XH_P44 7 103179728 103179728 Frame_Shift_Ins INS - AAACACAAGTGC - RELN 6977insTGCACTT p.D2326fs
XH_P44 7 103180853 103180853 Nonsense_Mutation INS - TATCGATCAGGTC - RELN 721insTGACCTGAp.P2241delinsX
XH_P44 7 103205901 103205901 Nonsense_Mutation INS - AATTGTCAT - RELN 3_5034insATGACp.N1678delinsKX
XH_P44 7 103276830 103276830 Nonsense_Mutation INS - CAGTTTATTGAG - RELN 155insTCTCAATA719_L720delinsSQX
XH_P44 7 103301968 103301968 Frame_Shift_Ins INS - GAGCAGAAGCCT - RELN 1296insCAGGCTT p.D432fs
XH_P44 7 104730627 104730627 Frame_Shift_Ins INS - CAATCCTTTTTAG - KMT2E TATAAGCAATCCT p.T510fs
XH_P44 7 105904055 105904055 In_Frame_Ins INS - CATCAATACTAC - NAMPT 752insGTAGTAT.T251delinsSSIDA
XH_P44 7 106513362 106513362 In_Frame_Ins INS - TCTGGC - PIK3CG 266_2267insTCTGp.K756delinsIWQ
XH_P44 7 106513363 106513363 Frame_Shift_Ins INS - GGGCACTATCAT - PIK3CG 268insAGGGCAC p.K756fs
XH_P44 7 107115734 107115734 Frame_Shift_Ins INS - GTCACTTGGGCCT - GPR22 1230insGTCACTT p.R410fs
XH_P44 7 107577670 107577670 Frame_Shift_Ins INS - ATGG - LAMB1 3813_3814insCC p.S1272fs
XH_P44 7 107601715 107601715 Frame_Shift_Ins INS - CCCC - LAMB1 044_2045insGG p.L682fs
XH_P44 7 107601716 107601716 In_Frame_Ins INS - GGAAAGGATTTA - LAMB1 044insAATAAATCL682delinsNKSFPL
XH_P44 7 108113022 108113022 Frame_Shift_Ins INS - TGATGAGTATATG - PNPLA8 CATAAGCATATAC p.N724fs
XH_P44 7 110763549 110763549 Nonsense_Mutation INS - GTGATTAATATA - LRRN3 sAGTTGTGATTA241_S242delinsKLX
XH_P44 7 113520053 113520053 In_Frame_Ins INS - GGCAGCAAAGAA - PPP1R3A 094insCTTCTTTGI365delinsTSLLPV
XH_P44 7 113558764 113558764 Frame_Shift_Ins INS - TCCTTTAAGATTG - PPP1R3A CAATACAATCTTA p.T96fs
XH_P44 7 116395468 116395468 Frame_Shift_Ins INS - AAAGAGCAGA - MET _472insAAAGAG p.D157fs
XH_P44 7 116395469 116395469 Frame_Shift_Ins INS - GCAGC - MET 472_473insGCAG p.F158fs
XH_P44 7 116423488 116423488 Frame_Shift_Ins INS - CTTTTTGCTTTAA - MET 2474insCTTTTTG p.L825fs
XH_P44 7 116869897 116869897 Nonsense_Mutation INS - ACTGTTAGA - ST7 1_1652insACTGTp.L551delinsHCX
XH_P44 7 117180330 117180330 In_Frame_Ins INS - CATCATATGACCT - CFTR nsTCCACATCATA49delinsAPHHMTCV
XH_P44 7 117431519 117431519 In_Frame_Ins INS - CCTTTT - CTTNBP2 30_1731insAAAp.A577delinsAKG
XH_P44 7 117431521 117431521 Frame_Shift_Ins INS - TCTT - CTTNBP2 1728_1729insAA p.A577fs
XH_P44 7 120450614 120450614 In_Frame_Ins INS - CCCTTTATTTCACA - TSPAN12 nsCATGTGAAATAQ124delinsPCEIKGK
XH_P44 7 120629891 120629891 Frame_Shift_Ins INS - AT - CPED1 c.216_217insAT p.F72fs
XH_P44 7 120629892 120629892 Frame_Shift_Ins INS - CCTGCTTAAGAAT - CPED1 218insCCTGCTTA p.L73fs
XH_P44 7 120911477 120911477 In_Frame_Ins INS - TTA - CPED1 2861_2862insTTp.F954delinsFY
XH_P44 7 120911478 120911478 Nonsense_Mutation INS - TGGGATTAGT - CPED1 _2863insTGGGA54_H955delinsFWDX
XH_P44 7 121756975 121756975 Nonsense_Mutation INS - CGTTTTAATACTG - AASS nsCATCAGTATTA42_V243delinsHQYX
XH_P44 7 122001016 122001016 Frame_Shift_Ins INS - TTCCCTTAGGGA - CADPS2 316insCTCCCTAA p.G1106fs
XH_P44 7 122033359 122033359 Nonsense_Mutation INS - ATTTGAGTTTTTA - CADPS2 AGCTTAAAAACTp.N971delinsLLAX
XH_P44 7 123097544 123097544 In_Frame_Ins INS - GGTATATATAAG - IQUB CAAATCTCTTATA95delinsVQISYIYLLFN
XH_P44 7 123101657 123101657 Nonsense_Mutation INS - GTGCCAATTAT - IQUB _1761insATAATTV587_P588delinsVX
XH_P44 7 123101659 123101659 Missense_Mutation SNP C G C IQUB c.G1759C p.V587L
XH_P44 7 123302076 123302076 Frame_Shift_Ins INS - TA - LMOD2 c.436_437insTA p.G146fs
XH_P44 7 123302077 123302077 In_Frame_Ins INS - CACATGGCAAGT - LMOD2 438insCACATGGG146delinsGTWQV
XH_P44 7 123332717 123332717 Frame_Shift_Ins INS - ATGCACTGTTA - WASL _1031insTAACAG p.P344fs
XH_P44 7 126249452 126249452 In_Frame_Ins INS - AATTTTGCCCTTT - GRM8 TCATAAAAGGGCdelinsNDSFIKGQNLSKGI
XH_P44 7 127014587 127014587 Frame_Shift_Ins INS - A - ZNF800 c.802_803insT p.K268fs
XH_P44 7 127014588 127014588 Frame_Shift_Ins INS - TTCTCCTAAAAAA - ZNF800 802insTTTTTTAG p.K268fs
XH_P44 7 127732091 127732091 In_Frame_Ins INS - GAGAAGAAAGGG - SND1 2715insGAGAAGE905delinsERRKG
XH_P44 7 128141905 128141905 Nonsense_Mutation INS - AGTTCATGTTTAG - METTL2B 073insAAGTTCATL358delinsQVHVX
XH_P44 7 129813560 129813560 Nonsense_Mutation INS - TTAAATTGGAAA - TMEM209 GAAACACATTTCC8delinsRNIYVGNTFPIX
XH_P44 7 129841907 129841907 Missense_Mutation SNP T A T TMEM209 c.A356T p.D119V
XH_P44 7 129841908 129841908 Frame_Shift_Ins INS - ACCCATTTAAA - TMEM209 _355insTTTAAAT p.D119fs
XH_P44 7 130038762 130038762 Frame_Shift_Ins INS - TAAAAAC - CEP41 27_828insGTTTT p.S276fs
XH_P44 7 130038764 130038764 Missense_Mutation SNP T A T CEP41 c.A826T p.S276C
XH_P44 7 130301931 130301931 Frame_Shift_Ins INS - ATTTTTT - COPG2 28_329insAAAAA p.T110fs
XH_P44 7 130301933 130301933 Nonsense_Mutation INS - CTTTATTTATGTT - COPG2 327insAACATAAA109_T110delinsLTX
XH_P44 7 131815321 131815321 Frame_Shift_Ins INS - TTGCTCTGCC - PLXNA4 _5602insGGCAG p.L1868fs
XH_P44 7 134617950 134617950 Frame_Shift_Ins INS - GAACAAC - CALD1 12_413insGAACA p.N138fs
XH_P44 7 135073590 135073590 Nonsense_Mutation INS - TCTTCATTAGGCC - CNOT4 GTTAAAGGCCTAAp.Q559delinsCX
XH_P44 7 135080522 135080522 Nonsense_Mutation INS - TCAGGTATATAA - CNOT4 TATTGTTATATAC8_E329delinsTIVIYLMX
XH_P44 7 135369002 135369002 Missense_Mutation SNP G C G SLC13A4 c.C1616G p.T539R
XH_P44 7 135369003 135369003 Nonsense_Mutation INS - TCTTTCAAAGCTTA - SLC13A4 615insTAAGCTTTT539_L540delinsX
XH_P44 7 135376065 135376065 Nonsense_Mutation SNP G A G SLC13A4 c.C1330T p.Q444X
XH_P44 7 135421943 135421943 In_Frame_Ins INS - CTAATTTGT - FAM180A 0_81insACAAATTp.V27delinsVQIR
XH_P44 7 135421945 135421945 Missense_Mutation SNP C G C FAM180A c.G79C p.V27L
XH_P44 7 136700347 136700347 In_Frame_Ins INS - AACTGCCAGAAGA - CHRM2 6insGAACTGCCAN245delinsNELPEE
XH_P44 7 137341283 137341283 In_Frame_Ins INS - AATTTGATATCAT - DGKI GTAAAATGATAT04delinsRKMISNYTS
XH_P44 7 138603453 138603453 Nonsense_Mutation INS - AACACTCATAT - KIAA1549 _919insATATGAGV307_S308delinsIX
XH_P44 7 138968522 138968522 Frame_Shift_Ins INS - GAAGAAGTGTGA - UBN2 2insAGGAAGAAG p.K957fs
XH_P44 7 139083427 139083427 Frame_Shift_Ins INS - AGACAAATATAAA - C7orf55-LUC7L2nsCATAGACAAAT p.F80fs
XH_P44 7 139092080 139092080 Frame_Shift_Ins INS - AAACAAT - C7orf55-LUC7L271_672insAAACA p.K224fs



XH_P44 7 139092081 139092081 Nonsense_Mutation INS - ACCATATAAAT - C7orf55-LUC7L2_673insACCATAT224_L225delinsKTIX
XH_P44 7 139299193 139299193 Frame_Shift_Ins INS - AAGG - HIPK2 1828_1829insCC p.V610fs
XH_P44 7 139299194 139299194 In_Frame_Ins INS - CCTCCTCAT - HIPK2 7_1828insATGAGV610delinsMRRV
XH_P44 7 139741610 139741610 In_Frame_Ins INS - TGTTTTGTCCTG - PARP12 1016insCAGGACF339delinsSGQNI
XH_P44 7 140501356 140501356 In_Frame_Ins INS - TTCCATACGATT - BRAF 716insAATCGTAR239delinsQSYGR
XH_P44 7 140501358 140501358 Frame_Shift_Ins INS - TATAGAGA - BRAF 13_714insTCTCT p.V238fs
XH_P44 7 141464484 141464484 Frame_Shift_Ins INS - CACCAAGACAG - TAS2R3 _527insCACCAAG p.S176fs
XH_P44 7 141672839 141672839 Frame_Shift_Ins INS - AGGGGTGATGGT - TAS2R38 nsACAAACCATCA p.T217fs
XH_P44 7 141919904 141919904 Nonsense_Mutation INS - ATTTAACAAAAA - MGAM2 ATTACAATTTAAC1865_P1866delinsX
XH_P44 7 141954986 141954986 Frame_Shift_Ins INS - TTTCTATCATTTT - PRSS58 nsGAGAAAATGAT p.T109fs
XH_P44 7 142573386 142573386 Frame_Shift_Ins INS - TCTAATCTCAAAT - TRPV6 77insATATTTGAG p.L359fs
XH_P44 7 142573388 142573388 Missense_Mutation SNP G T G TRPV6 c.C1075A p.L359I
XH_P44 7 143043262 143043262 Frame_Shift_Ins INS - TCCC - CLCN1 2202_2203insTC p.S734fs
XH_P44 7 143091299 143091299 Frame_Shift_Ins INS - TCTTT - EPHA1 489_2490insAAA p.M830fs
XH_P44 7 143091300 143091300 Frame_Shift_Ins INS - C - EPHA1 c.2488_2489insG p.M830fs
XH_P44 7 143633043 143633043 Frame_Shift_Ins INS - G - OR2F2 c.718_719insG p.T240fs
XH_P44 7 143633044 143633044 In_Frame_Ins INS - GAGTTCACAGGA - OR2F2 nsTAGGAGTTCA240delinsTRSSQDM
XH_P44 7 143792621 143792621 Frame_Shift_Ins INS - GT - OR2A12 c.421_422insGT p.T141fs
XH_P44 7 143792623 143792623 Frame_Shift_Ins INS - AGTCCAAGTAGA - OR2A12 insAGAGTCCAAG p.T141fs
XH_P44 7 143929704 143929704 In_Frame_Ins INS - CCTCAT - OR2A1 32_233insATGAp.P78delinsHEA
XH_P44 7 143929705 143929705 Frame_Shift_Ins INS - AAAT - OR2A1 .231_232insATT p.P78fs
XH_P44 7 144060577 144060577 Frame_Shift_Ins INS - ATATCTGGTCT - ARHGEF5 _816insATATCTG p.Q272fs
XH_P44 7 144071849 144071849 In_Frame_Ins INS - TTA - ARHGEF5 4165_4166insTTp.R1389delinsLS
XH_P44 7 144071850 144071850 Frame_Shift_Ins INS - ATTCTCTTTCT - ARHGEF5 _4167insATTCTC p.R1389fs
XH_P44 7 144463030 144463030 Frame_Shift_Ins INS - GACTCCGAAGGA - TPK1 insCGTCCTTCGG p.C20fs
XH_P44 7 149543324 149543324 In_Frame_Ins INS - GAAAGTAGGAGT - ZNF862 222insGAAAGTA.S74delinsRKVGV
XH_P44 7 150217369 150217369 Missense_Mutation SNP C A C GIMAP7 c.C307A p.R103S
XH_P44 7 150217371 150217371 In_Frame_Ins INS - AAT - GIMAP7 c.309_310insAATp.R103delinsRN
XH_P44 7 150439827 150439827 Frame_Shift_Ins INS - TCCCCGATGTTCT - GIMAP1-GIMAP601insTCCCCGAT p.Q200fs
XH_P44 7 150439829 150439829 Missense_Mutation SNP C T C GIMAP1-GIMAP c.C602T p.A201V
XH_P44 7 151053006 151053006 Nonsense_Mutation INS - TTTTCTATGTTAAA - NUB1 GTCCATTTTCTATGp.K214delinsRX
XH_P44 7 151842382 151842382 Splice_Site INS - GTATGTTTCTGTC - KMT2C . .
XH_P44 7 151851434 151851434 Silent SNP T A T KMT2C c.A12057T p.P4019P
XH_P44 7 151851436 151851436 In_Frame_Ins INS - TCTTAT - KMT2C 054_12055insATAp.P4019delinsIRP
XH_P44 7 151859317 151859317 Frame_Shift_Ins INS - TCATTTCTACCTC - KMT2C 345insGAGAGGT p.K3782fs
XH_P44 7 151877180 151877180 Nonsense_Mutation INS - AGTATG - KMT2C 180_7181insCAT.Q2394delinsPYX
XH_P44 7 151877182 151877183 Frame_Shift_Del DEL CT - CT KMT2C c.7178_7179del p.Q2393fs
XH_P44 7 151878461 151878461 Frame_Shift_Ins INS - GTTTTAC - KMT2C 83_6484insGTAA p.P2162fs
XH_P44 7 151878604 151878604 Frame_Shift_Ins INS - ATCTACACAAACT - KMT2C CAAGTCAGTTTG p.R2114fs
XH_P44 7 151927080 151927080 Frame_Shift_Ins INS - CTATAAATCTTATA - KMT2C 904insTATAAGA p.Q968fs
XH_P44 7 151932944 151932944 Frame_Shift_Ins INS - T - KMT2C c.2726_2727insA p.R909fs
XH_P44 7 151932945 151932945 Nonsense_Mutation INS - CTTATCTTTCTA - KMT2C 2726insTAGAAAp.R909delinsIERX
XH_P44 7 154759614 154759614 Nonsense_Mutation INS - GTAGATGTAACTG - PAXIP1 TGAACACAGTTAC_E603delinsVNTVTSTX
XH_P44 7 156451263 156451263 Frame_Shift_Ins INS - GTTAGTTGTCATA - RNF32 nsCAAGTTAGTTG p.K228fs
XH_P44 7 156743306 156743306 Frame_Shift_Ins INS - CTCCCAGAATATA - NOM1 876insCTCCCAGA p.G292fs
XH_P44 7 157023974 157023974 Nonsense_Mutation INS - GAGGAGGAAAGA - UBE3C nsGGTGAGGAGD812_S813delinsGX
XH_P44 7 158727201 158727201 Frame_Shift_Ins INS - CCTAAATCAA - WDR60 6_2167insCCTAA p.N722fs
XH_P44 7 158727202 158727202 Frame_Shift_Ins INS - ATATTTA - WDR60 67_2168insATAT p.V723fs
XH_P44 8 1828299 1828299 Frame_Shift_Ins INS - AATGCACAAATA - ARHGEF10 30insAAATGCAC p.I310fs
XH_P44 8 2824238 2824238 Nonsense_Mutation INS - GACTTTAAGGTG - CSMD1 AGTATAACACCT T2985delinsKTVX
XH_P44 8 3263740 3263740 Frame_Shift_Ins INS - C - CSMD1 c.2074_2075insG p.F692fs
XH_P44 8 3263741 3263741 Nonsense_Mutation INS - AACTGTGTTAGCT - CSMD1 2074insAGCTAAC692_G693delinsSX
XH_P44 8 6378824 6378824 Nonsense_Mutation INS - AAGGGGAAATAT - ANGPT2 ATAACATATATTT p.S173delinsX
XH_P44 8 7215856 7215856 In_Frame_Ins INS - CAAAGCTCTGGCT - ZNF705G 45insAAGCCAGAGT182delinsKARALT
XH_P44 8 7217762 7217762 Nonsense_Mutation INS - GGGTTAAACTTT - ZNF705G nsATGAAAGTTTp.P78delinsMKVX
XH_P44 8 9437892 9437892 Frame_Shift_Ins INS - A - TNKS c.897_898insA p.I299fs
XH_P44 8 9437893 9437893 In_Frame_Ins INS - CACCCATCTGTA - TNKS _899insCACCCATV300delinsAPICM
XH_P44 8 9578053 9578053 In_Frame_Ins INS - AACTATCTTCTTT - TNKS 920insGAACTATS640delinsRNYLLF
XH_P44 8 9578055 9578055 Missense_Mutation SNP G A G TNKS c.G1921A p.E641K
XH_P44 8 9592967 9592967 Nonsense_Mutation INS - ATATGTAATAAGG - TNKS ACATACATATGTA_P873delinsKEKKYIHMX
XH_P44 8 12583321 12583321 Frame_Shift_Ins INS - CCCACCTCATCTT - LONRF1 045insAAGATGA p.S682fs
XH_P44 8 17157661 17157661 Frame_Shift_Ins INS - GATAGTGGCAAG - MTMR7 93insGTCCTTGCC p.H565fs
XH_P44 8 17402085 17402085 Frame_Shift_Ins INS - ATACAGTAGTCAT - SLC7A2 TAATCATACAGTA p.F168fs
XH_P44 8 17581198 17581198 Frame_Shift_Ins INS - GTCTGAAGTGATG - MTUS1 2insCACCATCACT p.S811fs
XH_P44 8 17827209 17827209 Nonsense_Mutation INS - TGAAATTAAAAG - PCM1 TTAAAATGAAAT79_P1180delinsLALKX
XH_P44 8 18656864 18656864 Splice_Site INS - GGTGTCTGGAGT - PSD3 . .
XH_P44 8 22052044 22052044 Missense_Mutation SNP A T A BMP1 c.A1384T p.I462F
XH_P44 8 22052045 22052045 Frame_Shift_Ins INS - CTTCC - BMP1 385_1386insCTT p.I462fs
XH_P44 8 22105454 22105454 In_Frame_Ins INS - TTTTCAGTTTGCTT - POLR3D GATTTTTTCAGTT98delinsGRIFSVCFTL
XH_P44 8 23539147 23539147 Frame_Shift_Ins INS - AAGATATGGTT - NKX3-1 _292insAACCATA p.H98fs
XH_P44 8 24188685 24188685 Frame_Shift_Ins INS - AATATAGTCATA - ADAM28 TGAGAAAATATA p.S376fs
XH_P44 8 24254926 24254926 Missense_Mutation SNP A G A ADAMDEC1 c.A347G p.K116R
XH_P44 8 24254927 24254927 Frame_Shift_Ins INS - TAGAGACTTATAT - ADAMDEC1 9insTATAGAGAC p.K116fs
XH_P44 8 24774966 24774966 Frame_Shift_Ins INS - ATTCCTCTGTAAT - NEFM 471insATTCCTCT p.Q157fs
XH_P44 8 24810342 24810342 Frame_Shift_Ins INS - CCAGC - NEFL 612_1613insGCT p.A538fs
XH_P44 8 24810344 24810344 Frame_Shift_Ins INS - G - NEFL c.1610_1611insC p.Q537fs
XH_P44 8 24811776 24811776 Nonsense_Mutation INS - TTTAAA - NEFL 087_1088insTTTAp.S363delinsIX
XH_P44 8 24811778 24811778 Nonsense_Mutation INS - GGATGATTTATTT - NEFL sAATATAAATAAA362_S363delinsKIX
XH_P44 8 25266412 25266412 In_Frame_Ins INS - GAACAGGCA - DOCK5 0_5361insGAACAP1787delinsPNRH
XH_P44 8 25766060 25766060 Nonsense_Mutation INS - TATTCACTGCTAC - EBF2 nsGGAGTAGCAGK188delinsRSSSEX
XH_P44 8 27610035 27610035 Nonsense_Mutation INS - AGAAGGTTGTCTA - CCDC25 34insTAGACAACp.I12_Q13delinsX
XH_P44 8 27634030 27634030 Frame_Shift_Ins INS - TAAGTAAGCTCTA - ESCO2 206insTAAGTAAG p.P69fs
XH_P44 8 27634032 27634032 Silent SNP A T A ESCO2 c.A207T p.P69P
XH_P44 8 27634461 27634461 In_Frame_Ins INS - CTGTCACAATGG - ESCO2 637insCTGTCACAF212delinsFLSQW
XH_P44 8 27898693 27898693 Nonsense_Mutation INS - AGAGGTAAAGAG - NUGGC 6insCTAACTCTTT6_E497delinsLTLYLFX
XH_P44 8 27925104 27925104 In_Frame_Ins INS - TATGGCTATCAAA - NUGGC sTCCATTTGATAG213delinsFHLIAINN
XH_P44 8 29927225 29927225 Frame_Shift_Ins INS - GCTATGTTAATGC - SARAF 7insAGGCATTAAC p.S39fs
XH_P44 8 29927312 29927312 In_Frame_Ins INS - TTGTGGTTGCTAT - SARAF TAACATAGCAACCL10delinsLNIATTIY
XH_P44 8 32617766 32617766 Frame_Shift_Ins INS - TTGCTATAGAGA - NRG1 9insATTTGCTATA p.V216fs
XH_P44 8 33247313 33247313 Frame_Shift_Ins INS - AC - FUT10 c.379_380insGT p.T127fs
XH_P44 8 33247314 33247314 In_Frame_Ins INS - GTG - FUT10 c.378_379insCACp.T127delinsHT
XH_P44 8 38067927 38067927 In_Frame_Ins INS - ATTACCATA - BAG4 2_1183insATTACp.G394delinsGITI
XH_P44 8 38110596 38110596 Nonsense_Mutation INS - TTAAATGATTTA - DDHD2 AGAACATTAAATGp.T614delinsTYKX
XH_P44 8 38205090 38205090 Frame_Shift_Ins INS - ATATATGAATGG - NSD3 600insTCCATTCA p.S200fs
XH_P44 8 38205091 38205091 Nonsense_Mutation INS - ATTAGTTAAGAA - NSD3 9insTATTTCTTAA.S200delinsIFLNX
XH_P44 8 38386106 38386106 Frame_Shift_Ins INS - AAATCAT - C8orf86 49_50insATGATT p.S17fs
XH_P44 8 38840059 38840059 Frame_Shift_Ins INS - TGGTTTGTGCCTA - HTRA4 1158insTGGTTTG p.L386fs
XH_P44 8 39506044 39506044 Frame_Shift_Ins INS - CTAAACAACACTC - ADAM18 CACATCTAAACA p.N386fs



XH_P44 8 39806681 39806681 In_Frame_Ins INS - GAAATTCCCTCAT - IDO2 AAAGAAATTCCC12delinsKLKEIPSFSL
XH_P44 8 39873084 39873084 Frame_Shift_Ins INS - GTGCTGAGTGGA - IDO2 27insAGGTGCTG p.D409fs
XH_P44 8 41834784 41834784 Nonsense_Mutation INS - TTA - KAT6A 1104_1105insTA p.T369delinsX
XH_P44 8 41834785 41834785 Nonsense_Mutation INS - AAACAAATAGTA - KAT6A TACAGAATACTA_T369delinsIHVQNTICFX
XH_P44 8 41906446 41906446 Nonsense_Mutation INS - AGGTCAGAAGGA - KAT6A 0insCATCCTTCTGp.I17delinsTSFX
XH_P44 8 42019852 42019852 Nonsense_Mutation INS - TCAAACAGAATAA - AP3M2 00insTTCAAACAGW167delinsFQTEX
XH_P44 8 42024842 42024842 Frame_Shift_Ins INS - CTTTTTCTGCCCT - AP3M2 5insTGCTTTTTCT p.S322fs
XH_P44 8 42175259 42175259 In_Frame_Ins INS - TGTTCAGCAAGA - IKBKB 1205insTGTTCAG.R402delinsLFSKR
XH_P44 8 48882505 48882505 Frame_Shift_Ins INS - ACCTTCCCATATC - MCM4 1323insACCTTCC p.F441fs
XH_P44 8 53536350 53536350 Frame_Shift_Ins INS - TTTAGGAATAATA - RB1CC1 TGAATTTATTATT p.K1590fs
XH_P44 8 53569061 53569061 In_Frame_Ins INS - AAAGACAGACAA - RB1CC1 28insTTTTTGTCT1110delinsFLSVFLK
XH_P44 8 53569579 53569579 Nonsense_Mutation INS - CAGTTACAGGAAT - RB1CC1 AGTTTTAATTCCT937_E938delinsKPX
XH_P44 8 55538237 55538237 Missense_Mutation SNP G T G RP1 c.G1795T p.G599C
XH_P44 8 55538238 55538238 Nonsense_Mutation INS - CACTTGACT - RP1 6_1797insCACTTp.G599delinsGTX
XH_P44 8 55538674 55538674 Frame_Shift_Ins INS - TATTCTCTCATTC - RP1 3insGTTTATTCTC p.C744fs
XH_P44 8 55539423 55539423 In_Frame_Ins INS - AAGTTGGATATGG - RP1 82insAAAGTTGGF994delinsLKLDMD
XH_P44 8 55540926 55540926 In_Frame_Ins INS - TATATTCAGGGTC - RP1 nsTTTTTATATTC1495delinsHFYIQGLS
XH_P44 8 55542152 55542152 Frame_Shift_Ins INS - CTCATGAAAAGG - RP1 11insTCCTCATGA p.A1904fs
XH_P44 8 56436018 56436018 Silent SNP G A G XKR4 c.G1185A p.S395S
XH_P44 8 56436019 56436019 Frame_Shift_Ins INS - AAGACTCTTAATT - XKR4 87insCAAAGACT p.V396fs
XH_P44 8 56699331 56699331 Frame_Shift_Ins INS - A - TGS1 c.595_596insA p.L199fs
XH_P44 8 56699333 56699333 Frame_Shift_Ins INS - TGCTCCCATTCTT - TGS1 sATGTTGCTCCCA p.L199fs
XH_P44 8 56911002 56911002 In_Frame_Ins INS - CTCCAATAATGG - LYN _1086insCTCCAAT.I362delinsISNNG
XH_P44 8 57218276 57218276 Frame_Shift_Ins INS - ACTTTAAAAATAC - SDR16C5 4insAGGTATTTTT p.P195fs
XH_P44 8 61764783 61764783 In_Frame_Ins INS - GCA - CHD7 5871_5872insGCp.A1957delinsAA
XH_P44 8 61764785 61764785 Frame_Shift_Ins INS - TTGCAATACAGA - CHD7 874insCTTGCAAT p.I1958fs
XH_P44 8 62489419 62489419 Splice_Site INS - AATTTCTCTACAGA - ASPH . .
XH_P44 8 63978585 63978585 Frame_Shift_Ins INS - GGTAAATGTATA - TTPA nsAAAATATACAT p.V144fs
XH_P44 8 67062641 67062641 Frame_Shift_Ins INS - GATTTAAGCAGTA - TRIM55 TATTAGATTTAAG p.H309fs
XH_P44 8 67062643 67062643 Frame_Shift_Ins INS - ATGCTAT - TRIM55 27_928insATGCT p.H309fs
XH_P44 8 67356934 67356934 Frame_Shift_Ins INS - TACATTTTTAAAA - ADHFE1 CGTTGTACATTTT p.I102fs
XH_P44 8 67488573 67488573 In_Frame_Ins INS - AGAAAAATGCGA - MYBL1 insCCCACTCGCA380delinsTHSHFSLL
XH_P44 8 67547318 67547318 In_Frame_Ins INS - GGAAATGGTTTC - VCPIP1 087insAAGAAAC1029delinsGRNHFL
XH_P44 8 67577383 67577383 In_Frame_Ins INS - CCAGTACCA - VCPIP1 0_1811insTGGTA.R604delinsMVLG
XH_P44 8 68062140 68062140 Nonsense_Mutation INS - TAAGCCATTTATT - CSPP1 AAAAAATAAGCCA.N695delinsRKKX
XH_P44 8 68950491 68950491 Frame_Shift_Ins INS - AAGAAGCAAG - PREX2 _804insAAGAAG p.F268fs
XH_P44 8 71646513 71646513 Nonsense_Mutation INS - TAAAGCAATCTTA - XKR9 nsAAATAAAGCAA26_L327delinsEIKQSX
XH_P44 8 72184066 72184066 Frame_Shift_Ins INS - GGCAAAGGGTCT - EYA1 AGAAACAGACCC p.G265fs
XH_P44 8 72967983 72967983 Nonsense_Mutation INS - TAGTTCAGCTTCT - TRPA1 302insAAGAAGC434_F435delinsGRSX
XH_P44 8 74209577 74209577 Frame_Shift_Ins INS - GAGCTTCAAATTT - RDH10 ACAGTGAGCTTCA p.A146fs
XH_P44 8 74209579 74209579 Missense_Mutation SNP G C G RDH10 c.G440C p.G147A
XH_P44 8 74440034 74440034 Nonsense_Mutation INS - ATTATTTTAGACT - STAU2 ACAAGAAGTCTA8_Y409delinsQTRSLKX
XH_P44 8 75263620 75263620 In_Frame_Ins INS - CAAAATAAGTAAT - GDAP1 AACACAAAATAAGV9delinsEHKISNEM
XH_P44 8 77767269 77767269 Silent SNP G A G ZFHX4 c.G8112A p.Q2704Q
XH_P44 8 77767270 77767270 Frame_Shift_Ins INS - TTTTCATAGAGTA - ZFHX4 4insTATTTTTCAT p.A2705fs
XH_P44 8 79652261 79652261 Frame_Shift_Ins INS - TTTCTTTCTTTCTT - IL7 AAGAAAGAAAGA p.K68fs
XH_P44 8 81412363 81412363 Frame_Shift_Ins INS - ATTAACTGGTTTT - ZBTB10 ATCTCTATTAACT p.S536fs
XH_P44 8 82627265 82627265 Nonsense_Mutation INS - CAGAAACTTGTT - ZFAND1 23insTAACAAGT.V75_A76delinsX
XH_P44 8 87076719 87076719 Frame_Shift_Ins INS - CCTGAGCAATGA - PSKH2 TCGACTCATTGC p.L109fs
XH_P44 8 90955529 90955529 Frame_Shift_Ins INS - TTCC - NBN 2135_2136insGG p.H712fs
XH_P44 8 90955531 90955531 Nonsense_Mutation INS - GTTACAGAGCATT - NBN 134insTAATGCTCp.H712delinsX
XH_P44 8 91094923 91094923 Nonsense_Mutation INS - AATCTTATCTTCT - CALB1 nsAAGAAGATAAp.M1delinsIRRX
XH_P44 8 93027004 93027004 Frame_Shift_Ins INS - ATAGTGT - RUNX1T1 59_160insACACT p.P54fs
XH_P44 8 94747903 94747903 In_Frame_Ins INS - GATATGCCTTTGT - RBM12B insATCACAAAGGV246delinsITKAYLV
XH_P44 8 94935374 94935374 In_Frame_Ins INS - TGGTCATTAGAC - PDP1 1088insTGGTCAD363delinsVVIRH
XH_P44 8 95521981 95521981 Nonsense_Mutation INS - TCTATGTTTTATT - VIRMA 814insTAATAAAAp.D1272delinsX
XH_P44 8 95538875 95538875 Frame_Shift_Ins INS - C - VIRMA c.1596_1597insG p.K533fs
XH_P44 8 95538876 95538876 Frame_Shift_Ins INS - TCTTTTGGAATCC - VIRMA ATTTGAGGATTCC p.Q532fs
XH_P44 8 95780763 95780763 Missense_Mutation SNP T G T DPY19L4 c.T1316G p.V439G
XH_P44 8 95780765 95780765 In_Frame_Ins INS - CTATCC - DPY19L4 318_1319insCTA p.I440delinsTIL
XH_P44 8 95902778 95902778 Frame_Shift_Ins INS - GTCTTTTTTGAGG - CCNE2 AAGTACCTCAAAA p.S106fs
XH_P44 8 100182360 100182360 In_Frame_Ins INS - TGACAA - VPS13B 302_2303insTGAp.Y768delinsLTN
XH_P44 8 100403909 100403909 In_Frame_Ins INS - CGCTTTTTTTTT - VPS13B _3060insCGCTTTP1020delinsPAFFF
XH_P44 8 100990172 100990172 Frame_Shift_Ins INS - AA - RGS22 c.2948_2949insT p.A983fs
XH_P44 8 100990173 100990173 Frame_Shift_Ins INS - CCTCAATGATAGT - RGS22 48insATACTATCA p.A983fs
XH_P44 8 101020726 101020726 Frame_Shift_Ins INS - AACCATTCAGGT - RGS22 GTAGTAAACCTGA p.E565fs
XH_P44 8 101300294 101300294 Missense_Mutation SNP G T G RNF19A c.C109A p.Q37K
XH_P44 8 101300295 101300295 Frame_Shift_Ins INS - CTACAAATACCTC - RNF19A 8insAAGAGGTAT p.R36fs
XH_P44 8 101534999 101534999 In_Frame_Ins INS - TTG - ANKRD46 c.470_471insCAAp.S157delinsSN
XH_P44 8 101535000 101535000 Splice_Site INS - TTATTA - ANKRD46 . .
XH_P44 8 101730401 101730401 Frame_Shift_Ins INS - G - PABPC1 c.300dupC p.I101fs
XH_P44 8 101730403 101730403 Frame_Shift_Ins INS - TCCAAGGGCTA - PABPC1 _299insTAGCCCT p.N100fs
XH_P44 8 101936396 101936396 Silent SNP G A G YWHAZ c.C549T p.N183N
XH_P44 8 101936397 101936397 Frame_Shift_Ins INS - TTTTTTTATTAAAT - YWHAZ nsTGTATTTAATAA p.N183fs
XH_P44 8 102555658 102555658 Nonsense_Mutation INS - AACATTAATTTTT - GRHL2 63insAAACATTAAY54_Y55delinsYKHX
XH_P44 8 102676744 102676744 Frame_Shift_Ins INS - CCCAGCCTCAT - GRHL2 _1714insCCCAGC p.K571fs
XH_P44 8 102701588 102701588 In_Frame_Ins INS - AGACTTCGT - NCALD 0_531insACGAAGp.P177delinsPRSL
XH_P44 8 102701590 102701590 Frame_Shift_Ins INS - T - NCALD c.528_529insA p.P177fs
XH_P44 8 103307940 103307940 Nonsense_Mutation INS - AAGGTGAGTTAA - UBR5 736insAATTAACT246_Q1247delinsNX
XH_P44 8 103341620 103341620 Frame_Shift_Ins INS - TTAACCAATGAAA - UBR5 6insTCTTTTCATT p.T369fs
XH_P44 8 103372376 103372376 Nonsense_Mutation INS - TTACAATTAATCT - UBR5 nsCCTAGATTAAT103_P104delinsSLDX
XH_P44 8 105361114 105361114 Missense_Mutation SNP G A G DCSTAMP c.G334A p.E112K
XH_P44 8 105361115 105361115 In_Frame_Ins INS - TCTCCC - DCSTAMP 335_336insTCTCp.E112delinsDLP
XH_P44 8 105510013 105510013 Frame_Shift_Ins INS - GCTTTTGATT - LRP12 _710insAATCAA p.V237fs
XH_P44 8 106813682 106813682 Missense_Mutation SNP C A C ZFPM2 c.C1372A p.P458T
XH_P44 8 106813683 106813683 In_Frame_Ins INS - GGTGCATTT - ZFPM2 3_1374insGGTG .P458delinsPVHF
XH_P44 8 106815607 106815607 Frame_Shift_Ins INS - G - ZFPM2 c.3297_3298insG p.E1099fs
XH_P44 8 106815608 106815608 Nonsense_Mutation INS - CTGGCCTTTAGG - ZFPM2 3299insCTGGCCQ1100delinsPGLX
XH_P44 8 107726168 107726168 Frame_Shift_Ins INS - GACTTAAAATATA - OXR1 891insGACTTAA p.E630fs
XH_P44 8 108970494 108970494 Frame_Shift_Ins INS - AAAAA - RSPO2 228_229insTTTT p.G77fs
XH_P44 8 108970495 108970495 In_Frame_Ins INS - AAGTATTTA - RSPO2 7_228insTAAATAp.E76delinsDKYL
XH_P44 8 109482091 109482091 Frame_Shift_Ins INS - ACTCTGTCTCATT - EMC2 insTTTACTCTGTC p.Q143fs
XH_P44 8 110477000 110477000 Frame_Shift_Ins INS - CAGCATTGTGTCG - PKHD1L1 7940insCAGCATT p.I2647fs
XH_P44 8 113585869 113585869 In_Frame_Ins INS - CAGAGG - CSMD3 590_3591insCCT .D1197delinsDLC
XH_P44 8 113585870 113585870 Frame_Shift_Ins INS - TAAGTAATTTTTG - CSMD3 590insTCAAAAA p.D1197fs
XH_P44 8 116599495 116599495 Nonsense_Mutation INS - CATTTTTAAATAA - TRPS1 sAGGAATTATTTA802_I803delinsEGIIX
XH_P44 8 116616443 116616443 Nonsense_Mutation INS - GTCTGTCAAGG - TRPS1 _1726insCCTTGAC576_S577delinsPX
XH_P44 8 117658775 117658775 Frame_Shift_Ins INS - TTCAGTG - EIF3H 95_896insCACTG p.E299fs



XH_P44 8 117658777 117658777 Silent SNP C T C EIF3H c.G894A p.E298E
XH_P44 8 117669517 117669517 Nonsense_Mutation INS - AGTGCTGCTTGC - EIF3H 494insGCAAGCAK165delinsSKQHX
XH_P44 8 118169959 118169959 In_Frame_Ins INS - TTTCCTTGG - SLC30A8 8_449insTTTCCTp.C150delinsFSLG
XH_P44 8 118169961 118169961 Missense_Mutation SNP C G C SLC30A8 c.C450G p.C150W
XH_P44 8 120810077 120810077 In_Frame_Ins INS - AAATTTTTTAAAT - TAF2 TCTACATTTAAAA8delinsVFLHLKNFKTKF
XH_P44 8 121211775 121211775 Frame_Shift_Ins INS - TTTTGTAATAACG - COL14A1 8insATTTTTGTAA p.R283fs
XH_P44 8 123964227 123964227 Frame_Shift_Ins INS - TTGG - ZHX2 .477_478insTTG p.T159fs
XH_P44 8 123964228 123964228 In_Frame_Ins INS - GTTTTTTGG - ZHX2 8_479insGTTTTT.N160delinsSFLD
XH_P44 8 124250056 124250056 Frame_Shift_Ins INS - AGAGGTTTTTCTC - C8orf76 AACAAGAGAAAA p.L113fs
XH_P44 8 124265864 124265864 Frame_Shift_Ins INS - GAAAA - ZHX1 322_2323insTTT p.L775fs
XH_P44 8 124265866 124265866 Nonsense_Mutation INS - GAGGAAGATGAA - ZHX1 21insAACTTCATCS774_L775delinsX
XH_P44 8 124267665 124267665 Nonsense_Mutation INS - ACCTACAAT - ZHX1 1_522insATTGTAp.S174delinsSLX
XH_P44 8 124382250 124382250 Nonsense_Mutation INS - AGTTTGTAACAA - ATAD2 AATTATTTGTTACA_E249delinsKLFVTNLGX
XH_P44 8 125463334 125463334 Nonsense_Mutation INS - AAATTCC - TRMT12 66_167insAAATTp.S56_V57delinsX
XH_P44 8 125989634 125989634 Nonsense_Mutation INS - AGGCTGGAACT - ZNF572 _1125insAGGCTGC375_R376delinsX
XH_P44 8 125989636 125989636 Nonsense_Mutation SNP A T A ZNF572 c.A1126T p.R376X
XH_P44 8 126087344 126087344 Frame_Shift_Ins INS - AAGATTAGGATC - WASHC5 0insGGGATCCTA p.I144fs
XH_P44 8 128753036 128753036 Nonsense_Mutation INS - TGCTGATGTGT - MYC _1198insTGCTGA399_E400delinsLCX
XH_P44 8 132958873 132958873 Missense_Mutation SNP C G C EFR3A c.C251G p.T84R
XH_P44 8 132958875 132958875 Frame_Shift_Ins INS - CTGAAATAAGTCT - EFR3A 254insCTGAAATA p.N85fs
XH_P44 8 132962329 132962329 Nonsense_Mutation INS - TAAGTAACAAACA - EFR3A AAAAATAAGTAAC124_R125delinsIX
XH_P44 8 132982861 132982861 Frame_Shift_Ins INS - ATTGCATATTTGA - EFR3A CTAGTATTGCAT p.I341fs
XH_P44 8 132998498 132998498 Nonsense_Mutation INS - AACAACTTTAAAC - EFR3A AAAAAAACAACTD607_K608delinsAX
XH_P44 8 133883798 133883798 Splice_Site INS - AGATAGAACTGCA - TG . .
XH_P44 8 133899588 133899588 In_Frame_Ins INS - TGAGGGCATTTTG - TG nsAATTTGAGGG657delinsRNLRAFWF
XH_P44 8 134057335 134057335 Silent SNP G A G SLA c.C54T p.H18H
XH_P44 8 134057337 134057337 Frame_Shift_Ins INS - CCTTCATGATATG - SLA sAAGCATATCATG p.H18fs
XH_P44 8 134274407 134274407 In_Frame_Ins INS - TAAATACTTTTTA - NDRG1 CAGTTAAAAAGTA4delinsTTVKKYLKEQ
XH_P44 8 135614834 135614834 Silent SNP C T C ZFAT c.G942A p.A314A
XH_P44 8 139145014 139145014 Missense_Mutation SNP T C T FAM135B c.A4043G p.N1348S
XH_P44 8 139145015 139145015 Frame_Shift_Ins INS - CG - FAM135B .4041_4042insC p.N1348fs
XH_P44 8 139164906 139164907 Frame_Shift_Del DEL GG - GG FAM135B c.1811_1812del p.A604fs
XH_P44 8 139164907 139164907 Nonsense_Mutation INS - CTTCATCCAT - FAM135B _1811insATGGA604_I605delinsDGX
XH_P44 8 141900864 141900864 Nonsense_Mutation INS - TTTTTCCATGAGA - PTK2 AGATGTCTCATGG.Y13_D14delinsX
XH_P44 8 143928094 143928094 Nonsense_Mutation INS - AAATAATTGATTT - GML insGAAAATAATTN155delinsNENNX
XH_P44 8 144733265 144733265 Frame_Shift_Ins INS - CCTTCCCACA - ZNF623 3_1224insCCTTC p.C408fs
XH_P44 8 144733487 144733487 Frame_Shift_Ins INS - TCTCTCCAGTGTG - ZNF623 insACTCTCTCTCC p.T482fs
XH_P44 8 144990499 144990510 In_Frame_Del DEL AGCCGGTGCG - GAGCCGGTGCGC PLEC .13437_13448dep.4479_4483del
XH_P44 8 145998951 145998951 In_Frame_Ins INS - GCAGAGTCCAGC - ZNF34 1263insGCTGGAH421delinsQLDSA
XH_P44 8 146067532 146067532 In_Frame_Ins INS - GATAACTTTTTTT - ZNF7 53insAGATAACTTS251delinsSDNFFW
XH_P44 9 339091 339091 Frame_Shift_Ins INS - TAGAAATTAGGAT - DOCK8 sTTTCATAGAAAT p.S435fs
XH_P44 9 3856124 3856124 Frame_Shift_Ins INS - AAGT - GLIS3 1892_1893insAC p.S631fs
XH_P44 9 4576632 4576632 Frame_Shift_Ins INS - ATCATGCTAGCC - SLC1A1 3insCAAATCATGC p.I354fs
XH_P44 9 4685127 4685127 Frame_Shift_Ins INS - AATTTTTCTTAAT - CDC37L1 AGTTCAATTTTTC p.T128fs
XH_P44 9 4849493 4849493 Frame_Shift_Ins INS - ATATCAAAATCCA - RCL1 7insAATATCAAA p.M119fs
XH_P44 9 5089799 5089799 In_Frame_Ins INS - TAAATTTTATAAT - JAK2 sACAAATAAATTT750delinsITNKFYNYI
XH_P44 9 5720669 5720669 In_Frame_Ins INS - CCTCTCCCCTTGCA - RIC1 0insCACCTCTCCCA213delinsAHLSPCI
XH_P44 9 5738513 5738513 Missense_Mutation SNP A T A RIC1 c.A876T p.L292F
XH_P44 9 5738515 5738515 In_Frame_Ins INS - ACAAAG - RIC1 878_879insACAAp.E293delinsEQR
XH_P44 9 5797933 5797933 Splice_Site INS - CCTCCTT - ERMP1 . .
XH_P44 9 5919869 5919869 Nonsense_Mutation INS - AAAAATTTTCAAT - KIAA2026 ATAAACATTGAA43_K2044delinsNKHX
XH_P44 9 5920152 5920152 In_Frame_Ins INS - GTCTCCAGCTACT - KIAA2026 44insGAGTAGCT1948delinsKSSWRL
XH_P44 9 6493875 6493875 Frame_Shift_Ins INS - ATTTAAATGCAAT - UHRF2 insAAAATTTAAA p.A516fs
XH_P44 9 6606621 6606621 Frame_Shift_Ins INS - AGAA - GLDC c.683_684insTTC p.Q228fs
XH_P44 9 6606622 6606622 In_Frame_Ins INS - TGA - GLDC c.682_683insTCAp.Q228delinsLK
XH_P44 9 6986655 6986655 Frame_Shift_Ins INS - AGAAGGTACACT - KDM4C GGATATAGAAGG p.K556fs
XH_P44 9 8449832 8449832 In_Frame_Ins INS - AGTCTGAAAGGA - PTPRD CTTAATTTCCTTT73delinsNLISFQTFAW
XH_P44 9 13126687 13126687 Nonsense_Mutation INS - TAGAGAATTAGG - MPDZ sCATAACCCTAAT4_A1485delinsHNPNSLX
XH_P44 9 14841546 14841546 Nonsense_Mutation INS - AGACTTTTATAGA - FREM1 TAGATATCTATAp.G594delinsTX
XH_P44 9 16436442 16436442 Frame_Shift_Ins INS - TTTCTAAGCATAA - BNC2 1624insTTATGCT p.S542fs
XH_P44 9 19326072 19326072 In_Frame_Ins INS - AAAAACTACCCCT - DENND4C 001insAAAAAACTD667delinsEKNYPF
XH_P44 9 19516195 19516195 In_Frame_Ins INS - CGTCAATACAGG - SLC24A2 _1891insCCTGTA V631delinsPVLTV
XH_P44 9 19786007 19786007 Frame_Shift_Ins INS - AAGTGGGCATAA - SLC24A2 58insCATTATGCC p.V286fs
XH_P44 9 19786009 19786009 Missense_Mutation SNP C T C SLC24A2 c.G856A p.V286I
XH_P44 9 20354850 20354850 Frame_Shift_Ins INS - TAGTTTGTTTT - MLLT3 _1450insAAAACA p.Q484fs
XH_P44 9 20354851 20354851 In_Frame_Ins INS - CATGTG - MLLT3 448_1449insCACp.K483delinsNTW
XH_P44 9 20740316 20740316 In_Frame_Ins INS - CCACCAACTTATC - FOCAD sCAAACCACCAA123delinsNQTTNLSI
XH_P44 9 21077563 21077563 Nonsense_Mutation INS - GGAAATCCTAAG - IFNB1 sAGTTCCTTAGGA102_T103delinsEVPX
XH_P44 9 21227906 21227906 Frame_Shift_Ins INS - AGAAATACAGCC - IFNA17 267insGGGCTGT p.N89fs
XH_P44 9 21239802 21239802 Nonsense_Mutation INS - AAAATTCTACATT - IFNA14 nsTTCAATGTAGA5_R46delinsFNVEFFX
XH_P44 9 21409325 21409325 Frame_Shift_Ins INS - TCAACCTCCAGAG - IFNA8 151insTCAACCTC p.F50fs
XH_P44 9 27158135 27158135 In_Frame_Ins INS - GCATCAGAT - TEK 9_360insGCATCA.Q120delinsQHQI
XH_P44 9 27185586 27185586 Frame_Shift_Ins INS - CATATTCACCATC - TEK nsAGCCATATTCA p.V282fs
XH_P44 9 27185588 27185588 In_Frame_Ins INS - ATC - TEK c.847_848insATCp.A283delinsDP
XH_P44 9 27218795 27218795 Missense_Mutation SNP T A T TEK c.T2639A p.L880Q
XH_P44 9 27218796 27218796 Frame_Shift_Ins INS - CAAAGAAACAG - TEK _2641insCAAAGA p.L880fs
XH_P44 9 27949601 27949601 Frame_Shift_Ins INS - TAGAATGCAGTG - LINGO2 069insGCACTGC p.L357fs
XH_P44 9 32449030 32449030 Frame_Shift_Ins INS - TTTACAAAAGAC - ACO1 8insAGGTTTACAA p.T836fs
XH_P44 9 32633477 32633477 Frame_Shift_Ins INS - TAGTGGATATTTT - TAF1L ACCACAAAAATAT p.E701fs
XH_P44 9 33073723 33073723 Frame_Shift_Ins INS - GGATCTTGTTCTG - SMU1 8insAACAGAACA p.V36fs
XH_P44 9 33548608 33548608 Frame_Shift_Ins INS - TTTCATGTCTA - ANKRD18B _1634insTTTCAT p.G545fs
XH_P44 9 33944615 33944615 Nonsense_Mutation INS - CCCCCAGCTTCTA - UBAP2 2insTTAGAAGCTp.P164delinsPX
XH_P44 9 34089582 34089582 Nonsense_Mutation INS - CTACTCATACTTT - DCAF12 AGTGAAAAAGTA4_S345delinsLVKKYEX
XH_P44 9 34089584 34089584 Silent SNP G T G DCAF12 c.C1029A p.I343I
XH_P44 9 34098415 34098415 Nonsense_Mutation INS - GTGAGAAATTAT - DCAF12 insGTTATAATTTp.H234delinsQLX
XH_P44 9 34242066 34242066 Frame_Shift_Ins INS - TCAGAGTCAAGTT - UBAP1 36insCATCAGAGT p.V412fs
XH_P44 9 34343203 34343203 Frame_Shift_Ins INS - TTATTTATTTATT - NUDT2 ATTTATTTATTTAT p.L70fs
XH_P44 9 34497154 34497154 Frame_Shift_Ins INS - CACTACCCTCTTC - DNAI1 71insCCACTACCC p.M290fs
XH_P44 9 34724515 34724515 Frame_Shift_Ins INS - CCAGAAG - FAM205A 21_2722insCTTC p.I908fs
XH_P44 9 34724909 34724909 Frame_Shift_Ins INS - AGGAACAATG - FAM205A 7_2328insCATTG p.T776fs
XH_P44 9 34993329 34993329 Nonsense_Mutation INS - GTAAAATGAAAG - DNAJB5 nsTCTGTAAAATG05_D106delinsPSVKX
XH_P44 9 35092517 35092517 Frame_Shift_Ins INS - CT - PIGO .1366_1367insA p.A456fs
XH_P44 9 35092519 35092519 Frame_Shift_Ins INS - TTCCTCCCTTTTCT - PIGO 365insAGAAAAG p.T455fs
XH_P44 9 35398264 35398264 Frame_Shift_Ins INS - TCATTTTTAA - UNC13B 4_3565insTCATT p.F1188fs
XH_P44 9 35398265 35398265 Nonsense_Mutation INS - CTGGGTGGT - UNC13B 5_3566insCTGGGE1189delinsAGWX
XH_P44 9 35616677 35616677 Frame_Shift_Ins INS - TGTTGTCTTCCTG - CD72 insTTCAGGAAGA p.T91fs
XH_P44 9 35722213 35722213 In_Frame_Ins INS - CTAAGA - TLN1 850_851insTCTTAp.K284delinsILE
XH_P44 9 36223390 36223390 In_Frame_Ins INS - CTTGGTAACGTTT - GNE 061insCAAACGTTN354delinsTNVTKD



XH_P44 9 36223392 36223392 Frame_Shift_Ins INS - TTAGG - GNE 058_1059insCCT p.L353fs
XH_P44 9 38578116 38578116 Frame_Shift_Ins INS - AAAGATATGGTA - ANKRD18A CAAGTTCTACCAT p.A759fs
XH_P44 9 40706040 40706040 Nonsense_Mutation INS - GTTG - SPATA31A3 3697_3698insGT1233_Q1234delinsSX
XH_P44 9 40706041 40706041 Frame_Shift_Ins INS - GGAG - SPATA31A3 698_3699insGG p.N1233fs
XH_P44 9 40773199 40773199 Silent SNP C T C ZNF658 c.G2076A p.E692E
XH_P44 9 40774925 40774925 Frame_Shift_Ins INS - TGGAGGAA - ZNF658 49_350insTTCCT p.K117fs
XH_P44 9 40774927 40774927 Frame_Shift_Ins INS - TTTTGAA - ZNF658 47_348insTTCAA p.Q116fs
XH_P44 9 43627263 43627263 Frame_Shift_Ins INS - TTTACCCTCTA - SPATA31A6 _1424insTAGAGG p.R475fs
XH_P44 9 73235251 73235251 Missense_Mutation SNP T A T TRPM3 c.A1345T p.T449S
XH_P44 9 73235252 73235252 Frame_Shift_Ins INS - GACA - TRPM3 1343_1344insTG p.K448fs
XH_P44 9 74360146 74360146 Frame_Shift_Ins INS - TGTGAGAGGAGA - TMEM2 822insCTCTCCTC p.Q274fs
XH_P44 9 74365220 74365220 Frame_Shift_Ins INS - GTGTGTATATGC - TMEM2 ATGTGCATATAC p.P24fs
XH_P44 9 77693279 77693279 Frame_Shift_Ins INS - AG - NMRK1 c.3_4insCT p.G2fs
XH_P44 9 77693280 77693280 In_Frame_Ins INS - TTATTTCTT - NMRK1 2_3insAAGAAATAp.M1delinsIRNK
XH_P44 9 78973803 78973803 In_Frame_Ins INS - TGCTCTCTC - PCSK5 8_5549insTGCTCE1850delinsVLSQ
XH_P44 9 78973804 78973804 Missense_Mutation SNP A T A PCSK5 c.A5549T p.E1850V
XH_P44 9 79117786 79117786 Frame_Shift_Ins INS - AATTTCACTGTTA - GCNT1 490insAATTTCAC p.L163fs
XH_P44 9 79117788 79117788 Missense_Mutation SNP C A C GCNT1 c.C491A p.A164D
XH_P44 9 79118584 79118584 Frame_Shift_Ins INS - G - GCNT1 c.1287_1288insGp.X429delinsX
XH_P44 9 79324208 79324208 Frame_Shift_Ins INS - GATGAAAATGAA - PRUNE2 2982insGTTCATT p.E994fs
XH_P44 9 79841508 79841508 Nonsense_Mutation INS - ACATAAGAATTTA - VPS13A GTCGAACATAAGP451_E452delinsHX
XH_P44 9 79999586 79999586 In_Frame_Ins INS - AATTATGGATATA - VPS13A nsCTGTAATTATG092delinsDCNYGYNI
XH_P44 9 80880430 80880430 Frame_Shift_Ins INS - CTACACCCCC - CEP78 1_1772insCTACA p.N591fs
XH_P44 9 84300775 84300775 Frame_Shift_Ins INS - TGGATTGATGGTA - TLE1 nsTACTACCATCA p.K54fs
XH_P44 9 84606472 84606472 In_Frame_Ins INS - AAAAGATGGTGT - SPATA31D1 1088insAAAAGAA363delinsEKMVS
XH_P44 9 84606473 84606473 Missense_Mutation SNP C T C SPATA31D1 c.C1088T p.A363V
XH_P44 9 84607223 84607223 Frame_Shift_Ins INS - AAGG - SPATA31D1 1838_1839insAA p.A613fs
XH_P44 9 84607225 84607225 In_Frame_Ins INS - AGA - SPATA31D1 1840_1841insAGp.R614delinsQR
XH_P44 9 84608213 84608213 Nonsense_Mutation INS - TGTTTAATTTGG - SPATA31D1 _2829insTGTTTAAp.D943delinsDVX
XH_P44 9 84609466 84609466 Frame_Shift_Ins INS - GGAAATTCGTAA - SPATA31D1 082insGGGAAAT p.F1361fs
XH_P44 9 86281319 86281319 Frame_Shift_Ins INS - AATGCTTTGTTAA - UBQLN1 78insTATTAACAA p.G426fs
XH_P44 9 86616907 86616907 Nonsense_Mutation INS - TCGTTAGAATTGT - RMI1 nsGTTTTCGTTAGp.L336delinsCFRX
XH_P44 9 86617158 86617158 Frame_Shift_Ins INS - TT - RMI1 c.1257_1258insT p.K419fs
XH_P44 9 86617159 86617159 Nonsense_Mutation INS - AGGATTATGTGA - RMI1 AGTATTAGGATTA0_L421delinsIRSIRIMX
XH_P44 9 86914627 86914627 Missense_Mutation SNP A T A SLC28A3 c.T538A p.S180T
XH_P44 9 86914629 86914629 Frame_Shift_Ins INS - CCTA - SLC28A3 .535_536insTAG p.S179fs
XH_P44 9 88193952 88193952 Silent SNP G A G AGTPBP1 c.C3381T p.F1127F
XH_P44 9 88954996 88954996 Frame_Shift_Ins INS - TTCGGTCCATTTC - ZCCHC6 3insTTGAAATGG p.D388fs
XH_P44 9 90746185 90746185 Nonsense_Mutation INS - ATTCAG - SPATA31C2 766_1767insCTGp.E589delinsDX
XH_P44 9 91083498 91083498 Frame_Shift_Ins INS - A - SPIN1 c.567_568insA p.D189fs
XH_P44 9 91083499 91083499 Frame_Shift_Ins INS - CTGAAAT - SPIN1 68_569insCTGAA p.L190fs
XH_P44 9 94118410 94118410 Frame_Shift_Ins INS - GTTCTTTGGTTTG - AUH nsGTTCAAACCAA p.A97fs
XH_P44 9 95233043 95233043 In_Frame_Ins INS - TATTAAATAATA - ASPN _292insTATTATTp.N98delinsYYLIN
XH_P44 9 95233044 95233044 Frame_Shift_Ins INS - CATGTAAAATGT - ASPN 91insTACATTTTA p.T97fs
XH_P44 9 95610784 95610784 Nonsense_Mutation INS - AGCCTATCATAAC - ZNF484 ATAAGGTTATGATV59_S60delinsVX
XH_P44 9 96439004 96439004 Silent SNP C A C PHF2 c.C2961A p.T987T
XH_P44 9 97062426 97062426 Frame_Shift_Ins INS - A - ZNF169 c.13_14insA p.G5fs
XH_P44 9 97062427 97062427 In_Frame_Ins INS - ATCTGT - ZNF169 .14_15insATCTG p.G5delinsGSV
XH_P44 9 99130587 99130587 Nonsense_Mutation INS - GCTTCTTATTTTAA - SLC35D2 GAACTTAAAATA53_F54delinsGNLKX
XH_P44 9 99228000 99228000 Missense_Mutation SNP G A G HABP4 c.G683A p.R228K
XH_P44 9 99580371 99580371 In_Frame_Ins INS - ACACAGGAGAGA - ZNF782 2insAGTTCTCTC 621delinsQFSPVCS
XH_P44 9 100693386 100693386 Nonsense_Mutation INS - GTACCAAGAAAT - HEMGN ACAGATATTTCTT97delinsVQIFLGTFX
XH_P44 9 100823193 100823193 Frame_Shift_Ins INS - CCATCTTTATTTA - NANS 63insACCATCTTT p.L88fs
XH_P44 9 100919878 100919878 Frame_Shift_Ins INS - TTCTCTGCAATATA - CORO2A insTTATATTGCAG p.K22fs
XH_P44 9 102778704 102778704 In_Frame_Ins INS - GATTCTTCACCTT - ERP44 nsGCAAAGGTGAM221delinsSKGEESL
XH_P44 9 103092231 103092231 Frame_Shift_Ins INS - AGAA - TEX10 1479_1480insTT p.Q494fs
XH_P44 9 103092232 103092232 Frame_Shift_Ins INS - TTTTTCCCTTG - TEX10 _1479insCAAGGG p.M493fs
XH_P44 9 103261121 103261121 Nonsense_Mutation INS - AATAAGACATAA - MSANTD3-TMEFFnsTGTAATAAGAC165_G166delinsVX
XH_P44 9 103348334 103348334 Frame_Shift_Ins INS - AAAACAA - CAVIN4 96_697insAAAAC p.E232fs
XH_P44 9 103348336 103348336 In_Frame_Ins INS - CATATTAGT - CAVIN4 8_699insCATATTp.R233delinsSILV
XH_P44 9 104125062 104125062 Nonsense_Mutation INS - CTAGAATAATTT - BAAT AAATGAGAAATTA302_Q303delinsKTX
XH_P44 9 104152876 104152876 In_Frame_Ins INS - ATCATCTTTTTTTT - MRPL50 GAGAAAAAAAAA17delinsYEKKKDDTFL
XH_P44 9 104170383 104170383 Nonsense_Mutation INS - AAATAAAGTCAA - ZNF189 nsAACAAATAAAp.R97delinsRNKX
XH_P44 9 104170899 104170899 In_Frame_Ins INS - TTCCACAGTAATT - ZNF189 GGTTTTTCCACAG69delinsTKGFSTVITLI
XH_P44 9 104171349 104171349 In_Frame_Ins INS - TCCACACTCAATA - ZNF189 58insTTTTCCACAT419delinsTFSTLNT
XH_P44 9 105767870 105767870 Frame_Shift_Ins INS - CCCTTCTTTGAAT - CYLC2 CCTTGCCCTTCTT p.A319fs
XH_P44 9 106892013 106892013 Nonsense_Mutation INS - ATACTTTTGAATC - SMC2 nsTTTAATACTTTp.N960delinsIX
XH_P44 9 107289258 107289258 Nonsense_Mutation INS - TAATCATTTCTTA - OR13C4 TCGCATAAGAAAT_P79delinsRSRIRNDX
XH_P44 9 107299014 107299014 In_Frame_Ins INS - TACATCCTCCTCT - OR13C3 insCAGAGGAGGK27delinsNRGGCI
XH_P44 9 107367264 107367264 Frame_Shift_Ins INS - GT - OR13C2 c.644_645insAC p.I215fs
XH_P44 9 107367265 107367265 Frame_Shift_Ins INS - AAACACCTAC - OR13C2 _644insGTAGGT p.I215fs
XH_P44 9 107593292 107593292 Nonsense_Mutation INS - ACTTTTATCTT - ABCA1 _1806insAAGATA602_A603delinsQRX
XH_P44 9 108358924 108358924 Nonsense_Mutation INS - AGTTAATTAAGTT - FKTN TAGTAAGTTAATTD51_S52delinsVVSX
XH_P44 9 111640981 111640981 Nonsense_Mutation INS - ACATGTGTTTAAT - ELP1 GGAATAATTAAACK859delinsWNNX
XH_P44 9 111662634 111662634 Frame_Shift_Ins INS - TTTAGGCTTTCTT - ELP1 AGAATAAGAAAG p.S330fs
XH_P44 9 111855800 111855800 Missense_Mutation SNP C T C TMEM245 c.G871A p.G291R
XH_P44 9 111855802 111855802 In_Frame_Ins INS - GTTCTTTGTTCT - TMEM245 869insAGAACAAT290delinsKNKEP
XH_P44 9 111938959 111938959 Frame_Shift_Ins INS - TT - EPB41L4B .2504_2505insA p.S835fs
XH_P44 9 111938960 111938960 In_Frame_Ins INS - AAGTATTTATTG - EPB41L4B 04insTTTCAATAAS835delinsISINTYS
XH_P44 9 112144722 112144722 Silent SNP C A C PTPN3 c.G1392T p.G464G
XH_P44 9 112144724 112144724 Frame_Shift_Ins INS - TTTCAAAAGTTTT - PTPN3 90insAAAAAACT p.G464fs
XH_P44 9 112219643 112219643 In_Frame_Ins INS - TAT - PTPN3 c.174_175insATAp.H59delinsIH
XH_P44 9 112219645 112219645 Frame_Shift_Ins INS - CAGCCTGTTTCTC - PTPN3 73insGAGAAACA p.V58fs
XH_P44 9 113065977 113065977 In_Frame_Ins INS - CTGTAGTGTTCCA - TXNDC8 sCCAGTGGAACA91delinsDQWNTTVF
XH_P44 9 113168587 113168587 Frame_Shift_Ins INS - TCTCCAAACA - SVEP1 _9293insTGTTTG p.G3098fs
XH_P44 9 113197640 113197640 Nonsense_Mutation INS - TCTACTTTTTGTA - SVEP1 sCTAGTTACAAAA90_S1591delinsTSYKKX
XH_P44 9 114090215 114090215 Frame_Shift_Ins INS - AGAAACAAGGC - OR2K2 _499insGCCTTGT p.P167fs
XH_P44 9 114090694 114090694 Frame_Shift_Ins INS - TTTGTTACACATC - OR2K2 GGCAGATGTGTA p.T7fs
XH_P44 9 114412156 114412156 Nonsense_Mutation INS - TTTGGGGTTTCTG - DNAJC25 914insTTTGGGG05_E306delinsIWGFX
XH_P44 9 114412157 114412157 Frame_Shift_Ins INS - T - DNAJC25 c.914_915insT p.K305fs
XH_P44 9 114480506 114480506 Nonsense_Mutation INS - AGATTTGATTGTA - C9orf84 TGATTATACAAT p.I629delinsX
XH_P44 9 114486108 114486108 Missense_Mutation SNP T A T C9orf84 c.A1609T p.R537W
XH_P44 9 114486110 114486110 Frame_Shift_Ins INS - GCCCTAC - C9orf84 06_1607insGTAG p.E536fs
XH_P44 9 114911575 114911575 In_Frame_Ins INS - ATTGTGGTATATA - SUSD1 TTATCCTATATAC08delinsILSYIPQYHYA
XH_P44 9 114911577 114911577 Frame_Shift_Ins INS - TTATTTT - SUSD1 19_320insAAAAT p.R107fs
XH_P44 9 115932129 115932129 In_Frame_Ins INS - GTG - FKBP15 2859_2860insCAp.R954delinsHR
XH_P44 9 115932131 115932131 Nonsense_Mutation INS - AGGGAAGTA - FKBP15 7_2858insTACTTp.R953delinsLLPX
XH_P44 9 116181437 116181437 Frame_Shift_Ins INS - A - C9orf43 c.337_338insA p.L113fs



XH_P44 9 116181439 116181439 Frame_Shift_Ins INS - CACACTGCAAAT - C9orf43 40insGCACACTG p.L113fs
XH_P44 9 116191565 116191565 Frame_Shift_Ins INS - AATGGGGTGTTT - C9orf43 GGAAAAATGGG p.I429fs
XH_P44 9 117104005 117104005 Missense_Mutation SNP C T C AKNA c.G3518A p.G1173E
XH_P44 9 119413993 119413993 In_Frame_Ins INS - ATATCATCATCA - ASTN2 42insTGATGATGQ14delinsHDDDM
XH_P44 9 120475252 120475252 Frame_Shift_Ins INS - AAATACTTTGAAT - TLR4 47insAAATACTT p.N82fs
XH_P44 9 120476478 120476478 Frame_Shift_Ins INS - TCTTATTCATCTGA - TLR4 insTGGTCTTATTC p.E491fs
XH_P44 9 123476543 123476551 In_Frame_Del DEL CGGCGGCGG - CGGCGGCGG MEGF9 c.86_94del p.29_32del
XH_P44 9 123550208 123550208 In_Frame_Ins INS - AAAATTTTATGAG - FBXW2 TTTTTCTCATAAA110delinsVFLIKFYKN
XH_P44 9 123550209 123550209 Frame_Shift_Ins INS - AGACTGTCTTTTA - FBXW2 ATGTTTAAAAGAC p.D110fs
XH_P44 9 123912590 123912590 Frame_Shift_Ins INS - T - CNTRL c.2136_2137insT p.A712fs
XH_P44 9 123912591 123912591 Frame_Shift_Ins INS - TCAAAGAAATAA - CNTRL 138insTTCAAAG p.P713fs
XH_P44 9 123920126 123920126 Frame_Shift_Ins INS - ATACATCAACGGC - CNTRL 2950insATACATC p.C983fs
XH_P44 9 123949270 123949270 In_Frame_Ins INS - TTTGCATTTTATTA - RAB14 insTATAATAAAAS104delinsSIIKCKT
XH_P44 9 125033255 125033255 In_Frame_Ins INS - AATATTATTTGCC - MRRF nsAAAATATTATT.V29delinsENIICLI
XH_P44 9 125289265 125289265 Frame_Shift_Ins INS - ATGATGGTTTTTG - OR1N1 CAAGACAAAAAC p.L103fs
XH_P44 9 125316344 125316344 Frame_Shift_Ins INS - AGCTCGTTTACAT - OR1N2 sCATCAGCTCGT p.I299fs
XH_P44 9 125330214 125330214 Frame_Shift_Ins INS - AAGCT - OR1L8 542_543insAGCT p.D181fs
XH_P44 9 125424618 125424618 Nonsense_Mutation INS - TGTAGTGGAAGG - OR1L1 sGTGATGTAGTG08_T209delinsMVMX
XH_P44 9 125486820 125486820 Silent SNP T G T OR1L4 c.T552G p.P184P
XH_P44 9 125486822 125486822 Frame_Shift_Ins INS - CGATG - OR1L4 554_555insCGAT p.V185fs
XH_P44 9 125512749 125512749 Missense_Mutation SNP T G T OR1L6 c.T623G p.I208S
XH_P44 9 125512751 125512751 Frame_Shift_Ins INS - TTCCCAAA - OR1L6 25_626insTTCCCA p.V209fs
XH_P44 9 125513049 125513049 Frame_Shift_Ins INS - CT - OR1L6 c.923_924insCT p.R308fs
XH_P44 9 125513051 125513051 Frame_Shift_Ins INS - GGTCTCAG - OR1L6 5_926insGGTCT p.I309fs
XH_P44 9 126202734 126202734 Nonsense_Mutation INS - TTTTCACATCTTT - DENND1A ACATTTAAAGAT p.E465delinsX
XH_P44 9 128246821 128246821 Frame_Shift_Ins INS - TTGTCTTCTTTTTT - MAPKAP1 32insAAAAAAGA p.D178fs
XH_P44 9 131287614 131287614 Missense_Mutation SNP G T G GLE1 c.G1041T p.K347N
XH_P44 9 131287615 131287615 Frame_Shift_Ins INS - TCATACAAGTCAA - GLE1 sATACCTCATACA p.L348fs
XH_P44 9 131362384 131362384 Missense_Mutation SNP C T C SPTAN1 c.C3509T p.S1170F
XH_P44 9 131374486 131374486 Nonsense_Mutation INS - GAGAAGAGAATG - SPTAN1 0insTAAGAGAAGp.F1643delinsFX
XH_P44 9 131479136 131479136 Frame_Shift_Ins INS - T - PKN3 c.1919_1920insT p.E640fs
XH_P44 9 131479137 131479137 Frame_Shift_Ins INS - GTTTCTTTTCATT - PKN3 1921insGTTTCTT p.E640fs
XH_P44 9 131733139 131733139 In_Frame_Ins INS - TACTCTTCCTTTA - NUP188 016insTTACTCTTS339delinsITLPLR
XH_P44 9 131733140 131733140 Missense_Mutation SNP G C G NUP188 c.G1016C p.S339T
XH_P44 9 132687436 132687436 In_Frame_Ins INS - AAAAAAATAAGG - FNBP1 90insTACCTTATTD264delinsYLIFFD
XH_P44 9 133574782 133574782 Splice_Site INS - A - EXOSC2 . .
XH_P44 9 134477523 134477523 In_Frame_Ins INS - CTTTTTTTGTTTTT - RAPGEF1 TCTAAAAAACAA40delinsVSKKQKKEIR
XH_P44 9 135201879 135201879 Frame_Shift_Ins INS - GAGTGAAAATGA - SETX ATACTCTCATTTT p.V1702fs
XH_P44 9 135203357 135203357 Frame_Shift_Ins INS - TC - SETX .3627_3628insG p.S1210fs
XH_P44 9 135203358 135203358 Frame_Shift_Ins INS - TGGCAAAACTG - SETX _3627insCAGTTT p.N1209fs
XH_P44 9 135205392 135205392 Frame_Shift_Ins INS - GAAACATAAAAT - SETX 593insGAATTTTA p.V531fs
XH_P44 10 1063122 1063122 Frame_Shift_Ins INS - GTTATCCCTGTTA - GTPBP4 61insAGTTATCC p.H620fs
XH_P44 10 5009221 5009221 Nonsense_Mutation INS - ACTAATGACCACA - AKR1C1 TCAAAACTAATGA9_V120delinsLLLQNX
XH_P44 10 5043818 5043818 Nonsense_Mutation INS - ATAGACTATAGAA - AKR1C2 TCTCATTCTATAG7_H48delinsLSFYSLCX
XH_P44 10 5782359 5782359 Frame_Shift_Ins INS - AGATGTTTCTTTG - FAM208B 4insTGTAGATGTT p.S661fs
XH_P44 10 5789576 5789576 Frame_Shift_Ins INS - TTCT - FAM208B 3949_3950insTT p.E1317fs
XH_P44 10 5789578 5789578 Nonsense_Mutation INS - ATTTGAGAAT - FAM208B 1_3952insATTTGA317_V1318delinsEIX
XH_P44 10 5959607 5959607 Frame_Shift_Ins INS - AGTAAAGCATAT - FBXO18 CTAGGAAGTAAA p.I570fs
XH_P44 10 5967407 5967407 Frame_Shift_Ins INS - AGGAAACAAC - FBXO18 _2675insAGGAA p.V892fs
XH_P44 10 6157433 6157433 In_Frame_Ins INS - TTTTAAATGATTT - RBM17 TTTTCTCTTTTAAA4delinsEFSLLNDFSEW
XH_P44 10 11299718 11299718 In_Frame_Ins INS - GTTTTAATA - CELF2 7_68insGTTTTAAp.L23delinsCFNM
XH_P44 10 11299720 11299720 Frame_Shift_Ins INS - TAATGCTGTTAAG - CELF2 CATGTAATGCTG p.L23fs
XH_P44 10 12071057 12071057 In_Frame_Ins INS - GAGTTTTCCTCCT - UPF2 CACTAGGAGGAA78delinsISLGGKLKLNF
XH_P44 10 12148385 12148385 In_Frame_Ins INS - TTTTGTTTGTTTG - DHTKD1 038insTTTTTGTTF679delinsFFLFVC
XH_P44 10 12148386 12148386 Missense_Mutation SNP A T A DHTKD1 c.A2038T p.I680F
XH_P44 10 13169843 13169843 Missense_Mutation SNP G A G OPTN c.G1341A p.M447I
XH_P44 10 13169844 13169844 Frame_Shift_Ins INS - TTCTGCCTGTTTT - OPTN 1343insTTCTGCC p.K448fs
XH_P44 10 13225085 13225085 Frame_Shift_Ins INS - TTTTTTT - MCM10 083_1084insTTTT p.K361fs
XH_P44 10 13225086 13225086 Frame_Shift_Ins INS - GTTATTCAAATAT - MCM10 85insTTGTTATTC p.D362fs
XH_P44 10 13251278 13251278 Frame_Shift_Ins INS - AAGGTGACATTCG - MCM10 CTGTTCAAGGTGA p.E865fs
XH_P44 10 13655837 13655837 Frame_Shift_Ins INS - TCATCCTTAAAGT - PRPF18 TACAATCATCCTT p.T226fs
XH_P44 10 14950561 14950561 In_Frame_Ins INS - GAGATGACAGTC - DCLRE1C 580insTTGACTGTN527delinsIDCHLY
XH_P44 10 15145765 15145765 Frame_Shift_Ins INS - GTTTTGTTCTTTTT - RPP38 insGTGTTTTGTT p.S151fs
XH_P44 10 15145767 15145767 Silent SNP C T C RPP38 c.C454T p.L152L
XH_P44 10 15170444 15170444 Frame_Shift_Ins INS - GGAGCGAAAGA - NMT2 nsAATCTCTTTCG p.S302fs
XH_P44 10 15879237 15879237 Frame_Shift_Ins INS - GTTGTGAAATGC - MINDY3 GACAGCATTTCA p.V8fs
XH_P44 10 16824041 16824041 Frame_Shift_Ins INS - TTCTTTTCTTTTTT - RSU1 CAAAAAAAAGAA p.K51fs
XH_P44 10 16911797 16911797 Nonsense_Mutation INS - ACTGTTACCTTTC - CUBN AAGCAGAAAGGT8_Y3099delinsLNKAERX
XH_P44 10 17756686 17756686 Frame_Shift_Ins INS - TTATTTTAGGCTTT - STAM nsATTGTTATTTTA p.N413fs
XH_P44 10 18280172 18280172 Frame_Shift_Ins INS - GTGTTGAATATAT - SLC39A12 nsCCAGTGTTGAA p.G320fs
XH_P44 10 18289687 18289687 Frame_Shift_Ins INS - CC - SLC39A12 .1290_1291insC p.S430fs
XH_P44 10 18289688 18289688 Nonsense_Mutation INS - ACACTTGA - SLC39A12 91_1292insACAC431_S432delinsYTX
XH_P44 10 18787337 18787337 Nonsense_Mutation INS - CTGAACTAGAAAA - CACNB2 3insTTCTGAACTAH74_E75delinsHFX
XH_P44 10 19338053 19338053 Nonsense_Mutation INS - TAAGTAAGTCCAT - MALRD1 TGTAATAAGTAAG62_D63delinsSCNKX
XH_P44 10 19377075 19377075 Frame_Shift_Ins INS - GAAGTGAGCTAT - MALRD1 559insGAAGTGA p.E186fs
XH_P44 10 19422875 19422875 Nonsense_Mutation INS - TGCTCTTTTAATTA - MALRD1 CATACATGCTCTT01_I402delinsTYMLFX
XH_P44 10 19435257 19435257 Frame_Shift_Ins INS - CAATATCTCAGGT - MALRD1 1543insCAATATC p.T514fs
XH_P44 10 22676915 22676915 In_Frame_Ins INS - TATATAGCATCCA - SPAG6 77insCTATATAGCH259delinsHYIAST
XH_P44 10 25312235 25312235 Nonsense_Mutation INS - GATAATTTGGTTA - THNSL1 AAAAGATAATTTG_A29delinsQTKNNKRX
XH_P44 10 27964305 27964305 Nonsense_Mutation INS - TTTTTAATTATCCC - MKX ATTTGGGATAATTp.Y304delinsX
XH_P44 10 30317059 30317059 Frame_Shift_Ins INS - AAGGACTTCCT - JCAD _2018insAGGAA p.R673fs
XH_P44 10 31138384 31138384 Frame_Shift_Ins INS - GAGT - ZNF438 .949_950insACT p.F317fs
XH_P44 10 31138386 31138386 Frame_Shift_Ins INS - AAAATGAT - ZNF438 47_948insATCAT p.G316fs
XH_P44 10 31139084 31139084 Frame_Shift_Ins INS - ACTCCTGTACAAA - ZNF438 0insGATTTGTACA p.Q84fs
XH_P44 10 31791412 31791412 Frame_Shift_Ins INS - GGTTTTCTAAATA - ZEB1 ACAAAGGTTTTCT p.P132fs
XH_P44 10 31810558 31810558 In_Frame_Ins INS - GGTTTAGAGGTG - ZEB1 074insAGGTTTAGE691delinsERFRGD
XH_P44 10 32562180 32562180 Nonsense_Mutation INS - TGCTCCCTATTTT - EPC1 nsTTTTAAAATAG p.Q592delinsFX
XH_P44 10 32576113 32576113 In_Frame_Ins INS - TAAAGATGGAGG - EPC1 065insATCCTCCAQ355delinsQSSIFR
XH_P44 10 32833228 32833228 Nonsense_Mutation INS - AACATTTCTCAAA - CCDC7 TGAATAACATTTC78_K379delinsQTTEX
XH_P44 10 33208921 33208921 Frame_Shift_Ins INS - TTTGGAG - ITGB1 60_1361insCTCC p.V454fs
XH_P44 10 33208922 33208922 Nonsense_Mutation INS - AAATTATTT - ITGB1 9_1360insAAATAp.V454delinsKX
XH_P44 10 38343988 38343988 Nonsense_Mutation INS - TCCTGACATATAC - ZNF33A nsGTTTCCTGACA318_K319delinsRVSX
XH_P44 10 38344377 38344377 Nonsense_Mutation INS - TGTCGAGTGAG - ZNF33A _1344insTGTCGA48_C449delinsDVEX
XH_P44 10 38407238 38407238 Nonsense_Mutation INS - TGTTTAATGAGG - ZNF37A 160insATGTTTAA387_C388delinsDVX
XH_P44 10 38407239 38407239 In_Frame_Ins INS - TGAATTCTT - ZNF37A 0_1161insTGAATp.A387delinsAEFL
XH_P44 10 38407598 38407598 Nonsense_Mutation INS - GTTCTTAGATGTT - ZNF37A 1520insGTTCTTA507_S508delinsSSX
XH_P44 10 43292456 43292456 Frame_Shift_Ins INS - TCCAACCC - BMS1 64_1765insTCCA p.F588fs
XH_P44 10 43315860 43315860 In_Frame_Ins INS - TATGTA - BMS1 757_2758insTATp.V919delinsVYV



XH_P44 10 43326414 43326414 Nonsense_Mutation INS - GAATATTAACTGC - BMS1 20insATGAATATT240_Q1241delinsKX
XH_P44 10 43651229 43651229 Nonsense_Mutation INS - TAAAAGATCACTA - CSGALNACT233insCTAAAAGATp.L211delinsLX
XH_P44 10 43882800 43882800 Frame_Shift_Ins INS - TCGGGAGA - HNRNPF 32_533insTCTCC p.H178fs
XH_P44 10 43882802 43882802 Silent SNP C A C HNRNPF c.G531T p.G177G
XH_P44 10 44053460 44053460 Frame_Shift_Ins INS - ACCTTCAAGTTAA - ZNF239 sAGTTTAACTTGA p.P23fs
XH_P44 10 44053462 44053462 Missense_Mutation SNP C G C ZNF239 c.G66C p.E22D
XH_P44 10 44111892 44111892 Frame_Shift_Ins INS - TTCTATTCTACAT - ZNF485 TAATGTTCTATTC p.E43fs
XH_P44 10 46148447 46148447 Nonsense_Mutation INS - TTATCTCCTGCCT - ZFAND4 sCAAAAGGCAGG82_L83delinsSKGRRX
XH_P44 10 46148449 46148449 Nonsense_Mutation INS - ATCCTCCTAT - ZFAND4 _243insATAGGAp.Y81_C82delinsX
XH_P44 10 50121511 50121511 Frame_Shift_Del DEL C - C LRRC18 c.690delG p.T230fs
XH_P44 10 50121513 50121527 In_Frame_Del DEL GTGGCCATGT - CGTGGCCATGTTC LRRC18 c.674_688del p.225_230del
XH_P44 10 50666985 50666985 In_Frame_Ins INS - AAGGAAGAAGA - ERCC6 358insTTTCTTCTE1453delinsVSSSLK
XH_P44 10 50666986 50666986 In_Frame_Ins INS - TCTTCT - ERCC6 56_4357insAGAp.E1453delinsRRE
XH_P44 10 51027505 51027505 Frame_Shift_Ins INS - T - PARG c.1569_1570insA p.E524fs
XH_P44 10 51027506 51027506 Nonsense_Mutation INS - TTCATTCTTTGAT - PARG ATAAACATCAAA3_E524delinsKEINIKEX
XH_P44 10 51363103 51363103 Frame_Shift_Ins INS - AATATTT - PARG 44_645insAAATA p.S215fs
XH_P44 10 51363105 51363105 Nonsense_Mutation INS - AGCC - PARG .642_643insGGC215_P216delinsGX
XH_P44 10 52573730 52573730 In_Frame_Ins INS - ATCCCTACTCAA - A1CF 1210insTTGAGTAQ404delinsLSRDQ
XH_P44 10 52573731 52573731 Frame_Shift_Ins INS - GGTTTTTTTCTTT - A1CF sTATTAAAAGAAA p.Y403fs
XH_P44 10 55943355 55943355 Splice_Site INS - ACATGTGCA - PCDH15 . .
XH_P44 10 61828823 61828823 In_Frame_Ins INS - GAAGAAAAAAAG - ANK3 816insCATCTTTT3939delinsASFFLLQ
XH_P44 10 61828825 61828825 Silent SNP T A T ANK3 c.A11814T p.P3938P
XH_P44 10 62545439 62545439 Frame_Shift_Ins INS - CCTGTATTCAAAA - CDK1 GGAGCCTGTATT p.M71fs
XH_P44 10 63173285 63173285 Frame_Shift_Ins INS - CTTA - TMEM26 .613_614insTAA p.P205fs
XH_P44 10 63173286 63173286 Frame_Shift_Ins INS - GGAAAGTAGATT - TMEM26 3insTTCAATCTAC p.P205fs
XH_P44 10 63760063 63760063 In_Frame_Ins INS - AACACT - ARID5B 716_717insAACAp.S239delinsRTL
XH_P44 10 63851660 63851660 In_Frame_Ins INS - GAACACAAGTCA - ARID5B 710insGGAACACAL570delinsLEHKSS
XH_P44 10 63851662 63851662 Silent SNP T C T ARID5B c.T1711C p.L571L
XH_P44 10 63957814 63957814 Nonsense_Mutation INS - TAGAAAACTCTTA - RTKN2 683insTTAAGAG p.K561delinsNX
XH_P44 10 63959533 63959533 In_Frame_Ins INS - GAATTAATACAA - RTKN2 CATTATTTTGTATelinsKTCIHYFVLIHLLNMSS
XH_P44 10 64136182 64136182 In_Frame_Ins INS - AAA - ZNF365 c.230_231insAAAp.S77delinsSK
XH_P44 10 64136184 64136184 In_Frame_Ins INS - CTGTTGCATTACT - ZNF365 sCCTTCTGTTGCAE78delinsAFCCITLK
XH_P44 10 64565121 64565121 Missense_Mutation SNP T A T ADO c.T302A p.F101Y
XH_P44 10 64966806 64966806 Frame_Shift_Ins INS - CTAGTGATATACA - JMJD1C CTATTTTGTATAT p.T1322fs
XH_P44 10 64968884 64968884 Frame_Shift_Ins INS - ACACATATCTTAA - JMJD1C insAATCTTAAGA p.L717fs
XH_P44 10 64973781 64973781 Nonsense_Mutation INS - CTAGTCAAACTCC - JMJD1C 89insATGGAGTTT97_P498delinsMEFDX
XH_P44 10 64974733 64974733 Frame_Shift_Ins INS - GTCAGAACAG - JMJD1C 6_537insCTGTTC p.E179fs
XH_P44 10 67726490 67726490 Silent SNP A T A CTNNA3 c.T2280A p.S760S
XH_P44 10 67726492 67726492 Frame_Shift_Ins INS - AATCTTTTAGGTA - CTNNA3 insATTTTACCTAA p.S760fs
XH_P44 10 69804244 69804244 Frame_Shift_Ins INS - ATAAGAGTTTGG - HERC4 303insACCAAACT p.D101fs
XH_P44 10 69804246 69804246 In_Frame_Ins INS - TTGCTTATG - HERC4 0_301insCATAAG.D101delinsHKQD
XH_P44 10 70045146 70045146 In_Frame_Ins INS - CCAATAAGTGTT - PBLD _713insAACACTT S238delinsKHLLG
XH_P44 10 70333384 70333384 Frame_Shift_Ins INS - GGAATTTTATTAC - TET1 sAAGAGGAATTT p.P430fs
XH_P44 10 70405788 70405788 Nonsense_Mutation INS - TATGTGAGTTGG - TET1 3303insTATGTGA.E1101delinsDMX
XH_P44 10 70405790 70405790 In_Frame_Ins INS - AGG - TET1 3304_3305insAGp.S1102delinsKG
XH_P44 10 70496741 70496741 Frame_Shift_Ins INS - T - CCAR1 c.183dupT p.Y61fs
XH_P44 10 70496743 70496743 Frame_Shift_Ins INS - ACAAT - CCAR1 184_185insACAA p.Q62fs
XH_P44 10 70516235 70516235 Missense_Mutation SNP G A G CCAR1 c.G1786A p.E596K
XH_P44 10 70516236 70516236 Frame_Shift_Ins INS - AAAAATTCTAAAA - CCAR1 788insAAAAATT p.E596fs
XH_P44 10 70968522 70968522 Frame_Shift_Ins INS - GACAACTCTCAA - SUPV3L1 06insTGGACAAC p.R369fs
XH_P44 10 72619212 72619212 In_Frame_Ins INS - AAGAAG - SGPL1 71_572insAAGAp.I191delinsKEV
XH_P44 10 72619213 72619213 Nonsense_Mutation INS - ATATGGTTAAAA - SGPL1 sATAAATATGGT 191_A192delinsIX
XH_P44 10 73973046 73973046 Frame_Shift_Ins INS - AAATTTGAGATG - ASCC1 sCAAACATCTCAA p.L4fs
XH_P44 10 75105004 75105004 Splice_Site INS - AATA - CFAP70 . .
XH_P44 10 75185772 75185772 Frame_Shift_Ins INS - CAACTTTTCTTTTT - MSS51 AAAAAAAAAAGA p.M289fs
XH_P44 10 75258652 75258652 Frame_Shift_Ins INS - A - USP54 c.4603_4604insT p.P1535fs
XH_P44 10 75258654 75258654 Frame_Shift_Ins INS - TTTCTGTTTGTTC - USP54 2insTAGAACAAA p.H1534fs
XH_P44 10 75530739 75530739 Silent SNP G A G SEC24C c.G3171A p.K1057K
XH_P44 10 75530741 75530741 Nonsense_Mutation INS - TTTATCCTTATGG - SEC24C 4insTCATTTATCC8_E1059delinsIHLSLWX
XH_P44 10 75868814 75868814 In_Frame_Ins INS - CCACCTGCT - VCL 5_2646insCCACC.D882delinsDHLL
XH_P44 10 76781843 76781843 Frame_Shift_Ins INS - GT - KAT6B .2677_2678insG p.E893fs
XH_P44 10 76781844 76781844 Frame_Shift_Ins INS - AAAATGGT - KAT6B 8_2679insAAAA p.E893fs
XH_P44 10 78761219 78761219 Frame_Shift_Ins INS - CTCCCTTCTGATT - KCNMA1 212insAAATCAGA p.A738fs
XH_P44 10 78869988 78869988 Frame_Shift_Ins INS - TTCTTGGTGTATT - KCNMA1 912insAATACACC p.V304fs
XH_P44 10 86131621 86131621 Frame_Shift_Ins INS - GCTGATCGGTTTC - CCSER2 14insGCTGATCG p.T271fs
XH_P44 10 86131756 86131756 Nonsense_Mutation INS - TGAAGGTGG - CCSER2 8_949insTGAAGGp.R316delinsRX
XH_P44 10 86273648 86273648 Nonsense_Mutation INS - TTAAGTTTGCTTC - CCSER2 TAATGTTTAAGTT350_K351delinsLQX
XH_P44 10 88768459 88768459 In_Frame_Ins INS - TCAAAAATTGGGT - AGAP11 51insTTCAAAAAT150delinsGFKNWV
XH_P44 10 88950344 88950344 Frame_Shift_Ins INS - AAATTTCTCCTCC - FAM35A 2413insAAATTTC p.F804fs
XH_P44 10 90342033 90342033 Frame_Shift_Ins INS - GATTAGC - RNLS 49_150insGCTAA p.H50fs
XH_P44 10 90342035 90342035 Frame_Shift_Ins INS - AAATGGAACATAG - RNLS 8insTACTATGTTC p.H50fs
XH_P44 10 90353841 90353841 Nonsense_Mutation INS - GTTCTTTATAAAT - LIPJ AGAAAGTTCTTTAN90delinsKNVESSLX
XH_P44 10 90365451 90365451 Missense_Mutation SNP A T A LIPJ c.A857T p.H286L
XH_P44 10 90365452 90365452 Frame_Shift_Ins INS - CTTTTCCTTTGGA - LIPJ 859insCTTTTCCT p.H286fs
XH_P44 10 90522063 90522063 Splice_Site INS - AAATTAATAAATA - LIPN . .
XH_P44 10 91479375 91479375 Frame_Shift_Ins INS - ATACAAACAGGAA - KIF20B 1635insATACAAA p.T545fs
XH_P44 10 92509098 92509098 In_Frame_Ins INS - TGCATCCCA - HTR7 2_793insTGGGATA265delinsWDAA
XH_P44 10 93220243 93220243 Nonsense_Mutation INS - TGCATACTTAATA - HECTD2 329insTGCATACT110_S111delinsVHTX
XH_P44 10 93389703 93389703 Frame_Shift_Ins INS - TGAAAACTATTTT - PPP1R3C TTTATAAAAATAG p.N312fs
XH_P44 10 94407980 94407980 Nonsense_Mutation INS - TATCCCAACAGGT - KIF11 CTGGATATCCCAC854delinsQCCEASSSDIIX
XH_P44 10 95093644 95093644 Nonsense_Mutation INS - TCATTTTACAGG - MYOF 1insACACCTGTAAP1517delinsPHLX
XH_P44 10 95557433 95557433 Frame_Shift_Ins INS - CGCTGGGAACT - LGI1 _1404insCGCTGG p.E468fs
XH_P44 10 95557435 95557435 Silent SNP T C T LGI1 c.T1405C p.L469L
XH_P44 10 95791060 95791060 Frame_Shift_Ins INS - AAGCTGTCATT - PLCE1 _258insAAGCTGT p.S86fs
XH_P44 10 95892177 95892177 Frame_Shift_Ins INS - CT - PLCE1 c.529_530insCT p.S177fs
XH_P44 10 95892178 95892178 Nonsense_Mutation INS - TTGTAGATCTGTG - PLCE1 1insCATTGTAGAT77_T178delinsSIVDLX
XH_P44 10 96322615 96322615 Frame_Shift_Ins INS - TTATACTTACCTA - HELLS nsCTATTATACTT p.S139fs
XH_P44 10 96448004 96448004 Frame_Shift_Ins INS - CAGTACATACACA - CYP2C18 455insCAGTACAT p.L152fs
XH_P44 10 97096853 97096853 Nonsense_Mutation INS - CTCCCTTCACAT - SORBS1 3064insATGTGAAp.A1022delinsMX
XH_P44 10 97117530 97117530 Nonsense_Mutation INS - ATTTTCTTACCGG - SORBS1 sATGGCCGGTAA368delinsKWPVRKX
XH_P44 10 97775993 97775993 Frame_Shift_Ins INS - AA - CC2D2B c.444_445insAA p.E148fs
XH_P44 10 97775995 97775995 Nonsense_Mutation INS - TGACTTGGAGCA - CC2D2B 47insTTGACTTG 149_A150delinsHX
XH_P44 10 98405239 98405239 Frame_Shift_Ins INS - CAAACTTCCTCTG - PIK3AP1 6insAACAGAGGA p.E456fs
XH_P44 10 98408606 98408606 In_Frame_Ins INS - AAATACGAACAG - PIK3AP1 95insATCTGTTCGR332delinsNLFVFW
XH_P44 10 98742431 98742431 In_Frame_Ins INS - TTCTGG - LCOR 214_2215insTTCTp.T738delinsTFW
XH_P44 10 99023362 99023362 Nonsense_Mutation INS - ATTGGCTAGTTAA - ARHGAP19 TTAAACTTAACTA143_V144delinsNX
XH_P44 10 99969066 99969066 In_Frame_Ins INS - ATGGAATCTGTAT - R3HCC1L 6insGAATGGAAT399delinsGMESVSF
XH_P44 10 100904126 100904126 Frame_Shift_Ins INS - AACTTGTTTTTTG - HPSE2 nsCCCCAAAAAAC p.K160fs



XH_P44 10 101503023 101503023 Nonsense_Mutation INS - ATATGGTAGAAG - CUTC TGTATATATGGTAdelinsTEKKNVYMVEGKX
XH_P44 10 101658027 101658027 Nonsense_Mutation INS - GGGC - DNMBP 1631_1632insGCY544_I545delinsX
XH_P44 10 101658028 101658028 In_Frame_Ins INS - GTGATGAAG - DNMBP 0_1631insCTTCAp.Y544delinsSSSH
XH_P44 10 102013295 102013295 Frame_Shift_Ins INS - TTTAACCATATAA - CWF19L1 GATGTTATATGG p.G32fs
XH_P44 10 102265241 102265241 Nonsense_Mutation INS - CCTACCAT - SEC31B 5_1056insATGG352_F353delinsSWX
XH_P44 10 102276694 102276694 Nonsense_Mutation INS - GTTAGGTACGTCT - SEC31B 16insAGACGTAC.L6_E7delinsRRTX
XH_P44 10 102684696 102684696 Frame_Shift_Ins INS - TTCTG - SLF2 938_1939insTTC p.S646fs
XH_P44 10 103364925 103364925 In_Frame_Ins INS - ACCAAAGAGAAG - DPCD 434insACCAAAGP145delinsHQREA
XH_P44 10 103755109 103755109 Frame_Shift_Ins INS - TTAAACTGTGGA - C10orf76 154insCTCCACA p.E385fs
XH_P44 10 103920405 103920405 In_Frame_Ins INS - CCAAATTGG - NOLC1 6_1327insCCAAA.S442delinsSPNW
XH_P44 10 103920552 103920552 Frame_Shift_Ins INS - CTTCATCATCCTCA - NOLC1 1474insCTTCATC p.E491fs
XH_P44 10 104117875 104117875 Frame_Shift_Ins INS - TTTGCTAAAGTA - GBF1 20insCTTTGCTAA p.M240fs
XH_P44 10 104126947 104126947 Frame_Shift_Ins INS - GGAGAGGTACC - GBF1 _2540insGGAGAG p.N847fs
XH_P44 10 104127316 104127316 Frame_Shift_Ins INS - TGCCC - GBF1 641_2642insTGC p.K881fs
XH_P44 10 104127318 104127318 Splice_Site SNP G C G GBF1 . .
XH_P44 10 104129698 104129698 In_Frame_Ins INS - AAAGTTCTCTGGA - GBF1 297insCAAAGTTCT1099delinsTKVLWI
XH_P44 10 104247960 104247960 Missense_Mutation SNP G A G ACTR1A c.C262T p.R88C
XH_P44 10 104632344 104632344 Frame_Shift_Ins INS - AAATCTTATACAT - AS3MT CCACTAAATCTTA p.T104fs
XH_P44 10 104853757 104853757 Frame_Shift_Ins INS - AGTCT - NT5C2 386_387insAGAC p.P129fs
XH_P44 10 104853759 104853759 Nonsense_Mutation INS - AGCAGTTGTTAG - NT5C2 ATATACTAACAA129_L130delinsIYX
XH_P44 10 105165854 105165854 Frame_Shift_Ins INS - AATTCAACACTCC - PDCD11 nsTCAAATTCAAC p.Q226fs
XH_P44 10 105762295 105762295 In_Frame_Ins INS - CTGTTGAGTTTAT - SLK nsTTTGCTGTTGA453delinsNFAVEFIF
XH_P44 10 105762626 105762626 Missense_Mutation SNP G T G SLK c.G1690T p.D564Y
XH_P44 10 105762627 105762627 Frame_Shift_Ins INS - TTGCCTCTTTTTCT - SLK 692insTTTGCCTC p.D564fs
XH_P44 10 105762741 105762741 Frame_Shift_Ins INS - CACATCACTTG - SLK _1806insCACATC p.I602fs
XH_P44 10 105763024 105763024 In_Frame_Ins INS - TCCTGGTTCCTCA - SLK 9insGTTCCTGGTV696delinsVVPGSSL
XH_P44 10 105838341 105838341 Frame_Shift_Ins INS - TGCTAGTATATTT - COL17A1 insGTAAATATAC p.V19fs
XH_P44 10 106019392 106019392 In_Frame_Ins INS - ATG - GSTO1 c.202_203insATGp.P68delinsHA
XH_P44 10 112344132 112344132 In_Frame_Ins INS - CCGTTCTTTCCTG - SMC3 284insTCCGTTCTE428delinsDPFFPG
XH_P44 10 112344134 112344134 Nonsense_Mutation SNP A T A SMC3 c.A1285T p.K429X
XH_P44 10 113926255 113926255 Frame_Shift_Ins INS - CTGTAAA - GPAM 25_1126insTTTA p.E376fs
XH_P44 10 113926257 113926257 Frame_Shift_Ins INS - GGACTATGATAAA - GPAM 24insCCTTTATCA p.N375fs
XH_P44 10 114889731 114889731 Frame_Shift_Ins INS - T - TCF7L2 c.108_109insT p.L36fs
XH_P44 10 114889733 114889733 In_Frame_Ins INS - AAACTTTCTCTGT - TCF7L2 insAAAAACTTTCN37delinsKKTFSVP
XH_P44 10 115534738 115534738 In_Frame_Ins INS - CTAGCATCAAATT - PLEKHS1 70insGCTAGCATCT223delinsTASIKF
XH_P44 10 115609113 115609113 Nonsense_Mutation INS - AAAGTCAAAGTC - DCLRE1A _1751insGACTTTp.N584delinsRLX
XH_P44 10 115609115 115609115 Frame_Shift_Ins INS - C - DCLRE1A c.1748_1749insG p.I583fs
XH_P44 10 115917438 115917438 In_Frame_Ins INS - AAAATAAATACAT - CCDC186 34insAATGTATTTL212delinsNVFILL
XH_P44 10 115922699 115922699 In_Frame_Ins INS - GAAAAGTGTGTG - CCDC186 _329insCACACACE110delinsAHTFQ
XH_P44 10 115922700 115922700 In_Frame_Ins INS - AAGATAAAT - CCDC186 7_328insATTTATp.E110delinsIYLE
XH_P44 10 115947769 115947769 Frame_Shift_Ins INS - TCTCCCAAATATA - TDRD1 0insATTCTCCCAA p.N60fs
XH_P44 10 115962882 115962882 Frame_Shift_Ins INS - GG - TDRD1 c.748_749insGG p.I250fs
XH_P44 10 115962883 115962883 In_Frame_Ins INS - TATTTCAAAAAA - TDRD1 GACTTTATTTCAA50delinsIDFISKKMK
XH_P44 10 116595395 116595395 Frame_Shift_Ins INS - TTAATAAC - FAM160B1 94_395insTTAAT p.V132fs
XH_P44 10 116595397 116595397 Nonsense_Mutation INS - AATTTTCAATCAA - FAM160B1 AATAAAATTTTCA32_Q133delinsVSEX
XH_P44 10 116735053 116735053 Frame_Shift_Ins INS - ACCCAAAAGTA - TRUB1 _966insACCCAAA p.P322fs
XH_P44 10 116931009 116931009 Frame_Shift_Ins INS - ACATAAAGATGTT - ATRNL1 TCCATACATAAA p.A436fs
XH_P44 10 118351378 118351378 Frame_Shift_Ins INS - TTTGTTTAGAA - PNLIPRP1 _146insTTTGTTT p.P49fs
XH_P44 10 118700048 118700048 Frame_Shift_Ins INS - CC - SHTN1 c.606_607insGG p.L203fs
XH_P44 10 118700049 118700049 In_Frame_Ins INS - CCTTTT - SHTN1 05_606insAAAAp.L202delinsLKG
XH_P44 10 119798648 119798648 Nonsense_Mutation INS - AGGTAAGCTTAA - RAB11FIP2 00insTATTAAGC67_D368delinsILSLPX
XH_P44 10 120450901 120450901 In_Frame_Ins INS - TTTTGATTTTGTG - CACUL1 sCTTCCACAAAAT301delinsLPQNQNLA
XH_P44 10 120488899 120488899 Nonsense_Mutation INS - GATATAAATTTAT - CACUL1 ACATTTATAAATT_C170delinsQHSPRKHLX
XH_P44 10 120817553 120817553 Nonsense_Mutation INS - ACGGAGTATTAT - EIF3A 892insGATAATA631_K632delinsRX
XH_P44 10 121347713 121347713 Nonsense_Mutation INS - AGAATGGAGTTT - TIAL1 AAATAAAACTCCAQ27_L28delinsLKX
XH_P44 10 123974950 123974950 Frame_Shift_Ins INS - TTTAACAGCTATT - TACC2 nsACTTTTTAACA p.S521fs
XH_P44 10 124593427 124593427 In_Frame_Ins INS - GAAGTGCAAGTG - CUZD1 412insGCCACTTGY471delinsCHLHFD
XH_P44 10 124753620 124753620 In_Frame_Ins INS - TATGAAAAT - IKZF5 5_936insATTTTCp.S312delinsRFSY
XH_P44 10 126138353 126138353 Missense_Mutation SNP C T C NKX1-2 c.G160A p.E54K
XH_P44 10 127520062 127520062 Nonsense_Mutation INS - TCTATTTGAAAAA - BCCIP GGAATCTATTTG 163delinsVEQLDKFLNDIX
XH_P44 10 127526859 127526859 In_Frame_Ins INS - GTGGATGATACC - DHX32 _1979insGGTATCK660delinsRYHPQ
XH_P44 10 127542662 127542662 Missense_Mutation SNP C A C DHX32 c.G960T p.K320N
XH_P44 10 127548346 127548346 Nonsense_Mutation INS - CTTTTAATAACTAA - DHX32 GTATGTTAGTTAT5_N226delinsLKPVCX
XH_P44 10 129902350 129902350 Frame_Shift_Ins INS - AGAAGGCCAA - MKI67 3_6674insTTGGC p.P2225fs
XH_P44 10 129903713 129903713 Frame_Shift_Ins INS - CCAGACCCAGTG - MKI67 11insCCCACTGG p.V1771fs
XH_P44 10 129904227 129904227 In_Frame_Ins INS - AAAGCGTTTAAG - MKI67 7insTTCCTTAAA1599delinsDSLNALM
XH_P44 10 129907680 129907680 Frame_Shift_Ins INS - AATACAGAAATTG - MKI67 1344insCAATTTC p.N448fs
XH_P44 10 131639249 131639249 In_Frame_Ins INS - CGTCCAAAT - EBF3 2_1393insATTTG.P465delinsIWTP
XH_P44 10 134151166 134151166 In_Frame_Ins INS - GAAAAGAACCAG - LRRC27 AGAAAGAAAAGA03delinsIRKKRTRTP
XH_P44 10 134161716 134161716 Missense_Mutation SNP G A G LRRC27 c.G401A p.R134H
XH_P44 10 135439504 135439504 Splice_Site INS - AGCCTCACT - FRG2B . .
XH_P44 11 3744548 3744548 Nonsense_Mutation INS - AGATATTCAACAT - NUP98 2036insTATGTTG679_N680delinsICX
XH_P44 11 4389127 4389127 Nonsense_Mutation INS - TTTTTATTTCCTAT - OR52B4 sCATATAGGAAA133_Y134delinsSIX
XH_P44 11 4608370 4608370 In_Frame_Ins INS - CAAGGAGGAAGG - OR52I2 329insCAAGGAGK110delinsTRRKE
XH_P44 11 4790729 4790729 Nonsense_Mutation INS - TTGTCCTGTCATA - OR51F1 AAGATATATGACA140_S141delinsSEX
XH_P44 11 4791048 4791048 Frame_Shift_Ins INS - TAGGTATCCTCT - OR51F1 00insCAGAGGATA p.C34fs
XH_P44 11 4967553 4967553 In_Frame_Ins INS - AGATTTAACAGT - OR51A4 _778insACTGTTAA260delinsTVKSA
XH_P44 11 4976547 4976547 In_Frame_Ins INS - TGGCTTTTTTGGA - OR51A2 97insCTCCAAAAAR133delinsLQKSHR
XH_P44 11 5172793 5172793 Nonsense_Mutation INS - TTCTACGTGACTA - OR52A1 7insATTAGTCAC69_H270delinsSLVTX
XH_P44 11 5173163 5173163 In_Frame_Ins INS - AGATATTTATCAC - OR52A1 AAACTGTGATAA46delinsKNCDKYLDV
XH_P44 11 5345238 5345238 Frame_Shift_Ins INS - GTCTTTTTTCATTT - OR51B2 ATGAAAATGAAA p.L97fs
XH_P44 11 5364536 5364536 Nonsense_Mutation INS - TTTGTGCTGGAT - OR51B5 AGATAATCCAGC p.L73delinsLRX
XH_P44 11 5373361 5373361 In_Frame_Ins INS - AGGATAGAGGTA - OR51B6 625insAGGATAGD208delinsDRIEV
XH_P44 11 5373363 5373363 Missense_Mutation SNP T A T OR51B6 c.T626A p.F209Y
XH_P44 11 5373456 5373456 Frame_Shift_Ins INS - AGGCGAACAA - OR51B6 _720insAGGCGA p.V240fs
XH_P44 11 5411085 5411085 Nonsense_Mutation INS - GATAGTAGA - OR51M1 7_458insGATAGTp.V153delinsGX
XH_P44 11 5411087 5411087 Silent SNP G A G OR51M1 c.G459A p.V153V
XH_P44 11 5603105 5603105 Frame_Shift_Ins INS - GCGGAAGACTGC - OR52B6 00insGGCGGAA p.G333fs
XH_P44 11 5632387 5632387 Frame_Shift_Ins INS - AAGGTCCAGATAC - TRIM6 8insGAAGGTCCA p.V253fs
XH_P44 11 5686217 5686217 Frame_Shift_Ins INS - CCCCTTCT - TRIM5 3_1304insAGAA p.P435fs
XH_P44 11 5686218 5686218 Frame_Shift_Ins INS - T - TRIM5 c.1302_1303insA p.P435fs
XH_P44 11 5776676 5776676 Missense_Mutation SNP C T C OR52N4 c.C706T p.R236W
XH_P44 11 5776677 5776677 Nonsense_Mutation INS - GAAAGTAAAGGG - OR52N4 TGAGGAAAGTAA236_Q237delinsRX
XH_P44 11 5862422 5862422 In_Frame_Ins INS - GTCTCTCTTAGCA - OR52E6 06insATGCTAAGAL236delinsMLRETL
XH_P44 11 6424414 6424414 Frame_Shift_Ins INS - G - APBB1 c.404_405insC p.E135fs
XH_P44 11 6424415 6424415 Nonsense_Mutation INS - TTAGTTCAGAAC - APBB1 04insTGTTCTGA135_E136delinsVFX
XH_P44 11 6790032 6790032 Frame_Shift_Ins INS - ATCCCTGA - OR2AG2 6_157insTCAGG p.A53fs
XH_P44 11 6790034 6790034 Frame_Shift_Ins INS - G - OR2AG2 c.154_155insC p.E52fs



XH_P44 11 6806862 6806862 Frame_Shift_Ins INS - AGGGTCAT - OR2AG1 4_595insAGGGT p.M198fs
XH_P44 11 6898145 6898145 Frame_Shift_Ins INS - AATCTAG - OR10A4 67_268insAATCT p.Q89fs
XH_P44 11 6898147 6898147 Frame_Shift_Ins INS - TCATATGTTATTT - OR10A4 AAATCTCATATGT p.D90fs
XH_P44 11 6898707 6898707 In_Frame_Ins INS - AGAAGAAGTGGT - OR10A4 830insAGAAGAAL277delinsQKKWF
XH_P44 11 6942464 6942464 Frame_Shift_Ins INS - GCCTG - OR2D3 232_233insGCCT p.F78fs
XH_P44 11 6977027 6977027 In_Frame_Ins INS - GAAAAAAATACT - ZNF215 820insGAAAAAA.L273delinsLEKNT
XH_P44 11 7063690 7063690 Frame_Shift_Ins INS - ATCAGAGCTGGT - NLRP14 4insAAATCAGAG p.G145fs
XH_P44 11 7818238 7818238 Nonsense_Mutation INS - ATACTACTTCCTT - OR5P2 AATAGAAGGAAGE84_R85delinsEEX
XH_P44 11 7847312 7847312 Nonsense_Mutation INS - GGAGTCTGCATC - OR5P3 sAGATGATGCAG.D70_I71delinsRX
XH_P44 11 8662001 8662001 Frame_Shift_Ins INS - A - TRIM66 c.1485_1486insT p.P496fs
XH_P44 11 8662002 8662002 In_Frame_Ins INS - ACC - TRIM66 1484_1485insGGp.S495delinsRV
XH_P44 11 8717052 8717052 Nonsense_Mutation INS - AACAGGTGTTA - ST5 _2077insTAACACD693_T694delinsX
XH_P44 11 8718128 8718128 Frame_Shift_Ins INS - TA - ST5 .1877_1878insT p.T626fs
XH_P44 11 8718129 8718129 Frame_Shift_Ins INS - AAACT - ST5 876_1877insAGT p.T626fs
XH_P44 11 8959339 8959339 In_Frame_Ins INS - ATAATATCACAAA - ASCL3 CCCATTTTGTGAT24delinsTPFCDIIHFY
XH_P44 11 9051593 9051593 Splice_Site INS - CATGTAGATGTTA - SCUBE2 . .
XH_P44 11 9113009 9113014 In_Frame_Del DEL GCAGCA - GCAGCA SCUBE2 c.62_67del p.21_23del
XH_P44 11 9229112 9229112 Frame_Shift_Ins INS - TGTTATTTCAATA - DENND5A AAGTATATTGAAA p.T59fs
XH_P44 11 9735126 9735126 Frame_Shift_Ins INS - GAAAGACAAAGC - SWAP70 55insGAAAGACA p.I118fs
XH_P44 11 9879938 9879938 Frame_Shift_Ins INS - AAAAAAACTCT - SBF2 _1935insAGAGT p.L645fs
XH_P44 11 9879940 9879940 Frame_Shift_Ins INS - CTAC - SBF2 1932_1933insGT p.L645fs
XH_P44 11 10051381 10051381 Nonsense_Mutation INS - AGGTCATGAGGT - SBF2 AATTAACCTCATG48_N149delinsLKLTSX
XH_P44 11 10582213 10582213 In_Frame_Ins INS - GATAATTCATAGA - LYVE1 sGGATTCTATGAA178delinsGFYELSVI
XH_P44 11 10582215 10582215 Frame_Shift_Ins INS - CCTGTCTT - LYVE1 9_530insAAGAC p.T177fs
XH_P44 11 10781816 10781816 Frame_Shift_Ins INS - CCCTCTCCTCTAT - CTR9 690insCCCTCTCC p.K230fs
XH_P44 11 10821134 10821134 Nonsense_Mutation INS - CAGTGCCCTGTA - EIF4G2 5insGCATACAGGH725delinsQHTGHX
XH_P44 11 10875217 10875217 Nonsense_Mutation INS - TGTTTTCCTACAC - ZBED5 CACTGAGTGTAG.L426delinsKNHX
XH_P44 11 10875503 10875503 Frame_Shift_Ins INS - GAGGAAATGGG - ZBED5 _990insCCCATTT p.K330fs
XH_P44 11 11373969 11373969 Nonsense_Mutation INS - GCACCCCT - CSNK2A3 7_698insAGGGGF233_H234delinsX
XH_P44 11 12263933 12263933 Frame_Shift_Ins INS - ATACACCCTCA - MICAL2 _2511insATACAC p.S837fs
XH_P44 11 12951873 12951873 Frame_Shift_Ins INS - ATAGAATCCATTA - TEAD1 CTATACATAGAAT p.L389fs
XH_P44 11 12951875 12951875 Splice_Site SNP T G T TEAD1 . .
XH_P44 11 14502425 14502425 Frame_Shift_Ins INS - GAATTTTTTAAAA - COPB1 nsATATTTTTTAAA p.V364fs
XH_P44 11 14502427 14502427 Missense_Mutation SNP C G C COPB1 c.G1090C p.V364L
XH_P44 11 17527495 17527495 Frame_Shift_Ins INS - CAGA - USH1C 2014_2015insTC p.T672fs
XH_P44 11 17650783 17650783 Frame_Shift_Ins INS - ATCTGACAAACAT - OTOG CCATCATCTGAC p.Q2223fs
XH_P44 11 18108563 18108563 Missense_Mutation SNP G T G SAAL1 c.C892A p.L298I
XH_P44 11 18591911 18591911 Frame_Shift_Ins INS - ATACTGCATTTTC - UEVLD 141insGAAAATGC p.N47fs
XH_P44 11 18637393 18637393 Frame_Shift_Ins INS - GCTGAGAAGA - SPTY2D1 7_428insTCTTCTC p.Y143fs
XH_P44 11 18637395 18637395 Missense_Mutation SNP C A C SPTY2D1 c.G426T p.E142D
XH_P44 11 19173867 19173867 In_Frame_Ins INS - GAACTGAGAAAC - ZDHHC13 ATTCAGAACTGA119delinsKYSELRNFF
XH_P44 11 20070657 20070657 Missense_Mutation SNP C G C NAV2 c.C1544G p.S515C
XH_P44 11 20070658 20070658 Frame_Shift_Ins INS - TGTAGAGAGG - NAV2 _1546insTGTAGA p.S515fs
XH_P44 11 20411345 20411345 In_Frame_Ins INS - ACCTAAAACCAAT - PRMT3 5insTACCTAAAACp.L28delinsLYLKPI
XH_P44 11 20939779 20939779 Nonsense_Mutation INS - AGACACATCAGTA - NELL1 nsCAAAGACACAT2_C163delinsPKTHQX
XH_P44 11 26569001 26569001 Nonsense_Mutation INS - TTAATTAATCCAA - ANO3 756insTTAATTAAW252_L253delinsCX
XH_P44 11 26569003 26569003 Missense_Mutation SNP C A C ANO3 c.C757A p.L253M
XH_P44 11 27520330 27520330 Frame_Shift_Ins INS - TG - LIN7C c.459_460insCA p.E154fs
XH_P44 11 27520331 27520331 Frame_Shift_Ins INS - AGAAAAAGTAAAA - LIN7C 9insCCTTTTACTT p.H153fs
XH_P44 11 27680043 27680043 In_Frame_Ins INS - GAGGAATACAAA - BDNF 9insTTTTTGTATT.E23delinsDFCIPP
XH_P44 11 28119474 28119474 Frame_Shift_Ins INS - TATTTGTT - KIF18A 20_21insAACAAA p.D7fs
XH_P44 11 28119476 28119476 In_Frame_Ins INS - ATTTGGGATTTAA - KIF18A 9insATTAAATCCCp.D7delinsIKSQID
XH_P44 11 30352636 30352636 In_Frame_Ins INS - TTAGGTCATGGG - ARL14EP nsGGTTTAGGTCG47delinsGGLGHGL
XH_P44 11 30928205 30928205 Frame_Shift_Ins INS - G - DCDC1 c.1306_1307insC p.M436fs
XH_P44 11 30928206 30928206 Nonsense_Mutation INS - GTTGCTTTTA - DCDC1 _1306insTAAAAM436_R437delinsX
XH_P44 11 31131841 31131841 In_Frame_Ins INS - GCTTGG - DCDC1 409_410insCCAAp.D137delinsAKH
XH_P44 11 31131843 31131843 Frame_Shift_Ins INS - CTGGTTTT - DCDC1 7_408insAAAAC p.S136fs
XH_P44 11 31703477 31703477 Missense_Mutation SNP T C T ELP4 c.T1286C p.M429T
XH_P44 11 32635267 32635267 In_Frame_Ins INS - GATGTTGGAAAG - CCDC73 97insATCCTTTCCA866delinsYPFQHHP
XH_P44 11 32636042 32636042 Frame_Shift_Ins INS - GAAAAACTATGT - CCDC73 822insACACATAG p.P608fs
XH_P44 11 33076258 33076258 Nonsense_Mutation INS - TAAAAGCAGAGA - TCP11L1 4insCCTAAAAGCA.L95_P96delinsSX
XH_P44 11 33564550 33564550 Frame_Shift_Ins INS - GCTGTTTCTGT - KIAA1549L _551insGCTGTTT p.Q184fs
XH_P44 11 33566325 33566325 Frame_Shift_Ins INS - A - KIAA1549L c.1896dupA p.S632fs
XH_P44 11 33566327 33566327 Nonsense_Mutation INS - GGTGACTACTTGG - KIAA1549L 8insGAGGTGACTS633_K634delinsX
XH_P44 11 33881074 33881074 Frame_Shift_Ins INS - TTGGGGGTTTGA - LMO2 05insCTCAAACC p.R102fs
XH_P44 11 35250771 35250771 Frame_Shift_Ins INS - AAGTGAGGTCCC - CD44 915insAAGTGAG p.Q305fs
XH_P44 11 35308484 35308484 Frame_Shift_Ins INS - A - SLC1A2 c.1105_1106insT p.P369fs
XH_P44 11 35308485 35308485 Frame_Shift_Ins INS - GCCACTTGAATTT - SLC1A2 1105insAAATTCA p.P369fs
XH_P44 11 40136571 40136571 Frame_Shift_Ins INS - GATATAAACAGTG - LRRC4C 2insTCCCACTGTT p.Y424fs
XH_P44 11 43905557 43905557 Nonsense_Mutation INS - TTAAAACTACTTC - ALKBH3 TCTTCTTAAAACTR70delinsLFLKLLHIX
XH_P44 11 45991409 45991409 Frame_Shift_Ins INS - AAAGGGAACATT - PHF21A TTAGAAAATGTT p.I219fs
XH_P44 11 46369371 46369371 Splice_Site INS - AAAGCCA - DGKZ . .
XH_P44 11 46884283 46884283 In_Frame_Ins INS - AGAACTGAATGT - LRP4 59insATTACATTC1753delinsKLHSVLL
XH_P44 11 46898083 46898083 Frame_Shift_Ins INS - GTGACAGTACAG - LRP4 70insCACTGTAC p.M1157fs
XH_P44 11 46898891 46898891 Splice_Site INS - CTTCAACAAT - LRP4 . .
XH_P44 11 47298402 47298402 Frame_Shift_Ins INS - CC - MADD .1083_1084insC p.A361fs
XH_P44 11 47298403 47298403 Frame_Shift_Ins INS - CCCAATC - MADD 84_1085insCCCA p.S362fs
XH_P44 11 47707599 47707599 Frame_Shift_Ins INS - AGCGTGGTTTTAA - AGBL2 CAATTCTTAAAAC p.L545fs
XH_P44 11 47746242 47746242 Frame_Shift_Ins INS - AGGAAGATACCC - FNBP4 103insGGGGTAT p.N701fs
XH_P44 11 47862068 47862068 In_Frame_Ins INS - TTGGATTCTCGTT - NUP160 sGGATAACGAGA129delinsRDNENPNF
XH_P44 11 48328599 48328599 Nonsense_Mutation INS - TAATCACTGTCCT - OR4S1 ACACGTAATCACT75_M276delinsVAHTX
XH_P44 11 49059510 49059510 Nonsense_Mutation INS - CTCATTCTGATTC - TRIM49B 1341insCTCATTC447_C448delinsFSFX
XH_P44 11 49075417 49075417 Frame_Shift_Ins INS - CTTTTGCTTTG - TRIM64C _1202insCAAAGC p.Q401fs
XH_P44 11 49190768 49190768 Frame_Shift_Ins INS - CTTTGATTAGCTT - FOLH1 27insGAAGCTAA p.N143fs
XH_P44 11 49974493 49974493 Frame_Shift_Ins INS - C - OR4C13 c.520dupC p.D173fs
XH_P44 11 49974495 49974495 Nonsense_Mutation INS - TGAATAAGATAG - OR4C13 22insTTGAATAAH174_F175delinsHX
XH_P44 11 50003742 50003742 Missense_Mutation SNP G A G OR4C12 c.C296T p.A99V
XH_P44 11 50003743 50003743 Frame_Shift_Ins INS - CATACCCTTGGTC - OR4C12 nsAGAGACCAAGG p.A99fs
XH_P44 11 50004032 50004032 Nonsense_Mutation INS - GCTCCTAAGTTGA - OR4C12 nsATCAACTTAGGp.E2delinsESTX
XH_P44 11 51515816 51515816 Frame_Shift_Ins INS - AGGTTAGGGGTA - OR4C46 536insAGGTTAGG p.L179fs
XH_P44 11 55340048 55340048 Frame_Shift_Ins INS - TCTT - OR4C16 c.445_446insTCT p.G149fs
XH_P44 11 55340049 55340049 Nonsense_Mutation INS - ACACTAATA - OR4C16 6_447insACACTAp.G149delinsGHX
XH_P44 11 55406419 55406419 Frame_Shift_Ins INS - CCTCCAAAAAAAT - OR4P4 nsATGCCTCCAAA p.L196fs
XH_P44 11 55406421 55406421 Silent SNP A G A OR4P4 c.A588G p.L196L
XH_P44 11 55432779 55432779 Missense_Mutation SNP C A C OR4C6 c.C137A p.T46N
XH_P44 11 55432781 55432781 Nonsense_Mutation INS - ATTTAAAAGGGA - OR4C6 sAATAATTTAAAA p.I47delinsKX
XH_P44 11 55588014 55588014 Silent SNP C T C OR5D18 c.C909T p.T303T
XH_P44 11 55588015 55588015 Nonsense_Mutation INS - GTTGATGTAAGT - OR5D18 911insGTTGATGp.E304delinsGX



XH_P44 11 55606695 55606695 Nonsense_Mutation INS - ATTTTGGGTTAAT - OR5D16 469insATTTTGGG56_C157delinsAILGX
XH_P44 11 55872685 55872685 Frame_Shift_Ins INS - ACTGGAGAAGC - OR8H2 _168insACTGGAG p.L56fs
XH_P44 11 55872687 55872687 Missense_Mutation SNP C G C OR8H2 c.C169G p.H57D
XH_P44 11 55904677 55904677 Nonsense_Mutation INS - TATCTTATTTCAA - OR8J3 CAATATTGAAAT73_I174delinsTKQYX
XH_P44 11 55927522 55927522 In_Frame_Ins INS - ATTGTTGAGCATA - OR8K5 72insGTATGCTCAT91delinsSMLNNS
XH_P44 11 56020603 56020603 Nonsense_Mutation INS - GAAGAGTAGAAG - OR5T3 AGTAGAAGAGTAp.I310delinsKX
XH_P44 11 56085982 56085982 Frame_Shift_Ins INS - A - OR8K3 c.200_201insA p.A67fs
XH_P44 11 56085984 56085984 Nonsense_Mutation INS - CAATAGCTTTCCT - OR8K3 insGTCAATAGCTp.F68delinsCQX
XH_P44 11 56086564 56086564 Frame_Shift_Ins INS - A - OR8K3 c.782_783insA p.P261fs
XH_P44 11 56086565 56086565 Frame_Shift_Ins INS - AGAAGGATAAAG - OR8K3 84insAGAAGGAT p.P261fs
XH_P44 11 56185007 56185007 Frame_Shift_Ins INS - TTTACACAGTGGT - OR5R1 2insTCACCACTGT p.Q234fs
XH_P44 11 56344492 56344492 In_Frame_Ins INS - AAAATTGCAGTT - OR5M10 insCTAAACTGCAK236delinsLNCNFTK
XH_P44 11 56344676 56344676 In_Frame_Ins INS - CAGTCTTTT - OR5M10 1_522insAAAAGAp.I174delinsIKDC
XH_P44 11 56344678 56344678 Frame_Shift_Ins INS - AC - OR5M10 c.519_520insGT p.I174fs
XH_P44 11 56431375 56431375 Nonsense_Mutation INS - TAGTTTTTTGATG - OR5AR1 nsATTTAGTTTTT72_Y73delinsDLVFX
XH_P44 11 56756910 56756910 Frame_Shift_Ins INS - TTGGG - OR5AK2 522_523insTTGG p.I174fs
XH_P44 11 56756911 56756911 In_Frame_Ins INS - GTG - OR5AK2 c.523_524insGTGp.N175delinsSD
XH_P44 11 57093899 57093899 In_Frame_Ins INS - CTTAAGGATGTA - SSRP1 _2112insTACATC A704delinsATSLR
XH_P44 11 57319961 57319961 Nonsense_Mutation INS - TAGGTTGTTAGT - UBE2L6 AATGACTAACAA_V112delinsHTQTNDX
XH_P44 11 57971171 57971171 In_Frame_Ins INS - TGTAGGCGT - OR1S2 2_483insACGCCTp.S161delinsSRLQ
XH_P44 11 58206924 58206924 Nonsense_Mutation INS - TTAATTATAAAGA - OR5B12 TGAATTCTTTATAp.K234delinsIILLX
XH_P44 11 58207151 58207151 Frame_Shift_Ins INS - CCTTACT - OR5B12 73_474insAGTAA p.T158fs
XH_P44 11 58207152 58207152 Frame_Shift_Ins INS - CAGTTTCCATCTT - OR5B12 73insAAAGATGG p.T158fs
XH_P44 11 58379144 58379144 Nonsense_Mutation INS - GAGTTATCACTGA - ZFP91 sCTTAGAGTTATCV263_E264delinsAX
XH_P44 11 58722819 58722819 Frame_Shift_Ins INS - ACCTCAGTGC - GLYATL1 4_485insACCTCA p.F162fs
XH_P44 11 58722821 58722821 Frame_Shift_Ins INS - AGTA - GLYATL1 .486_487insAGT p.F162fs
XH_P44 11 58877144 58877144 Nonsense_Mutation INS - TATTTAGCTTACT - FAM111B 7insCTATTTAGCTE16_D17delinsAIX
XH_P44 11 58979181 58979181 Nonsense_Mutation INS - TTTAGGGCTTTTT - MPEG1 158insCAAAAAGC.T386delinsTKKPX
XH_P44 11 58979753 58979753 Frame_Shift_Ins INS - C - MPEG1 c.585_586insG p.L196fs
XH_P44 11 58979754 58979754 Frame_Shift_Ins INS - ACCTC - MPEG1 584_585insGAGG p.E195fs
XH_P44 11 59132372 59132372 Frame_Shift_Ins INS - GGAAGAAATACA - OR5AN1 42insAGGAAGAA p.L147fs
XH_P44 11 60183262 60183262 Frame_Shift_Ins INS - ATTGATCATTTTC - MS4A14 sTGTAATTGATCA p.M257fs
XH_P44 11 60184222 60184222 Frame_Shift_Ins INS - TCTGCTTTGGAGA - MS4A14 31insTTTCTGCTT p.E577fs
XH_P44 11 60565942 60565942 Missense_Mutation SNP A C A MS4A10 c.A677C p.Y226S
XH_P44 11 60565944 60565944 Frame_Shift_Ins INS - TGTTCTTGAAA - MS4A10 _680insTGTTCTT p.Q227fs
XH_P44 11 61081081 61081081 Frame_Shift_Ins INS - T - DDB1 c.1958_1959insA p.S653fs
XH_P44 11 61730552 61730552 Frame_Shift_Ins INS - TGTTGGTTGGTGA - BEST1 insGTATGTTGGT p.C582fs
XH_P44 11 62285278 62285278 Frame_Shift_Ins INS - AGGTGGAAGGA - AHNAK 16611insCTCCTT p.A5537fs
XH_P44 11 62286425 62286425 Missense_Mutation SNP A C A AHNAK c.T15464G p.I5155R
XH_P44 11 62286427 62286427 In_Frame_Ins INS - GAAGGAGAC - AHNAK 1_15462insGTCT.K5154delinsKSPS
XH_P44 11 62289235 62289235 Silent SNP G A G AHNAK c.C12654T p.D4218D
XH_P44 11 62290030 62290030 Silent SNP A G A AHNAK c.T11859C p.D3953D
XH_P44 11 62291024 62291024 In_Frame_Ins INS - AGG - AHNAK 0864_10865insCp.V3622delinsAF
XH_P44 11 62291025 62291025 Nonsense_Mutation INS - TCAGAGGGTAAA - AHNAK _10864insTTTAC.V3622delinsFTLX
XH_P44 11 62293072 62293072 In_Frame_Ins INS - GGAGAGGGCCC - AHNAK 817insCTGGGCC2939delinsIWALSF
XH_P44 11 62297856 62297856 Missense_Mutation SNP A C A AHNAK c.T4033G p.L1345V
XH_P44 11 62297857 62297857 Silent SNP G A G AHNAK c.C4032T p.S1344S
XH_P44 11 62444227 62444227 Frame_Shift_Ins INS - AATAGACCCTGAG - UBXN1 nsAGAACTCAGGG p.L301fs
XH_P44 11 63486935 63486935 Frame_Shift_Ins INS - TTTTAGCCTC - RTN3 5_626insTTTTAG p.A209fs
XH_P44 11 63487413 63487413 Nonsense_Mutation INS - GTGCTAGTTTT - RTN3 _1104insGTGCTA368_M369delinsECX
XH_P44 11 63487415 63487415 In_Frame_Ins INS - GAT - RTN3 1105_1106insGAp.M369delinsRL
XH_P44 11 63991775 63991775 Frame_Shift_Ins INS - CTTTCTCTAACCA - TRPT1 541insTGGTTAGA p.G181fs
XH_P44 11 64567080 64567080 Frame_Shift_Ins INS - AATGAGCCGGTG - MAP4K2 991insTCACCGG p.Q331fs
XH_P44 11 64715280 64715280 Missense_Mutation SNP T A T MAJIN c.A361T p.S121C
XH_P44 11 64900650 64900650 In_Frame_Ins INS - AATGTTTCCACT - SYVN1 206insAGTGGAA.L69delinsQWKHL
XH_P44 11 66411364 66411384 In_Frame_Del DEL GCTGCAGCA - CTGCTGCAGCAGCRBM14-RBM4 c.781_801del p.261_267del
XH_P44 11 66813340 66813340 In_Frame_Ins INS - GTCCTTTATTAT - SYT12 _740insGTCCTTT.V247delinsGPLLL
XH_P44 11 66999319 66999319 Frame_Shift_Ins INS - TCCAAATCTACCA - KDM2A 8insAACTCCAAAT p.F456fs
XH_P44 11 68363644 68363644 In_Frame_Ins INS - ACAAAAGGTCCT - PPP6R3 1910insACAAAAS637delinsNKRSC
XH_P44 11 69488060 69488060 Nonsense_Mutation INS - TTTATTTCGATAT - ORAOV1 TGAATATCGAAAE28delinsSITLNIEINYKLX
XH_P44 11 69588249 69588249 Nonsense_Mutation INS - GTAGGTGTAAGA - FGF4 TAAATATCTTACA p.F150delinsX
XH_P44 11 71209538 71209538 Frame_Shift_Ins INS - CGAGCTTC - NADSYN1 34_2035insCGAG p.T678fs
XH_P44 11 73072193 73072193 Missense_Mutation SNP G A G ARHGEF17 c.G4481A p.R1494H
XH_P44 11 74009291 74009291 In_Frame_Ins INS - TGA - P4HA3 c.682_683insTCAp.D228delinsVN
XH_P44 11 74009293 74009293 In_Frame_Ins INS - ACTTTACAATCA - P4HA3 681insTGATTGTE227delinsDDCKV
XH_P44 11 74056623 74056623 Nonsense_Mutation INS - AACACTTGTTCAG - PGM2L1 AAGAGACTGAAC70_K371delinsIKRDX
XH_P44 11 74651911 74651911 Frame_Shift_Ins INS - ACTTCTAAAGTG - XRRA1 ATATGCACTTTAG p.G5fs
XH_P44 11 74800597 74800597 In_Frame_Ins INS - CACTGCACT - OR2AT4 1_162insAGTGCA.V54delinsVVQW
XH_P44 11 76062167 76062167 Frame_Shift_Ins INS - A - THAP12 c.2026_2027insT p.N676fs
XH_P44 11 76062168 76062168 In_Frame_Ins INS - TTAAACTCTATAC - THAP12 026insTGTATAGAN676delinsCIEFNN
XH_P44 11 76115029 76115029 Frame_Shift_Ins INS - TCGGCCTGTGG - LOC100506127_709insTCGGCCT p.S236fs
XH_P44 11 76255507 76255507 In_Frame_Ins INS - ACATTTTCC - EMSY 7_2918insACATTp.F973delinsYIFL
XH_P44 11 76255588 76255588 In_Frame_Ins INS - GTTCCTCGCTGTG - EMSY 999insAGTTCCTC1000delinsKFLAVF
XH_P44 11 77066792 77066792 Frame_Shift_Ins INS - GGATACTATGTT - PAK1 93insTAACATAG p.P231fs
XH_P44 11 77387961 77387961 Nonsense_Mutation INS - AAAGCAGATTCAA - RSF1 GTATTCTTGAATC3_N1074delinsLVFLNLLX
XH_P44 11 77413154 77413154 Frame_Shift_Ins INS - ACCAATAGAGAC - RSF1 nsACTTTGTCTCTA p.L374fs
XH_P44 11 77612489 77612489 In_Frame_Ins INS - AGCACAACACTGG - INTS4 nsAAGTCCAGTGT736delinsKSSVVLYV
XH_P44 11 77820625 77820625 Frame_Shift_Ins INS - GCTCTTCC - ALG8 0_901insGGAAG p.L301fs
XH_P44 11 77820627 77820627 Missense_Mutation SNP C A C ALG8 c.G899T p.G300V
XH_P44 11 82644202 82644202 Nonsense_Mutation SNP A T A DDIAS c.A1822T p.K608X
XH_P44 11 82644203 82644203 Nonsense_Mutation INS - AGTTTGCTTTGAC - DDIAS 824insCAGTTTGC.K608delinsNSLLX
XH_P44 11 82876956 82876956 Nonsense_Mutation INS - ATGTTCATGTTAA - PCF11 8insAAATGTTCAN339delinsNKCSCX
XH_P44 11 82876972 82876972 Frame_Shift_Ins INS - TTGC - PCF11 1033_1034insTT p.K345fs
XH_P44 11 82876973 82876973 Frame_Shift_Ins INS - AACAACTGAAG - PCF11 _1035insAACAAC p.K345fs
XH_P44 11 82879852 82879852 In_Frame_Ins INS - AAATCATCTTCGT - PCF11 869insAAAATCATP956delinsPKIIFV
XH_P44 11 82880266 82880266 In_Frame_Ins INS - ATCTCAAACCACC - PCF11 283insAATCTCAAS1094delinsSNLKPP
XH_P44 11 82880268 82880268 Missense_Mutation SNP T G T PCF11 c.T3284G p.V1095G
XH_P44 11 87013450 87013450 In_Frame_Ins INS - AAAAAAAATTAA - TMEM135 insCTCAAAAAAAM200delinsTQKKLIV
XH_P44 11 88301031 88301031 Frame_Shift_Ins INS - ATTGCTTTCATTC - GRM5 1820insGAATGAA p.T607fs
XH_P44 11 89133400 89133400 Nonsense_Mutation INS - ATTTGTAGGGTGC - NOX4 GCATAGCACCCTAK307_A308delinsAX
XH_P44 11 89133402 89133402 Missense_Mutation SNP A T A NOX4 c.T917A p.F306Y
XH_P44 11 89892452 89892452 In_Frame_Ins INS - ATA - NAALAD2 c.936_937insATAp.A312delinsAI
XH_P44 11 89892454 89892454 In_Frame_Ins INS - TCAGTAAGTAAAA - NAALAD2 sGAAATCAGTAAG313delinsLKSVSKIR
XH_P44 11 92086719 92086719 In_Frame_Ins INS - CATCGTACACTTC - FAT3 nsCTCACATCGTA481delinsAHIVHFFL
XH_P44 11 92087872 92087872 Frame_Shift_Ins INS - T - FAT3 c.2594_2595insT p.E865fs
XH_P44 11 92087873 92087873 Nonsense_Mutation INS - AGGAGATAGAGG - FAT3 6insTTAAGGAGA.E865delinsELRRX
XH_P44 11 92532346 92532346 Frame_Shift_Ins INS - TTTGTGTAAAGTG - FAT3 6168insTTTGTGT p.A2056fs
XH_P44 11 92532347 92532347 Silent SNP C G C FAT3 c.C6168G p.A2056A



XH_P44 11 92918974 92918974 Frame_Shift_Ins INS - AGACACAAATAT - SLC36A4 sTCTTATATTTGT p.D21fs
XH_P44 11 93417238 93417238 Frame_Shift_Ins INS - GGGCC - CEP295 058_1059insGGG p.G353fs
XH_P44 11 93417240 93417240 Missense_Mutation SNP G C G CEP295 c.G1060C p.A354P
XH_P44 11 93432089 93432089 Frame_Shift_Ins INS - ATGGTACTGTCA - CEP295 AAGGGAATGGTA p.L1337fs
XH_P44 11 93469396 93469396 Missense_Mutation SNP T A T TAF1D c.A768T p.E256D
XH_P44 11 93469397 93469397 Frame_Shift_Ins INS - AAGATAAATGTG - TAF1D TATATCCACATTT p.E256fs
XH_P44 11 93527174 93527174 Nonsense_Mutation INS - CCAGATCGAGAT - MED17 TTTATCCAGATCG8delinsRYLFIQIEICILYX
XH_P44 11 93913106 93913106 Nonsense_Mutation INS - CAGTATAATGAT - PANX1 5insAACAGTATA295_F296delinsLTVX
XH_P44 11 94335129 94335129 Frame_Shift_Ins INS - AAAGGATTGAAC - PIWIL4 ATCATGAAAGGAT p.V517fs
XH_P44 11 95516426 95516426 Frame_Shift_Ins INS - ACCATCATCACCA - FAM76B insGATGGTGATG p.V122fs
XH_P44 11 95712550 95712550 Frame_Shift_Ins INS - AGTGATGCTGAT - MAML2 3insTGAAATCAGC p.Q1011fs
XH_P44 11 96098305 96098305 Nonsense_Mutation INS - TTTTATTTCATAA - CCDC82 GATTATTTATGAA407delinsYLGLFMKX
XH_P44 11 96117248 96117248 Nonsense_Mutation INS - TTTTTAATCAAGTA - CCDC82 AGAATACTTGAT p.E222delinsX
XH_P44 11 99942522 99942522 Nonsense_Mutation INS - TTTTTTGTAGTTA - CNTN5 TACAATTTTTTTG8_K389delinsKEITIFLX
XH_P44 11 101375385 101375385 Nonsense_Mutation INS - GTAAAGGTTATG - TRPC6 nsCGAACATAACC5_A106delinsAEHNLYX
XH_P44 11 101833293 101833293 Frame_Shift_Ins INS - GTTGGGCTCTCAG - CEP126 1528insGTTGGGC p.N509fs
XH_P44 11 102477401 102477401 In_Frame_Ins INS - TATGCAGCA - MMP20 7_818insTGCTGCp.R273delinsLLHR
XH_P44 11 102477403 102477403 Frame_Shift_Ins INS - AG - MMP20 c.815_816insCT p.P272fs
XH_P44 11 102710939 102710939 Frame_Shift_Ins INS - CTGGTTCTTAGCT - MMP3 TAGAAGCTAAGA p.P279fs
XH_P44 11 103027317 103027317 In_Frame_Ins INS - TGATTGTAACTTC - DYNC2H1 946insCTGATTGTS1315delinsSLIVTS
XH_P44 11 103866942 103866942 Nonsense_Mutation INS - TGTAGAGATCAAT - PDGFD TAGAAAATTGATC121_T122delinsIENX
XH_P44 11 104763208 104763208 Frame_Shift_Ins INS - CCTCTTAATTGGC - CASP12 2insCTGCCAATTA p.R94fs
XH_P44 11 104871094 104871094 Frame_Shift_Ins INS - CAAATAAAGTAC - CASP5 420insTGTACTTT p.K140fs
XH_P44 11 105925169 105925169 Frame_Shift_Ins INS - TATTATCTATATC - KBTBD3 sTCTGATATAGAT p.V4fs
XH_P44 11 107224439 107224439 Nonsense_Mutation INS - AGGTAAGAAGTA - CWF19L2 TAATAAATACTTC2_Y633delinsDNKYFLPX
XH_P44 11 107260908 107260908 Nonsense_Mutation INS - ACAGTTGAAATGT - CWF19L2 ACAAACAACATTTV588_R589delinsVX
XH_P44 11 107375399 107375399 Nonsense_Mutation INS - AAGTGCTACTAA - ALKBH8 ACTACATTTAGTA664delinsIHDLLHLVALYX
XH_P44 11 108043676 108043676 Nonsense_Mutation INS - GTGATGATCCATT - NPAT 35insCAAATGGA9_A680delinsQMDHHX
XH_P44 11 108357108 108357108 Frame_Shift_Ins INS - GT - KDELC2 c.459_460insAC p.L154fs
XH_P44 11 108357109 108357109 Nonsense_Mutation INS - AATTGATAATACA - KDELC2 TTAAACTGTATTAp.T153delinsTX
XH_P44 11 108381144 108381144 Nonsense_Mutation INS - TTAAAAAGCATTA - EXPH5 TGAACATTAATGCp.Q1509delinsPX
XH_P44 11 108381464 108381464 Silent SNP T A T EXPH5 c.A4206T p.S1402S
XH_P44 11 108381465 108381465 Frame_Shift_Ins INS - ATTTCACAACGA - EXPH5 205insGTCGTTG p.S1402fs
XH_P44 11 110007771 110007771 In_Frame_Ins INS - GTTGTTACGTGT - ZC3H12C _406insGTTGTTAE135delinsEVVTC
XH_P44 11 111959612 111959612 Nonsense_Mutation INS - TTTTGAAGTCTTT - SDHD sGTTTTTTGAAGT5_H26delinsLFFEVFX
XH_P44 11 113609999 113609999 Nonsense_Mutation INS - TCCAGTTATATAA - ZW10 ATAAAATTATATA_A564delinsLHSPYKIIX
XH_P44 11 113848548 113848548 In_Frame_Ins INS - GAAAGGACCTAT - HTR3A nsGTAGAAAGGAL47delinsLVERTYA
XH_P44 11 114393101 114393101 Frame_Shift_Ins INS - CCATGGTTATATT - NXPE1 TAGTGAATATAA p.Y269fs
XH_P44 11 116657737 116657737 Nonsense_Mutation INS - TCATTAGTTAATC - ZPR1 sTCATGATTAACTp.A70delinsAHDX
XH_P44 11 116658287 116658287 Frame_Shift_Ins INS - GTGAAAATGCTTT - ZPR1 TTTACAAAGCAT p.H82fs
XH_P44 11 116728887 116728887 Frame_Shift_Ins INS - TGCCCAAGAATTG - SIK3 2970insCAATTCT p.A990fs
XH_P44 11 116741066 116741066 Frame_Shift_Ins INS - CCCTGCCTTCATA - SIK3 645insTATGAAG p.D549fs
XH_P44 11 117056896 117056896 Frame_Shift_Ins INS - ACTTCTC - SIDT2 19_920insACTTC p.F307fs
XH_P44 11 117340664 117340664 Frame_Shift_Ins INS - GGGTGGAA - DSCAML1 65_3166insTTCC p.Q1056fs
XH_P44 11 118342657 118342657 Frame_Shift_Ins INS - AGGTCTCCCACGA - KMT2A 784insAGGTCTCC p.S261fs
XH_P44 11 118342659 118342659 Missense_Mutation SNP C G C KMT2A c.C785G p.A262G
XH_P44 11 118342742 118342742 Missense_Mutation SNP C G C KMT2A c.C868G p.L290V
XH_P44 11 118342743 118342743 In_Frame_Ins INS - GGGAGG - KMT2A 69_870insGGGAp.L290delinsLGG
XH_P44 11 118352658 118352658 Frame_Shift_Ins INS - TCACAACACTGCT - KMT2A sGTTCTTCACAAC p.T1288fs
XH_P44 11 118367059 118367059 Frame_Shift_Ins INS - AGGAAAAAAGAA - KMT2A sTTTCAAGGAAAA p.T1881fs
XH_P44 11 118376309 118376309 Frame_Shift_Ins INS - GTAAGTGCTGGTG - KMT2A 9703insGTAAGTG p.N3234fs
XH_P44 11 118468528 118468528 Frame_Shift_Ins INS - GTATTTGGCAGA - ARCN1 085insGGTATTTG p.K362fs
XH_P44 11 118656914 118656914 Missense_Mutation SNP C T C DDX6 c.G47A p.S16N
XH_P44 11 118656915 118656915 In_Frame_Ins INS - CCAAATAGA - DDX6 5_46insTCTATTTp.S16delinsSIWS
XH_P44 11 118968614 118968614 Nonsense_Mutation INS - AATAGATCTCAGG - DPAGT1 68insACCTGAGA p.L290delinsTX
XH_P44 11 120346192 120346192 In_Frame_Ins INS - ACGCGTTTGATTA - ARHGEF12 TGGAGACGCGTT66delinsEMETRLINFIM
XH_P44 11 120349062 120349062 Nonsense_Mutation INS - GAAAAGGTAGAC - ARHGEF12 GAATAGAAAAG1225_E1226delinsX
XH_P44 11 120350764 120350764 Nonsense_Mutation INS - AGTTGTGAATATG - ARHGEF12 GGTTATAGTTGTGp.S1269delinsX
XH_P44 11 121178187 121178187 Frame_Shift_Ins INS - TCACCGTC - SC5D 66_867insTCACC p.K289fs
XH_P44 11 122828088 122828088 In_Frame_Ins INS - TTCTTTGTTGCAT - C11orf63 nsAACCTTCTTTG676delinsQNLLCCIY
XH_P44 11 123676732 123676732 In_Frame_Ins INS - TTCTCCTCTCTG - OR6M1 326insCAGAGAGE109delinsAERRK
XH_P44 11 123847838 123847838 In_Frame_Ins INS - TCAACCCATTCAT - OR10S1 1insAATGAATGG187delinsQMNGLS
XH_P44 11 123909236 123909236 Nonsense_Mutation INS - TTTCATTTACCTGA - OR10G7 73insTCAGGTAA158_T159delinsLRX
XH_P44 11 124413404 124413404 Frame_Shift_Ins INS - CTTCTTCTGCTTCT - OR8B12 ACAAAGAAGCAG p.G49fs
XH_P44 11 125514124 125514124 Nonsense_Mutation INS - TATGTTAATGTCG - CHEK1 CAGTATTATGTTAL370delinsLTVLCX
XH_P44 11 128856559 128856559 Frame_Shift_Ins INS - TTTGTGG - ARHGAP32 13_214insCCACA p.E72fs
XH_P44 11 128856560 128856560 In_Frame_Ins INS - ACTTTGCTG - ARHGAP32 2_213insCAGCAAp.H71delinsHSKV
XH_P44 11 128933907 128933907 Frame_Shift_Ins INS - ATAGT - ARHGAP32 732_733insACTA p.G245fs
XH_P44 11 128933909 128933909 Frame_Shift_Ins INS - TTTA - ARHGAP32 .730_731insTAA p.K244fs
XH_P44 11 129752386 129752386 Frame_Shift_Ins INS - AA - NFRKB c.1116_1117insT p.Q373fs
XH_P44 11 129752387 129752387 Nonsense_Mutation INS - CAATCTAGG - NFRKB 5_1116insCCTAGp.S372delinsSLDX
XH_P44 11 130131289 130131289 Frame_Shift_Ins INS - G - ZBTB44 c.479_480insC p.I160fs
XH_P44 11 130131290 130131290 Nonsense_Mutation INS - ATGGCTGATTATG - ZBTB44 479insCATAATCA160_S161delinsTX
XH_P44 11 134055381 134055381 Nonsense_Mutation INS - ATAGCTATTCATA - NCAPD3 2086insTATGAAT696_K697delinsYEX
XH_P44 12 427602 427602 Frame_Shift_Ins INS - GAAGCTGATAG - KDM5A _2567insCTATCA p.F856fs
XH_P44 12 432361 432361 Nonsense_Mutation INS - GAGATTAATGGG - KDM5A sAATCAACCCATTP721delinsQSTHX
XH_P44 12 994357 994357 Frame_Shift_Ins INS - CT - WNK1 .3646_3647insC p.S1216fs
XH_P44 12 2926465 2926465 Frame_Shift_Ins INS - ACTTGTAATCCCA - ITFG2 174insACTTGTAA p.T58fs
XH_P44 12 2977897 2977897 Frame_Shift_Ins INS - A - FOXM1 c.674_675insT p.S225fs
XH_P44 12 2977898 2977898 Frame_Shift_Ins INS - TGATAAACAAAT - FOXM1 74insACATTTGTT p.S225fs
XH_P44 12 6626153 6626153 Nonsense_Mutation INS - ACTTTTTCCATTA - NCAPD2 8insATAACTTTTT3_V384delinsHNFFHX
XH_P44 12 7528576 7528576 Missense_Mutation SNP C A C CD163L1 c.G2436T p.M812I
XH_P44 12 7528577 7528577 Frame_Shift_Ins INS - GTTGGAGT - CD163L1 34_2435insACTC p.M812fs
XH_P44 12 7559389 7559389 Nonsense_Mutation INS - AGGTAAGACT - CD163L1 5_856insAGTCTT286_L287delinsSLTX
XH_P44 12 7585328 7585328 Frame_Shift_Ins INS - GGATGACATTTTA - CD163L1 480insTAAAATGT p.E160fs
XH_P44 12 7917938 7917938 Silent SNP G A G NANOGNB c.G57A p.A19A
XH_P44 12 8212764 8212764 Frame_Shift_Ins INS - ACATGTTT - C3AR1 17_18insAAACAT p.A6fs
XH_P44 12 9073614 9073614 Frame_Shift_Ins INS - ACTCT - PHC1 259_260insACTC p.P87fs
XH_P44 12 9229444 9229444 Frame_Shift_Ins INS - C - A2M c.2989_2990insG p.K997fs
XH_P44 12 9229445 9229445 Nonsense_Mutation INS - CAATTACGATGG - A2M _2989insCCATCGp.K997delinsPSX
XH_P44 12 9356548 9356548 Splice_Site SNP C T C PZP . .
XH_P44 12 10217381 10217381 Frame_Shift_Ins INS - AAGGAGAGAAGG - CLEC9A insAAAAGGAGA p.W174fs
XH_P44 12 10762506 10762506 In_Frame_Ins INS - TTAATTTTA - MAGOHB 9_50insTAAAATTp.K17delinsIKLK
XH_P44 12 10762508 10762508 Frame_Shift_Ins INS - TCTT - MAGOHB c.47_48insAAGA p.L16fs
XH_P44 12 10958798 10958798 Frame_Shift_Ins INS - GATGCATA - TAS2R8 81_782insTATGC p.T261fs
XH_P44 12 10958800 10958800 Frame_Shift_Ins INS - TTTAAATATT - TAS2R8 9_780insAATATT p.M260fs
XH_P44 12 10978242 10978242 Frame_Shift_Ins INS - GAAACAGCAAGC - TAS2R10 nsTTTAGCTTGCT p.S209fs
XH_P44 12 11214231 11214231 Missense_Mutation SNP C A C TAS2R46 c.G663T p.M221I



XH_P44 12 11339408 11339408 In_Frame_Ins INS - GATTGTTATGCTT - TAS2R42 TATAAGAAGCATA46delinsNIRSITIIPF
XH_P44 12 11506238 11506238 Nonsense_Mutation INS - CAGTCATCTAGG - PRB1 00insTCCTAGATG134_G135delinsSX
XH_P44 12 12311935 12311935 Frame_Shift_Ins INS - GGGGTTATTTGTT - LRP6 nsAACCAAACAAA p.L873fs
XH_P44 12 12814531 12814531 Missense_Mutation SNP C A C GPR19 c.G852T p.L284F
XH_P44 12 12814533 12814533 Frame_Shift_Ins INS - CTACGTTGGCATT - GPR19 50insAAATGCCA p.L284fs
XH_P44 12 13103204 13103204 Frame_Shift_Ins INS - CTGTTGCAAATCA - GPRC5D 5insAATGATTTG p.L39fs
XH_P44 12 14577932 14577932 Frame_Shift_Ins INS - AAGGTAC - ATF7IP 83_1084insAAGG p.S361fs
XH_P44 12 15637140 15637140 Nonsense_Mutation INS - GCTGTAGCATTC - PTPRO _309insGCTGTAGp.N103delinsKLX
XH_P44 12 18658376 18658376 Frame_Shift_Ins INS - ACAAAAAATGAG - PIK3C2G TAACAACAAAAA p.T1061fs
XH_P44 12 18872555 18872555 Nonsense_Mutation INS - ATGTAAGGTATT - PLCZ1 7insTAAATACCTT.H23_Q24delinsX
XH_P44 12 19436520 19436520 Nonsense_Mutation INS - GTAATGTTTGGT - PLEKHA5 79insTGGTAATG426_D427delinsSWX
XH_P44 12 20766621 20766621 In_Frame_Ins INS - CAGGCAAGAAAA - PDE3A 291insCAGGCAA.L97delinsLRQEN
XH_P44 12 20766622 20766622 Silent SNP T G T PDE3A c.T291G p.L97L
XH_P44 12 20903711 20903711 In_Frame_Ins INS - TACTTTAATCTAG - SLCO1C1 ACCACTTACTTTA16delinsETTYFNLVTV
XH_P44 12 21028400 21028400 Frame_Shift_Ins INS - GCTCCAACCC - SLCO1B3 5_876insGCTCCA p.K292fs
XH_P44 12 21448728 21448728 Splice_Site INS - ATGTTGTTTTCTA - SLCO1A2 . .
XH_P44 12 21721945 21721945 Splice_Site INS - GGATTTTGTTTTC - GYS2 . .
XH_P44 12 23689565 23689565 Frame_Shift_Ins INS - GTGAAACATATTT - SOX5 nsAACAAATATG p.P218fs
XH_P44 12 23689567 23689567 Missense_Mutation SNP T A T SOX5 c.A650T p.Q217L
XH_P44 12 25257395 25257395 In_Frame_Ins INS - TTTTTCTTGGCAC - LRMP insTTATTTTTTCT383delinsIIFSWHIQ
XH_P44 12 25357095 25357095 Frame_Shift_Ins INS - AGAATTGGCCAT - ETFRF1 CTTAAAGAATTG p.L41fs
XH_P44 12 26568415 26568415 Nonsense_Mutation INS - AGGTATTGCTATT - ITPR2 insGGTAATAGCA376_R2377delinsWX
XH_P44 12 26636816 26636816 Frame_Shift_Ins INS - CC - ITPR2 .5826_5827insG p.Q1943fs
XH_P44 12 26636817 26636817 In_Frame_Ins INS - GACATTTTTACT - ITPR2 5826insAGTAAAN1942delinsKVKMS
XH_P44 12 26752988 26752988 In_Frame_Ins INS - GTG - ITPR2 3732_3733insCAp.F1245delinsHF
XH_P44 12 26752989 26752989 In_Frame_Ins INS - ATATCTTTTTTT - ITPR2 3732insAAAAAAN1244delinsKKKDI
XH_P44 12 27849773 27849773 Frame_Shift_Ins INS - TTGC - REP15 .278_279insTTG p.W93fs
XH_P44 12 27849775 27849775 In_Frame_Ins INS - TGC - REP15 c.280_281insTGCp.I94delinsML
XH_P44 12 29921001 29921001 Nonsense_Mutation INS - TGAGTTCACTCAA - TMTC1 10insTTTGAGTGAp.I104delinsFEX
XH_P44 12 30815337 30815337 Frame_Shift_Ins INS - AAACTGTATAGG - IPO8 064insACCTATA p.T355fs
XH_P44 12 30816540 30816540 Nonsense_Mutation INS - TCAGGGTTTGGA - IPO8 insAATTCCAAAC.L288delinsNSKPX
XH_P44 12 30906612 30906612 Frame_Shift_Ins INS - CGTATGAGACCT - CAPRIN2 sATATAGGTCTCA p.R29fs
XH_P44 12 31237922 31237922 Missense_Mutation SNP G C G DDX11 c.G500C p.R167T
XH_P44 12 31862326 31862326 In_Frame_Ins INS - TTTTAGATTTTTG - AMN1 nsTTCCAAAAATCR24delinsSSKNLKP
XH_P44 12 31862327 31862327 Nonsense_Mutation INS - AATGGTATA - AMN1 0_71insTATACCAp.R24delinsIYHX
XH_P44 12 32135424 32135424 Frame_Shift_Ins INS - TGTTTTATCTCTAC - KIAA1551 nsCTTCTGTTTTA p.K512fs
XH_P44 12 32135624 32135624 Missense_Mutation SNP A C A KIAA1551 c.A1735C p.N579H
XH_P44 12 32135625 32135625 Frame_Shift_Ins INS - ACATTGAGTCTTA - KIAA1551 737insTACATTGA p.N579fs
XH_P44 12 32136427 32136427 Frame_Shift_Ins INS - CACTACAGCTATC - KIAA1551 39insGACACTACA p.G846fs
XH_P44 12 32136429 32136429 In_Frame_Ins INS - GTTCTG - KIAA1551 540_2541insGTTp.N847delinsKFC
XH_P44 12 32136722 32136722 Missense_Mutation SNP A G A KIAA1551 c.A2833G p.N945D
XH_P44 12 32136723 32136723 In_Frame_Ins INS - CTCATTCTGCTT - KIAA1551 _2835insCTCATTN945delinsNSFCF
XH_P44 12 32735395 32735395 Frame_Shift_Ins INS - TCTTATCTGTATC - FGD4 316insTCTTATCT p.E105fs
XH_P44 12 39087604 39087604 In_Frame_Ins INS - TTG - CPNE8 c.997_998insCAAp.N333delinsTN
XH_P44 12 39087606 39087606 Frame_Shift_Ins INS - AAAAGGATTTG - CPNE8 _996insCAAATCC p.M332fs
XH_P44 12 40012639 40012639 Frame_Shift_Ins INS - TCGATGGACC - ABCD2 _779insGGTCCA p.A260fs
XH_P44 12 40728946 40728946 Missense_Mutation SNP G T G LRRK2 c.G5935T p.A1979S
XH_P44 12 40728948 40728948 Frame_Shift_Ins INS - CCTTCTTTAAA - LRRK2 _5938insCCTTCT p.A1979fs
XH_P44 12 40740715 40740715 Frame_Shift_Ins INS - GCATACACTTAGG - LRRK2 71insGGCATACA p.G2090fs
XH_P44 12 41410603 41410603 Frame_Shift_Ins INS - AGAGGAAAAA - CNTN1 _2272insAGAGG p.V757fs
XH_P44 12 41967404 41967404 In_Frame_Ins INS - ATGTTTGCATATC - PDZRN4 050insGATGTTTGW683delinsWDVCIS
XH_P44 12 42554617 42554617 Nonsense_Mutation INS - CATGACAGATACA - YAF2 191insTGTATCTG64_N65delinsMYLSX
XH_P44 12 44130274 44130274 Nonsense_Mutation INS - CTGTCAGT - PUS7L 5_696insACTGAY232_R233delinsX
XH_P44 12 44130276 44130276 Missense_Mutation SNP A T A PUS7L c.T694A p.Y232N
XH_P44 12 44148326 44148326 Frame_Shift_Ins INS - AA - PUS7L c.722_723insTT p.H241fs
XH_P44 12 44148327 44148327 Nonsense_Mutation INS - AAGGAAAAGTTAT - PUS7L GTATATATAACTT241_R242delinsLYIX
XH_P44 12 44338084 44338084 Frame_Shift_Ins INS - AGAGTAAATACT - TMEM117 ATCCTAGAGTAA p.L117fs
XH_P44 12 45209901 45209901 In_Frame_Ins INS - GAG - NELL2 c.202_203insCTCp.K68delinsTQ
XH_P44 12 45209902 45209902 Nonsense_Mutation INS - CCTGTGTTTTCAT - NELL2 insTAATGAAAACp.K68_A69delinsX
XH_P44 12 45822991 45822991 Frame_Shift_Ins INS - ATTGTGTCTAATCA - ANO6 ATGCCATTGTGT p.L877fs
XH_P44 12 46243553 46243553 Frame_Shift_Ins INS - GATTTGGAAAGA - ARID2 sTGTATGATTTGG p.P636fs
XH_P44 12 46244749 46244749 Nonsense_Mutation INS - GTAGCTACC - ARID2 3_2844insGTAGCp.L948delinsLX
XH_P44 12 46321699 46321699 Frame_Shift_Ins INS - GAAAAGAATGAA - SCAF11 5insGCGATTCAT p.H595fs
XH_P44 12 48142709 48142709 Nonsense_Mutation INS - TTCCCCTGTGTCA - RAPGEF3 1insATGACACAGp.V307delinsVX
XH_P44 12 48391973 48391973 Nonsense_Mutation INS - TCACCTTCAGGGA - COL2A1 114insTCCCTGAAG38_E39delinsGPX
XH_P44 12 48596453 48596453 In_Frame_Ins INS - AGACAAACC - OR10AD1 2_623insGGTTTGp.I208delinsRFVF
XH_P44 12 48596917 48596917 In_Frame_Ins INS - GAACTGCCTGGT - OR10AD1 159insACCAGGC.D53delinsEPGSS
XH_P44 12 48739240 48739240 In_Frame_Ins INS - GAGAATGAGAGT - ZNF641 4insTTTACTCTCAK98delinsNLLSFSW
XH_P44 12 49054372 49054372 Frame_Shift_Ins INS - GCCTTATTTATTA - KANSL2 CACCATTAATAAA p.F335fs
XH_P44 12 49087739 49087739 Frame_Shift_Ins INS - AAAG - CCNT1 1257_1258insCT p.Y420fs
XH_P44 12 49087741 49087741 Missense_Mutation SNP G C G CCNT1 c.C1256G p.A419G
XH_P44 12 49460041 49460041 Frame_Shift_Ins INS - TTTGTTTA - RHEBL1 46_347insTAAAC p.G116fs
XH_P44 12 49460043 49460043 Frame_Shift_Ins INS - T - RHEBL1 c.344_345insA p.V115fs
XH_P44 12 49959428 49959428 Nonsense_Mutation INS - TCAGAT - MCRS1 210_211insATCT p.D71delinsIX
XH_P44 12 50503280 50503280 In_Frame_Ins INS - GATTCTCTGGCTT - GPD1 60insTGATTCTCTQ320delinsHDSLAW
XH_P44 12 50571742 50571742 Frame_Shift_Ins INS - GATGTCGATCTA - LIMA1 nsGATCTAGATCG p.K160fs
XH_P44 12 50744890 50744890 Missense_Mutation SNP G A G FAM186A c.C5725T p.H1909Y
XH_P44 12 50744891 50744891 Frame_Shift_Ins INS - TTCGAGACACTTT - FAM186A 5724insAAAGTGT p.Q1908fs
XH_P44 12 50747903 50747903 Frame_Shift_Ins INS - AGCAACCCTTGT - FAM186A 2insAAACACAAGG p.E904fs
XH_P44 12 50747905 50747905 Frame_Shift_Ins INS - ATTTT - FAM186A 709_2710insAAA p.E904fs
XH_P44 12 50748209 50748209 In_Frame_Ins INS - CTATGAGAAGAT - FAM186A CTCACTTATCTTCT2delinsDSHLSSHSAPS
XH_P44 12 51054072 51054072 Nonsense_Mutation SNP C T C DIP2B c.C397T p.Q133X
XH_P44 12 51054073 51054073 Nonsense_Mutation INS - AAAAAAAAAGGTA - DIP2B AAAAAAAAAAAA3_S134delinsQKKKKRX
XH_P44 12 52470869 52470869 Frame_Shift_Ins INS - TTCTTCTTCTG - ATG101 _553insTTCTTCT p.D184fs
XH_P44 12 52842659 52842659 In_Frame_Ins INS - AAGCTGTAAAAG - KRT6B sACTATACTTTTAC90delinsRLYFYSFDQ
XH_P44 12 52864288 52864288 Splice_Site INS - AACCGAGCATTCA - KRT6C . .
XH_P44 12 52981617 52981617 Missense_Mutation SNP C T C KRT72 c.G982A p.A328T
XH_P44 12 53072422 53072422 Frame_Shift_Ins INS - GGAAATAGTCTAG - KRT1 710insCTAGACTA p.N237fs
XH_P44 12 53072424 53072424 In_Frame_Ins INS - GTT - KRT1 c.707_708insAACp.N236delinsKT
XH_P44 12 53096757 53096757 Frame_Shift_Ins INS - TTTAATTCTATCTT - KRT77 2insAAAGATAGA p.D154fs
XH_P44 12 53594062 53594062 Frame_Shift_Ins INS - AATTTGT - ITGB7 65_166insACAAA p.L56fs
XH_P44 12 53594064 53594064 In_Frame_Ins INS - TGAATTGGGAGA - ITGB7 4insCTTTCTCCCAA55delinsTFSQFMV
XH_P44 12 53677263 53677263 Frame_Shift_Ins INS - AAAGGGAGAAGA - ESPL1 019insAAAGGGA p.E1006fs
XH_P44 12 53684248 53684248 Frame_Shift_Ins INS - ATCCTACC - ESPL1 59_5360insATCC p.M1787fs
XH_P44 12 54405116 54405116 Frame_Shift_Ins INS - CCAGTCTGGTTA - HOXC8 1insCCCCAGTCT p.N227fs
XH_P44 12 54765350 54765350 Nonsense_Mutation INS - A - ZNF385A c.510_511insT K171_E172delinsX
XH_P44 12 54903679 54903679 Nonsense_Mutation INS - ACACTGTAAATTA - NCKAP1L ATACTACACTGTAN166delinsRYTYYTVNYMX
XH_P44 12 55039454 55039454 Frame_Shift_Ins INS - AGGGGTGCCCAT - DCD 35insCATGGGCA p.A45fs



XH_P44 12 55524107 55524107 Silent SNP T C T OR9K2 c.T555C p.T185T
XH_P44 12 55524109 55524109 Nonsense_Mutation INS - AAGTTGAT - OR9K2 57_558insAAGTT186_M187delinsRSX
XH_P44 12 55725609 55725609 Frame_Shift_Ins INS - CTTGTTTG - OR6C3 25_126insCTTGT p.I42fs
XH_P44 12 55725611 55725611 Nonsense_Mutation INS - TTTAATATTTTTT - OR6C3 TATGTTTTAATAT43_T44delinsIMFX
XH_P44 12 56088245 56088245 Missense_Mutation SNP A T A ITGA7 c.T2351A p.V784E
XH_P44 12 56194648 56194648 Frame_Shift_Ins INS - AAGAAGAAACAA - SARNP TGGGCTTTGTTTC p.D58fs
XH_P44 12 56215825 56215825 Nonsense_Mutation INS - TCTTTTTCTTTTTA - DNAJC14 5insAATAAAAAGp.T682delinsKX
XH_P44 12 56330210 56330210 Frame_Shift_Ins INS - CTACCTTCCCTGA - DGKA 38insCTACCTTCC p.Y13fs
XH_P44 12 56558465 56558465 Missense_Mutation SNP C T C SMARCC2 c.G3190A p.A1064T
XH_P44 12 56571830 56571830 Frame_Shift_Ins INS - ACATAACAAGTA - SMARCC2 58insGGTACTTG p.K453fs
XH_P44 12 56992501 56992501 Missense_Mutation SNP G T G BAZ2A c.C5613A p.N1871K
XH_P44 12 56992502 56992502 Frame_Shift_Ins INS - TCCTACATCCCTT - BAZ2A 2insGAAAGGGAT p.N1871fs
XH_P44 12 57005777 57005777 Frame_Shift_Ins INS - GACTC - BAZ2A 388_1389insGAG p.V463fs
XH_P44 12 57037687 57037687 In_Frame_Ins INS - GTT - ATP5B c.540_541insAACp.E181delinsNE
XH_P44 12 57037688 57037688 In_Frame_Ins INS - TTCTGAGTT - ATP5B 9_540insAACTCA.Q180delinsQTQK
XH_P44 12 57113667 57113667 Nonsense_Mutation INS - GCCTCTGTAATC - NACA 47insTTGATTACAA549_G550delinsAX
XH_P44 12 57397688 57397688 Nonsense_Mutation INS - CATGTGTGAAAC - ZBTB39 sAACTTAGTTTCA338_E339delinsRTX
XH_P44 12 57457066 57457066 Frame_Shift_Ins INS - GAGTCTATTTTTT - NEMP1 insAAAAAAAATA p.E199fs
XH_P44 12 57650289 57650289 Nonsense_Mutation INS - TACCTCCT - R3HDM2 8_2359insAGGA787_R788delinsRRX
XH_P44 12 57861216 57861216 Missense_Mutation SNP G T G GLI1 c.G629T p.C210F
XH_P44 12 57861217 57861217 Frame_Shift_Ins INS - GAGAG - GLI1 630_631insGAGA p.C210fs
XH_P44 12 58340789 58340789 Frame_Shift_Ins INS - AATCCATTCT - ATP23 9_90insAATCCAT p.K30fs
XH_P44 12 58340791 58340791 Frame_Shift_Ins INS - TTCAAATTCT - ATP23 1_92insTTCAAAT p.D31fs
XH_P44 12 60169035 60169035 In_Frame_Ins INS - CTTATTTTTAGAC - SLC16A7 sCAGTCTTATTTTA320delinsASLIFRLR
XH_P44 12 60169037 60169037 In_Frame_Ins INS - GTGGTT - SLC16A7 961_962insGTGGp.I321delinsSGF
XH_P44 12 62954589 62954589 Frame_Shift_Ins INS - ACTGTATATGGTC - MON2 29insTGACTGTAT p.A1243fs
XH_P44 12 64472852 64472852 Frame_Shift_Ins INS - AATTCAC - SRGAP1 79_1280insAATT p.K427fs
XH_P44 12 64472854 64472854 In_Frame_Ins INS - TCTATT - SRGAP1 281_1282insTCTp.K427delinsKSI
XH_P44 12 64811875 64811875 In_Frame_Ins INS - GTAGTGATTTGT - XPOT _251insGTAGTGAp.I84delinsSSDLL
XH_P44 12 65137024 65137024 Frame_Shift_Ins INS - GTTTTTCTTCA - GNS _689insTGAAGAA p.A230fs
XH_P44 12 65137026 65137026 Silent SNP G A G GNS c.C687T p.I229I
XH_P44 12 66703601 66703601 Missense_Mutation SNP A G A HELB c.A893G p.Y298C
XH_P44 12 66718850 66718850 Nonsense_Mutation INS - ATAGAAGTTTTCA - HELB nsACAAATAGAAG872_M873delinsHKX
XH_P44 12 66839254 66839254 Frame_Shift_Ins INS - TATCTTTGAATGG - GRIP1 1233insCCATTCA p.G411fs
XH_P44 12 66839256 66839256 Missense_Mutation SNP C T C GRIP1 c.G1231A p.G411R
XH_P44 12 67699314 67699314 Frame_Shift_Ins INS - CGTGAGG - CAND1 66_1867insCGTG p.E622fs
XH_P44 12 67699316 67699316 Frame_Shift_Ins INS - GGAAGAC - CAND1 68_1869insGGAA p.I623fs
XH_P44 12 68707453 68707453 Frame_Shift_Ins INS - TGATACTGTTAAC - MDM1 sAGCAGGTTAAC p.T492fs
XH_P44 12 69233395 69233395 In_Frame_Ins INS - CAGTTTGGCTTTC - MDM2 insTCCAGTTTGGF218delinsFSSLAFS
XH_P44 12 69991425 69991425 In_Frame_Ins INS - AATGGTTCTAAG - CCT2 insCATAATGGTT323delinsAHNGSKL
XH_P44 12 70070828 70070828 Nonsense_Mutation INS - GATT - BEST3 .416_417insAATY139_T140delinsX
XH_P44 12 70070830 70070830 In_Frame_Ins INS - ACATGTAAT - BEST3 4_415insATTACAp.Y139delinsITCY
XH_P44 12 70736038 70736038 Frame_Shift_Ins INS - AAAAGAGATTT - CNOT2 _1242insAAAAGA p.D414fs
XH_P44 12 70736039 70736039 Nonsense_Mutation INS - TAA - CNOT2 1242_1243insTAp.D414delinsDX
XH_P44 12 72050830 72050830 Missense_Mutation SNP C G C ZFC3H1 c.G850C p.E284Q
XH_P44 12 72050832 72050832 In_Frame_Ins INS - TTGGCAGTG - ZFC3H1 7_848insCACTGCp.K283delinsTLPK
XH_P44 12 72070654 72070654 Nonsense_Mutation INS - AGGGTTGAACAT - THAP2 sTTAGAGGGTTGAK151delinsKLEGX
XH_P44 12 72070759 72070759 In_Frame_Ins INS - AGTAGTACT - THAP2 8_559insAGTAGTp.T186delinsTSST
XH_P44 12 72288645 72288645 Frame_Shift_Ins INS - CTAAAACAGAGTG - TBC1D15 838insCTAAAACA p.G279fs
XH_P44 12 72866914 72866914 Nonsense_Mutation INS - TTTTTTTATACAT - TRHDE 404insGTTTTTTT p.Y468delinsX
XH_P44 12 75824646 75824646 Frame_Shift_Ins INS - ATTTTAAAGTACA - GLIPR1L2 GGCCAATTTTAAA p.V247fs
XH_P44 12 75824837 75824837 Frame_Shift_Ins INS - TTTCATATAAAGC - GLIPR1L2 CTGGATTTCATAT p.E311fs
XH_P44 12 76740383 76740383 In_Frame_Ins INS - CAAGAACAATTCC - BBS10 382insTGGAATTGG461delinsVELFLS
XH_P44 12 77419575 77419575 Frame_Shift_Ins INS - AGCTTTCATTTTA - E2F7 2328insTAAAATG p.P776fs
XH_P44 12 78452873 78452873 Missense_Mutation SNP G A G NAV3 c.G2614A p.D872N
XH_P44 12 78452874 78452874 Nonsense_Mutation INS - CAAATATATTCTA - NAV3 ATTACTCAAATAT72_V873delinsDFQX
XH_P44 12 79679632 79679632 Nonsense_Mutation INS - TGACTCTCCAAGC - SYT1 3insCTTGACTCTC.C78_I79delinsSX
XH_P44 12 80214932 80214932 Nonsense_Mutation INS - CTACTTTGTTATT - PPP1R12A AAAATAATAACA208delinsNKKTIKILLLRCRVX
XH_P44 12 81043422 81043422 Nonsense_Mutation INS - TTTAAAGTCACTC - PTPRQ CAGCTTTTTAAAG828_L1829delinsTAFX
XH_P44 12 81283103 81283103 Frame_Shift_Ins INS - TA - LIN7A c.127_128insTA p.G43fs
XH_P44 12 81283104 81283104 Nonsense_Mutation INS - AACAGTTGAAATT - LIN7A nsTAACAATTTCA.G43_E44delinsX
XH_P44 12 82793026 82793026 Frame_Shift_Ins INS - TTTTCTGTTTCTCT - METTL25 24insATTTTCTGT p.S241fs
XH_P44 12 82824726 82824726 Nonsense_Mutation INS - AACAGTAGTTAA - METTL25 AGTAAAAACAGT358_W359delinsRKX
XH_P44 12 85450427 85450427 In_Frame_Ins INS - TAATTCTTGCAAT - LRRIQ1 7insCTTTAATTCT619delinsDFNSCNG
XH_P44 12 85677588 85677588 Nonsense_Mutation INS - AAATCAATAAGTA - ALX1 CAATTAAATCAAT.H155delinsHLNX
XH_P44 12 88442134 88442134 In_Frame_Ins INS - TTGTCT - C12orf29 913_914insTTGTp.N305delinsIVY
XH_P44 12 88442136 88442136 In_Frame_Ins INS - CTTCCC - C12orf29 915_916insCTTCp.N305delinsNLP
XH_P44 12 88471581 88471581 In_Frame_Ins INS - TGA - CEP290 5478_5479insTCp.Q1827delinsSQ
XH_P44 12 88471582 88471582 Nonsense_Mutation INS - TTGTGTTTATAGT - CEP290 sCTAGAACTATAA826_Q1827delinsLX
XH_P44 12 91445296 91445296 Splice_Site INS - AATCTAAAATTAG - KERA . .
XH_P44 12 93171863 93171863 In_Frame_Ins INS - CCTCTATAGGTA - EEA1 3747insTACCTATN1249delinsNTYRG
XH_P44 12 93245039 93245039 Missense_Mutation SNP G C G EEA1 c.C646G p.Q216E
XH_P44 12 93245040 93245040 Frame_Shift_Ins INS - GTATGTTTTGCTT - EEA1 45insAAAGCAAA p.L215fs
XH_P44 12 95453729 95453729 Nonsense_Mutation INS - CATTTAACTAATT - NR2C1 GAAAAAATTAGTTP106delinsLWEKISX
XH_P44 12 95645799 95645799 Nonsense_Mutation INS - AATAAAACACAC - VEZT CTCTAAATAAAAK40_C41delinsKLX
XH_P44 12 95927425 95927425 Frame_Shift_Ins INS - CTTCAGGTGTTGA - USP44 8insACTCAACACC p.A203fs
XH_P44 12 95927890 95927890 In_Frame_Ins INS - AGAAGGATA - USP44 2_143insTATCCTp.A48delinsVSFS
XH_P44 12 95927891 95927891 Frame_Shift_Ins INS - TAATGGGTAA - USP44 1_142insTTACCC p.A48fs
XH_P44 12 96384250 96384250 In_Frame_Ins INS - AAGCTTAGAAGT - HAL 52insTGACTTCTA.P51delinsLTSKLS
XH_P44 12 96660957 96660957 Frame_Shift_Ins INS - GATTAGTTGCCAA - ELK3 ATAGAGATTAGTT.X84delinsCDRDX
XH_P44 12 96912787 96912787 Missense_Mutation SNP G C G CFAP54 c.G880C p.A294P
XH_P44 12 96974716 96974716 Frame_Shift_Ins INS - AT - CFAP54 .2908_2909insA p.S970fs
XH_P44 12 96974717 96974717 Frame_Shift_Ins INS - AGCC - CFAP54 2909_2910insAG p.S970fs
XH_P44 12 99007696 99007696 Frame_Shift_Ins INS - AGAAAGAAATTG - IKBIP 720insGCAATTTC p.N240fs
XH_P44 12 100452623 100452623 Frame_Shift_Ins INS - AGTGTGAGCC - UHRF1BP1L 1_2432insGGCTC p.V811fs
XH_P44 12 100657521 100657521 Nonsense_Mutation INS - TATATTTTATTTA - DEPDC4 GGGTCTAAATAAAH103delinsLGSKX
XH_P44 12 101017551 101017551 Frame_Shift_Ins INS - ATGTGATGTCTGT - GAS2L3 ACAATATGTGATG p.V323fs
XH_P44 12 101381395 101381395 Missense_Mutation SNP C A C ANO4 c.C681A p.D227E
XH_P44 12 101381396 101381396 Nonsense_Mutation INS - TCTAG - ANO4 682_683insTCTAL228_E229delinsLX
XH_P44 12 101576672 101576672 Nonsense_Mutation INS - AAATGTTTGTATC - SLC5A8 AACATTGATACA58_A359delinsNIKHX
XH_P44 12 102155457 102155457 In_Frame_Ins INS - AAAGAAAAAAGT - GNPTAB 800insGGACTTTTS934delinsGLFSFS
XH_P44 12 102164320 102164320 Frame_Shift_Ins INS - TTCTC - GNPTAB 976_977insGAGA p.N326fs
XH_P44 12 102164322 102164322 Frame_Shift_Ins INS - GC - GNPTAB c.974_975insGC p.D325fs
XH_P44 12 104056726 104056726 Nonsense_Mutation INS - AGGTTGCTATTAT - STAB2 AGGGTAGGTTGC658_P659delinsGGX
XH_P44 12 104152966 104152966 Nonsense_Mutation INS - GAGCAGAGCTTT - STAB2 7164insGAGCAGp.Y2388delinsX
XH_P44 12 104171809 104171809 Frame_Shift_Ins INS - AGTGTTGCTTT - NT5DC3 _1445insAAAGCA p.T482fs
XH_P44 12 104359839 104359839 Splice_Site SNP G C G TDG . .
XH_P44 12 104515060 104515060 Frame_Shift_Ins INS - TTTTTGGTGAAGA - NFYB ATGAATCTTCACC p.A157fs



XH_P44 12 104698090 104698090 Silent SNP C T C EID3 c.C378T p.F126F
XH_P44 12 105322287 105322287 Frame_Shift_Ins INS - GCAACACATGGA - SLC41A2 nsTACTCCATGTG p.R7fs
XH_P44 12 105527575 105527575 Nonsense_Mutation INS - GATAAATATTACA - WASHC4 CAAAAGATAAAT09_S410delinsVVFKRX
XH_P44 12 105571035 105571035 Missense_Mutation SNP A G A APPL2 c.T1658C p.I553T
XH_P44 12 105571036 105571036 In_Frame_Ins INS - TGCCTTTTTTTC - APPL2 1657insGAAAAAp.I553delinsEKKAI
XH_P44 12 106480656 106480656 In_Frame_Ins INS - GAGCATGTATGG - NUAK1 sATTCTCCATACA123delinsEFSIHAPM
XH_P44 12 106898028 106898028 In_Frame_Ins INS - TAAACAAACAAAG - POLR3B 095insTTAAACAA1032delinsVKQTKS
XH_P44 12 106898030 106898030 Silent SNP C G C POLR3B c.C3096G p.G1032G
XH_P44 12 106903238 106903238 Frame_Shift_Ins INS - A - POLR3B c.3139_3140insA p.R1047fs
XH_P44 12 106903240 106903240 Nonsense_Mutation INS - GTTTAAAGCATGC - POLR3B 3142insGTTTAAA047_I1048delinsRVX
XH_P44 12 107371653 107371653 Frame_Shift_Ins INS - C - MTERF2 c.839_840insG p.D280fs
XH_P44 12 107371654 107371654 Frame_Shift_Ins INS - AGAATAAAGGATG - MTERF2 9insTCCATCCTTT p.D280fs
XH_P44 12 107391407 107391407 Frame_Shift_Ins INS - AGTACCTTCTAAT - CRY1 sTTAGGATTAGA p.P451fs
XH_P44 12 108686305 108686305 Frame_Shift_Ins INS - TCCTCATCATC - CMKLR1 _435insGATGATG p.V145fs
XH_P44 12 108931971 108931971 In_Frame_Ins INS - GTTCCC - SART3 70_1071insGGGp.Q357delinsQGT
XH_P44 12 108931973 108931973 In_Frame_Ins INS - GGGTTT - SART3 068_1069insAAAp.Q357delinsKPQ
XH_P44 12 109577399 109577399 Nonsense_Mutation INS - AGGATTTACATA - ACACB ATTTTAGGATTTE63_G64delinsETFX
XH_P44 12 110989759 110989759 Nonsense_Mutation INS - AGCAGAGTGTGA - PPTC7 8insCTATCACACT80_G81delinsLSHSAX
XH_P44 12 111923574 111923574 Nonsense_Mutation INS - TGCAGAGATTCA - ATXN2 013insCTGAATCQ671_P672delinsHX
XH_P44 12 112326790 112326790 Frame_Shift_Ins INS - GAAAAATAACAAT - MAPKAPK5 3insCAGAAAAAT p.I401fs
XH_P44 12 112485593 112485593 Frame_Shift_Ins INS - TTATTTTTAAAGA - NAA25 CCTAATTCTTTAA p.S628fs
XH_P44 12 112631416 112631416 Nonsense_Mutation INS - CTTTATCTCATCT - HECTD4 410insAGATGAG2804_N2805delinsRX
XH_P44 12 112631418 112631418 Missense_Mutation SNP G T G HECTD4 c.C8408A p.S2803Y
XH_P44 12 112743892 112743892 Frame_Shift_Ins INS - TCTTTGTTTGGAG - HECTD4 sACAACTCCAAA p.V293fs
XH_P44 12 112846370 112846370 Frame_Shift_Ins INS - AAAGAAAAAGAA - RPL6 1insCCTTCTTTTT p.N31fs
XH_P44 12 113405980 113405980 Splice_Site INS - CA - OAS3 . .
XH_P44 12 113405981 113405981 Splice_Site INS - ACACAG - OAS3 . .
XH_P44 12 116406820 116406820 Frame_Shift_Ins INS - AACT - MED13L 6149_6150insAG p.S2050fs
XH_P44 12 116406822 116406822 Frame_Shift_Ins INS - CTAT - MED13L 6147_6148insATA p.S2050fs
XH_P44 12 116421342 116421342 Nonsense_Mutation INS - ACTACCTCTTCTTC - MED13L 35insTGAAGAAG12_Y1513delinsLKKRX
XH_P44 12 116445411 116445411 Frame_Shift_Ins INS - GCTCTGTCCCCAT - MED13L 043insTATGGGG p.K681fs
XH_P44 12 116675341 116675341 In_Frame_Ins INS - TCCTTTTCCAGTT - MED13L 2insTAACTGGAAK81delinsITGKGQ
XH_P44 12 118467624 118467624 In_Frame_Ins INS - TACCAAAGTGAT - RFC5 912insTACCAAA.D304delinsDTKVI
XH_P44 12 118517193 118517193 Frame_Shift_Ins INS - TTTCCACTTGACA - VSIG10 883insTGTCAAGT p.I295fs
XH_P44 12 120510504 120510504 Frame_Shift_Ins INS - ACACCAGTTCTAG - BICDL1 CCAAGACACCAG p.Q427fs
XH_P44 12 121001215 121001215 Frame_Shift_Ins INS - AAGAACTAATAA - RNF10 GGGGAAAGAAC p.P445fs
XH_P44 12 121441997 121441997 Frame_Shift_Ins INS - ACCAATCAAGGC - C12orf43 52insGGCCTTGA p.F218fs
XH_P44 12 121693587 121693587 Nonsense_Mutation INS - GTGGGTAGTTAG - CAMKK2 17insTGCTAACTAp.G273delinsCX
XH_P44 12 121768474 121768474 Frame_Shift_Ins INS - TAGATTTAGAATG - ANAPC5 7insCCCATTCTAA p.S246fs
XH_P44 12 121779871 121779871 Nonsense_Mutation INS - TTGTGTGTGATTT - ANAPC5 AAATAAAATCACAE99_E100delinsKX
XH_P44 12 121858089 121858089 Frame_Shift_Ins INS - CCTTCCAAAAAGT - RNF34 03insCCTTCCAA p.D34fs
XH_P44 12 122243997 122243997 Frame_Shift_Ins INS - ACTCATC - SETD1B 30_531insACTCA p.E177fs
XH_P44 12 122243999 122243999 Missense_Mutation SNP C A C SETD1B c.C532A p.L178M
XH_P44 12 122359540 122359540 Frame_Shift_Ins INS - TCCTCTCCTCCTCC - WDR66 330insTCCTCTCC p.L110fs
XH_P44 12 122359541 122359541 Missense_Mutation SNP G T G WDR66 c.G330T p.L110F
XH_P44 12 123068985 123068985 Frame_Shift_Ins INS - AACACATTAAATG - KNTC1 25insTCAACACAT p.I1142fs
XH_P44 12 123087622 123087622 Frame_Shift_Ins INS - AAGAGCAATGTTG - KNTC1 4insTTAAGAGCA p.K1645fs
XH_P44 12 123187196 123187196 Frame_Shift_Ins INS - GGAAGATGACAG - HCAR2 635insCCTGTCAT p.I212fs
XH_P44 12 123187198 123187198 Silent SNP A G A HCAR2 c.T633C p.I211I
XH_P44 12 123200794 123200794 In_Frame_Ins INS - CCACTTTGA - HCAR3 0_491insTCAAAGp.K164delinsIKVE
XH_P44 12 123201151 123201151 Frame_Shift_Ins INS - CATCTCTTGCCTT - HCAR3 34insGAAGGCAA p.N45fs
XH_P44 12 123706370 123706370 In_Frame_Ins INS - AAA - MPHOSPH9 c.420_421insTTTp.N141delinsFN
XH_P44 12 123706371 123706371 In_Frame_Ins INS - TACAAATCTAAA - MPHOSPH9 insGTCTTTAGATG140delinsGSLDLYR
XH_P44 12 123810856 123810856 In_Frame_Ins INS - CGAGAG - SBNO1 717_1718insCTCp.Q573delinsPLE
XH_P44 12 124111617 124111617 In_Frame_Ins INS - ATTGTATTGATGA - EIF2B1 AAATCTTCATCAAdelinsVDKNLHQYNLCSS
XH_P44 12 124111619 124111619 Missense_Mutation SNP C G C EIF2B1 c.G454C p.V152L
XH_P44 12 124191300 124191300 Frame_Shift_Ins INS - AACATCTGCCAGT - TCTN2 95insCAACATCT p.Q598fs
XH_P44 12 125497177 125497177 In_Frame_Ins INS - GGGTAC - BRI3BP 11_312insGGGTp.L104delinsLGT
XH_P44 12 125497179 125497179 In_Frame_Ins INS - ATC - BRI3BP c.313_314insATCp.D105delinsDH
XH_P44 12 125570959 125570959 Nonsense_Mutation INS - GTTTCAATGCAGG - AACS CACCTGTTTCAATG149delinsNPTCFNAGYX
XH_P44 12 125900140 125900140 Frame_Shift_Ins INS - TTTCTGTTTAATC - TMEM132B sTTAATTTTCTGT p.A336fs
XH_P44 12 126138411 126138411 Nonsense_Mutation INS - CTTACTATTGCTT - TMEM132B 9insAACTTACTATG310delinsELTIASX
XH_P44 12 129190233 129190233 Missense_Mutation SNP G T G TMEM132C c.G2720T p.G907V
XH_P44 12 132522632 132522632 Frame_Shift_Ins INS - AAGCCCC - EP400 98_6199insAAGC p.P2066fs
XH_P44 12 133778907 133778907 Nonsense_Mutation INS - ACAATTAGTCACA - ZNF268 nsAGAACAATTAGY212_I213delinsX
XH_P44 13 20233412 20233412 In_Frame_Ins INS - CTGCTGCCTGCC - MPHOSPH8 _1775insCTGCTGY592delinsSAACH
XH_P44 13 20346663 20346663 Frame_Shift_Ins INS - C - PSPC1 c.392_393insG p.E131fs
XH_P44 13 20346664 20346664 Frame_Shift_Ins INS - GTCTTTCATTG - PSPC1 _392insCAATGAA p.E131fs
XH_P44 13 23905665 23905665 Frame_Shift_Ins INS - GTGGTGATATCTA - SACS 11909insTAGATA p.T3970fs
XH_P44 13 23906601 23906601 Nonsense_Mutation INS - CAGTCAAGGTGA - SACS insACTCCTCACCT58_L3659delinsHSSPX
XH_P44 13 23930017 23930017 Frame_Shift_Ins INS - GTTTAGAGTGA - SACS _293insTCACTCT p.D98fs
XH_P44 13 23930018 23930018 In_Frame_Ins INS - TTCGAG - SACS 291_292insCTCGp.D98delinsLED
XH_P44 13 25008923 25008923 Frame_Shift_Ins INS - AG - PARP4 .4355_4356insC p.G1452fs
XH_P44 13 25008924 25008924 In_Frame_Ins INS - TGCTTTTTA - PARP4 4_4355insTAAAAG1452delinsVKSR
XH_P44 13 26789156 26789156 Missense_Mutation SNP T G T RNF6 c.A863C p.N288T
XH_P44 13 26789158 26789158 Frame_Shift_Ins INS - AGAAGGAGAAGA - RNF6 61insATTCTTCTC p.S287fs
XH_P44 13 27241791 27241791 In_Frame_Ins INS - AATAATATTTTTT - WASF3 sACCAAATAATA136delinsNQIIFFIV
XH_P44 13 27333083 27333083 Frame_Shift_Ins INS - CTTCCCTT - GPR12 1_882insAAGGG p.S294fs
XH_P44 13 29012441 29012441 Nonsense_Mutation INS - CTTACAAACACCT - FLT1 430insAGGTGTTT144_I145delinsRCLX
XH_P44 13 29287213 29287213 Nonsense_Mutation INS - TGAAGTTTTTATA - SLC46A3 TAACCTATAAAAAV222_K223delinsX
XH_P44 13 31712565 31712565 Frame_Shift_Ins INS - ACTTCTCCAT - HSPH1 _2121insATGGA p.Q707fs
XH_P44 13 31713241 31713241 Missense_Mutation SNP G A G HSPH1 c.C1756T p.H586Y
XH_P44 13 31713242 31713242 Frame_Shift_Ins INS - ATTAATTTATTAC - HSPH1 55insATGTAATAA p.D585fs
XH_P44 13 32313834 32313834 Frame_Shift_Ins INS - CT - RXFP2 c.85_86insCT p.N29fs
XH_P44 13 32313835 32313835 Frame_Shift_Ins INS - ATTCATTATGG - RXFP2 _87insATTCATTA p.N29fs
XH_P44 13 32745358 32745358 In_Frame_Ins INS - GAATAGAGAGCC - FRY 3insTATGAATAG701delinsHMNREPV
XH_P44 13 32786510 32786510 Nonsense_Mutation INS - GTAGACATCTGTT - FRY 674insGTAGACA558_D1559delinsSX
XH_P44 13 32835946 32835946 Frame_Shift_Ins INS - TGTTCACACATTC - FRY insACATGTTCAC p.S2537fs
XH_P44 13 32906957 32906957 Frame_Shift_Ins INS - TGAATCTAATGGA - BRCA2 3insATTTGAATCT p.R448fs
XH_P44 13 32911464 32911464 In_Frame_Ins INS - TTCCTTAGTATTT - BRCA2 973insGTTCCTTAN991delinsKFLSIS
XH_P44 13 33628117 33628117 Frame_Shift_Ins INS - CAAATTTATCTCT - KL nsATGGCAAATTT p.L345fs
XH_P44 13 33681012 33681012 Nonsense_Mutation INS - ATTAGTGTGCTTT - STARD13 nsTATGAAAGCACp.H918delinsLX
XH_P44 13 33687067 33687067 Nonsense_Mutation INS - ATAGATAGATAGG - STARD13 nsCCTACCTATCTY643delinsYLPIYLX
XH_P44 13 36905706 36905706 Frame_Shift_Ins INS - T - SPG20 c.837_838insA p.P280fs
XH_P44 13 36905708 36905708 Frame_Shift_Ins INS - CTTGTGTGATCAT - SPG20 836insATGATCAC p.V279fs
XH_P44 13 37427764 37427764 Frame_Shift_Ins INS - TTATAAAATGTTC - SMAD9 1insCTGAACATT p.S314fs
XH_P44 13 37447005 37447005 Nonsense_Mutation INS - AGTCCCTATCAAC - SMAD9 60insTGTTGATAL154_S155delinsCX
XH_P44 13 37580133 37580133 Frame_Shift_Ins INS - GAGATTAC - EXOSC8 15_316insGAGAT p.A105fs



XH_P44 13 37596408 37596408 Frame_Shift_Ins INS - TTGGTAAGTTTGC - SUPT20H 8insAATGCAAACT p.S546fs
XH_P44 13 38211292 38211292 Frame_Shift_Ins INS - ACGAAGATTA - TRPC4 2_2163insTAATC p.R721fs
XH_P44 13 39358933 39358933 Frame_Shift_Ins INS - AGAATTCAAAAG - FREM2 GCAGAGAGAATT p.D2003fs
XH_P44 13 39588017 39588017 Frame_Shift_Ins INS - AACTCTT - PROSER1 71_1372insAAGA p.V458fs
XH_P44 13 39588018 39588018 Missense_Mutation SNP G C G PROSER1 c.C1371G p.S457R
XH_P44 13 39588503 39588503 Missense_Mutation SNP A C A PROSER1 c.T886G p.S296A
XH_P44 13 39588504 39588504 Frame_Shift_Ins INS - TCTACCA - PROSER1 84_885insTGGTA p.P295fs
XH_P44 13 40175347 40175347 Frame_Shift_Ins INS - GGAATTCAGTTTC - LHFP 7insGAAACTGAA p.S3fs
XH_P44 13 41133994 41133994 Frame_Shift_Ins INS - AATCCATCAT - FOXO1 _1634insATGAT p.T545fs
XH_P44 13 42872842 42872842 Frame_Shift_Ins INS - AAAA - AKAP11 .525_526insAAA p.D175fs
XH_P44 13 42872844 42872844 Frame_Shift_Ins INS - TCAAATACAAAAC - AKAP11 TAATTTCAAATAC p.T176fs
XH_P44 13 42876618 42876618 Frame_Shift_Ins INS - C - AKAP11 c.3736_3737insC p.L1246fs
XH_P44 13 42876620 42876620 Nonsense_Mutation INS - TAGTATTTTGTTC - AKAP11 3739insTAGTATT246_N1247delinsLX
XH_P44 13 42877042 42877042 Frame_Shift_Ins INS - TCTACTTTATAAT - AKAP11 TTCTCTTCTACTT p.T1387fs
XH_P44 13 42877145 42877145 Nonsense_Mutation INS - ACTGTTCTTCTTT - AKAP11 sTAACAACTGTT 421_D1422delinsAX
XH_P44 13 45768505 45768505 In_Frame_Ins INS - TCTTCTGTAATGC - KCTD4 CAGGAGCATTAC66delinsNQEHYRRFL
XH_P44 13 46543785 46543785 Frame_Shift_Ins INS - TGTGCAATGGTA - ZC3H13 4insTTCTTACCATT p.K965fs
XH_P44 13 46559803 46559803 Frame_Shift_Ins INS - GGAAATAAGGAA - ZC3H13 9insCTCATTCCTTA p.R450fs
XH_P44 13 46708363 46708363 Nonsense_Mutation INS - ATTGTTTTGATGT - LCP1 TGATGAACATCAlinsFINEMADEHQNNNESFKQNX
XH_P44 13 46730701 46730701 Nonsense_Mutation INS - ACCATCAACAATT - LCP1 3insTTAATTGTTG121_E122delinsDX
XH_P44 13 46946399 46946399 In_Frame_Ins INS - AGGTAATTTTAGT - RUBCNL sACCTACTAAAATP71delinsHLLKLPSS
XH_P44 13 47255967 47255967 In_Frame_Ins INS - AAATATTTGGACA - LRCH1 AATTTAAATATTT24delinsKEFKYLDNYT
XH_P44 13 47255969 47255969 Frame_Shift_Ins INS - GTACACTTTTATA - LRCH1 674insGTACACTT p.V225fs
XH_P44 13 48881479 48881479 Frame_Shift_Ins INS - CAGTGAAAAATA - RB1 2insCACAGTGAAA p.P67fs
XH_P44 13 49772506 49772506 Frame_Shift_Ins INS - GGGGATTTTCTAT - FNDC3A insAATGGGGATT p.I872fs
XH_P44 13 50065955 50065955 In_Frame_Ins INS - ACCCAGTCATGT - SETDB2 _2095insACCCAGG698delinsGTQSC
XH_P44 13 51948351 51948351 Nonsense_Mutation INS - TATTAGCTATTAT - INTS6 sAGAACATAATAG9_H700delinsLEHNSX
XH_P44 13 52544856 52544856 In_Frame_Ins INS - TTATCAGTAGCCC - ATP7B 15insAGGGCTACH439delinsRATDKH
XH_P44 13 52603142 52603142 Frame_Shift_Ins INS - ATCCATTTTCTTT - UTP14C 203insATCCATTT p.L68fs
XH_P44 13 52603515 52603515 Nonsense_Mutation INS - CTTTGATTTGACT - UTP14C nsCCTTCTTTGATTp.H192delinsHLLX
XH_P44 13 52604544 52604544 In_Frame_Ins INS - CCTCCT - UTP14C 604_1605insCCTp.Q535delinsHLL
XH_P44 13 52605055 52605055 In_Frame_Ins INS - CTTCCCTCTTCTC - UTP14C 116insGCTTCCCTT705delinsTASLFS
XH_P44 13 52674001 52674001 Frame_Shift_Ins INS - TTTGTTTGTTTGT - NEK5 04insAACAAACA p.Q302fs
XH_P44 13 52674003 52674003 Missense_Mutation SNP A G A NEK5 c.T902C p.I301T
XH_P44 13 52725324 52725324 Missense_Mutation SNP C G C NEK3 c.G505C p.V169L
XH_P44 13 52725325 52725325 Nonsense_Mutation INS - CTATATTGCTAAT - NEK3 TATAGATTAGCAAY168_V169delinsX
XH_P44 13 53036022 53036022 Frame_Shift_Ins INS - AGTCT - CKAP2 064_1065insAGT p.S355fs
XH_P44 13 53036024 53036024 Frame_Shift_Ins INS - TTCTTATTATACCT - CKAP2 067insTTTCTTAT p.R356fs
XH_P44 13 58299376 58299376 Frame_Shift_Ins INS - C - PCDH17 c.3428_3429insC p.D1143fs
XH_P44 13 58299377 58299377 Frame_Shift_Ins INS - GTCAGTGGGC - PCDH17 _3430insGTCAG p.D1143fs
XH_P44 13 60545279 60545279 Frame_Shift_Ins INS - GAATTGGTTAAA - DIAPH3 TTTACCTTTAACCA p.A293fs
XH_P44 13 67799906 67799906 Frame_Shift_Ins INS - AACACCTT - PCDH9 6_2667insAAGG p.E889fs
XH_P44 13 67799908 67799908 Missense_Mutation SNP C G C PCDH9 c.G2665C p.E889Q
XH_P44 13 67802154 67802154 Frame_Shift_Ins INS - GAACAGAAAGAT - PCDH9 ATAGGTATCTTTC p.P140fs
XH_P44 13 74420229 74420229 Frame_Shift_Ins INS - TTTGGAGGATG - KLF12 _405insCATCCTC p.S135fs
XH_P44 13 76379814 76379814 Nonsense_Mutation INS - GACTTTGAAGTT - LMO7 AAGAGGACTTTGC139_W140delinsX
XH_P44 13 76414605 76414605 Nonsense_Mutation INS - TTTGAATTTTAAA - LMO7 2858insTTTGAATQ953_K954delinsLX
XH_P44 13 76414607 76414607 Missense_Mutation SNP G T G LMO7 c.G2859T p.Q953H
XH_P44 13 77531916 77531916 Nonsense_Mutation INS - ATTCTCTTAATGT - ACOD1 1insACAATTCTCT0_Q411delinsSTILLMX
XH_P44 13 77581543 77581543 Frame_Shift_Ins INS - AAGAAGTACTAA - FBXL3 insGGAATTAGTA p.N342fs
XH_P44 13 77672728 77672728 Frame_Shift_Ins INS - AAGGATTCTACA - MYCBP2 61insTCTGTAGA p.S2854fs
XH_P44 13 77740630 77740630 Frame_Shift_Ins INS - GTATATTTAGTAA - MYCBP2 nsACCCTTACTAA p.T2058fs
XH_P44 13 77779665 77779665 Frame_Shift_Ins INS - T - MYCBP2 c.3657_3658insA p.Q1220fs
XH_P44 13 78320796 78320796 In_Frame_Ins INS - ATAAAATAACAAA - SLAIN1 ACCTATAAAATA9delinsPETYKITNSTL
XH_P44 13 79916891 79916891 Missense_Mutation SNP C T C RBM26 c.G2263A p.V755I
XH_P44 13 79916893 79916893 Frame_Shift_Ins INS - GACCATTGTATGT - RBM26 261insTACATACA p.E754fs
XH_P44 13 79927320 79927320 Frame_Shift_Ins INS - TTGCCTCCCACTA - RBM26 032insATAGTGG p.V678fs
XH_P44 13 79940803 79940803 Nonsense_Mutation INS - AATTAAGTATATC - RBM26 0insAGTGATATAp.P367delinsQX
XH_P44 13 86370405 86370405 Nonsense_Mutation INS - TAAATGACAATGC - SLITRK6 CAATAGCATTGTC80_T81delinsLNSIVIX
XH_P44 13 92380886 92380886 Missense_Mutation SNP G T G GPC5 c.G1121T p.R374M
XH_P44 13 92380888 92380888 Frame_Shift_Ins INS - TTCACCTCAATAT - GPC5 TTTGCTTTCACCT p.N375fs
XH_P44 13 96489411 96489411 Frame_Shift_Ins INS - TTTGATGATTCAC - UGGT2 330insAGTGAAT p.P1444fs
XH_P44 13 96489413 96489413 Frame_Shift_Ins INS - G - UGGT2 c.4327dupC p.L1443fs
XH_P44 13 96536885 96536885 Nonsense_Mutation INS - ATTCTTATCAGCTA - UGGT2 TTGTAATAGCTGA30_S1031delinsNCNSX
XH_P44 13 96636081 96636081 Frame_Shift_Ins INS - AGGTAGTATGGT - UGGT2 69insAAACCATA p.E357fs
XH_P44 13 99340752 99340752 Nonsense_Mutation INS - CTATATAGTCCAA - SLC15A1 sTTCCTTTGGACT16_T517delinsFLWTIX
XH_P44 13 99540714 99540714 In_Frame_Ins INS - GAAATATTGCGA - DOCK9 0insAAATCGCAAP627delinsQIAIFLA
XH_P44 13 99966465 99966465 Nonsense_Mutation INS - TTCATGTCCAAAA - UBAC2 ATGATTCATGTC33delinsLIFKYDSCPKX
XH_P44 13 99966467 99966467 Missense_Mutation SNP G A G UBAC2 c.G401A p.G134E
XH_P44 13 101910882 101910882 Nonsense_Mutation INS - AGCTGAATCATTG - NALCN 91insGACAATGA364_V365delinsRQX
XH_P44 13 102029303 102029303 In_Frame_Ins INS - GATGTTTGG - NALCN 9_480insCCAAACp.F160delinsFQTS
XH_P44 13 102029305 102029305 Nonsense_Mutation INS - TTACTTATCACTG - NALCN nsACACAGTGATA160_E161delinsTQX
XH_P44 13 103383402 103383402 Nonsense_Mutation INS - ATCAAATAGATCT - CCDC168 TAAATCAAGATCTp.L6549delinsLX
XH_P44 13 103387124 103387124 Frame_Shift_Ins INS - C - CCDC168 15922_15923ins p.L5308fs
XH_P44 13 103387125 103387125 Frame_Shift_Ins INS - GATATAACTT - CCDC168 1_15922insAAGT p.L5308fs
XH_P44 13 103388348 103388348 In_Frame_Ins INS - CAG - CCDC168 4698_14699insCp.I4900delinsTV
XH_P44 13 103388349 103388349 Missense_Mutation SNP T A T CCDC168 c.A14698T p.I4900L
XH_P44 13 103389015 103389015 Nonsense_Mutation INS - AAGGCAAAGACA - CCDC168 14032insATGTCT78_K4679delinsMSLPX
XH_P44 13 103389759 103389759 Frame_Shift_Ins INS - ACAGTAAGTGTG - CCDC168 nsATAATCCACAC p.L4430fs
XH_P44 13 103392292 103392292 In_Frame_Ins INS - AAGGAATTTCCT - CCDC168 _10755insAGGAAH3585delinsQGNSF
XH_P44 13 103393253 103393253 Frame_Shift_Ins INS - GAAGAAAAATATA - CCDC168 _9794insTATATTT p.A3265fs
XH_P44 13 103393255 103393255 Missense_Mutation SNP C A C CCDC168 c.G9792T p.E3264D
XH_P44 13 103396266 103396266 Nonsense_Mutation INS - CA - CCDC168 .6780_6781insT2261_F2262delinsX
XH_P44 13 103396268 103396268 Nonsense_Mutation INS - GTCATATTA - CCDC168 8_6779insTAATAp.A2260delinsVIX
XH_P44 13 103396438 103396438 In_Frame_Ins INS - ACTATGAAGGAA - CCDC168 ACTTCTTTTCCTTC03delinsDDFFSFIVKHL
XH_P44 13 103396721 103396721 In_Frame_Ins INS - AAAAAGCAACAC - CCDC168 326insCGGTGTTG2109delinsTVLLFL
XH_P44 13 103400869 103400869 Nonsense_Mutation INS - AAAATTCAAGTG - CCDC168 CTGTATTCACTTG727delinsHTFCIHLNFYGFX
XH_P44 13 103402624 103402624 Frame_Shift_Ins INS - G - CCDC168 c.422_423insC p.S141fs
XH_P44 13 103402625 103402625 Frame_Shift_Ins INS - ATCTAGATTCACT - CCDC168 22insCAGTGAAT p.S141fs
XH_P44 13 103518257 103518257 Frame_Shift_Ins INS - CTGCAATCATCAA - BIVM-ERCC5 TGATCCTGCAAT p.N732fs
XH_P44 13 103527860 103527860 Frame_Shift_Ins INS - TTCTCTCC - BIVM-ERCC5 68_3169insTTCT p.Q1056fs
XH_P44 13 103527861 103527861 Missense_Mutation SNP A C A BIVM-ERCC5 c.A3169C p.K1057Q
XH_P44 13 103528130 103528130 In_Frame_Ins INS - ATTTGTTATGCCT - BIVM-ERCC5 TAAGGTATTTGTTSSDSDDSSKVFVMPLFWVFRFALSS
XH_P44 13 108861358 108861358 Nonsense_Mutation INS - TCTTGTTTAGCTG - LIG4 CTCCCTCAGCTAA53_F754delinsHSLSX
XH_P44 13 109496824 109496824 Frame_Shift_Ins INS - ATAAGAAATATTT - MYO16 ATTCAGATAAGAA p.S411fs
XH_P44 13 110815819 110815819 Nonsense_Mutation INS - GTGGTTTCCTAA - COL4A1 40insACTTAGGA1414_P1415delinsTX
XH_P44 13 111158796 111158796 Silent SNP G A G COL4A2 c.G4437A p.P1479P
XH_P44 13 111545550 111545550 Frame_Shift_Ins INS - TTATTTT - ANKRD10 09_610insAAAAT p.V204fs



XH_P44 13 111545552 111545552 In_Frame_Ins INS - CTGTAATATGTTT - ANKRD10 sAAGAAAACATAT172delinsKKTYYRKE
XH_P44 14 19378165 19378165 Frame_Shift_Ins INS - ACATCTTGGGAA - OR11H12 573insACATCTTG p.H191fs
XH_P44 14 20181627 20181627 Frame_Shift_Ins INS - AAGCTGTGTTGGG - OR11H2 449insCCCAACAC p.I150fs
XH_P44 14 20181713 20181713 Frame_Shift_Ins INS - ATTATTGACCATG - OR11H2 3insAACATGGTC p.S121fs
XH_P44 14 20249253 20249253 Missense_Mutation SNP T C T OR4M1 c.T772C p.Y258H
XH_P44 14 20249254 20249254 Nonsense_Mutation INS - GGAGAGAG - OR4M1 3_774insGGAGAY258_I259delinsX
XH_P44 14 20344725 20344725 Frame_Shift_Ins INS - CCATT - OR4K2 299_300insCCAT p.Q100fs
XH_P44 14 20344726 20344726 Frame_Shift_Ins INS - TTGCCAC - OR4K2 00_301insTTGCC p.Q100fs
XH_P44 14 20404561 20404561 Frame_Shift_Ins INS - AATAGACACAAA - OR4K1 insGAAATAGACA p.V246fs
XH_P44 14 20444233 20444233 Frame_Shift_Ins INS - AAAAGAAATAGT - OR4K15 57insCAAAAGAA p.F186fs
XH_P44 14 20483223 20483223 Frame_Shift_Ins INS - TTGGC - OR4K14 129_130insGCCA p.L44fs
XH_P44 14 20483224 20483224 Frame_Shift_Ins INS - GACTTGCATC - OR4K14 _129insGATGCA p.L43fs
XH_P44 14 20767592 20767592 Frame_Shift_Ins INS - AG - TTC5 c.411_412insCT p.S138fs
XH_P44 14 20767594 20767594 Missense_Mutation SNP A G A TTC5 c.T410C p.V137A
XH_P44 14 20876090 20876090 In_Frame_Ins INS - ACCATC - TEP1 508_509insGATGp.T170delinsRWS
XH_P44 14 21360186 21360186 In_Frame_Ins INS - CTGTGGGGG - RNASE3 1_342insCTGTGGN114delinsNCGG
XH_P44 14 21469431 21469431 Frame_Shift_Ins INS - CGAAGATA - SLC39A2 3_624insCGAAG p.F208fs
XH_P44 14 21526500 21526500 In_Frame_Ins INS - ATGATGCTCATGG - RNASE8 sATTGATGATGCT50delinsLLMMLMAE
XH_P44 14 21623112 21623112 Frame_Shift_Ins INS - TAGTGTATTTCCT - OR5AU1 sAGGAAAGGAAA p.R358fs
XH_P44 14 21793501 21793501 Nonsense_Mutation INS - GCTTTGGGAAATT - RPGRIP1 7insAGGCTTTGG p.S776delinsX
XH_P44 14 21822659 21822659 Nonsense_Mutation INS - A - SUPT16H c.2700_2701insTN901_W902delinsX
XH_P44 14 21822660 21822660 Frame_Shift_Ins INS - AATATGAGTAGT - SUPT16H nsTATGTACTACT p.L900fs
XH_P44 14 21859208 21859208 In_Frame_Ins INS - TTTTTTTTTTTTTT - CHD8 nsTCTCAAAAAAA2360delinsRLKKKKNP
XH_P44 14 21862614 21862614 Nonsense_Mutation INS - CCCTAACC - CHD8 0_5421insGGTTA1807_R1808delinsX
XH_P44 14 21876962 21876962 In_Frame_Ins INS - ATACTCTATTTTTT - CHD8 nsTTAAAAAAAAT796delinsFKKNRVCR
XH_P44 14 21876964 21876964 Frame_Shift_Ins INS - TTTTAACATTTTTT - CHD8 GGAAAAAAAAAA p.A795fs
XH_P44 14 21969269 21969269 Nonsense_Mutation INS - AGCAATCTT - METTL3 1_902insAAGATT.R301delinsQDCX
XH_P44 14 21991982 21991982 Frame_Shift_Ins INS - A - SALL2 c.1879dupT p.S627fs
XH_P44 14 21991984 21991984 In_Frame_Ins INS - TTCACCAAT - SALL2 7_1878insATTGG.A626delinsALVN
XH_P44 14 23282267 23282267 Frame_Shift_Ins INS - GAGGAATGTCTC - SLC7A7 TTGTCAGAGACA p.F114fs
XH_P44 14 23392010 23392010 In_Frame_Ins INS - CTAGAGCTTCTG - PRMT5 1007insCAGAAGH336delinsPEALD
XH_P44 14 24004011 24004011 Missense_Mutation SNP A C A ZFHX2 c.T524G p.F175C
XH_P44 14 24004012 24004012 In_Frame_Ins INS - CACAGTCTCATG - ZFHX2 523insCATGAGAF175delinsHETVF
XH_P44 14 24029216 24029216 Frame_Shift_Ins INS - AACCC - AP1G2 043_1044insGGG p.S348fs
XH_P44 14 24534215 24534215 Silent SNP G A G CARMIL3 c.G3129A p.P1043P
XH_P44 14 24590623 24590623 Frame_Shift_Ins INS - CACTCACATACTT - DCAF11 TCATTACACTCAC p.R432fs
XH_P44 14 24607726 24607726 Nonsense_Mutation INS - GAAGAAGGAGGT - PSME1 627insGAAGAAG p.Y209delinsX
XH_P44 14 24775342 24775342 Frame_Shift_Ins INS - CTACCCCTAG - CIDEB _338insCTAGGG p.S113fs
XH_P44 14 31177268 31177268 In_Frame_Ins INS - TCTTGAGAATTTC - SCFD1 AAGGGTCTTGAG57delinsQKGLENFCC
XH_P44 14 31589057 31589057 Missense_Mutation SNP C T C HECTD1 c.G5254A p.E1752K
XH_P44 14 31589058 31589058 Frame_Shift_Ins INS - TGTATGCAGGTTA - HECTD1 5253insTAACCTG p.Y1751fs
XH_P44 14 31644277 31644277 Nonsense_Mutation INS - AAACTTTTAAGA - HECTD1 TATAATCTTAAAA48_T149delinsHISHLX
XH_P44 14 31782318 31782318 Frame_Shift_Ins INS - TTTTGTTTTTGAC - HEATR5A nsCCTGTCAAAAA p.R1433fs
XH_P44 14 33004799 33004799 Frame_Shift_Ins INS - TACTATTCCATCA - AKAP6 65insTACTATTC p.H122fs
XH_P44 14 33015339 33015339 Frame_Shift_Ins INS - ATGGTTCGTTTGG - AKAP6 1insTGATGGTTC p.R494fs
XH_P44 14 35182661 35182661 Frame_Shift_Ins INS - GTACTTTTAAAAT - CFL2 TTGCATTTTAAAA p.L20fs
XH_P44 14 35182663 35182663 Frame_Shift_Ins INS - TTATT - CFL2 c.56_57insAATAA p.V19fs
XH_P44 14 35234117 35234117 In_Frame_Ins INS - GAGGAGGAAGA - BAZ1A 476insACTCTTCCF1159delinsYSSSSL
XH_P44 14 35786487 35786487 Frame_Shift_Ins INS - ACCTATACACAAA - PSMA6 0insTCACCTATAC p.L160fs
XH_P44 14 35786489 35786489 In_Frame_Ins INS - TTTACT - PSMA6 481_482insTTTAp.V161delinsVYF
XH_P44 14 36096385 36096385 Frame_Shift_Ins INS - TC - RALGAPA1 .6626_6627insG p.Q2209fs
XH_P44 14 36096387 36096387 Nonsense_Mutation INS - GCATTTTATTTTCT - RALGAPA1 AAGAACAGAAAA09_D2210delinsKNRKX
XH_P44 14 39648436 39648436 Missense_Mutation SNP G A G PNN c.G640A p.E214K
XH_P44 14 39648438 39648438 Nonsense_Mutation INS - AGCCTGCTTTAAT - PNN 43insTAGCCTGCTp.E214delinsEX
XH_P44 14 39650984 39650984 Frame_Shift_Ins INS - ACTACTACTAGTG - PNN CTCACTACTACTA p.I691fs
XH_P44 14 45578953 45578953 Nonsense_Mutation INS - CATGTACAGTGTT - PRPF39 TATGCACATGTACC383delinsSPKYAHVQCX
XH_P44 14 45665736 45665736 Frame_Shift_Ins INS - TG - FANCM .5624_5625insT p.D1875fs
XH_P44 14 45665737 45665737 Nonsense_Mutation INS - CCCTGA - FANCM 625_5626insCCC.D1875delinsDPX
XH_P44 14 45712069 45712069 Nonsense_Mutation INS - GGGCATTAAACT - MIS18BP1 insTAAAGTTTAA p.Q185delinsX
XH_P44 14 50085514 50085514 Frame_Shift_Ins INS - TGCAAGAGAAGG - RPL36AL TTGTTCCTTCTCT p.V103fs
XH_P44 14 50175943 50175943 Nonsense_Mutation INS - AAACAATAAAGGA - KLHDC1 164insAAACAATA.L55_W56delinsX
XH_P44 14 51111714 51111714 Frame_Shift_Ins INS - ACACAAATAAGAA - SAV1 nsGCCTTCTTATT p.A185fs
XH_P44 14 52471157 52471157 In_Frame_Ins INS - CTT - C14orf166 c.658_659insCTTp.N220delinsTY
XH_P44 14 52471159 52471159 In_Frame_Ins INS - TGTCAAAACCAA - C14orf166 TCCTGTGTCAAA20delinsNLLCQNQEY
XH_P44 14 52741623 52741623 Nonsense_Mutation INS - TGTGGAAAGGTT - PTGDR 2insTGATGTGGA341delinsMMWKGX
XH_P44 14 53175231 53175231 Frame_Shift_Ins INS - GTAAGTCTACTTC - PSMC6 TTTACGTAAGTCT p.E80fs
XH_P44 14 55509997 55509997 Nonsense_Mutation INS - ACATTTTTACTAA - SOCS4 39insTACATTTTT.H80delinsLHFYX
XH_P44 14 55510449 55510449 Frame_Shift_Ins INS - TATTTCTTCGTTTT - SOCS4 91insATATTTCTT p.S230fs
XH_P44 14 56130728 56130728 Frame_Shift_Ins INS - GCCCACTTTCCAT - KTN1 AAAGACGCCCAC p.M1049fs
XH_P44 14 57052571 57052571 Frame_Shift_Ins INS - GA - TMEM260 c.285_286insGA p.N95fs
XH_P44 14 57052572 57052572 Nonsense_Mutation INS - ATGTTTGAATAG - TMEM260 nsTAAATGTTTGAp.L96delinsLNVX
XH_P44 14 57741170 57741170 Frame_Shift_Ins INS - TCGTTTTTCAA - AP5M1 _284insTCGTTTT p.P95fs
XH_P44 14 57741487 57741487 Frame_Shift_Ins INS - ACTGACACTAAT - AP5M1 1insCCACTGACA p.T200fs
XH_P44 14 58954816 58954816 Frame_Shift_Ins INS - AGGATGG - KIAA0586 96_3097insAGGA p.H1032fs
XH_P44 14 58954817 58954817 Frame_Shift_Ins INS - ATGATACATTGCT - KIAA0586 098insATGATAC p.P1033fs
XH_P44 14 59961901 59961901 Nonsense_Mutation INS - ATATTTAAATGG - JKAMP TTGCAATATTTAAp.Y133delinsYX
XH_P44 14 60591918 60591918 Frame_Shift_Ins INS - ATAACGAGCTCA - PCNX4 328insAATAACG p.D776fs
XH_P44 14 60712681 60712681 Frame_Shift_Ins INS - TCCTGTCCTGTGT - PPM1A 117insTCCTGTCC p.K39fs
XH_P44 14 60752440 60752440 Frame_Shift_Ins INS - AGTTATA - PPM1A 33_934insAGTTA p.Y311fs
XH_P44 14 60752442 60752442 Frame_Shift_Ins INS - AGTGAAAATGTTA - PPM1A GTTCTAGTGAAAA p.L312fs
XH_P44 14 60921775 60921775 Nonsense_Mutation INS - ATTTAAATCAGCT - C14orf39 GCCTTTAGCTGAT83_G484delinsTAFSX
XH_P44 14 61518643 61518643 Frame_Shift_Ins INS - AAACATATACAAC - SLC38A6 sAGAGAAACATA p.V397fs
XH_P44 14 62207717 62207717 Frame_Shift_Ins INS - ATTGGGATATAG - HIF1A sCATCCATTGGGA p.I659fs
XH_P44 14 64066028 64066028 Frame_Shift_Ins INS - CCAGGATGTCAG - WDR89 ACTTCTCTGACAT p.T211fs
XH_P44 14 64447450 64447450 In_Frame_Ins INS - AAAACAGGAAGA - SYNE2 sTAGGAAAACAG550delinsVGKQEEGS
XH_P44 14 64460682 64460682 Frame_Shift_Ins INS - CTCAAAATCCTCT - SYNE2 77insCCTCAAAA p.W926fs
XH_P44 14 64491941 64491941 Silent SNP G A G SYNE2 c.G6054A p.L2018L
XH_P44 14 64491942 64491942 Nonsense_Mutation INS - AAATAAGCAAAAA - SYNE2 sATACAAAATAAG019_D2020delinsNTKX
XH_P44 14 64497810 64497810 Frame_Shift_Ins INS - TT - SYNE2 c.6956_6957insT p.N2319fs
XH_P44 14 64497812 64497812 Frame_Shift_Ins INS - AACCAATGCTG - SYNE2 _6959insAACCAA p.T2320fs
XH_P44 14 64518891 64518891 In_Frame_Ins INS - AATTCTTCTTTTCT - SYNE2 261insAATTCTTC2754delinsKFFFSF
XH_P44 14 64655356 64655356 Frame_Shift_Ins INS - GCCTCTTCTAAAC - SYNE2 02insTTTGCCTCT p.V5934fs
XH_P44 14 64749687 64749687 Nonsense_Mutation INS - GAAGCAAGATCG - ESR2 7insAGCGATCTTG p.S6delinsX
XH_P44 14 65246559 65246559 Frame_Shift_Ins INS - AGTGCTTTTGT - SPTB _4357insACAAAA p.D1453fs
XH_P44 14 66096299 66096299 Frame_Shift_Ins INS - TTTTATTTTCTATC - FUT8 CATCTTTTATTTTC p.V28fs
XH_P44 14 67745963 67745963 Frame_Shift_Ins INS - AATGCTATGAAAA - MPP5 TAATAATGCTATG p.P26fs
XH_P44 14 69521308 69521308 Frame_Shift_Ins INS - CCCCCAGATCAA - DCAF5 092insTTTGATCT p.K698fs
XH_P44 14 70235573 70235573 In_Frame_Ins INS - CCATACAGTCAAA - SRSF5 57insGCCATACAGS86delinsCHTVKP



XH_P44 14 70839839 70839839 Frame_Shift_Ins INS - C - SYNJ2BP c.306dupG p.Q103fs
XH_P44 14 70839841 70839841 Frame_Shift_Ins INS - TGTCTTT - SYNJ2BP 04_305insAAAGA p.V102fs
XH_P44 14 71063420 71063420 Splice_Site INS - TTTTTTTGATTGG - MED6 . .
XH_P44 14 71445258 71445258 Frame_Shift_Ins INS - ACTGCTGAACTGG - PCNX1 2205insACTGCTG p.S735fs
XH_P44 14 71500215 71500215 In_Frame_Ins INS - GGTACTAAAGCTA - PCNX1 296insTGGTACTAY1099delinsLVLKLH
XH_P44 14 73659547 73659547 Nonsense_Mutation INS - AACATTAGATATT - PSEN1 nsCCAAACATTAG8_I249delinsLPNIRYX
XH_P44 14 73743752 73743752 Nonsense_Mutation INS - GTCCCTTCTTTAAG - NUMB 313insCTTAAAGAV438_V439delinsAX
XH_P44 14 73963351 73963351 Nonsense_Mutation INS - TTTTCTCCCCATC - HEATR4 579insGATGGGGL860_G861delinsX
XH_P44 14 74516619 74516619 Missense_Mutation SNP A T A BBOF1 c.A1007T p.Q336L
XH_P44 14 74516621 74516621 Frame_Shift_Ins INS - GGGTTTGGATTT - BBOF1 010insAGGGTTT p.M337fs
XH_P44 14 75150153 75150153 Frame_Shift_Ins INS - TTTTTAAAAATAA - AREL1 327insATTATTTTT p.V109fs
XH_P44 14 75150155 75150155 In_Frame_Ins INS - CTTTAT - AREL1 324_325insATAAp.V109delinsIKV
XH_P44 14 75329392 75329392 Frame_Shift_Ins INS - ATTGTTGG - PROX2 45_1146insCCAA p.W382fs
XH_P44 14 75329394 75329394 Missense_Mutation SNP A C A PROX2 c.T1144G p.W382G
XH_P44 14 75329519 75329519 Frame_Shift_Ins INS - AAGTCTACCCCTT - PROX2 019insGAAGGGG p.I340fs
XH_P44 14 75515096 75515096 Frame_Shift_Ins INS - CCAGTTTAGAAA - MLH3 3insAACATTTCTA p.N421fs
XH_P44 14 75537655 75537655 Frame_Shift_Ins INS - AGAAT - ZC2HC1C 379_380insAGAA p.P127fs
XH_P44 14 75537656 75537656 Frame_Shift_Ins INS - AACT - ZC2HC1C .380_381insAAC p.P127fs
XH_P44 14 75570661 75570661 Nonsense_Mutation INS - AGTACATGCTATA - NEK9 insGCTATATAGC551_G552delinsAIX
XH_P44 14 75573403 75573403 Nonsense_Mutation SNP C A C NEK9 c.G1330T p.E444X
XH_P44 14 75573404 75573404 In_Frame_Ins INS - TGAGAAGTGTTAA - NEK9 329insATTAACACD443delinsELTLLI
XH_P44 14 75587282 75587282 Frame_Shift_Ins INS - ACACTTT - NEK9 54_455insAAAGT p.M152fs
XH_P44 14 77255604 77255604 Frame_Shift_Ins INS - GCGTTCTC - ANGEL1 9_1980insGAGA p.L660fs
XH_P44 14 77255605 77255605 Missense_Mutation SNP A T A ANGEL1 c.T1979A p.L660Q
XH_P44 14 77872299 77872299 Nonsense_Mutation INS - ATTTCACCTCTAA - NOXRED1 ACTGTTAGAGGT88_F289delinsYKNCX
XH_P44 14 77872301 77872301 Missense_Mutation SNP G T G NOXRED1 c.C860A p.T287K
XH_P44 14 77873984 77873984 Frame_Shift_Ins INS - TCTCTTAGAGTTG - NOXRED1 ACAACCAACTCTA p.E118fs
XH_P44 14 81558951 81558951 In_Frame_Ins INS - TTAATCTTATTTC - TSHR ATAGCTTAATCTT82delinsQYSLILFLFKL
XH_P44 14 81659065 81659065 Frame_Shift_Ins INS - GAAGAAGTAAGT - GTF2A1 731insAACTTACT p.T244fs
XH_P44 14 81744010 81744010 Frame_Shift_Ins INS - TGCCGTTTCC - STON2 _1645insGGAAA p.L549fs
XH_P44 14 81744012 81744012 Missense_Mutation SNP C T C STON2 c.G1643A p.R548H
XH_P44 14 88477479 88477479 Frame_Shift_Ins INS - TGCTGTT - GPR65 88_289insTGCTG p.M96fs
XH_P44 14 88477480 88477480 Missense_Mutation SNP A C A GPR65 c.A289C p.N97H
XH_P44 14 88936057 88936057 In_Frame_Ins INS - ATTTTTATGTGAG - PTPN21 1insTCACTCACA1007delinsSHSHKNP
XH_P44 14 88967626 88967626 Frame_Shift_Ins INS - ATAAGATCATAGA - PTPN21 674insTCTATGAT p.K225fs
XH_P44 14 89039343 89039343 In_Frame_Ins INS - ACACCACTATCT - ZC3H14 _389insACACCAC.S130delinsNTTIC
XH_P44 14 89085129 89085129 Silent SNP T A T EML5 c.A5403T p.A1801A
XH_P44 14 89085130 89085130 In_Frame_Ins INS - CTCCCCTTTCCT - EML5 5402insAGGAAAA1801delinsEERGA
XH_P44 14 89091417 89091417 In_Frame_Ins INS - CCTTCT - EML5 94_4795insAGA.H1599delinsRRH
XH_P44 14 89091418 89091418 Frame_Shift_Ins INS - TTTGATTC - EML5 3_4794insGAAT p.D1598fs
XH_P44 14 89163277 89163277 Nonsense_Mutation INS - TGGATTTGCTAG - EML5 insCTAGCTAGCA753_H754delinsTSX
XH_P44 14 90429682 90429682 Missense_Mutation SNP A T A TDP1 c.A224T p.K75I
XH_P44 14 90429684 90429684 Frame_Shift_Ins INS - TCGCCTTCCT - TDP1 6_227insTCGCCT p.R76fs
XH_P44 14 90729760 90729760 In_Frame_Ins INS - AAAGGGGAGTGT - PSMC1 ATGGAAAGGGGA85delinsNGKGSVAV
XH_P44 14 91444843 91444843 In_Frame_Ins INS - GGTAAGTGT - RPS6KA5 0_201insACACTTp.R67delinsRHLP
XH_P44 14 91444844 91444844 In_Frame_Ins INS - GTTATCAGACTTT - RPS6KA5 sATAAAAAGTCTG67delinsHKKSDNNC
XH_P44 14 91875096 91875096 Frame_Shift_Ins INS - CCTTTGTTTG - CCDC88C _177insCAAACA p.T59fs
XH_P44 14 91927945 91927945 Frame_Shift_Ins INS - TTCCCAATTGAA - PPP4R3A 454insCTTCAATT p.E485fs
XH_P44 14 91927947 91927947 Nonsense_Mutation INS - TTCTCAACAATAA - PPP4R3A 1452insTTATTGT484_E485delinsNYCX
XH_P44 14 92136184 92136184 Nonsense_Mutation INS - TATTTCTAACTGG - CATSPERB 261insACCAGTTA421_F422delinsTSX
XH_P44 14 92136186 92136186 Missense_Mutation SNP C T C CATSPERB c.G1259A p.S420N
XH_P44 14 92403411 92403411 Frame_Shift_Ins INS - A - FBLN5 c.258_259insT p.P87fs
XH_P44 14 92471452 92471452 Nonsense_Mutation INS - AACTGGAGATTA - TRIP11 5insAGTTTAATCT955_L956delinsQVX
XH_P44 14 92471769 92471769 Nonsense_Mutation INS - AAAAGAAGGAAA - TRIP11 TCATCCATTTCCT_D851delinsLIHFLLLLLX
XH_P44 14 92622924 92622924 Frame_Shift_Ins INS - AA - CPSF2 .1085_1086insA p.L362fs
XH_P44 14 92622926 92622926 Frame_Shift_Ins INS - ACATTTCATCCAA - CPSF2 88insATACATTTC p.S363fs
XH_P44 14 92625489 92625489 Nonsense_Mutation INS - AACAAATTAAAT - CPSF2 ACATATTAACAAA.M611delinsNTYX
XH_P44 14 93154538 93154543 In_Frame_Del DEL GGCGGC - GGCGGC RIN3 c.2674_2679del p.892_893del
XH_P44 14 93650564 93650564 Frame_Shift_Ins INS - ATACATTTTTAAG - MOAP1 sTCTGCTTAAAAA p.D8fs
XH_P44 14 93760331 93760331 Missense_Mutation SNP G T G BTBD7 c.C1035A p.S345R
XH_P44 14 93760903 93760903 Frame_Shift_Ins INS - TGGTTGA - BTBD7 62_463insTCAAC p.V155fs
XH_P44 14 93760905 93760905 Frame_Shift_Ins INS - CTTTTGGT - BTBD7 0_461insACCAA p.P154fs
XH_P44 14 94545740 94545740 Frame_Shift_Ins INS - GAGCAGTTTGGA - DDX24 CCTGGTCCAAACT p.E117fs
XH_P44 14 94545950 94545950 Frame_Shift_Ins INS - AAAAAGATCAAG - DDX24 39insAACTTGATC p.L47fs
XH_P44 14 94731781 94731781 Nonsense_Mutation INS - TTCTTACTTGGTA - PPP4R4 sAAATATTCTTAC1_G672delinsPNILTWX
XH_P44 14 94732198 94732198 Nonsense_Mutation INS - AGATGGCTTTAG - PPP4R4 0insCACAGATGG3_Y704delinsKHRWLX
XH_P44 14 94936027 94936027 Frame_Shift_Ins INS - TTTCTTGGGCAAT - SERPINA9 205insATTGCCCA p.F69fs
XH_P44 14 94936028 94936028 In_Frame_Ins INS - ACCTGACCT - SERPINA9 3_204insAGGTCAp.D68delinsEGQV
XH_P44 14 94964361 94964361 Nonsense_Mutation INS - AAATTATATTTTC - SERPINA12 sGAAAGAAAATA25_K126delinsRKKIX
XH_P44 14 96779746 96779746 Frame_Shift_Ins INS - GTTGTTGTTGTT - ATG2B ATTAAAAACAACA p.D1223fs
XH_P44 14 100157484 100157484 Frame_Shift_Ins INS - TACTAGGCCCACT - CYP46A1 CTTATTACTAGGC p.D62fs
XH_P44 14 102466435 102466435 Frame_Shift_Ins INS - CGTTTCGG - DYNC1H1 14_3915insCGTTT p.E1305fs
XH_P44 14 102466436 102466436 Frame_Shift_Ins INS - TTCT - DYNC1H1 3915_3916insTT p.E1305fs
XH_P44 14 102486334 102486334 Nonsense_Mutation INS - TTTAAGAAGATAG - DYNC1H1 AAATATTTAAGA6_P2817delinsLKYLRRX
XH_P44 14 102486336 102486336 Missense_Mutation SNP C A C DYNC1H1 c.C8450A p.P2817H
XH_P44 14 102675261 102675261 Nonsense_Mutation INS - GTGACTTGTCTAT - WDR20 AACTCGTGACTTG.V191delinsGNSX
XH_P44 14 104026661 104026661 In_Frame_Ins INS - AGAAAAGAAAGC - BAG5 41insCAGCTTTCTK281delinsQLSFLK
XH_P44 14 104026663 104026663 Frame_Shift_Ins INS - TG - BAG5 c.838_839insCA p.E280fs
XH_P44 14 104407851 104407851 Frame_Shift_Ins INS - TTAAATTACATTTA - RD3L 2insTTAAATGTA p.Y61fs
XH_P44 14 104493059 104493059 Nonsense_Mutation INS - CCAATAAAACTAA - TDRD9 3066insCCAATAA022_L1023delinsSQX
XH_P44 14 105406089 105406089 Frame_Shift_Ins INS - CCCTTTTCAGA - AHNAK2 _15399insTCTGA p.K5133fs
XH_P44 15 23006812 23006812 Nonsense_Mutation INS - CTAAATAGGGCCC - NIPA2 nsCCAGGGCCCTA45_L146delinsIQGPIX
XH_P44 15 24922863 24922863 Frame_Shift_Ins INS - GGAGGAGGGG - NPAP1 _1850insGGAGG p.T617fs
XH_P44 15 24922864 24922864 Missense_Mutation SNP C A C NPAP1 c.C1850A p.T617K
XH_P44 15 25599748 25599748 In_Frame_Ins INS - AGGGGTGTGTGA - UBE3A 147insAATCACACM716delinsKSHTPL
XH_P44 15 28386650 28386650 Nonsense_Mutation INS - ATCTGTACTAAAA - HERC2 1943insGTTTTAG981_L3982delinsAFX
XH_P44 15 28386652 28386652 Missense_Mutation SNP C T C HERC2 c.G11941A p.A3981T
XH_P44 15 28424336 28424336 In_Frame_Ins INS - CCTAAT - HERC2 970_8971insATTAp.A2991delinsIRA
XH_P44 15 28424338 28424338 Nonsense_Mutation INS - GTGTCCTT - HERC2 8_8969insAAGG2990_A2991delinsX
XH_P44 15 30919142 30919142 Frame_Shift_Ins INS - ACAGACCCGCTTC - ARHGAP11B sTTACACAGACCC p.T40fs
XH_P44 15 32908524 32908524 Frame_Shift_Ins INS - ACCCGCTT - ARHGAP11A 12_113insACCCG p.A38fs
XH_P44 15 32917824 32917824 Frame_Shift_Ins INS - TATTATCCTTCCTC - ARHGAP11A 86insTTATTATCC p.Q95fs
XH_P44 15 32917826 32917826 Missense_Mutation SNP G C G ARHGAP11A c.G287C p.S96T
XH_P44 15 32929431 32929431 Frame_Shift_Ins INS - TCTTCATCACTGG - ARHGAP11A 91insTTTCTTCAT p.L630fs
XH_P44 15 33359180 33359180 Frame_Shift_Ins INS - GAGACAG - FMN1 05_906insCTGTC p.D302fs
XH_P44 15 33359181 33359181 Missense_Mutation SNP T C T FMN1 c.A905G p.D302G
XH_P44 15 33381139 33381139 In_Frame_Ins INS - TTAATA - FMN1 903_1904insTATp.N635delinsILN
XH_P44 15 33381141 33381141 In_Frame_Ins INS - ATGTAAATTGTG - FMN1 sTATATACACAAT634delinsFIYTIYIKY



XH_P44 15 33443476 33443476 Frame_Shift_Ins INS - TTGAT - FMN1 971_1972insATC p.E658fs
XH_P44 15 33443477 33443477 Silent SNP C T C FMN1 c.G1971A p.K657K
XH_P44 15 33445664 33445664 Frame_Shift_Ins INS - GCGTCTC - FMN1 51_1452insGAGA p.Q484fs
XH_P44 15 34060905 34060905 Nonsense_Mutation INS - AAACAGTTATAG - RYR3 753insGAAACAGTp.F2918delinsX
XH_P44 15 34130649 34130649 Frame_Shift_Ins INS - ATTGACAACAT - RYR3 _12454insATTGA p.F4151fs
XH_P44 15 34355061 34355061 Nonsense_Mutation INS - GTAAATAGTGTTA - CHRM5 TTACAGTAAATAG8delinsKNFTVNSVRFX
XH_P44 15 34355235 34355235 Nonsense_Mutation INS - AAGGA - CHRM5 317_318insAAGGW106_L107delinsX
XH_P44 15 34395361 34395361 In_Frame_Ins INS - TCAGTAAAGAACA - PGBD4 30insCTCAGTAAAS210delinsSSVKNS
XH_P44 15 34536226 34536226 Nonsense_Mutation INS - CCTGTTTGTCTCT - SLC12A6 sCCTAAGAGACAQ649_T650delinsPX
XH_P44 15 35045171 35045171 Frame_Shift_Ins INS - TTTGCTGTAAGTG - GJD2 nsTGCCACTTACA p.E158fs
XH_P44 15 38805156 38805157 Frame_Shift_Del DEL AA - AA RASGRP1 c.676_677del p.F226fs
XH_P44 15 38805157 38805157 Frame_Shift_Ins INS - CTGTTTTTTCCCTC - RASGRP1 76insGAGGGAAA p.F226fs
XH_P44 15 40301878 40301878 In_Frame_Ins INS - GAA - EIF2AK4 3640_3641insGAp.G1214delinsGR
XH_P44 15 40491909 40491909 Nonsense_Mutation INS - ATATGTTACTAAT - BUB1B 83insTATATGTT 61_E462delinsHICYX
XH_P44 15 40502363 40502363 Frame_Shift_Ins INS - AGGAGAAGACA - BUB1B _2338insAGGAGA p.K779fs
XH_P44 15 40502364 40502364 Nonsense_Mutation INS - AATTCC - BUB1B 338_2339insAAT p.L780delinsX
XH_P44 15 41679757 41679757 Frame_Shift_Ins INS - GGCTAGTATGTAT - NDUFAF1 AGAGAATACATA p.V290fs
XH_P44 15 41820464 41820464 Nonsense_Mutation INS - TCTTAAGCCT - RPAP1 _1229insAGGCT410_L411delinsEAX
XH_P44 15 42041839 42041839 Frame_Shift_Ins INS - AC - MGA .5407_5408insA p.S1803fs
XH_P44 15 42041841 42041841 Frame_Shift_Ins INS - GACT - MGA 5409_5410insGA p.S1803fs
XH_P44 15 42740441 42740441 Nonsense_Mutation INS - CAACTTCTA - ZNF106 9_450insTAGAAGp.S150delinsSRSX
XH_P44 15 42743385 42743385 Frame_Shift_Ins INS - AGAAAAACCTGAA - ZNF106 1016insTTCAGG p.G339fs
XH_P44 15 42749381 42749381 Missense_Mutation SNP C A C ZNF106 c.G23T p.C8F
XH_P44 15 42749382 42749382 Frame_Shift_Ins INS - GGAAGAGGAAGA - ZNF106 TAATCTTCTTCCTC p.C8fs
XH_P44 15 42980291 42980291 Missense_Mutation SNP G C G STARD9 c.G6515C p.G2172A
XH_P44 15 42980293 42980293 Frame_Shift_Ins INS - TACACTC - STARD9 17_6518insTACA p.S2173fs
XH_P44 15 42982525 42982525 In_Frame_Ins INS - TACCTTCTT - STARD9 9_8750insTACCT.P2917delinsLPSS
XH_P44 15 42984346 42984346 Frame_Shift_Ins INS - AGTTTCTCTCG - STARD9 _10571insAGTTT p.P3524fs
XH_P44 15 43621555 43621555 In_Frame_Ins INS - TTAAGAGTGAGG - LCMT2 TATTATCCTCACT78delinsVIILTLKKMK
XH_P44 15 43707906 43707906 Frame_Shift_Ins INS - CTGCTATAAAGT - TP53BP1 975insGACTTTAT p.T1659fs
XH_P44 15 43714280 43714280 In_Frame_Ins INS - AGGTGCAGACAG - TP53BP1 873insCCCTGTCT1291delinsDPVCTS
XH_P44 15 43814792 43814792 Frame_Shift_Ins INS - AGGTCCT - MAP1A 21_1122insAGGT p.P374fs
XH_P44 15 43818616 43818616 Frame_Shift_Ins INS - GCTTC - MAP1A 945_4946insGCT p.E1649fs
XH_P44 15 43818617 43818617 Frame_Shift_Ins INS - TCCTTCT - MAP1A 46_4947insTCCT p.E1649fs
XH_P44 15 43818833 43818833 Nonsense_Mutation INS - GGCT - MAP1A 5162_5163insGG1721_T1722delinsX
XH_P44 15 43818835 43818835 Missense_Mutation SNP A T A MAP1A c.A5164T p.T1722S
XH_P44 15 44889091 44889091 Frame_Shift_Ins INS - GACATAGGCCTT - SPG11 52insAAAAGGCC p.R1351fs
XH_P44 15 45270825 45270825 Frame_Shift_Ins INS - AGTGAGAAGATT - TERB2 ATACCAGTGAGA p.X221delinsX
XH_P44 15 45453048 45453048 Nonsense_Mutation INS - ATTCCATGAGGA - DUOX1 717insCATTCCAT239_S1240delinsGIPX
XH_P44 15 45456058 45456058 Nonsense_Mutation INS - GATGAAGTAGAT - DUOX1 4476insGATGAAH1492delinsQMKX
XH_P44 15 45559984 45559984 In_Frame_Ins INS - AGACTA - SLC28A2 189_1190insAGAp.L397delinsQTM
XH_P44 15 48784758 48784758 Nonsense_Mutation INS - ACAGTCTTTCAA - FBN1 4insTATTTGAAAp.P918delinsPIX
XH_P44 15 48905282 48905282 Nonsense_Mutation INS - TTACTTTGATGGG - FBN1 AAACTCCCATCAA58delinsSNSHQSNX
XH_P44 15 49031379 49031379 Frame_Shift_Ins INS - AAGGAGGC - CEP152 31_4032insGCCT p.N1344fs
XH_P44 15 49048356 49048356 Frame_Shift_Ins INS - AGAGTGAGAGAA - CEP152 3089insCTTCTCT p.Q1030fs
XH_P44 15 49048358 49048358 Missense_Mutation SNP C T C CEP152 c.G3087A p.M1029I
XH_P44 15 49304055 49304055 Frame_Shift_Ins INS - G - SECISBP2L c.1601_1602insC p.I534fs
XH_P44 15 49304057 49304057 Frame_Shift_Ins INS - TAGGGAGATGGT - SECISBP2L CTCTTTAACCATCT p.I534fs
XH_P44 15 49327770 49327770 Frame_Shift_Ins INS - AGTAACAGAGGA - SECISBP2L nsCTGATCCTCTG p.S97fs
XH_P44 15 51289866 51289866 Frame_Shift_Ins INS - AAAAATAAAA - AP4E1 _2466insAAAAA p.A822fs
XH_P44 15 51289868 51289868 Frame_Shift_Ins INS - TAATAAT - AP4E1 67_2468insTAAT p.K823fs
XH_P44 15 51503153 51503153 Frame_Shift_Ins INS - GT - CYP19A1 .1363_1364insA p.L455fs
XH_P44 15 51503155 51503155 In_Frame_Ins INS - ACACTC - CYP19A1 61_1362insGAGp.L454delinsLSV
XH_P44 15 51766690 51766690 Nonsense_Mutation INS - TACTTTTATTTTTA - DMXL2 TTCTATAAAAATAS1718delinsMLFLX
XH_P44 15 51792113 51792113 In_Frame_Ins INS - GTACATTTGGAC - DMXL2 8insCCAGTCCAA1103delinsPSPNVLN
XH_P44 15 51792115 51792115 Missense_Mutation SNP C T C DMXL2 c.G3306A p.M1102I
XH_P44 15 51792182 51792182 In_Frame_Ins INS - AGTAAT - DMXL2 238_3239insATT.G1080delinsDYC
XH_P44 15 51792183 51792183 Frame_Shift_Ins INS - TGTT - DMXL2 3237_3238insAA p.G1080fs
XH_P44 15 52356821 52356821 Frame_Shift_Ins INS - GC - MAPK6 .1790_1791insG p.F597fs
XH_P44 15 52529756 52529756 In_Frame_Ins INS - GAGCAAATCAGA - MYO5C 791insAATCTGATA931delinsNLICSA
XH_P44 15 52676520 52676520 Splice_Site INS - TCAGATCTTCCCT - MYO5A . .
XH_P44 15 52885931 52885931 Frame_Shift_Ins INS - AACC - FAM214A 2672_2673insGG p.E891fs
XH_P44 15 52885933 52885933 Nonsense_Mutation INS - GATGGTACTAAA - FAM214A GTACATTTTTAGTE891_S892delinsKX
XH_P44 15 52901950 52901950 In_Frame_Ins INS - AAACTTGTATTT - FAM214A _1182insAAATACS394delinsRNTSF
XH_P44 15 54557665 54557665 Frame_Shift_Ins INS - GTTCTTTGGGCTT - UNC13C 3790insGTTCTTT p.L1263fs
XH_P44 15 54557666 54557666 In_Frame_Ins INS - TAG - UNC13C 3790_3791insTAp.N1264delinsID
XH_P44 15 54557668 54557668 In_Frame_Ins INS - GCATCC - UNC13C 792_3793insGCA.N1264delinsNAS
XH_P44 15 55710197 55710235 Frame_Shift_Del DEL CTTTTGTGAT - TTCTTTTGTGATTC DNAAF4 c.1144_1182del p.*382fs
XH_P44 15 55838601 55838601 Frame_Shift_Ins INS - TTGTACAAACGA - PYGO1 0insCCTCGTTTG p.A294fs
XH_P44 15 56208689 56208689 Missense_Mutation SNP A C A NEDD4 c.T341G p.F114C
XH_P44 15 56208690 56208690 Frame_Shift_Ins INS - GATCCTTTTGT - NEDD4 _340insACAAAAG p.F114fs
XH_P44 15 56387729 56387729 Missense_Mutation SNP T G T RFX7 c.A2197C p.N733H
XH_P44 15 56387730 56387730 In_Frame_Ins INS - CACAGGACACAT - RFX7 _2196insATGTGTL732delinsLCVLW
XH_P44 15 56387983 56387983 In_Frame_Ins INS - AACAGAAGGTTCA - RFX7 943insTTGAACCTD648delinsVEPSVY
XH_P44 15 56735850 56735850 In_Frame_Ins INS - AGAGCAAGCTAA - MNS1 TTACTTTTAGCTT97delinsNLLLACSYIFQ
XH_P44 15 57484445 57484445 Frame_Shift_Ins INS - CTCCACCCTCACA - TCF12 TTTTTCTCCACCC p.S160fs
XH_P44 15 59182582 59182582 Frame_Shift_Ins INS - ATAA - SLTM 1922_1923insTT p.R641fs
XH_P44 15 59182583 59182583 Frame_Shift_Ins INS - TGAATTAGGTAC - SLTM 22insTAGTACCT p.R641fs
XH_P44 15 59809012 59809012 Nonsense_Mutation INS - CCATAATATCGTT - FAM81A 56insGCCATAATAK319delinsSHNIVX
XH_P44 15 60741575 60741575 Frame_Shift_Ins INS - GATGGAAAGA - ICE2 9_1180insTCTTT p.T394fs
XH_P44 15 60741577 60741577 Frame_Shift_Ins INS - GCTGT - ICE2 177_1178insACA p.M393fs
XH_P44 15 60741807 60741807 Frame_Shift_Ins INS - ATGACTATAGATA - ICE2 TAATATATCTATA p.S316fs
XH_P44 15 60742039 60742039 Frame_Shift_Ins INS - TT - ICE2 c.715_716insAA p.M239fs
XH_P44 15 60742041 60742041 Splice_Site INS - CTAATTCTAGAA - ICE2 . .
XH_P44 15 62256116 62256116 Frame_Shift_Ins INS - AATTGGATTGTA - VPS13C GGAAGCATACAA p.D1040fs
XH_P44 15 62273628 62273628 Nonsense_Mutation INS - AAACTAAATGTA - VPS13C TAAGTCTACATTTN650_L651delinsKX
XH_P44 15 63927045 63927045 Missense_Mutation SNP C T C HERC1 c.G12457A p.G4153S
XH_P44 15 63927046 63927046 Nonsense_Mutation INS - AATTGATAATTTT - HERC1 AACAGTTAAAAT2_G4153delinsETVKIINX
XH_P44 15 64067265 64067265 Nonsense_Mutation INS - ATGACCATATTA - HERC1 sGCATTAATATG186_S187delinsLHX
XH_P44 15 64404883 64404883 Nonsense_Mutation INS - CAAATCGTTATTA - SNX1 272insCAAATCGT91_A92delinsANRYX
XH_P44 15 64791753 64791753 Frame_Shift_Ins INS - ATCTTAGAGT - ZNF609 5_136insATCTTA p.D45fs
XH_P44 15 64792259 64792259 Frame_Shift_Ins INS - C - ZNF609 c.641_642insC p.S214fs
XH_P44 15 64792260 64792260 Missense_Mutation SNP T A T ZNF609 c.T642A p.S214R
XH_P44 15 64966875 64966875 Frame_Shift_Ins INS - CTTGTACTTCTTG - ZNF609 23insTGCTTGTAC p.G608fs
XH_P44 15 64968157 64968157 Nonsense_Mutation INS - TGGATGACCG - ZNF609 _3105insTGGAT035_L1036delinsAGX
XH_P44 15 65445954 65445954 Frame_Shift_Ins INS - G - CLPX c.1634_1635insC p.D545fs
XH_P44 15 65445955 65445955 Frame_Shift_Ins INS - CTTCCCA - CLPX 33_1634insTGGG p.D545fs
XH_P44 15 65917404 65917404 In_Frame_Ins INS - GCTCCTTGG - SLC24A1 6_987insGCTCCTp.T329delinsTLLG



XH_P44 15 65942863 65942863 Nonsense_Mutation INS - AACTAGTGC - SLC24A1 7_358insAACTAGp.E119delinsENX
XH_P44 15 65942865 65942865 In_Frame_Ins INS - TAATTC - SLC24A1 359_360insTAATp.E120delinsDNS
XH_P44 15 65983680 65983680 In_Frame_Ins INS - AAGAGG - DENND4A 119_3120insCCTp.M1040delinsILL
XH_P44 15 65983682 65983682 Nonsense_Mutation INS - CAACGTATGAACA - DENND4A 118insCTGTTCATM1040delinsLFIRX
XH_P44 15 66618621 66618621 Missense_Mutation SNP G T G DIS3L c.G1742T p.R581L
XH_P44 15 66618622 66618622 Frame_Shift_Ins INS - TTCT - DIS3L 1743_1744insTT p.R581fs
XH_P44 15 67664588 67664588 In_Frame_Ins INS - AATCCTAGCACTG - IQCH 38insGAATCCTAGI46delinsMNPSTD
XH_P44 15 69548644 69548644 Frame_Shift_Ins INS - TAACA - GLCE 499_500insTAAC p.P167fs
XH_P44 15 69548646 69548646 Frame_Shift_Ins INS - T - GLCE c.502dupT p.P167fs
XH_P44 15 69553581 69553581 Nonsense_Mutation INS - AATACCATTCCTC - GLCE sTTCCTAATACCA8_D249delinsIPNTIPHX
XH_P44 15 69732766 69732766 Nonsense_Mutation INS - TATTTCCTAAAAA - KIF23 ATCTCTTTATTTCC9_S560delinsPNLFISX
XH_P44 15 70959917 70959917 Frame_Shift_Ins INS - TTAATGG - UACA 66_3067insCCAT p.E1023fs
XH_P44 15 70959918 70959918 Frame_Shift_Ins INS - ACAA - UACA 3065_3066insTT p.K1022fs
XH_P44 15 72172892 72172892 Nonsense_Mutation INS - TTAGTTAGACTGG - MYO9A 5406insCCAGTCT02_A1803delinsAQSNX
XH_P44 15 72231250 72231250 In_Frame_Ins INS - TAAAAT - MYO9A 320_2321insATTp.P774delinsHFT
XH_P44 15 72231251 72231251 Frame_Shift_Ins INS - GCTTTACA - MYO9A 19_2320insTGTA p.P774fs
XH_P44 15 72324917 72324917 Frame_Shift_Ins INS - TTTCT - MYO9A 852_853insAGAA p.A285fs
XH_P44 15 72324919 72324919 In_Frame_Ins INS - TATGCATACATTT - MYO9A sGAACAAATGTAT284delinsRTNVCIIY
XH_P44 15 72645518 72645518 Frame_Shift_Ins INS - GTTAGAGAGGG - HEXA _461insCCCTCTC p.F154fs
XH_P44 15 72645520 72645520 Splice_Site SNP C A C HEXA . .
XH_P44 15 72953887 72953887 Frame_Shift_Ins INS - CTGGATGG - GOLGA6B 9_740insCTGGA p.M247fs
XH_P44 15 73536815 73536815 In_Frame_Ins INS - TAAAAATCTATCA - NEO1 583insATAAAAATL528delinsHKNLSV
XH_P44 15 74743189 74743189 Frame_Shift_Ins INS - TG - UBL7 c.483_484insCA p.D162fs
XH_P44 15 74743190 74743190 Frame_Shift_Ins INS - CTCAGTTTAGGTT - UBL7 CACGAAACCTAA p.Q161fs
XH_P44 15 75819599 75819599 Frame_Shift_Ins INS - CTAAGTGTTCCTC - PTPN9 GAGGAGGAACA p.T23fs
XH_P44 15 76165830 76165830 In_Frame_Ins INS - CCACATTCCATTC - UBE2Q2 05insCCCACATTCS135delinsSPHSIQ
XH_P44 15 76646424 76646424 Frame_Shift_Ins INS - CTGCGATT - SCAPER 2_3913insAATC p.F1305fs
XH_P44 15 77473755 77473755 Frame_Shift_Ins INS - TCTGGGTAACAG - PEAK1 nsGGTTCTGTTAC p.S172fs
XH_P44 15 78789637 78789637 Frame_Shift_Ins INS - TGTGCATTTTATT - IREB2 6insAAATGTGCA p.I672fs
XH_P44 15 79307740 79307740 Nonsense_Mutation INS - TGCTTTGGCTTAG - RASGRF1 5insAAACTAAGCp.N585delinsKNX
XH_P44 15 79586770 79586770 Frame_Shift_Ins INS - GTGTGAAAGAGG - ANKRD34C 145insGTGTGAA p.L382fs
XH_P44 15 79586772 79586772 Silent SNP A G A ANKRD34C c.A1146G p.L382L
XH_P44 15 79750156 79750156 Frame_Shift_Ins INS - GTTCATGCTT - KIAA1024 7_1668insGTTCA p.C556fs
XH_P44 15 81591950 81591950 In_Frame_Ins INS - CATTACATCATAC - IL16 insTGCATTACAT.L60delinsLCITSYS
XH_P44 15 81627318 81627318 Splice_Site INS - A - TMC3 . .
XH_P44 15 81631111 81631111 Nonsense_Mutation INS - CATTCAAAAATC - TMC3 CTAAGTGATTTTT656_I657delinsPKX
XH_P44 15 83331491 83331491 Frame_Shift_Ins INS - CCTTGGTTGTTTC - AP3B2 2635insGAAACAA p.P879fs
XH_P44 15 83805386 83805386 Frame_Shift_Ins INS - TTTAATGTCAGA - TM6SF1 83insCTTTAATGT p.F328fs
XH_P44 15 83932574 83932574 Frame_Shift_Ins INS - A - BNC1 c.1407dupT p.V470fs
XH_P44 15 83932576 83932576 Nonsense_Mutation INS - CAGCTCAGATGAA - BNC1 06insTCTTCATCT469_V470delinsVFIX
XH_P44 15 84241372 84241372 Frame_Shift_Ins INS - GAAGTACTTACCA - SH3GL3 1insCGAAGTACT p.D60fs
XH_P44 15 85164537 85164537 Frame_Shift_Ins INS - C - ZSCAN2 c.1111_1112insC p.F371fs
XH_P44 15 85164539 85164539 Frame_Shift_Ins INS - CCCAC - ZSCAN2 113_1114insCCC p.F371fs
XH_P44 15 85164714 85164714 Frame_Shift_Ins INS - CTTTACATTCGTA - ZSCAN2 89insTTCTTTACA p.S430fs
XH_P44 15 85325971 85325971 In_Frame_Ins INS - ATA - ZNF592 c.65_66insATA p.T22delinsTY
XH_P44 15 85399835 85399835 Nonsense_Mutation INS - TGAAAACAG - ALPK3 2_2473insTGAAAp.T824delinsTX
XH_P44 15 86807834 86807834 Frame_Shift_Ins INS - GCTTTGGTCC - AGBL1 2_1433insGCTTT p.M478fs
XH_P44 15 89836232 89836232 Nonsense_Mutation INS - AAGGGTATGACT - FANCI 0insGTAAGGGTA43_F744delinsAVRVX
XH_P44 15 90380906 90380906 Frame_Shift_Ins INS - GTTTGTAATTCCT - AP3S2 4insGGAGGAATT p.T132fs
XH_P44 15 90774710 90774710 Frame_Shift_Ins INS - TGAG - CIB1 .344_345insCTC p.R115fs
XH_P44 15 90774712 90774712 Missense_Mutation SNP T C T CIB1 c.A343G p.R115G
XH_P44 15 90897986 90897986 Missense_Mutation SNP G T G ZNF774 c.G94T p.A32S
XH_P44 15 90897987 90897987 Nonsense_Mutation INS - CTGAGGTAAAT - ZNF774 _96insCTGAGGTAA32_L33delinsAX
XH_P44 15 93486167 93486167 Frame_Shift_Ins INS - AACTCACAAACA - CHD2 22insAAACTCAC p.Y307fs
XH_P44 15 99758904 99758904 Frame_Shift_Ins INS - GAGGT - TTC23 469_470insACCT p.A157fs
XH_P44 15 99758905 99758905 Frame_Shift_Ins INS - ACTGTGTAAA - TTC23 8_469insTTTACA p.A157fs
XH_P44 15 101562156 101562156 In_Frame_Ins INS - GCCTTTCTCCTG - LRRK1 _1847insGCCTTT.K616delinsSLSPE
XH_P44 15 101562157 101562157 Missense_Mutation SNP A G A LRRK1 c.A1847G p.K616R
XH_P44 15 102185366 102185366 Splice_Site INS - A - TM2D3 . .
XH_P44 16 1270585 1270585 Missense_Mutation SNP G A G CACNA1H c.G6635A p.R2212H
XH_P44 16 1616173 1616173 Frame_Shift_Ins INS - GTCCTTCAGG - IFT140 _1890insCCTGAA p.Q630fs
XH_P44 16 2815145 2815145 Frame_Shift_Ins INS - GTATATCTTTCAT - SRRM2 insTAGGTATATC p.S1539fs
XH_P44 16 3293304 3293304 Frame_Shift_Ins INS - AAATAACAAAAT - MEFV 183insCTATTTTG p.S728fs
XH_P44 16 3367297 3367297 In_Frame_Ins INS - ATCAAGGCACATT - ZNF75A insACATCAAGGCP107delinsHIKAHFS
XH_P44 16 3593478 3593478 Nonsense_Mutation INS - TCGCTAT - NLRC3 85_2886insATAG962_A963delinsGX
XH_P44 16 4937208 4937208 Frame_Shift_Ins INS - CTGCTGAAAGTG - PPL 35insTTCACTTTC p.K845fs
XH_P44 16 10524915 10524915 Nonsense_Mutation INS - TTCTCTGATATTG - ATF7IP2 TACTTTTCTCTGA6delinsERILYFSLILNFYX
XH_P44 16 10575961 10575961 Frame_Shift_Ins INS - GGTCAATTGCAGT - ATF7IP2 AAAGTGGTCAAT p.L635fs
XH_P44 16 11444642 11444642 Frame_Shift_Ins INS - TTTTTTTTTTCTT - RMI2 _440insTTTTTTTT p.P147fs
XH_P44 16 11824628 11824628 Frame_Shift_Ins INS - G - TXNDC11 c.571_572insC p.F191fs
XH_P44 16 11824629 11824629 Nonsense_Mutation INS - TTTAAGAGAATA - TXNDC11 nsACTCTATTCTC91_G192delinsTLFSX
XH_P44 16 14041695 14041695 Frame_Shift_Ins INS - CAACTATGCTTTG - ERCC4 243insCAACTAT p.M748fs
XH_P44 16 14648004 14648004 Nonsense_Mutation INS - GAATGTTAATATT - PARN ACCTTGAATATTA95_P396delinsQLKPX
XH_P44 16 14680189 14680189 Nonsense_Mutation INS - TAAAAAATTAGCT - PARN CACCCAGCTAATT0delinsTHHTQLIFYFLX
XH_P44 16 15185221 15185221 Frame_Shift_Ins INS - GATGGCTGCAGA - RRN3 3insTATCTGCAG p.T68fs
XH_P44 16 15814050 15814050 Silent SNP G A G MYH11 c.C4911T p.I1637I
XH_P44 16 15854432 15854432 Silent SNP G T G MYH11 c.C1213A p.R405R
XH_P44 16 15854434 15854434 Nonsense_Mutation INS - ATCCCTCACT - MYH11 _1211insAGTGAG404_R405delinsEX
XH_P44 16 18549933 18549933 Nonsense_Mutation INS - AACTTAAGAAAG - NOMO2 sACTAATCTTTCT79_Q380delinsTNLSX
XH_P44 16 18846427 18846427 Nonsense_Mutation INS - AGTTATCTTGGTT - SMG1 AAACACAACCAA2706delinsKTQPRX
XH_P44 16 18849915 18849915 Frame_Shift_Ins INS - TGTATTTGTTAAA - SMG1 GCTCATTTAACAA p.G2348fs
XH_P44 16 18851113 18851113 In_Frame_Ins INS - TGTCCCTCCAGA - SMG1 ACCAAGTCTGGAG284delinsLPSLEGQRK
XH_P44 16 19451643 19451643 Frame_Shift_Ins INS - GGAGTGGTAAA - TMC5 _284insGGAGTGG p.S95fs
XH_P44 16 20043415 20043415 Frame_Shift_Ins INS - AAAACCTATAA - GPR139 _704insTTATAGG p.S235fs
XH_P44 16 20043417 20043417 Silent SNP G A G GPR139 c.C702T p.T234T
XH_P44 16 20481042 20481042 Splice_Site INS - AAGCCAACAGT - ACSM2A . .
XH_P44 16 20809302 20809302 Frame_Shift_Ins INS - G - ERI2 c.1819_1820insC p.V607fs
XH_P44 16 21261364 21261364 In_Frame_Ins INS - GAGGAGTGTTTC - ANKS4B nsGTAGAGGAGTN159delinsNVEECFP
XH_P44 16 23632791 23632791 In_Frame_Ins INS - GTGTTG - PALB2 004_3005insCAA.E1002delinsATQ
XH_P44 16 23632792 23632792 Frame_Shift_Ins INS - TGTTGTTGTTGTT - PALB2 3004insAACAACA p.E1002fs
XH_P44 16 24373029 24373029 Missense_Mutation SNP T A T CACNG3 c.T793A p.F265I
XH_P44 16 24373030 24373030 Frame_Shift_Ins INS - GAAAGAGAAGG - CACNG3 _795insGAAAGAG p.F265fs
XH_P44 16 24573244 24573244 Nonsense_Mutation INS - GGAGTGCTGTTCT - RBBP6 2insCAGGAGTGCQ351delinsPGVLFLX
XH_P44 16 24580749 24580749 In_Frame_Ins INS - TTTCATACCACTC - RBBP6 AATATTTTTCATA9delinsNLYNIFHTTLYIFS
XH_P44 16 24581503 24581503 Frame_Shift_Ins INS - CTTTTTCCTCTTTG - RBBP6 3391insCTTTTTC p.S1130fs
XH_P44 16 24581504 24581504 Frame_Shift_Ins INS - CTGGTTT - RBBP6 91_3392insCTGG p.M1131fs
XH_P44 16 24801713 24801713 Nonsense_Mutation INS - TTAGAACCATAG - TNRC6A 751insATTAGAAT584_S585delinsNX
XH_P44 16 25251979 25251979 In_Frame_Ins INS - AAA - ZKSCAN2 2061_2062insTTp.E688delinsFE



XH_P44 16 25251981 25251981 Frame_Shift_Ins INS - TGGAGAAAGC - ZKSCAN2 9_2060insGCTTT p.I687fs
XH_P44 16 27364000 27364000 Missense_Mutation SNP G C G IL4R c.G653C p.S218T
XH_P44 16 27364002 27364002 Frame_Shift_Ins INS - TGTTTAAGAG - IL4R _656insTGTTTAA p.T219fs
XH_P44 16 27689113 27689113 Missense_Mutation SNP G T G KIAA0556 c.G604T p.D202Y
XH_P44 16 27752102 27752102 Frame_Shift_Ins INS - TTTTCCAGTT - KIAA0556 4_2485insTTTTCC p.R828fs
XH_P44 16 28493651 28493651 Missense_Mutation SNP C A C CLN3 c.G659T p.R220L
XH_P44 16 28550201 28550201 Frame_Shift_Ins INS - TGGAACTTCAG - NUPR1 _28insCTGAAGTT p.A10fs
XH_P44 16 28855587 28855587 Frame_Shift_Ins INS - GCATT - TUFM 885_886insAATG p.L296fs
XH_P44 16 28970331 28970331 Frame_Shift_Ins INS - AAAGAGGTCTTC - NFATC2IP 012insAAAAGAG p.S337fs
XH_P44 16 30544467 30544467 Missense_Mutation SNP A G A ZNF747 c.T349C p.S117P
XH_P44 16 30724688 30724688 Frame_Shift_Ins INS - AAGG - SRCAP 2290_2291insAA p.N764fs
XH_P44 16 30724690 30724690 Frame_Shift_Ins INS - AGTAATCAGG - SRCAP _2293insAGTAA p.N764fs
XH_P44 16 31196420 31196420 Silent SNP C T C FUS c.C681T p.G227G
XH_P44 16 31201659 31201659 Frame_Shift_Ins INS - ATTCTTTACCTAG - FUS sGGAGAATTCTTT p.P410fs
XH_P44 16 46615876 46615876 Missense_Mutation SNP T G T SHCBP1 c.A1550C p.K517T
XH_P44 16 46615878 46615878 Frame_Shift_Ins INS - GTTTGCTGTATTG - SHCBP1 548insACAATACA p.G516fs
XH_P44 16 47117526 47117526 Frame_Shift_Ins INS - ATTCCCT - NETO2 62_1163insAGGG p.P388fs
XH_P44 16 47117527 47117527 Frame_Shift_Ins INS - TGAAATTT - NETO2 61_1162insAAAT p.P388fs
XH_P44 16 47684827 47684827 In_Frame_Ins INS - CATGCATTT - PHKB 6_1967insCATGCp.L656delinsPCIL
XH_P44 16 48385712 48385712 In_Frame_Ins INS - GAGAAAAAAGTT - LONP2 nsAGGAGAGAAA p.X809delinsX
XH_P44 16 48399304 48399304 Frame_Shift_Ins INS - TTTCAAGATGGA - SIAH1 5insCTCCATCTTG p.R29fs
XH_P44 16 48587545 48587545 Nonsense_Mutation INS - ATCAATTGAAGA - N4BP1 25insCTCTCTTCAA.I642delinsTLFNX
XH_P44 16 48594905 48594905 In_Frame_Ins INS - GATTTGAAACACA - N4BP1 649insATGTGTTTS550delinsNVFQIR
XH_P44 16 50112872 50112872 Nonsense_Mutation INS - TCCTTTAGATTCC - HEATR3 TAATGTCCTTTAGE97_G98delinsEX
XH_P44 16 50136341 50136341 In_Frame_Ins INS - CAAGTACCAACT - HEATR3 _1223insCAAGTAM408delinsTSTNL
XH_P44 16 51172999 51172999 Frame_Shift_Ins INS - CCCTGCTC - SALL1 2_2843insGAGC p.K948fs
XH_P44 16 53289661 53289661 In_Frame_Ins INS - GTTGTTGACTCT - CHD9 _4180insGTTGTTE1393delinsEVVDS
XH_P44 16 53338419 53338419 Nonsense_Mutation INS - GAAGACTGAGGC - CHD9 6502insGAAGAC.S2167delinsSEDX
XH_P44 16 53358483 53358483 Frame_Shift_Ins INS - CAGTTACTTGCA - CHD9 371insGCAGTTA p.P2790fs
XH_P44 16 53860153 53860153 Frame_Shift_Ins INS - AGATACCGGA - FTO _502insAGATAC p.A167fs
XH_P44 16 56309985 56309985 Splice_Site INS - AAAAGCTACCTAA - GNAO1 . .
XH_P44 16 56388958 56388958 In_Frame_Ins INS - CATAGGTATTGG - GNAO1 1059insCATAGG.L353delinsFIGIG
XH_P44 16 56938368 56938368 In_Frame_Ins INS - ATTCTTATAGAGT - SLC12A3 6insAAATTCTTAT982delinsINSYRVS
XH_P44 16 58552800 58552800 Frame_Shift_Ins INS - G - SETD6 c.1289_1290insG p.D430fs
XH_P44 16 58552801 58552801 Frame_Shift_Ins INS - AATTAGATGTAC - SETD6 nsTCTTTAATTAG p.D430fs
XH_P44 16 58579374 58579374 Frame_Shift_Ins INS - ATTGTTCTTCTTCC - CNOT1 3insAGGGAAGAA p.T1338fs
XH_P44 16 66812825 66812825 Nonsense_Mutation INS - GGAAGGAAGTAT - TERB1 794insAATACTTCS265_S266delinsX
XH_P44 16 66824920 66824920 Frame_Shift_Ins INS - G - TERB1 c.33_34insC p.M12fs
XH_P44 16 66824921 66824921 Frame_Shift_Ins INS - GATTTATTTTA - TERB1 _33insTAAAATAA p.E11fs
XH_P44 16 66887317 66887317 Nonsense_Mutation INS - TTTATTTACTCAC - CA7 CCTCATTTATTTA_D182delinsDPHLFTHX
XH_P44 16 66967608 66967608 Frame_Shift_Ins INS - C - FAM96B c.256_257insG p.F86fs
XH_P44 16 66967609 66967609 Frame_Shift_Ins INS - GAATAAAGATCT - FAM96B 256insCAGATCTT p.F86fs
XH_P44 16 67405090 67405090 Frame_Shift_Ins INS - AACTCCAACTCTG - LRRC36 077insAACTCCA p.N359fs
XH_P44 16 67645917 67645917 Frame_Shift_Ins INS - AAACTTATTTTAG - CTCF 6insAAAAACTTAT p.D282fs
XH_P44 16 67645919 67645919 Missense_Mutation SNP C G C CTCF c.C847G p.R283G
XH_P44 16 68157013 68157013 Frame_Shift_Ins INS - ATGGACAGAAG - NFATC3 _1228insATGGAC p.T409fs
XH_P44 16 68157015 68157015 Missense_Mutation SNP C A C NFATC3 c.C1229A p.P410H
XH_P44 16 68225524 68225524 Frame_Shift_Ins INS - ATGAGAAGCT - NFATC3 _2953insATGAG p.G984fs
XH_P44 16 68597236 68597236 Frame_Shift_Ins INS - GGTCTTCC - ZFP90 46_547insGGTCT p.P182fs
XH_P44 16 69177253 69177253 Frame_Shift_Ins INS - ACGAAACAACAT - UTP4 51insTACGAAAC p.L150fs
XH_P44 16 69727113 69727113 Frame_Shift_Ins INS - CATACTTTTTGTG - NFAT5 ACTCATCATACTT p.Q1111fs
XH_P44 16 69745107 69745107 Silent SNP G A G NQO1 c.C381T p.D127D
XH_P44 16 69745108 69745108 Frame_Shift_Ins INS - TTGGATCATTTTT - NQO1 0insTTAAAAATGA p.D127fs
XH_P44 16 70162871 70162871 Nonsense_Mutation INS - TAGAAGACCTGTG - PDPR 154insTAGAAGAC.G51_I52delinsGX
XH_P44 16 70170269 70170269 Frame_Shift_Ins INS - ACCCCTCTACT - PDPR _871insACCCCTC p.S290fs
XH_P44 16 70305876 70305876 Splice_Site SNP C A C AARS . .
XH_P44 16 70560588 70560588 Nonsense_Mutation INS - CAAGCCCTATTA - SF3B3 _30insCAAGCCCTp.R10delinsSKPYX
XH_P44 16 71784162 71784162 Frame_Shift_Ins INS - AATATGGTGATC - AP1G1 58insAAGATCAC p.A453fs
XH_P44 16 71784164 71784164 Missense_Mutation SNP A T A AP1G1 c.T1356A p.H452Q
XH_P44 16 72094160 72094160 Nonsense_Mutation INS - TTAAAATAATTCT - HP sAGTTTTAAAATAp.L139delinsQFX
XH_P44 16 72188313 72188313 Nonsense_Mutation INS - GGTACCTGCAGA - PMFBP1 insATTTCTGCAG.E71delinsISAGTX
XH_P44 16 72831642 72831642 Frame_Shift_Ins INS - AGAGGCCAATC - ZFHX3 _2197insGATTGG p.L733fs
XH_P44 16 73161449 73161449 Nonsense_Mutation INS - CAAAAATATTTA - C16orf47 207insCTAAATATE69_P70delinsDX
XH_P44 16 74526993 74526993 Frame_Shift_Ins INS - T - GLG1 c.1062_1063insA p.Y355fs
XH_P44 16 74526994 74526994 Frame_Shift_Ins INS - ATAAACGTTAGT - GLG1 062insAACTAAC p.D354fs
XH_P44 16 75204090 75204090 In_Frame_Ins INS - GGCAAATGTCTTT - ZFP1 insTGGGCAAATG328delinsFGQMSFH
XH_P44 16 75448523 75448523 Nonsense_Mutation INS - TTAGGATTAACTT - CFDP1 sCAAGAAGTTAATT45delinsTKKLILKX
XH_P44 16 77465457 77465457 Frame_Shift_Ins INS - CTGGCTTGGT - ADAMTS18 _230insACCAAG p.S77fs
XH_P44 16 78064646 78064646 Frame_Shift_Ins INS - TGTGAAGTGTAA - CLEC3A sAAGATGTGAAG p.V116fs
XH_P44 16 81295888 81295888 Frame_Shift_Ins INS - ATCCTTGATGGCT - BCO1 nsTCTATCCTTGA p.K157fs
XH_P44 16 82033434 82033434 Frame_Shift_Ins INS - CTACTGCTTTGCT - SDR42E1 insAAAGCAAAGC p.T155fs
XH_P44 16 84115434 84115434 Frame_Shift_Ins INS - TAAGCACAGAATT - MBTPS1 1366insAATTCTG p.V456fs
XH_P44 16 84115436 84115436 Missense_Mutation SNP C T C MBTPS1 c.G1364A p.G455E
XH_P44 16 84125417 84125417 Frame_Shift_Ins INS - AATTGAGTGG - MBTPS1 2_883insCCACTC p.Y295fs
XH_P44 16 84126882 84126882 Frame_Shift_Ins INS - TGTCGACCTAAG - MBTPS1 7insAACTTAGGT p.V253fs
XH_P44 16 84163877 84163877 Nonsense_Mutation INS - TGCTTCTAAGGTC - HSDL1 CATCTGACCTTAG127_S128delinsNIX
XH_P44 16 84922934 84922934 In_Frame_Ins INS - CTT - CRISPLD2 1404_1405insCTp.Y468delinsYL
XH_P44 16 84922935 84922935 In_Frame_Ins INS - ATGCCT - CRISPLD2 405_1406insATGp.V469delinsDAL
XH_P44 16 89809256 89809256 Frame_Shift_Ins INS - AGACAAATATGTG - FANCA 17insGCCACATAT p.E1239fs
XH_P44 17 1585290 1585290 Frame_Shift_Ins INS - AGAAGGA - PRPF8 76_477insTCCTT p.R159fs
XH_P44 17 1703397 1703397 Frame_Shift_Ins INS - AC - SMYD4 .1290_1291insG p.H431fs
XH_P44 17 1782981 1782981 Frame_Shift_Ins INS - AAGAAAGCTAGT - RPA1 81insCAAAGAAA p.L360fs
XH_P44 17 1798359 1798359 Frame_Shift_Ins INS - AT - RPA1 .1716_1717insA p.F572fs
XH_P44 17 1798361 1798361 Nonsense_Mutation INS - AAGGTAGAATGG - RPA1 719insAAGGTAG573_V574delinsRRX
XH_P44 17 2201229 2201229 Frame_Shift_Ins INS - TTGGGACCATAA - SMG6 nsTAATTTATGGT p.R656fs
XH_P44 17 2201341 2201341 Frame_Shift_Ins INS - TTCT - SMG6 1855_1856insAG p.L619fs
XH_P44 17 2201342 2201342 Nonsense_Mutation INS - AGTTACGATGGA - SMG6 855insAATCCATCp.L619delinsNPSX
XH_P44 17 2202868 2202868 Frame_Shift_Ins INS - ACTGATGATGAAG - SMG6 1179insCTTCATC p.E393fs
XH_P44 17 2966296 2966296 Frame_Shift_Ins INS - CAGTGATGTAT - OR1D5 _606insATACATC p.T202fs
XH_P44 17 2966656 2966656 In_Frame_Ins INS - TTCCTCCTG - OR1D5 5_246insCAGGAGp.L82delinsLRRK
XH_P44 17 2966658 2966658 Missense_Mutation SNP G C G OR1D5 c.C244G p.L82V
XH_P44 17 3195854 3195854 Frame_Shift_Ins INS - CAATG - OR3A1 c.22_23insCATTG p.N8fs
XH_P44 17 3422070 3422070 Nonsense_Mutation INS - GTGGTCA - TRPV3 84_1885insTGACV629_L630delinsX
XH_P44 17 3985795 3985795 Frame_Shift_Ins INS - CCAA - ZZEF1 2649_2650insTTG p.V884fs
XH_P44 17 3985797 3985797 Frame_Shift_Ins INS - TGGTAAAATAAT - ZZEF1 648insTTATTATT p.N883fs
XH_P44 17 4009086 4009086 Nonsense_Mutation INS - AAGTCTTTAAAAA - ZZEF1 ATATATTTTTTAA32_P433delinsRLIYIFX
XH_P44 17 4684143 4684143 In_Frame_Ins INS - ACCTTACTTTATC - TM4SF5 nsCTTCACCTTACTG79delinsGLHLTLSL
XH_P44 17 4789236 4789236 In_Frame_Ins INS - CAC - MINK1 c.670_671insCACp.I224delinsTL



XH_P44 17 4789237 4789237 Frame_Shift_Ins INS - TGCCTTGC - MINK1 71_672insTGCCT p.I224fs
XH_P44 17 4858775 4858775 Frame_Shift_Ins INS - TCCTTCCCATACT - ENO3 613insTCCTTCCC p.A204fs
XH_P44 17 4995227 4995227 In_Frame_Ins INS - GACTCTCTCGAA - ZFP3 _429insGACTCTCC143delinsWTLSN
XH_P44 17 5086174 5086174 Missense_Mutation SNP A G A ZNF594 c.T1378C p.Y460H
XH_P44 17 5086175 5086175 Silent SNP G A G ZNF594 c.C1377T p.P459P
XH_P44 17 5238574 5238574 Frame_Shift_Ins INS - CTGGCCAATGTT - RABEP1 35insTCTGGCCA p.A112fs
XH_P44 17 5290095 5290095 In_Frame_Ins INS - GGATGACCTTCT - NUP88 2143insAGAAGG.L715delinsRRSSL
XH_P44 17 7405260 7405260 In_Frame_Ins INS - CCCCAT - POLR2A 391_2392insCCCp.R797delinsRPH
XH_P44 17 7495895 7495895 In_Frame_Ins INS - GCAGAGTCT - FXR2 1_1752insAGACT.R584delinsRDSA
XH_P44 17 7646833 7646833 Silent SNP G A G DNAH2 c.G2523A p.K841K
XH_P44 17 7678641 7678641 In_Frame_Ins INS - CCAATTCTAAGAA - DNAH2 803insACCAATTCF1601delinsLPILRS
XH_P44 17 7736047 7736047 In_Frame_Ins INS - AATCCGTATTATT - DNAH2 nsATTCAAATCCG293delinsHSNPYYLFM
XH_P44 17 7810769 7810769 Frame_Shift_Ins INS - TA - CHD3 .5064_5065insT p.E1688fs
XH_P44 17 7810770 7810770 Missense_Mutation SNP C G C CHD3 c.C5065G p.P1689A
XH_P44 17 8131610 8131610 Nonsense_Mutation INS - T - CTC1 c.3541_3542insA1181_G1182delinsX
XH_P44 17 8131611 8131611 In_Frame_Ins INS - TTCCCTTCTTTGG - CTC1 nsAACACCAAAGA181delinsNTKEGKLC
XH_P44 17 10295921 10295921 Nonsense_Mutation INS - A - MYH8 c.5505dupT 1836_A1837delinsX
XH_P44 17 10295923 10295923 Frame_Shift_Ins INS - CATGTAAGGAGTA - MYH8 TGTCTTTACTCCT p.R1835fs
XH_P44 17 11835443 11835443 Frame_Shift_Ins INS - CATTACCATATAT - DNAH9 55insAACATTACC p.N385fs
XH_P44 17 12908405 12908405 Frame_Shift_Del DEL T - T ELAC2 c.764delA p.E255fs
XH_P44 17 12908407 12908407 Frame_Shift_Del DEL T - T ELAC2 c.762delA p.E254fs
XH_P44 17 15234782 15234782 Nonsense_Mutation INS - TAACCAACTATCA - TEKT3 121insTGATAGTTp.N41_L42delinsX
XH_P44 17 15234783 15234783 Silent SNP G A G TEKT3 c.C120T p.S40S
XH_P44 17 15458621 15458621 Frame_Shift_Ins INS - ACCATTTCTTTATA - TVP23C CTATATAAAGAA p.N24fs
XH_P44 17 15492341 15492341 Frame_Shift_Ins INS - AGTGATCA - CDRT1 06_2207insTGAT p.T736fs
XH_P44 17 15532464 15532464 In_Frame_Ins INS - TCCAAT - TRIM16 769_770insATTG .R257delinsHWR
XH_P44 17 15619691 15619691 In_Frame_Ins INS - AGT - ZNF286A c.560_561insAGTp.H187delinsQV
XH_P44 17 15619693 15619693 Frame_Shift_Ins INS - GTCATAGACACT - ZNF286A 3insGAGTCATAG p.T188fs
XH_P44 17 15620332 15620332 Nonsense_Mutation INS - ATGTGTTGCAAGG - ZNF286A nsTCTGATGTGTTp.H401delinsLX
XH_P44 17 15965556 15965556 In_Frame_Ins INS - AGG - NCOR1 5297_5298insCCp.S1766delinsSL
XH_P44 17 15965557 15965557 In_Frame_Ins INS - TTTTTTTGTTGT - NCOR1 5297insACAACAS1766delinsNNKKS
XH_P44 17 16456597 16456597 Nonsense_Mutation INS - GTGGGAAAGAGT - ZNF287 GCCTAAACTCTTTp.I239delinsYAX
XH_P44 17 16638133 16638133 Frame_Shift_Ins INS - CTATCGAAAC - CCDC144A 8_2549insCTATCG p.F850fs
XH_P44 17 16638453 16638453 Frame_Shift_Ins INS - ATTCTTTTCTTTC - CCDC144A 9insATCATTCTTT p.V956fs
XH_P44 17 16692466 16692466 Frame_Shift_Ins INS - GGATTCAAGTG - FAM106CP _253insGGATTCA p.A84fs
XH_P44 17 17163711 17163711 In_Frame_Ins INS - GAGAGAACTCTC - COPS3 _525insGAGAGTTN175delinsKRVLS
XH_P44 17 17786158 17786158 Nonsense_Mutation INS - ACTATCCTTTTT - TOM1L2 371insAAAAAGG.P124delinsQKGX
XH_P44 17 17786159 17786159 Missense_Mutation SNP G C G TOM1L2 c.C370G p.P124A
XH_P44 17 18023440 18023440 Silent SNP C A C MYO15A c.C1326A p.G442G
XH_P44 17 18244122 18244122 Frame_Shift_Ins INS - TACATATATTAGT - SHMT1 sAGAAACTAATA p.N37fs
XH_P44 17 18565413 18565413 Missense_Mutation SNP C T C ZNF286B c.G1406A p.C469Y
XH_P44 17 18565414 18565414 Nonsense_Mutation INS - TAAATACTTGAGT - ZNF286B 405insCACTCAAG.C469delinsHSSIX
XH_P44 17 18682577 18682577 In_Frame_Ins INS - ACGAACTCA - FBXW10 6_2967insACGAA.A989delinsARTQ
XH_P44 17 26962253 26962253 In_Frame_Ins INS - AGCACTTCTCATG - KIAA0100 nsAACCCATGAGA784delinsKTHEKCST
XH_P44 17 26966597 26966597 Frame_Shift_Ins INS - C - KIAA0100 c.1078dupG p.V360fs
XH_P44 17 26966599 26966599 In_Frame_Ins INS - GGAATT - KIAA0100 076_1077insAATp.S359delinsRIP
XH_P44 17 27061990 27061990 Nonsense_Mutation INS - TTGTTGTTTTTTT - NEK8 TGTTGTTGTTGT _I153delinsIVVVVFFFX
XH_P44 17 27246284 27246284 Frame_Shift_Ins INS - TTGT - PHF12 .845_846insACA p.R282fs
XH_P44 17 27246285 27246285 In_Frame_Ins INS - ATA - PHF12 c.844_845insTATp.R282delinsLC
XH_P44 17 27963790 27963790 Frame_Shift_Ins INS - TCAAAATTTCCTC - SSH2 77insAAGAGGAA p.S459fs
XH_P44 17 28270646 28270646 Nonsense_Mutation INS - GTAATCACAGTG - EFCAB5 GAGGTAATCACA p.M1delinsKRX
XH_P44 17 28380782 28380782 In_Frame_Ins INS - TTTGCCTTGTTGT - EFCAB5 nsGCTTTTTGCCT548delinsGFLPCCCS
XH_P44 17 28381123 28381123 In_Frame_Ins INS - TCTGCTTGATCCT - EFCAB5 nsACTCTCTGCTTL661delinsLTLCLILV
XH_P44 17 28512639 28512639 In_Frame_Ins INS - CATTTTGTTGGAT - NSRP1 GTTTCTCATTTTG88delinsMFLILLDLSW
XH_P44 17 28525512 28525512 Frame_Shift_Ins INS - T - SLC6A4 c.1854dupA p.E619fs
XH_P44 17 28525514 28525514 In_Frame_Ins INS - GTATGATCA - SLC6A4 2_1853insTGATCp.T618delinsMIIP
XH_P44 17 28776748 28776748 Nonsense_Mutation INS - TTTAAAAAGTCTT - CPD 311insTTTTAAAAp.K770delinsKFX
XH_P44 17 29162511 29162511 Frame_Shift_Ins INS - AGAGTGCATTTTG - ATAD5 1413insAGAGTG p.L471fs
XH_P44 17 29195431 29195431 Splice_Site INS - CTTTCTTGT - ATAD5 . .
XH_P44 17 29221917 29221917 Frame_Shift_Ins INS - GTATTCAATTATA - ATAD5 5522insGTATTCA p.A1841fs
XH_P44 17 29221919 29221919 Frame_Shift_Ins INS - GTCTATTACCCAC - ATAD5 sAGCTTGTCTATT p.A1841fs
XH_P44 17 30216406 30216406 Frame_Shift_Ins INS - TTTTGTATTTTTA - UTP6 TCTACTAAAAATA p.A147fs
XH_P44 17 30315416 30315416 Frame_Shift_Ins INS - C - SUZ12 c.1032_1033insC p.D344fs
XH_P44 17 30315417 30315417 Nonsense_Mutation INS - GCAACAGGTG - SUZ12 _1034insGCAAC 45_S346delinsSNRX
XH_P44 17 30349530 30349530 Frame_Shift_Ins INS - CATCTGCAGGTTT - LRRC37B 1366insCATCTGC p.P455fs
XH_P44 17 33591870 33591870 Frame_Shift_Ins INS - TCTGTGCTTTTCT - SLFN5 08insGCTCTGTG p.P603fs
XH_P44 17 33591872 33591872 Silent SNP G A G SLFN5 c.G1809A p.P603P
XH_P44 17 33679874 33679874 Frame_Shift_Ins INS - AAAGCAAT - SLFN11 06_2207insATTG p.P736fs
XH_P44 17 34182176 34182176 Missense_Mutation SNP G A G HEATR9 c.C1484T p.A495V
XH_P44 17 34182177 34182177 Nonsense_Mutation INS - ATACTTATCTTCCG - HEATR9 ATTCACGGAAGAA495delinsIHGRX
XH_P44 17 34641530 34641530 Frame_Shift_Ins INS - TCACTGGATTTAG - CCL4L1 TCCACTCACTGGA p.L86fs
XH_P44 17 34851239 34851239 Frame_Shift_Ins INS - CAAGTGGAAACA - ZNHIT3 2insTTCAAGTGGA p.E97fs
XH_P44 17 34871732 34871733 Frame_Shift_Del DEL GA - GA MYO19 c.515_516del p.I172fs
XH_P44 17 35580446 35580446 Frame_Shift_Ins INS - TTTCAGTAGTTTC - ACACA sAAATAGAAACTA p.M1089fs
XH_P44 17 35614779 35614779 In_Frame_Ins INS - AATAGGAATCAT - ACACA _1387insATGATT.P463delinsMIPIP
XH_P44 17 36520701 36520701 Frame_Shift_Ins INS - GGAAGTCAATTTT - SOCS7 ACCAGGAAGTCA p.T307fs
XH_P44 17 37437708 37437708 Frame_Shift_Ins INS - G - FBXL20 c.533_534insC p.D178fs
XH_P44 17 37437710 37437710 Nonsense_Mutation INS - CAAGACCAGTAT - FBXL20 2insCAATACTGG78_E179delinsQYWSX
XH_P44 17 37455309 37455309 Frame_Shift_Ins INS - TTCTTTTGGAGCT - FBXL20 TTCAAAGCTCCAA p.R88fs
XH_P44 17 37566816 37566816 In_Frame_Ins INS - AAATCA - MED1 657_1658insTGAp.G553delinsVIC
XH_P44 17 37566818 37566818 Silent SNP T A T MED1 c.A1656T p.T552T
XH_P44 17 37580067 37580067 In_Frame_Ins INS - TCT - MED1 c.858_859insAGAp.S287delinsRS
XH_P44 17 37580069 37580069 Nonsense_Mutation INS - TACTTGTTATAAA - MED1 57insATTTATAA286_S287delinsHLX
XH_P44 17 37604105 37604105 Nonsense_Mutation INS - TCCCTTATATGAA - MED1 8insTTTCATATAAp.K26delinsNFIX
XH_P44 17 38282571 38282571 Nonsense_Mutation INS - CAGATACTTAGCC - MSL1 nsACACAGATACT39_E40delinsHTDTX
XH_P44 17 38548474 38548474 Frame_Shift_Ins INS - TTGAGTTCTTATT - TOP2A AATGTTAATAAGA p.P1362fs
XH_P44 17 38556284 38556284 Nonsense_Mutation INS - C - TOP2A c.3035_3036insG1012_D1013delinsX
XH_P44 17 38556285 38556285 In_Frame_Ins INS - TATACACGC - TOP2A 4_3035insGCGTGY1012delinsCVYN
XH_P44 17 38556540 38556540 Frame_Shift_Ins INS - TCAGGTGCTTTTT - TOP2A 21insTCAAAAAGC p.E974fs
XH_P44 17 38573045 38573045 Frame_Shift_Ins INS - GTAATAC - TOP2A 23_124insGTATT p.H42fs
XH_P44 17 38573047 38573047 Nonsense_Mutation INS - CACTTTATGGTAA - TOP2A CATGATTACCAT 1delinsVIMITIKCSYX
XH_P44 17 38854541 38854541 Frame_Shift_Ins INS - TTTAATTGTTT - KRT24 _1526insAAACAA p.G509fs
XH_P44 17 38854542 38854542 Nonsense_Mutation INS - TAAATTTACTTTTG - KRT24 ACTTGCAAAAGTG509_K510delinsNX
XH_P44 17 38955904 38955904 Nonsense_Mutation INS - TAAGGTGAGAAA - KRT28 CTGTGATTTCTCA_L82delinsQICDFSPYSX
XH_P44 17 39140211 39140211 Frame_Shift_Ins INS - ATCTATGGTTTGC - KRT40 sTAAAGCAAACC p.E105fs
XH_P44 17 39254068 39254142 In_Frame_Del DEL GCACTGGGGC - AGCACTGGGGCTT KRTAP4-8 c.195_269del p.65_90del
XH_P44 17 39458839 39458839 In_Frame_Ins INS - TGTGATGCT - KRTAP29-1 4_265insAGCATCp.A89delinsSITA
XH_P44 17 39464382 39464382 Frame_Shift_Ins INS - TTCCAGCCAACTG - KRTAP16-1 4insTCCAGTTGG p.R375fs



XH_P44 17 39464384 39464384 Silent SNP A T A KRTAP16-1 c.T1122A p.P374P
XH_P44 17 40725340 40725340 In_Frame_Ins INS - TCTTTG - PSMC3IP 36_337insCAAAp.R113delinsQRR
XH_P44 17 40855840 40855840 Splice_Site INS - TTCTAATCTGCTT - EZH1 . .
XH_P44 17 40947983 40947983 Frame_Shift_Ins INS - TCTCTGA - WNK4 55_2356insTCTC p.S785fs
XH_P44 17 41243681 41243681 Frame_Shift_Ins INS - AAATTTCCAAGTA - BRCA1 26insTATACTTGG p.T1242fs
XH_P44 17 41244532 41244532 Frame_Shift_Ins INS - CTATGCTTAGA - BRCA1 _2875insTCTAAG p.H959fs
XH_P44 17 41245243 41245243 Frame_Shift_Ins INS - GCAGAAGAGG - BRCA1 3_2164insCCTCT p.I722fs
XH_P44 17 41245245 41245245 Missense_Mutation SNP C A C BRCA1 c.G2162T p.S721I
XH_P44 17 41349082 41349082 Nonsense_Mutation INS - TATCTAAACTTTG - NBR1 1923insTATCTAA641_P642delinsAIX
XH_P44 17 41584980 41584980 In_Frame_Ins INS - TAAGAATCTGAT - DHX8 TAATCTTAAGAA87delinsHNLKNLIKM
XH_P44 17 41987003 41987003 Frame_Shift_Ins INS - TATAATGGAAAG - MPP2 nsCCCTTTCCATTA p.W3fs
XH_P44 17 41987004 41987004 Missense_Mutation SNP C G C MPP2 c.G8C p.W3S
XH_P44 17 42225693 42225693 Frame_Shift_Ins INS - CTCCTAT - C17orf53 22_523insCTCCT p.L174fs
XH_P44 17 42225695 42225695 Missense_Mutation SNP A C A C17orf53 c.A524C p.E175A
XH_P44 17 42293279 42293279 Frame_Shift_Ins INS - ATGAGCAACC - UBTF 2_313insGGTTGC p.L105fs
XH_P44 17 42541907 42541907 Frame_Shift_Ins INS - AC - GPATCH8 c.50_51insGT p.N17fs
XH_P44 17 42541908 42541908 Nonsense_Mutation INS - TAAGTCACTGTTA - GPATCH8 GGCTTAACAGTG7_I18delinsRGLTVTX
XH_P44 17 42786200 42786200 Frame_Shift_Ins INS - TCTCTTCATTTCTT - DBF4B 13insTCTCTTCAT p.P4fs
XH_P44 17 42807370 42807370 Frame_Shift_Ins INS - TTCCAGAATCAAT - DBF4B GGAGTTCCAGAA p.P108fs
XH_P44 17 42807422 42807422 In_Frame_Ins INS - ATCAATGTCTTTA - DBF4B insGAATCAATGT125delinsPESMSLN
XH_P44 17 43315931 43315931 Frame_Shift_Ins INS - GCCTT - FMNL1 895_896insGCCT p.V299fs
XH_P44 17 44408849 44408849 Frame_Shift_Ins INS - GTTGTTCTGTGGG - LRRC37A 07insGGTTGTTCT p.F1402fs
XH_P44 17 44408851 44408851 Missense_Mutation SNP T C T LRRC37A c.T4208C p.M1403T
XH_P44 17 44590687 44590687 Frame_Shift_Ins INS - AGAACTGCTCT - LRRC37A2 _610insAGAACTG p.S203fs
XH_P44 17 45753797 45753797 Nonsense_Mutation INS - ATGTCAAGGTTAA - KPNB1 1insGAATGTCAAK500delinsKECQGX
XH_P44 17 46030413 46030413 Frame_Shift_Ins INS - GCCA - PRR15L .187_188insTGG p.T63fs
XH_P44 17 46030414 46030414 Frame_Shift_Ins INS - A - PRR15L c.186_187insT p.T63fs
XH_P44 17 46262165 46262165 Silent SNP G T G SKAP1 c.C487A p.R163R
XH_P44 17 46262166 46262166 Frame_Shift_Ins INS - CCTCCCCTTCTCAA - SKAP1 GAAATTGAGAAG p.V162fs
XH_P44 17 46868895 46868895 Nonsense_Mutation INS - CTGGCTCACCTA - TTLL6 148insTAGGTGA p.E50delinsX
XH_P44 17 46926658 46926658 Nonsense_Mutation INS - ATCCATTAAAATT - CALCOCO2 AATTATATCCATTA.K82delinsKNYIHX
XH_P44 17 47376287 47376287 Splice_Site INS - TCAATATGAATCC - ZNF652 . .
XH_P44 17 47783639 47783639 Frame_Shift_Ins INS - AGAGTTCTTCCCT - SLC35B1 CCTGAGGGAAGA p.A22fs
XH_P44 17 48263690 48263690 Silent SNP G A G COL1A1 c.C3993T p.T1331T
XH_P44 17 48755278 48755278 Frame_Shift_Ins INS - ATGGAGGGAGAA - ABCC3 nsGCTGATGGAGG p.S1184fs
XH_P44 17 48940834 48940834 Frame_Shift_Ins INS - CAAC - TOB1 .127_128insGTT p.F43fs
XH_P44 17 48940836 48940839 Frame_Shift_Del DEL AGTG - AGTG TOB1 c.123_126del p.A41fs
XH_P44 17 49064530 49064530 Frame_Shift_Ins INS - G - SPAG9 c.2410_2411insC p.E804fs
XH_P44 17 49064531 49064531 In_Frame_Ins INS - CTGAATAGTAAG - SPAG9 CATATGGCTTACT04delinsTYGLLFRTSE
XH_P44 17 49097589 49097589 Frame_Shift_Ins INS - ATGTTAGTATTAT - SPAG9 nsAATATAATACT p.V184fs
XH_P44 17 49097590 49097590 In_Frame_Ins INS - TAA - SPAG9 c.549_550insTTAp.V184delinsLV
XH_P44 17 51901572 51901572 Frame_Shift_Ins INS - CATCC - KIF2B 178_1179insCAT p.E393fs
XH_P44 17 51901573 51901573 Missense_Mutation SNP G T G KIF2B c.G1179T p.E393D
XH_P44 17 55918611 55918611 In_Frame_Ins INS - CTACAGAAACTTG - MRPS23 26insCCAAGTTTC.S76delinsPSFCSS
XH_P44 17 56582168 56582168 Nonsense_Mutation SNP A C A MTMR4 c.T1271G p.L424X
XH_P44 17 56582169 56582169 Missense_Mutation SNP A C A MTMR4 c.T1270G p.L424V
XH_P44 17 56634401 56634401 Nonsense_Mutation INS - ACCATTTGTTTTC - TEX14 sTGACTGAAAACA1443_L1444delinsX
XH_P44 17 56694927 56694927 In_Frame_Ins INS - TGCCCCTATTGAG - TEX14 TTCCCTCAATAGG203delinsLSLNRGKKE
XH_P44 17 57288537 57288537 Frame_Shift_Ins INS - AGAATGTT - SMG8 25_1126insAGAA p.G375fs
XH_P44 17 57288538 57288538 Missense_Mutation SNP C T C SMG8 c.C1126T p.P376S
XH_P44 17 57290446 57290446 In_Frame_Ins INS - CTGGGAAATTGA - SMG8 263insACTGGGAAN754delinsNTGKLI
XH_P44 17 57721846 57721846 In_Frame_Ins INS - TAACATCTACATT - CLTC CACAATAACATCT84delinsGHNNIYIML
XH_P44 17 57725718 57725718 Frame_Shift_Ins INS - CTTTGTCATCTTTA - CLTC 0insGCTTTGTCA p.S217fs
XH_P44 17 58124749 58124749 Missense_Mutation SNP C A C HEATR6 c.G2690T p.S897I
XH_P44 17 58124750 58124750 Frame_Shift_Ins INS - CAGTGCCCATTGT - HEATR6 89insTTACAATGG p.S897fs
XH_P44 17 59668303 59668303 In_Frame_Ins INS - AGAGGAGAG - NACA2 8_239insCTCTCCp.M80delinsTLLL
XH_P44 17 59668304 59668304 Frame_Shift_Ins INS - GAAGAGGA - NACA2 37_238insTCCTC p.M80fs
XH_P44 17 60028360 60028360 Splice_Site INS - TCCTAAATAATTC - MED13 . .
XH_P44 17 60042783 60042783 Frame_Shift_Ins INS - GTATGAACAGTA - MED13 4428insTTACTGT p.Q1476fs
XH_P44 17 60059882 60059882 Frame_Shift_Ins INS - GA - MED13 .3481_3482insT p.K1161fs
XH_P44 17 60059883 60059883 Frame_Shift_Ins INS - AGCACTTGTGAAA - MED13 81insCTTTTCACA p.K1161fs
XH_P44 17 60088337 60088337 Missense_Mutation SNP T A T MED13 c.A1541T p.N514I
XH_P44 17 60088339 60088339 Nonsense_Mutation INS - GCTGTAGAACCTA - MED13 ATACTGTAGGTTN514delinsTYTVGSTASX
XH_P44 17 60447662 60447662 In_Frame_Ins INS - CTGGTGGGTTGT - EFCAB3 14insCTGGTGGGp.M5delinsTGGLL
XH_P44 17 60814264 60814264 Frame_Shift_Ins INS - ATGTATGGAGTGA - MARCH10 ATACAATCACTCC p.T322fs
XH_P44 17 61498654 61498654 In_Frame_Ins INS - TGGCTTGGA - TANC2 1_5312insTGGCTP1771delinsLAWT
XH_P44 17 61498656 61498656 Silent SNP G A G TANC2 c.G5313A p.P1771P
XH_P44 17 61884006 61884006 Nonsense_Mutation INS - GATCTAGCATTTT - DDX42 ACCTGGATCTAG80_C281delinsLTWIX
XH_P44 17 61895505 61895505 Frame_Shift_Ins INS - TGTGTTGTTGACT - DDX42 5insAGCTGTGTTG p.D855fs
XH_P44 17 61902790 61902790 Nonsense_Mutation INS - TTTTTAGG - FTSJ3 06_407insCCTAAL136_T137delinsSX
XH_P44 17 61902792 61902792 Missense_Mutation SNP A T A FTSJ3 c.T405A p.H135Q
XH_P44 17 61908204 61908204 Missense_Mutation SNP G C G PSMC5 c.G564C p.K188N
XH_P44 17 61908205 61908205 Frame_Shift_Ins INS - CTTC - PSMC5 .565_566insCTT p.T189fs
XH_P44 17 62500847 62500847 Frame_Shift_Ins INS - TAACAATAAATTT - DDX5 AAAAAAAAATTTA p.K53fs
XH_P44 17 64062934 64062934 Nonsense_Mutation INS - ATTTATATAGGCT - CEP112 ATGGAAGCCTATE265delinsPSYGSLYKYIHX
XH_P44 17 65105671 65105671 Frame_Shift_Ins INS - CCCAACAATGCT - HELZ insAAAAAGCATT p.H1351fs
XH_P44 17 65850822 65850822 In_Frame_Ins INS - ACA - BPTF 1380_1381insACp.P460delinsPT
XH_P44 17 65907199 65907199 Frame_Shift_Ins INS - G - BPTF c.3200dupG p.R1067fs
XH_P44 17 65908116 65908116 Frame_Shift_Ins INS - TTCCTTC - BPTF 16_4117insTTCC p.V1372fs
XH_P44 17 65908117 65908117 In_Frame_Ins INS - AAGTCC - BPTF 117_4118insAAG.N1373delinsKVH
XH_P44 17 65909163 65909163 Nonsense_Mutation INS - CTACCTTGATCAC - BPTF 164insCTACCTTG721_V1722delinsFLPX
XH_P44 17 65925589 65925589 Frame_Shift_Ins INS - CGTGTGG - BPTF 36_6137insCGTG p.T2046fs
XH_P44 17 65925591 65925591 In_Frame_Ins INS - GGGTTTTAT - BPTF 8_6139insGGGT T2046delinsTGFY
XH_P44 17 65941803 65941803 Frame_Shift_Ins INS - TTTTGTCTTGATG - BPTF 80insGGTTTTGTC p.A2327fs
XH_P44 17 65941977 65941977 Frame_Shift_Ins INS - ACATGGGATGAA - BPTF nsAGGGACATGG p.I2385fs
XH_P44 17 66253090 66253090 Frame_Shift_Ins INS - GGCAAGAGAGAA - AMZ2 sATCAGGCAAGA p.L297fs
XH_P44 17 66881345 66881345 Frame_Shift_Ins INS - AAGGG - ABCA8 420_3421insCCC p.S1141fs
XH_P44 17 66881347 66881347 In_Frame_Ins INS - AGGGGT - ABCA8 418_3419insACCp.L1140delinsYPL
XH_P44 17 66980317 66980317 Splice_Site INS - TTCTCTTTTCTTG - ABCA9 . .
XH_P44 17 67183996 67183996 Frame_Shift_Ins INS - AGTATATGAAAA - ABCA10 6insTGTTTTTTCAT p.K719fs
XH_P44 17 67218038 67218038 Splice_Site INS - ATCCCTAATGTCT - ABCA10 . .
XH_P44 17 68129037 68129037 Missense_Mutation SNP C T C KCNJ16 c.C914T p.A305V
XH_P44 17 68129404 68129404 Frame_Shift_Ins INS - TTCAAACT - KCNJ16 81_1282insTTCA p.S427fs
XH_P44 17 68129405 68129405 In_Frame_Ins INS - AGTTCACTTTGTA - KCNJ16 TAAGCAGTTCAC428delinsVSSSLCNTS
XH_P44 17 71166054 71166054 Frame_Shift_Ins INS - T - SSTR2 c.597dupT p.G199fs
XH_P44 17 71166056 71166056 Frame_Shift_Ins INS - AGGATGTA - SSTR2 8_599insAGGAT p.E200fs
XH_P44 17 71231951 71231951 Nonsense_Mutation INS - GATCAGTAGGTA - C17orf80 CTTTTTGATCAGT0_D111delinsKLFDQX
XH_P44 17 71232328 71232328 Missense_Mutation SNP G T G C17orf80 c.G707T p.S236I



XH_P44 17 71232330 71232330 Frame_Shift_Ins INS - TTAGTATTTTTTA - C17orf80 0insGTTTAGTATT p.D237fs
XH_P44 17 74287649 74287649 Frame_Shift_Ins INS - AGGTT - QRICH2 660_2661insAAC p.H887fs
XH_P44 17 76046445 76046445 Nonsense_Mutation INS - CCTTTCCCATTGA - TNRC6C 03insATCCTTTCCCL434delinsLILSHX
XH_P44 17 76094461 76094461 Nonsense_Mutation INS - AAACTCAAGTAA - TNRC6C 4345insAAACTCAG1448delinsGKLKX
XH_P44 17 78350316 78350316 Nonsense_Mutation INS - ATTGTGTGAATTG - RNF213 13402insATTGTG467_L4468delinsNIVX
XH_P44 17 78350318 78350318 Frame_Shift_Ins INS - CTTA - RNF213 3403_13404insC p.L4468fs
XH_P44 17 78797015 78797015 Frame_Shift_Ins INS - TACACACACGTG - RPTOR TAAACATACACA p.H376fs
XH_P44 17 80724237 80724237 In_Frame_Ins INS - AGCTAC - TBCD 428_429insAGCTp.D143delinsEAT
XH_P44 17 80730362 80730362 Frame_Shift_Ins INS - AAAAAAAA - TBCD 7_618insAAAAA p.A206fs
XH_P44 17 80730364 80730364 Missense_Mutation SNP G C G TBCD c.G619C p.A207P
XH_P44 18 624942 624942 Frame_Shift_Ins INS - C - CLUL1 c.333_334insC p.D111fs
XH_P44 18 624943 624943 In_Frame_Ins INS - CCC - CLUL1 c.334_335insCCCp.S112delinsSP
XH_P44 18 2890927 2890927 Nonsense_Mutation INS - GTTCATTATCTGT - EMILIN2 03insGGTTCATTAE268delinsGFIICX
XH_P44 18 2892264 2892264 Frame_Shift_Ins INS - ACCCACCTTAGT - EMILIN2 40insTCACCCAC p.C713fs
XH_P44 18 6966179 6966179 Nonsense_Mutation INS - TCTAGTCTTTATA - LAMA1 GATATCTATAAA339_G2340delinsKCX
XH_P44 18 8085869 8085869 Silent SNP A T A PTPRM c.A1752T p.S584S
XH_P44 18 8085871 8085871 Splice_Site INS - ATGGACTCAGATT - PTPRM . .
XH_P44 18 9254725 9254725 Frame_Shift_Ins INS - TG - ANKRD12 .1391_1392insT p.E464fs
XH_P44 18 9254727 9254727 Nonsense_Mutation INS - TTACTTTTAAATG - ANKRD12 TTGTTTTTTACTTT465delinsLLFFTFKX
XH_P44 18 10672816 10672816 In_Frame_Ins INS - GGC - PIEZO2 7876_7877insGCp.Y2626delinsCH
XH_P44 18 10672817 10672817 Frame_Shift_Ins INS - TTTAATCCAATCC - PIEZO2 nsCATGGGATTG p.Y2626fs
XH_P44 18 10715691 10715691 Nonsense_Mutation INS - TGGCAACTTTATT - PIEZO2 5039insAATAAAG1680_L1681delinsEX
XH_P44 18 12358831 12358831 In_Frame_Ins INS - GAAGTTTGATTA - AFG3L2 ATAAGTAATCAA8delinsLSIISNQTSQNYN
XH_P44 18 13049434 13049434 Nonsense_Mutation INS - ACTA - CEP192 2644_2645insACC882_S883delinsYX
XH_P44 18 13049435 13049435 Nonsense_Mutation INS - CCCTTGAAAAGTT - CEP192 2646insCCCTTGA882_S883delinsCPX
XH_P44 18 13069179 13069179 Frame_Shift_Ins INS - GCCGAGAATTCTT - CEP192 sCTTTTGCCGAGA p.K1685fs
XH_P44 18 14851876 14851876 Frame_Shift_Ins INS - ATTTATTTTCC - ANKRD30B _3577insATTTAT p.S1192fs
XH_P44 18 14851877 14851877 Missense_Mutation SNP G T G ANKRD30B c.G3577T p.V1193F
XH_P44 18 18547887 18547887 Frame_Shift_Ins INS - TTTGGTTTCAGAC - ROCK1 18insCAGTCTGAA p.L1006fs
XH_P44 18 19153797 19153797 Frame_Shift_Ins INS - CAGCACAATAA - ESCO1 _1008insTTATTG p.P336fs
XH_P44 18 19437161 19437161 Frame_Shift_Ins INS - AAAACAATGACA - MIB1 2737insAAAACAA p.M912fs
XH_P44 18 19762934 19762934 In_Frame_Ins INS - GCACTAAAAGCT - GATA6 nsATTGGCACTAAT517delinsTLALKALI
XH_P44 18 19996228 19996228 Nonsense_Mutation INS - ATTTTATTCTAAT - CTAGE1 7insACAATTAGAA516_S517delinsHNX
XH_P44 18 19996927 19996927 Frame_Shift_Ins INS - TTAAAGTAATGA - CTAGE1 ATTCAGTCATTAC p.L283fs
XH_P44 18 21141445 21141445 In_Frame_Ins INS - GGAGGC - NPC1 509_510insGCCTp.D170delinsEPP
XH_P44 18 21479329 21479329 Missense_Mutation SNP G A G LAMA3 c.G1087A p.E363K
XH_P44 18 21735890 21735890 Frame_Shift_Ins INS - TGACCATTTCTCTA - CABYR 132insTGACCATT p.S44fs
XH_P44 18 21819248 21819248 Nonsense_Mutation INS - GTGTGTCATGTTA - OSBPL1A TTAATAACATGAp.S78delinsSLITX
XH_P44 18 21897326 21897326 Frame_Shift_Ins INS - TGTG - OSBPL1A .770_771insCAC p.V257fs
XH_P44 18 21897327 21897327 Frame_Shift_Ins INS - AATCAGTT - OSBPL1A 69_770insAACTG p.V257fs
XH_P44 18 23901068 23901068 Missense_Mutation SNP T A T TAF4B c.T2052A p.D684E
XH_P44 18 23901070 23901070 Frame_Shift_Ins INS - CTCAGAAAATA - TAF4B _2055insCTCAGA p.A685fs
XH_P44 18 24442386 24442386 Nonsense_Mutation INS - GCATCTTTAGCTA - AQP4 nsAAATAGCTAAA47_M48delinsENSX
XH_P44 18 25543347 25543347 In_Frame_Ins INS - AGGATTTTTTTTC - CDH2 nsCTAGGAAAAA 799delinsLGKKILLG
XH_P44 18 28588079 28588079 Frame_Shift_Ins INS - ACTTTAAAGAC - DSC3 _1566insGTCTTT p.E522fs
XH_P44 18 28588081 28588081 Nonsense_Mutation INS - TTCTGTCTCTCTT - DSC3 64insTAAGAGAGp.E522delinsX
XH_P44 18 28605791 28605791 Frame_Shift_Ins INS - TTGCATTCTCTTCT - DSC3 CTAAGAAGAGAA p.E189fs
XH_P44 18 28906954 28906954 Nonsense_Mutation INS - GGGAAAATTGGT - DSG1 TAATTGGGAAAA8delinsMFNWENWX
XH_P44 18 28968973 28968973 In_Frame_Ins INS - CAAAGAAACAAT - DSG4 10insGCAAAGAAS170delinsRQRNNF
XH_P44 18 28980883 28980883 Frame_Shift_Ins INS - TCATTTTTACTCTT - DSG4 8insTCATCATTTT p.I439fs
XH_P44 18 28992959 28992959 Frame_Shift_Ins INS - AATAACAGCAAT - DSG4 82insAGAATAAC p.T861fs
XH_P44 18 29122778 29122778 Nonsense_Mutation INS - CCTTTG - DSG2 297_2298insCCTp.A766delinsALX
XH_P44 18 29122780 29122780 Frame_Shift_Ins INS - AA - DSG2 .2299_2300insA p.L767fs
XH_P44 18 29246274 29246274 Frame_Shift_Ins INS - GATGTATGAACG - B4GALT6 nsCACACGTTCAT p.T59fs
XH_P44 18 29790627 29790627 Nonsense_Mutation INS - ACAGAAGCCTAA - MEP1B AAATGACAGAAG361_Y362delinsEKX
XH_P44 18 29793179 29793179 In_Frame_Ins INS - TTCTCT - MEP1B 236_1237insTTCp.L412delinsLFS
XH_P44 18 29793181 29793181 In_Frame_Ins INS - AATAGC - MEP1B 238_1239insAATp.G413delinsGIA
XH_P44 18 29797807 29797807 Nonsense_Mutation INS - ATGAAACTA - MEP1B 0_1971insATGAAp.V657delinsVX
XH_P44 18 29890249 29890249 In_Frame_Ins INS - TGACTGCTTCTGT - GAREM1 00insTACAGAAGCK100delinsNTEAVR
XH_P44 18 31263464 31263464 In_Frame_Ins INS - TAT - ASXL3 c.811_812insTATp.T271delinsIS
XH_P44 18 31263465 31263465 Frame_Shift_Ins INS - ACATGTATATTCA - ASXL3 AGTGAACATGTAT p.T271fs
XH_P44 18 31325803 31325803 Nonsense_Mutation INS - TAGGTTCTGCTG - ASXL3 _5992insTAGGTTp.K1997delinsKX
XH_P44 18 32395971 32395971 Nonsense_Mutation INS - TAAACTAGTTTAG - DTNA sTTATTAAACTAGV234delinsVLLNX
XH_P44 18 34327071 34327071 Frame_Shift_Ins INS - AT - FHOD3 .3629_3630insA p.K1210fs
XH_P44 18 34327072 34327072 Frame_Shift_Ins INS - CATATTTACAGCC - FHOD3 nsCAAACATATTTA p.K1210fs
XH_P44 18 34647332 34647332 Frame_Shift_Ins INS - GTTT - KIAA1328 .732_733insGTT p.L244fs
XH_P44 18 34647333 34647333 Frame_Shift_Ins INS - AAAGAATTATTCC - KIAA1328 34insAAAGAATT p.Q245fs
XH_P44 18 34740269 34740269 In_Frame_Ins INS - AGCACA - KIAA1328 123_1124insAGCp.V375delinsEHI
XH_P44 18 34740270 34740270 Nonsense_Mutation INS - ATATTTAAATTCA - KIAA1328 5insAGATATTTAp.V375delinsVDIX
XH_P44 18 39550386 39550386 In_Frame_Ins INS - ATGCCATTCTTT - PIK3C3 _309insATGCCAT.T103delinsTCHSF
XH_P44 18 42530854 42530854 In_Frame_Ins INS - GCC - SETBP1 1549_1550insGCp.K517delinsSQ
XH_P44 18 42530855 42530855 Frame_Shift_Ins INS - AG - SETBP1 .1550_1551insA p.K517fs
XH_P44 18 43311070 43311070 Frame_Shift_Ins INS - AAAGCCTCTATC - SLC14A1 CCCTGAAAGCCT p.I137fs
XH_P44 18 43572144 43572144 Frame_Shift_Ins INS - CTAATAGAATTG - PSTPIP2 TTTACACAATTCT p.L256fs
XH_P44 18 43796392 43796392 Frame_Shift_Ins INS - GTTC - C18orf25 .546_547insGTT p.R182fs
XH_P44 18 43796393 43796393 In_Frame_Ins INS - TTCTCT - C18orf25 547_548insTTCT p.I183delinsILF
XH_P44 18 43820140 43820140 Frame_Shift_Ins INS - CACTTTATAGATC - C18orf25 886insCACTTTATA p.L295fs
XH_P44 18 43820142 43820142 Frame_Shift_Ins INS - TATT - C18orf25 .887_888insTAT p.N296fs
XH_P44 18 44087608 44087608 Frame_Shift_Ins INS - AAAATCTA - LOXHD1 01_302insTAGAT p.R101fs
XH_P44 18 44087609 44087609 Frame_Shift_Ins INS - TCAATCCAAGTTT - LOXHD1 01insAAAACTTG p.R101fs
XH_P44 18 44656695 44656695 In_Frame_Ins INS - GTG - HDHD2 c.44_45insCAC p.I15delinsIT
XH_P44 18 44656696 44656696 In_Frame_Ins INS - AGTATGTTTTTTG - HDHD2 nsAAACAAAAAAC.I15delinsKTKNILL
XH_P44 18 47017935 47017935 In_Frame_Ins INS - TGAAATTGAGAAG - RPL17 CTACTTCTCAATTR3delinsTTSQFHKR
XH_P44 18 48447550 48447550 Frame_Shift_Ins INS - CCTTACAAATCAA - ME2 insTTTCCCTTACA p.L350fs
XH_P44 18 48702993 48702993 Frame_Shift_Ins INS - TCCA - MEX3C 1707_1708insTG p.H570fs
XH_P44 18 50589756 50589756 Nonsense_Mutation INS - AATTCAAATCATT - DCC ATTTATAATTCAA57delinsGIENIYNSNHSLSSX
XH_P44 18 50589831 50589831 Splice_Site INS - TTCTGCCACAAGG - DCC . .
XH_P44 18 53018157 53018157 Nonsense_Mutation INS - GGTACGTTAACA - TCF4 nsAGCTGTTAACG p.Y19delinsX
XH_P44 18 55355738 55355738 Nonsense_Mutation INS - ATCATGACCTTTA - ATP8B1 sACTTTTTAAAGGp.V408delinsTFX
XH_P44 18 56008350 56008350 Silent SNP C T C NEDD4L c.C783T p.Y261Y
XH_P44 18 56246907 56246907 In_Frame_Ins INS - ACATGGATGAAT - ALPK2 _1101insATTCAT G367delinsGFIHV
XH_P44 18 56246909 56246909 Missense_Mutation SNP C A C ALPK2 c.G1099T p.G367C
XH_P44 18 56247177 56247177 In_Frame_Ins INS - GTG - ALPK2 c.830_831insCACp.S277delinsST
XH_P44 18 56247179 56247179 Frame_Shift_Ins INS - ATGGG - ALPK2 828_829insCCCA p.S277fs
XH_P44 18 56278980 56278980 Nonsense_Mutation INS - ACTCCATCCTCTA - ALPK2 ATCATAGAGGATGT17_L18delinsKSX
XH_P44 18 56414818 56414818 Frame_Shift_Ins INS - CAAA - MALT1 2186_2187insCA p.S729fs
XH_P44 18 56414819 56414819 Frame_Shift_Ins INS - CCTCAAG - MALT1 87_2188insCCTC p.S729fs
XH_P44 18 56651416 56651416 Missense_Mutation SNP T G T ZNF532 c.T3624G p.C1208W



XH_P44 18 56651418 56651418 Frame_Shift_Ins INS - A - ZNF532 c.3626_3627insA p.G1209fs
XH_P44 18 56892869 56892869 Frame_Shift_Ins INS - AAAAACAAAAA - GRP _286insAAAAACA p.N95fs
XH_P44 18 59777097 59777097 Nonsense_Mutation INS - TCTTTGTGTATCT - PIGN ATAAAAGATACAP515_L516delinsLX
XH_P44 18 60036355 60036355 Frame_Shift_Ins INS - TCTTCCTCTAT - TNFRSF11A _1164insTCTTCC p.C388fs
XH_P44 18 60241466 60241466 Nonsense_Mutation INS - AGAAATAAACATT - ZCCHC2 insGCTAGAAATA718_M719delinsCX
XH_P44 18 60563191 60563191 In_Frame_Ins INS - GTATTA - PHLPP1 391_2392insGTAp.T797delinsTVL
XH_P44 18 60563192 60563192 Frame_Shift_Ins INS - CAGAAAATGTA - PHLPP1 _2393insCAGAAA p.L798fs
XH_P44 18 61570378 61570378 Frame_Shift_Ins INS - GTTC - SERPINB2 1087_1088insGT p.N363fs
XH_P44 18 61570380 61570380 Nonsense_Mutation INS - CTCTTCTAATTTGA - SERPINB2 nsAATGCTCTTCTA3_E364delinsNNALLIX
XH_P44 18 64172416 64172416 Frame_Shift_Ins INS - GGATGAAAGCTA - CDH19 insATCATAGCTT p.T651fs
XH_P44 18 64235873 64235873 Frame_Shift_Ins INS - T - CDH19 c.269_270insA p.F90fs
XH_P44 18 64235874 64235874 In_Frame_Ins INS - TGAAGCAGGTTTA - CDH19 AATTTTAAACCTG90delinsSNFKPASLLI
XH_P44 18 65178942 65178942 In_Frame_Ins INS - AATGTACCAGAG - DSEL TAAATGCTCTGG978delinsPKCSGTFFK
XH_P44 18 66351710 66351710 Frame_Shift_Ins INS - TTACAGAGACCTC - TMX3 6insAAGAGGTCT p.A109fs
XH_P44 18 67688017 67688017 Frame_Shift_Ins INS - ACTCA - RTTN 250_3251insTGA p.H1084fs
XH_P44 18 67688018 67688018 Frame_Shift_Ins INS - TGAAATAATCT - RTTN _3250insAGATTA p.H1084fs
XH_P44 18 71822545 71822545 Frame_Shift_Ins INS - AG - TIMM21 c.369_370insAG p.G123fs
XH_P44 18 71822546 71822546 Silent SNP T C T TIMM21 c.T370C p.L124L
XH_P44 18 73122840 73122840 Frame_Shift_Ins INS - TTGAGGGGCA - SMIM21 4_285insTGCCCC p.R95fs
XH_P44 19 5604815 5604815 In_Frame_Ins INS - ATTGAAAAGTAAA - SAFB2 429insCTTTACTTM477delinsLYFSIM
XH_P44 19 5641825 5641825 Frame_Shift_Ins INS - TC - SAFB c.414_415insTC p.E138fs
XH_P44 19 5641827 5641827 In_Frame_Ins INS - CAGCATGAGATC - SAFB nsTTACAGCATG139delinsIYSMRSN
XH_P44 19 7083359 7083359 Frame_Shift_Ins INS - ATCT - ZNF557 .897_898insATC p.K299fs
XH_P44 19 7083361 7083361 In_Frame_Ins INS - TGCTGAAGG - ZNF557 9_900insTGCTGA.A300delinsAAEG
XH_P44 19 7809019 7809019 Frame_Shift_Ins INS - GGAGGTGTATTA - CD209 9insTTTTAATACA p.W193fs
XH_P44 19 7809020 7809020 Nonsense_Mutation SNP C T C CD209 c.G578A p.W193X
XH_P44 19 8550805 8550805 Missense_Mutation SNP C T C HNRNPM c.C1088T p.A363V
XH_P44 19 9012854 9012854 Frame_Shift_Ins INS - CCCATGTTCAA - MUC16 _38590insTTGAA p.T12864fs
XH_P44 19 9045757 9045757 Nonsense_Mutation INS - TCTGTTTTCAAAA - MUC16 4insAAGTTTTGA8_G11959delinsQSFENRX
XH_P44 19 9047147 9047147 Frame_Shift_Ins INS - AAACCAGCACAA - MUC16 34484insGTTGTG p.P11495fs
XH_P44 19 9047149 9047149 Silent SNP A G A MUC16 c.T34482C p.H11494H
XH_P44 19 9047702 9047702 Frame_Shift_Ins INS - CCACCAGTCC - MUC16 _33929insGGAC p.T11310fs
XH_P44 19 9049355 9049355 In_Frame_Ins INS - TTCTAGGGCAGT - MUC16 32276insACTGC 10759delinsHCPRT
XH_P44 19 9057983 9057983 In_Frame_Ins INS - ACAAGTGCAGTC - MUC16 _29463insGACTGS9821delinsRTALV
XH_P44 19 9061326 9061326 Missense_Mutation SNP G A G MUC16 c.C26120T p.T8707I
XH_P44 19 9061327 9061327 In_Frame_Ins INS - CTC - MUC16 6118_26119insGp.T8707delinsET
XH_P44 19 9061506 9061506 Missense_Mutation SNP A T A MUC16 c.T25940A p.V8647E
XH_P44 19 9061507 9061507 Frame_Shift_Ins INS - TGGATTAAGGG - MUC16 _25939insCCCTT p.V8647fs
XH_P44 19 9064344 9064344 Nonsense_Mutation INS - TCATCTTCAAGTT - MUC16 3102insAAACTTG.P7701delinsQTX
XH_P44 19 9068877 9068877 Frame_Shift_Ins INS - TTAAGGAACA - MUC16 8_18569insTGTT p.D6190fs
XH_P44 19 9071132 9071132 In_Frame_Ins INS - ACAAATACT - MUC16 3_16314insAGTA.S5438delinsSVFV
XH_P44 19 9071133 9071133 Nonsense_Mutation INS - CCTTTTCTT - MUC16 2_16313insAAGAp.S5438delinsX
XH_P44 19 9072417 9072417 Frame_Shift_Ins INS - CCAACAACTCTG - MUC16 5029insCCAGAG p.F5010fs
XH_P44 19 9073192 9073192 Missense_Mutation SNP G C G MUC16 c.C14254G p.L4752V
XH_P44 19 9073193 9073193 Frame_Shift_Ins INS - CATCCTTCCATAA - MUC16 14253insTTATGG p.V4751fs
XH_P44 19 9073357 9073357 In_Frame_Ins INS - CTCAGTTCT - MUC16 8_14089insAGAAD4697delinsRTED
XH_P44 19 9073359 9073359 Nonsense_Mutation INS - CTTCTTC - MUC16 86_14087insGAA4696_D4697delinsX
XH_P44 19 9076140 9076140 Frame_Shift_Ins INS - CAGC - MUC16 1305_11306insG p.I3769fs
XH_P44 19 9076142 9076142 Frame_Shift_Ins INS - TT - MUC16 11303_11304ins p.M3768fs
XH_P44 19 9077301 9077301 Nonsense_Mutation INS - CATCTCCTTCAAT - MUC16 10145insATTGAA382_T3383delinsYX
XH_P44 19 9083236 9083236 Frame_Shift_Ins INS - CT - MUC16 .8578_8579insA p.L2860fs
XH_P44 19 9083237 9083237 Frame_Shift_Ins INS - AAACCCCT - MUC16 7_8578insAGGG p.L2860fs
XH_P44 19 9084742 9084742 Nonsense_Mutation INS - ACACCTATTCTCTT - MUC16 sCATCAAGAGAA58_K2359delinsPSREX
XH_P44 19 9085655 9085655 Nonsense_Mutation INS - ACAGGTCTTT - MUC16 _6160insAAAGA054_L2055delinsKDLX
XH_P44 19 9086655 9086655 Frame_Shift_Ins INS - AGCACTGAAAAT - MUC16 5160insTATTTTCA p.S1720fs
XH_P44 19 9086904 9086904 Frame_Shift_Ins INS - T - MUC16 c.4910_4911insA p.G1637fs
XH_P44 19 9226423 9226423 Nonsense_Mutation INS - AACCACAACCAC - OR7G1 17insGTGGTTGTp.Q6delinsRGCGX
XH_P44 19 9226424 9226424 Nonsense_Mutation SNP G A G OR7G1 c.C16T p.Q6X
XH_P44 19 9237290 9237290 In_Frame_Ins INS - CACTTTTTCTGTG - OR7G3 7insTCACAGAAAG113delinsSQKKWG
XH_P44 19 9406468 9406468 Frame_Shift_Ins INS - GTTTGTCCTG - ZNF699 _1612insCAGGA p.K538fs
XH_P44 19 9525288 9525288 Frame_Shift_Ins INS - AA - ZNF266 c.312_313insTT p.T105fs
XH_P44 19 9525289 9525289 Nonsense_Mutation INS - TGGAAAAGGATT - ZNF266 TATCTAAATCCTT104_T105delinsNIX
XH_P44 19 9676949 9676949 Nonsense_Mutation INS - TACTAAACATTTA - ZNF121 sTTTTTAAATGTTp.G280delinsGFX
XH_P44 19 9721274 9721274 Frame_Shift_Ins INS - GTGGGAAAGCAT - ZNF561 CAGCAAATGCTT p.H286fs
XH_P44 19 9730116 9730116 Frame_Shift_Ins INS - G - ZNF561 c.16_17insC p.L6fs
XH_P44 19 9730118 9730118 Nonsense_Mutation INS - TATTATTTATTTAT - ZNF561 ATAAATAAATAAAp.Y5_L6delinsX
XH_P44 19 9869412 9869412 Nonsense_Mutation INS - ACATATAAGATCT - ZNF846 TTGTGAGATCTTAp.Y114delinsSPLX
XH_P44 19 11211016 11211016 Nonsense_Mutation INS - TGTCAACAAAGG - LDLR nsACTTGTCAACAT62delinsTLVNKGX
XH_P44 19 11548888 11548888 In_Frame_Ins INS - TAAGAGCCC - PRKCSH 3_294insTAAGAGp.D98delinsDKSP
XH_P44 19 11916891 11916891 Frame_Shift_Ins INS - AAGTCTCACTC - ZNF491 _124insAAGTCTC p.T41fs
XH_P44 19 11917205 11917205 In_Frame_Ins INS - TGG - ZNF491 c.437_438insTGGp.Y146delinsYG
XH_P44 19 11917206 11917206 Frame_Shift_Ins INS - TTCTCTAAAAATT - ZNF491 439insTTCTCTAA p.Y146fs
XH_P44 19 11978556 11978556 In_Frame_Ins INS - CTTTGGTCCATAT - ZNF439 insGGCTTTGGTCH88delinsHGFGPYS
XH_P44 19 12059884 12059884 Frame_Shift_Ins INS - CCATCCCCAC - ZNF700 4_1055insCCATC p.F352fs
XH_P44 19 12059972 12059972 Frame_Shift_Ins INS - ACGAAGAGAACT - ZNF700 sTGTCTACGAAG p.Q381fs
XH_P44 19 12060335 12060335 Frame_Shift_Ins INS - TGCTTGC - ZNF700 05_1506insTGCT p.I502fs
XH_P44 19 12060336 12060336 Frame_Shift_Ins INS - TTTAT - ZNF700 506_1507insTTT p.I502fs
XH_P44 19 12125986 12125986 Nonsense_Mutation INS - ATAAATGTAACCA - ZNF433 CCACATTGGTTAC_C567delinsTLPHWLHLX
XH_P44 19 12184962 12184962 Frame_Shift_Ins INS - ACCCATTACTCTC - ZNF844 121insACCCATTA p.L40fs
XH_P44 19 12223576 12223576 Nonsense_Mutation INS - TTCCTTACATTCA - ZNF788 CCCACATTCCTTA_Q406delinsFPHSLHSX
XH_P44 19 12244127 12244127 Frame_Shift_Ins INS - CACTGAGGATAA - ZNF20 AGGGTTTATCCT p.F289fs
XH_P44 19 12298079 12298079 Frame_Shift_Ins INS - TGGTGTATATCC - ZNF136 TTATATGGTGTA p.R230fs
XH_P44 19 12384292 12384292 Frame_Shift_Ins INS - GATTTTCCTGGTT - ZNF44 78insGAACCAGG p.K260fs
XH_P44 19 12460988 12460988 Frame_Shift_Ins INS - AATGTCAACAAT - ZNF442 nsACCACATTGTT p.D471fs
XH_P44 19 12461177 12461177 Frame_Shift_Ins INS - TCTCAACATA - ZNF442 _1222insTATGTT p.K408fs
XH_P44 19 12461178 12461178 Nonsense_Mutation INS - AAGGACT - ZNF442 20_1221insAGTCC407_K408delinsX
XH_P44 19 12461586 12461586 Nonsense_Mutation INS - TTGTCCTAGTTCA - ZNF442 3insAGTGAACTA71_K272delinsSVNX
XH_P44 19 12461588 12461588 Missense_Mutation SNP A C A ZNF442 c.T811G p.S271A
XH_P44 19 12501902 12501902 Frame_Shift_Ins INS - A - ZNF799 c.1309_1310insT p.R437fs
XH_P44 19 12501903 12501903 Nonsense_Mutation INS - CATTTTGGTAACT - ZNF799 309insAAGTTACC.R437delinsKLPKX
XH_P44 19 12541593 12541593 Frame_Shift_Ins INS - GTCATTATGAT - ZNF443 _1393insATCATA p.R465fs
XH_P44 19 12691522 12691522 In_Frame_Ins INS - TGGTAATGCTGT - ZNF490 7insCTGACAGCAI456delinsTDSITTL
XH_P44 19 12691718 12691718 Nonsense_Mutation INS - ACACAAAAGAAT - ZNF490 GTATGAATTCTTp.E391delinsPVX
XH_P44 19 12692060 12692060 Frame_Shift_Ins INS - AA - ZNF490 c.828_829insTT p.P277fs
XH_P44 19 12692061 12692061 Frame_Shift_Ins INS - GTGGGAGAGCC - ZNF490 _828insGGCTCTC p.K276fs
XH_P44 19 13264286 13264286 Missense_Mutation SNP A G A IER2 c.A286G p.M96V
XH_P44 19 14952355 14952355 Frame_Shift_Ins INS - A - OR7A10 c.334_335insT p.N112fs
XH_P44 19 14952357 14952357 Frame_Shift_Ins INS - AGGCATTT - OR7A10 32_333insAAATG p.D111fs



XH_P44 19 15052796 15052796 In_Frame_Ins INS - AGCCTGCAAAAG - OR7C2 497insAGCCTGCL166delinsQPAKV
XH_P44 19 15571915 15571915 Frame_Shift_Ins INS - CAAATGAAGC - RASAL3 1_562insGCTTCA p.T188fs
XH_P44 19 15659002 15659002 Missense_Mutation SNP G T G CYP4F22 c.G1220T p.R407L
XH_P44 19 15659003 15659003 In_Frame_Ins INS - TCTCTCTCTCTCT - CYP4F22 insTCTCTCTCTCT407delinsRSLSLSLS
XH_P44 19 15789150 15789150 In_Frame_Ins INS - GTGTTTGAGAAG - CYP4F12 nsAGGGTGTTTGG93delinsGGCLRRD
XH_P44 19 18309625 18309625 Frame_Shift_Ins INS - TCAAGAGGCATC - RAB3A 382insAGATGCCT p.A128fs
XH_P44 19 18311245 18311245 Missense_Mutation SNP C T C RAB3A c.G239A p.G80E
XH_P44 19 18311246 18311246 Nonsense_Mutation INS - TCTTTTCTTTGAG - RAB3A TCTCTCAAAGAA.G80_Q81delinsX
XH_P44 19 19822740 19822740 In_Frame_Ins INS - TTTTGAGTGTAA - ZNF14 ACATTGCTTACAC 0delinsNHIAYTQKAYL
XH_P44 19 19905446 19905446 Frame_Shift_Ins INS - ATAAACCCTACAA - ZNF506 TTATATTTGTAG p.K385fs
XH_P44 19 20002545 20002545 Silent SNP G A G ZNF253 c.G261A p.K87K
XH_P44 19 20002546 20002546 Nonsense_Mutation INS - TACAAACTACATA - ZNF253 insTTATACAAAC .T88delinsIIQTTX
XH_P44 19 20003438 20003438 Nonsense_Mutation INS - TCTCTACATCTGTA - ZNF253 CCACATTCTCTACA_N386delinsLPHSLHLX
XH_P44 19 20044887 20044887 Frame_Shift_Ins INS - TT - ZNF93 c.1123_1124insT p.G375fs
XH_P44 19 20044888 20044888 Frame_Shift_Ins INS - AGGATTGGTT - ZNF93 _1125insAGGAT p.G375fs
XH_P44 19 20044962 20044962 Frame_Shift_Ins INS - TAGT - ZNF93 1198_1199insTA p.E400fs
XH_P44 19 20045021 20045021 Nonsense_Mutation INS - AAGGGTTGAGGA - ZNF93 TCTACTAAGGGT419_T420delinsHVYX
XH_P44 19 20116846 20116846 Frame_Shift_Ins INS - AAGTGTAATGAT - ZNF682 nsTGTGTATCATT p.A457fs
XH_P44 19 20116978 20116978 Nonsense_Mutation INS - TA - ZNF682 .1236_1237insTK413_I414delinsX
XH_P44 19 20116980 20116980 Frame_Shift_Ins INS - CAAATGTAAAGA - ZNF682 GCCACATTCTTTA p.K412fs
XH_P44 19 20727918 20727918 Missense_Mutation SNP C G C ZNF737 c.G1091C p.S364T
XH_P44 19 21132231 21132231 Nonsense_Mutation INS - TTTTCTTATGTTTA - ZNF85 ATGAATTTTCTTAT0_R241delinsQYEFSYVX
XH_P44 19 21239848 21239848 Nonsense_Mutation INS - TAACATTCTTTGT - ZNF430 CATCATAACATTC.F244delinsFSSSX
XH_P44 19 21300098 21300098 Frame_Shift_Ins INS - CATGGAAATATT - ZNF714 TATCACATGGAA p.K210fs
XH_P44 19 21300136 21300136 Frame_Shift_Ins INS - C - ZNF714 c.666_667insC p.H222fs
XH_P44 19 21300138 21300138 Frame_Shift_Ins INS - ATTTTTTACAT - ZNF714 _669insATTTTTT p.T223fs
XH_P44 19 21719461 21719461 Missense_Mutation SNP A T A ZNF429 c.A414T p.R138S
XH_P44 19 21719463 21719463 Missense_Mutation SNP G T G ZNF429 c.G416T p.C139F
XH_P44 19 21719944 21719944 Frame_Shift_Ins INS - C - ZNF429 c.897_898insC p.H299fs
XH_P44 19 21719946 21719946 Frame_Shift_Ins INS - TAGGGCTTCTCTC - ZNF429 ATTTGTAGGGCTT p.T300fs
XH_P44 19 21720600 21720600 Frame_Shift_Ins INS - GGTT - ZNF429 1553_1554insGG p.S518fs
XH_P44 19 21720602 21720602 Nonsense_Mutation INS - ATTTTTTTATGAC - ZNF429 CTATGAATTTTTT20delinsLSTMNFFMTVKVX
XH_P44 19 21910173 21910173 Missense_Mutation SNP A T A ZNF100 c.T296A p.V99E
XH_P44 19 21990703 21990704 Frame_Shift_Del DEL GC - GC ZNF43 c.1940_1941del p.G647fs
XH_P44 19 22156106 22156106 Missense_Mutation SNP A C A ZNF208 c.T1730G p.V577G
XH_P44 19 22271610 22271610 In_Frame_Ins INS - CAACATTCATCAT - ZNF257 31insGCAACATTCF277delinsLQHSSY
XH_P44 19 22496827 22496827 In_Frame_Ins INS - TCTTGCATATGTT - ZNF729 CCACATCTTGCAT03delinsMSTSCICSQY
XH_P44 19 22497910 22497910 Nonsense_Mutation INS - TGAGAAATGGTT - ZNF729 692insCTGAGAAV564_I565delinsVX
XH_P44 19 22498406 22498406 Frame_Shift_Ins INS - CGGTTTCTTTC - ZNF729 _2188insCGGTTT p.V729fs
XH_P44 19 22498408 22498408 Frame_Shift_Ins INS - GAATTATCTTATG - ZNF729 nsGTATGAATTAT p.H730fs
XH_P44 19 22574713 22574713 Nonsense_Mutation INS - TTAACAACTCCTC - ZNF98 4insTAGAGGAGTA442_F443delinsX
XH_P44 19 22941531 22941531 Missense_Mutation SNP G C G ZNF99 c.C1180G p.Q394E
XH_P44 19 22942016 22942016 Nonsense_Mutation INS - AGAAAACATCAG - ZNF99 ATTATCTGATGTK233delinsMNYLMFSKGX
XH_P44 19 23040533 23040533 Frame_Shift_Ins INS - ATTTCTTTCATGT - ZNF723 GTATGATTTCTTT p.T280fs
XH_P44 19 23329228 23329228 Nonsense_Mutation INS - TCTTTATATTTGTA - ZNF730 CCACATTCTTTATA1_N462delinsLPHSLYLX
XH_P44 19 23926984 23926984 Nonsense_Mutation INS - ATCGATCCTCAAA - ZNF681 368insTTTTGAGGG456delinsGFEDRX
XH_P44 19 24102238 24102238 Frame_Shift_Ins INS - TGTATATATGATA - ZNF726 TCAGTGTATATAT p.T23fs
XH_P44 19 24115842 24115842 Frame_Shift_Ins INS - TGTA - ZNF726 .924_925insTGT p.I308fs
XH_P44 19 24115844 24115844 Frame_Shift_Ins INS - CTTCAGTATGAG - ZNF726 CTTTTCTTCAGTA p.G309fs
XH_P44 19 24116004 24116004 Nonsense_Mutation INS - ATTGATTAAAAG - ZNF726 sTGAGGATTGATT362_H363delinsIX
XH_P44 19 24310111 24310111 Frame_Shift_Ins INS - C - ZNF254 c.1054_1055insC p.E352fs
XH_P44 19 24310112 24310112 Frame_Shift_Ins INS - CTCTTATGTCTAG - ZNF254 56insTCCTCTTAT p.E352fs
XH_P44 19 29698665 29698665 Nonsense_Mutation INS - CTTTATGTCACCT - UQCRFS1 CCTGAGGTGACA.V205delinsVLRX
XH_P44 19 33202818 33202818 Nonsense_Mutation INS - CATCGAGTATTA - NUDT19 TTAATTCCATCGA_H362delinsKILIPSSIILX
XH_P44 19 33333155 33333155 Silent SNP G A G SLC7A9 c.C1143T p.A381A
XH_P44 19 33870306 33870306 Frame_Shift_Ins INS - ATCTTCACAT - CEBPG 1_162insATCTTC p.K54fs
XH_P44 19 34710618 34710618 Frame_Shift_Ins INS - GT - LSM14A c.972_973insGT p.K324fs
XH_P44 19 34710620 34710620 Frame_Shift_Ins INS - TTCTCAAATTTCA - LSM14A 975insTTCTCAAA p.L325fs
XH_P44 19 35175419 35175419 Frame_Shift_Ins INS - AGCACTGCCTTTT - ZNF302 nsCAAAGCACTGC p.K159fs
XH_P44 19 35251440 35251440 Frame_Shift_Ins INS - AGAAGTTGAGT - ZNF599 _266insACTCAAC p.T89fs
XH_P44 19 35434324 35434324 Nonsense_Mutation SNP G T G ZNF30 c.G457T p.E153X
XH_P44 19 35434325 35434325 Frame_Shift_Ins INS - GCTCAGTAAT - ZNF30 8_459insGCTCAG p.E153fs
XH_P44 19 36674043 36674043 Nonsense_Mutation INS - ACATCAAAGAATT - ZNF565 825insAATTCTTT275_E276delinsGILX
XH_P44 19 36674045 36674045 Missense_Mutation SNP C A C ZNF565 c.G823T p.G275C
XH_P44 19 36727787 36727787 Frame_Shift_Ins INS - GC - ZNF146 c.445_446insGC p.I149fs
XH_P44 19 36727788 36727788 Frame_Shift_Ins INS - TCTCG - ZNF146 446_447insTCTC p.I149fs
XH_P44 19 36940425 36940425 Frame_Shift_Ins INS - TAAACATCAAAG - ZNF566 GGATTCTTTGAT p.I133fs
XH_P44 19 37130451 37130451 Frame_Shift_Ins INS - AAGAATGTGGAA - ZNF461 insGTCTTTCCACA p.I243fs
XH_P44 19 37130453 37130453 Missense_Mutation SNP C T C ZNF461 c.G725A p.R242K
XH_P44 19 37368718 37368718 Frame_Shift_Ins INS - AAAGGCC - ZNF345 86_987insAAAGG p.L329fs
XH_P44 19 37368719 37368719 In_Frame_Ins INS - TACCAC - ZNF345 987_988insTACCp.L329delinsLYH
XH_P44 19 37619889 37619889 In_Frame_Ins INS - GGG - ZNF420 1783_1784insGGp.I595delinsRV
XH_P44 19 37619890 37619890 Frame_Shift_Ins INS - TTTTCTC - ZNF420 84_1785insTTTT p.I595fs
XH_P44 19 37853830 37853830 In_Frame_Ins INS - TTTCCCCCA - HKR1 3_954insTTTCCC.A318delinsAFPQ
XH_P44 19 37854139 37854139 Frame_Shift_Ins INS - TGTGTCCTCTTGT - HKR1 1263insTGTGTCC p.K421fs
XH_P44 19 37903761 37903761 In_Frame_Ins INS - TGAGTGTGGCAA - ZNF569 _1322insTTGCCAH441delinsLATLN
XH_P44 19 37975780 37975780 Nonsense_Mutation INS - GATCTGTTGCTAA - ZNF570 nsGATGATCTGT7_R378delinsWMICCX
XH_P44 19 38027942 38027942 Frame_Shift_Ins INS - AAATGGAATTCA - ZNF793 sGCACAAATGGA p.D128fs
XH_P44 19 38102855 38102855 Frame_Shift_Ins INS - AGACGATTTTCTT - ZNF540 579insAGACGATT p.S193fs
XH_P44 19 38104133 38104133 In_Frame_Ins INS - ATTTATAGGGCTT - ZNF540 857insCATTTATAY619delinsYIYRAF
XH_P44 19 38126357 38126357 In_Frame_Ins INS - GAA - ZFP30 1084_1085insTTp.T362delinsIP
XH_P44 19 38126358 38126358 Frame_Shift_Ins INS - GGAAAGGCCTTTA - ZFP30 84insTCTAAAGG p.T362fs
XH_P44 19 38134176 38134176 Frame_Shift_Ins INS - ACTTCCACTTATCA - ZFP30 25insTGATAAGT p.R75fs
XH_P44 19 38229649 38229649 Frame_Shift_Ins INS - TGTAAGACCGTA - ZNF573 TACTCTTTACGGT p.P493fs
XH_P44 19 38383648 38383648 Frame_Shift_Ins INS - AAGGATGAAAG - WDR87 _2695insCTTTCA p.V899fs
XH_P44 19 38383650 38383650 Missense_Mutation SNP C G C WDR87 c.G2693C p.S898T
XH_P44 19 38847150 38847150 Missense_Mutation SNP C T C CATSPERG c.C1162T p.P388S
XH_P44 19 38847151 38847151 Frame_Shift_Ins INS - TT - CATSPERG c.1163_1164insT p.P388fs
XH_P44 19 39076799 39076799 Nonsense_Mutation INS - ATCTCGCTTCCTA - RYR1 nsCCCTAATCTCG974_T4975delinsHPX
XH_P44 19 39879776 39879776 Frame_Shift_Ins INS - TGACTCAGACCC - PAF1 94insTGGGTCTG p.Q165fs
XH_P44 19 40554662 40554662 Frame_Shift_Ins INS - ATTATGCTGGTCA - ZNF780B 51insTGACCAGCA p.Q17fs
XH_P44 19 40580574 40580574 Frame_Shift_Ins INS - TGTGGTTCAAAC - ZNF780A nsTAACGTTTGA p.K592fs
XH_P44 19 41798170 41798170 Missense_Mutation SNP C A C HNRNPUL1 c.C753A p.D251E
XH_P44 19 42083820 42083820 Missense_Mutation SNP C A C CEACAM21 c.C333A p.N111K
XH_P44 19 42083821 42083821 Frame_Shift_Ins INS - GGCTAGGAAAG - CEACAM21 AGTGAGGCTAGG p.V112fs
XH_P44 19 42265366 42265366 Nonsense_Mutation INS - GATTTGAGG - CEACAM6 4_635insGATTTG p.S212delinsX
XH_P44 19 42265367 42265367 Missense_Mutation SNP C G C CEACAM6 c.C635G p.S212C
XH_P44 19 42301579 42301579 Missense_Mutation SNP G C G CEACAM3 c.G123C p.M41I



XH_P44 19 42301581 42301581 Nonsense_Mutation INS - GGGTCCCAATATT - CEACAM3 TACATGGGTCCCAP42delinsPIHGSQYX
XH_P44 19 42582931 42582931 In_Frame_Ins INS - TCCTAATACCTT - ZNF574 _444insTCCTAAT.T148delinsTPNTL
XH_P44 19 43372441 43372441 Frame_Shift_Ins INS - GTCG - PSG1 .775_776insCGA p.L259fs
XH_P44 19 43372442 43372442 Frame_Shift_Ins INS - AGTCTCTG - PSG1 4_775insCAGAG p.L259fs
XH_P44 19 43411278 43411278 Frame_Shift_Ins INS - TGATAGTCAAAG - PSG6 CAGAGACTTTGA p.G346fs
XH_P44 19 43680266 43680266 Nonsense_Mutation INS - AAACAGGACCCT - PSG5 sTTCATAGGGTCC155_S156delinsNSX
XH_P44 19 44352509 44352509 Frame_Shift_Ins INS - TG - ZNF283 .1339_1340insT p.L447fs
XH_P44 19 44352511 44352511 Frame_Shift_Ins INS - TGGATTCTTTCAT - ZNF283 1342insTGGATTC p.L447fs
XH_P44 19 44469460 44469460 Frame_Shift_Ins INS - CATCCTTG - ZNF221 84_285insCATCC p.Q95fs
XH_P44 19 44469462 44469462 Frame_Shift_Ins INS - T - ZNF221 c.286_287insT p.R96fs
XH_P44 19 44514931 44514931 Frame_Shift_Ins INS - TCATTGCATGT - ZNF230 _741insTCATTGC p.T247fs
XH_P44 19 44514933 44514933 Nonsense_Mutation SNP G T G ZNF230 c.G742T p.G248X
XH_P44 19 44536531 44536531 Frame_Shift_Ins INS - CCCTCTGATGAAT - ZNF222 5insACCCTCTGA p.G275fs
XH_P44 19 44537125 44537125 Missense_Mutation SNP G T G ZNF222 c.G1418T p.R473L
XH_P44 19 44537126 44537126 Frame_Shift_Ins INS - CCACATTCTTTAC - ZNF222 0insTTCCCACATT p.R473fs
XH_P44 19 44570998 44570998 In_Frame_Ins INS - TAATGTTTCTCTC - ZNF223 nsATTATAATGTT339delinsTIIMFLSH
XH_P44 19 44590460 44590460 In_Frame_Ins INS - TTTCTG - ZNF284 829_830insTTTCTp.H277delinsLSD
XH_P44 19 44590462 44590462 Frame_Shift_Ins INS - GAAGA - ZNF284 831_832insGAAG p.H277fs
XH_P44 19 44636593 44636593 Frame_Shift_Ins INS - TG - ZNF225 .1826_1827insT p.S609fs
XH_P44 19 44653037 44653037 Frame_Shift_Ins INS - AATAG - ZNF234 129_130insAATA p.N43fs
XH_P44 19 44653038 44653038 Frame_Shift_Ins INS - CTTCAAT - ZNF234 30_131insCTTCA p.L44fs
XH_P44 19 44891993 44891993 Nonsense_Mutation INS - ATGATACAGATC - ZNF285 4insAGGATCTGTW138_Q139delinsX
XH_P44 19 44892220 44892220 Frame_Shift_Ins INS - TGACCGAG - ZNF285 86_187insCTCGG p.L63fs
XH_P44 19 44934119 44934119 Frame_Shift_Ins INS - ATTTGGTCGAAG - ZNF229 19insACTTCGAC p.D273fs
XH_P44 19 46206288 46206288 Frame_Shift_Ins INS - CTTTTTTTTTTTTT - QPCTL 49insACTTTTTTT p.A283fs
XH_P44 19 47425126 47425126 In_Frame_Ins INS - CTTAGAATGGTCT - ARHGAP35 195insGCTTAGAA1065delinsELRMVF
XH_P44 19 47585552 47585552 Nonsense_Mutation INS - ATCTCATTTAACA - ZC3H4 1219insTGTTAAAG407_D408delinsCX
XH_P44 19 49793601 49793601 In_Frame_Ins INS - GAAACAAAGTAC - SLC6A16 _1990insGTACTTp.I664delinsVLCFI
XH_P44 19 49793946 49793946 Frame_Shift_Ins INS - TTCCTTTTCTCTTG - SLC6A16 57insCCAAGAGAA p.P619fs
XH_P44 19 49956673 49956673 Missense_Mutation SNP G A G ALDH16A1 c.G85A p.A29T
XH_P44 19 50243098 50243098 Frame_Shift_Ins INS - TTATTTATTTTAAT - TSKS insTTAATTAAAA p.T572fs
XH_P44 19 50462136 50462136 Missense_Mutation SNP C T C SIGLEC11 c.G1127A p.G376D
XH_P44 19 50550250 50550250 Nonsense_Mutation INS - TGGGTGAAGGCT - ZNF473 GAGCTCTGGGTG838_F839delinsAFRX
XH_P44 19 50958892 50958892 Frame_Shift_Ins INS - GCTGACCCCTGA - MYBPC2 CTTCCTGCTGAC p.L777fs
XH_P44 19 51466776 51466776 Missense_Mutation SNP T A T KLK6 c.A227T p.N76I
XH_P44 19 51466777 51466777 In_Frame_Ins INS - GGGGAGTGGGAA - KLK6 _226insTTCCCAC.N76delinsFPLPN
XH_P44 19 51639455 51639455 In_Frame_Ins INS - AAACTGCAAAAA - SIGLEC9 441insAAAACTGCp.X480delinsX
XH_P44 19 51656437 51656437 Missense_Mutation SNP C T C SIGLEC7 c.C1060T p.P354S
XH_P44 19 51656438 51656438 Frame_Shift_Ins INS - ACAAGTTGTT - SIGLEC7 1_1062insACAAG p.P354fs
XH_P44 19 52131340 52131340 Nonsense_Mutation INS - CAGTTTACTGTG - SIGLEC5 744insCACAGTA.L248delinsLTVNX
XH_P44 19 52519978 52519978 Frame_Shift_Ins INS - GAGAAAAATCTTA - ZNF614 3insTGTAAGATT p.E291fs
XH_P44 19 52658179 52658179 Frame_Shift_Ins INS - AATCCCCTTTATTG - ZNF836 757insCAATAAA p.T919fs
XH_P44 19 52663755 52663755 In_Frame_Ins INS - CCCCTTTTTGAAT - ZNF836 AGACATTCAAAA35delinsEDIQKGDS
XH_P44 19 52825845 52825845 Frame_Shift_Ins INS - TCCAGTATGAATT - ZNF480 TTTCTCTCCAGTA p.I405fs
XH_P44 19 52919808 52919808 Nonsense_Mutation INS - TTACATTTGTAAG - ZNF528 04insGTTACATTT68_A569delinsLLHLX
XH_P44 19 53015232 53015232 In_Frame_Ins INS - CATTTG - ZNF578 598_1599insCATp.H533delinsHIC
XH_P44 19 53015234 53015234 Frame_Shift_Ins INS - AGATTTCTCTC - ZNF578 _1601insAGATTT p.T534fs
XH_P44 19 53058466 53058466 Frame_Shift_Ins INS - GATTT - ZNF808 297_2298insGAT p.N766fs
XH_P44 19 53058467 53058467 Frame_Shift_Ins INS - TCTCCACCAT - ZNF808 8_2299insTCTCC p.N766fs
XH_P44 19 53085674 53085674 In_Frame_Ins INS - CATCTTCATCATG - ZNF701 insAACATCTTCAS121delinsRTSSSCI
XH_P44 19 53085676 53085676 Missense_Mutation SNP A T A ZNF701 c.A364T p.S122C
XH_P44 19 53086276 53086276 Frame_Shift_Ins INS - CCTAAATGGATT - ZNF701 TGTCTCCTAAATG p.G322fs
XH_P44 19 53116429 53116429 In_Frame_Ins INS - ACATACAATAATT - ZNF83 nsTATAAATTATT463delinsGINYCMSY
XH_P44 19 53209281 53209281 Frame_Shift_Ins INS - CATAGACTTCATG - ZNF611 CTCCACCATGAAG p.Y343fs
XH_P44 19 53209944 53209944 Nonsense_Mutation INS - TAACTATGGGAAT - ZNF611 4insTTATTCCCAT122_N123delinsLFPX
XH_P44 19 53217296 53217296 In_Frame_Ins INS - GCCTCAGCCTCCT - ZNF611 2insCAGGAGGCTL54delinsFRRLRQ
XH_P44 19 53269555 53269555 Frame_Shift_Ins INS - TAGACTTCATAGT - ZNF600 4insACCACTATGA p.L485fs
XH_P44 19 53270533 53270533 In_Frame_Ins INS - GTCAAAATTCAG - ZNF600 76insGGCTGAATTE159delinsGLNFDQ
XH_P44 19 53384568 53384568 In_Frame_Ins INS - GTGACAAGG - ZNF320 0_811insCCTTGT.K271delinsPCHK
XH_P44 19 53391429 53391429 Frame_Shift_Ins INS - T - ZNF320 c.92_93insA p.T31fs
XH_P44 19 53453962 53453962 Frame_Shift_Ins INS - AATAAATGTGGCA - ZNF816 6insTCCTGCCACA p.L356fs
XH_P44 19 53643737 53643737 Frame_Shift_Ins INS - GAGATTCCTTGAA - ZNF347 47insTTTTCAAGG p.R783fs
XH_P44 19 53854549 53854549 In_Frame_Ins INS - TCTTTCTCCATTTC - ZNF845 2insTATCTTTCTCE207delinsEYLSPFP
XH_P44 19 53856440 53856440 Nonsense_Mutation INS - TGT - ZNF845 2512_2513insTGp.K838delinsMX
XH_P44 19 53856441 53856441 In_Frame_Ins INS - AGGGAT - ZNF845 13_2514insAGGp.K838delinsKGM
XH_P44 19 53959195 53959195 Nonsense_Mutation INS - GAAACTGTAAGCT - ZNF761 TGATCTGAAACTG478_S479delinsKIX
XH_P44 19 53959648 53959648 Silent SNP C T C ZNF761 c.C1887T p.T629T
XH_P44 19 54081038 54081038 In_Frame_Ins INS - TCTTCTGATGCTG - ZNF331 5insGATCTTCTGA408delinsVDLLMLS
XH_P44 19 54135365 54135365 Missense_Mutation SNP C A C DPRX c.C5A p.P2Q
XH_P44 19 54135366 54135366 Frame_Shift_Ins INS - TTCTTTTTTTCTTT - DPRX CTTTTCTTTTTTT p.P2fs
XH_P44 19 54140183 54140183 Missense_Mutation SNP G T G DPRX c.G517T p.A173S
XH_P44 19 54140185 54140185 In_Frame_Ins INS - GTGATTCTTGAA - DPRX _520insGTGATTC.A173delinsAVILE
XH_P44 19 54403688 54403688 Frame_Shift_Ins INS - TGCATGGGCTTA - PRKCG 390insGTGCATG p.E463fs
XH_P44 19 54647477 54647477 Frame_Shift_Ins INS - GTAGCTTCTTAAT - CNOT3 nsCTTGTAGCTTC p.I84fs
XH_P44 19 55494630 55494632 In_Frame_Del DEL GAA - GAA NLRP2 c.1498_1500del p.500_500del
XH_P44 19 55790886 55790886 In_Frame_Ins INS - GCC - HSPBP1 c.228_229insGGCp.S77delinsGS
XH_P44 19 56156080 56156080 Frame_Shift_Ins INS - GTTGAGACCATGG - ZNF581 144insGTTGAGAC p.P48fs
XH_P44 19 56156082 56156082 Missense_Mutation SNP A G A ZNF581 c.A145G p.R49G
XH_P44 19 56435987 56435987 Frame_Shift_Ins INS - GTATTTCTTATTAA - NLRP13 6insTTTAATAAG p.Q142fs
XH_P44 19 56953392 56953392 Frame_Shift_Ins INS - AAAAACTATACA - ZNF667 72insTCTGTATAG p.H324fs
XH_P44 19 56953394 56953394 Frame_Shift_Ins INS - CAAT - ZNF667 .969_970insATT p.H324fs
XH_P44 19 56953733 56953733 Frame_Shift_Ins INS - TGTACATAAAAG - ZNF667 631insTCTTTTATG p.Q211fs
XH_P44 19 57088665 57088665 Frame_Shift_Ins INS - TTTTTAA - ZNF470 68_869insTTTTT p.G290fs
XH_P44 19 57088666 57088666 Frame_Shift_Ins INS - TTTTCTTATCTGTA - ZNF470 70insCTTTTCTTAT p.G290fs
XH_P44 19 57286555 57286555 Frame_Shift_Ins INS - TCGGAATTCATAT - ZIM2 1085insATATGAA p.A362fs
XH_P44 19 57867697 57867697 Frame_Shift_Ins INS - GTTCTGC - ZNF304 60_461insGTTCT p.F154fs
XH_P44 19 57889173 57889173 Frame_Shift_Ins INS - CTGATGTCTA - ZNF547 9_830insCTGATG p.F277fs
XH_P44 19 57967159 57967159 Frame_Shift_Ins INS - TTTGTCCTCATCAT - VN1R1 6insCATGATGAG p.L232fs
XH_P44 19 58018201 58018201 In_Frame_Ins INS - CCC - ZNF773 c.735_736insCCCp.P245delinsPP
XH_P44 19 58018203 58018203 Frame_Shift_Ins INS - CTTT - ZNF773 c.737_738insCTT p.Y246fs
XH_P44 19 58048864 58048864 Frame_Shift_Ins INS - TGGGATGGAAGG - ZNF549 sCATTTGGGATG p.E151fs
XH_P44 19 58084420 58084420 Nonsense_Mutation INS - AAAGCTTCAGCC - ZNF416 52insAGGCTGAA284_L285delinsQGX
XH_P44 19 58152805 58152805 Frame_Shift_Ins INS - CAAGTGTGTC - ZNF211 _769insCAAGTG p.E256fs
XH_P44 19 58187892 58187892 Frame_Shift_Ins INS - GGTCCTTGGCTTT - ZSCAN4 80insGGTCCTTG p.I127fs
XH_P44 19 58189550 58189550 Nonsense_Mutation INS - GACATCTCTTAAG - ZSCAN4 80insTGACATCTCp.Q193delinsQX
XH_P44 19 58199045 58199045 In_Frame_Ins INS - CTGATAAGGCCT - ZNF551 1319insCTGATA.I440delinsTDKAF
XH_P44 19 58216349 58216349 Splice_Site INS - CTCTTTTCTCTAT - ZNF154 . .
XH_P44 19 58232560 58232560 Nonsense_Mutation INS - TTTTTAGCAGTAA - ZNF671 TAGACTTACTGCTD200_T201delinsDX



XH_P44 19 58290876 58290876 Frame_Shift_Ins INS - TG - ZNF586 c.921_922insTG p.H307fs
XH_P44 19 58290878 58290878 Nonsense_Mutation INS - CTCATAAGGCC - ZNF586 _924insCTCATAA308_Q309delinsHSX
XH_P44 19 58352780 58352780 In_Frame_Ins INS - AGTTTCCAC - ZNF587B 8_739insAGTTTCp.E246delinsESFH
XH_P44 19 58385600 58385600 In_Frame_Ins INS - ACG - ZNF814 1157_1158insCGp.G386delinsGV
XH_P44 19 58385602 58385602 Frame_Shift_Ins INS - GGAGAAAG - ZNF814 55_1156insCTTT p.G386fs
XH_P44 19 58421206 58421206 Nonsense_Mutation INS - GATGGATGTT - ZNF417 6_437insAACATCF146_Y147delinsX
XH_P44 19 58639476 58639476 In_Frame_Ins INS - GTGAATTGATGAA - ZNF329 395insATTCATCAR465delinsRFINSL
XH_P44 19 58639477 58639477 Missense_Mutation SNP C G C ZNF329 c.G1394C p.R465T
XH_P44 19 58945011 58945011 Frame_Shift_Ins INS - AAGATTCATACCT - ZNF132 0insCTCAGGTATG p.K600fs
XH_P44 20 76893 76893 In_Frame_Ins INS - GTTCAAAGCTACC - DEFB125 TGGGGTTCAAAG02delinsFLGFKATCR
XH_P44 20 1460484 1460484 In_Frame_Ins INS - AACAATACATATT - SIRPB2 sTACAAATATGTA104delinsDTNMYCCI
XH_P44 20 1902349 1902349 Frame_Shift_Ins INS - GCTCATT - SIRPA 45_746insGCTCA p.T249fs
XH_P44 20 1961145 1961145 In_Frame_Ins INS - CAGCTCAGC - PDYN 8_589insGCTGAGp.S197delinsAELS
XH_P44 20 2464779 2464779 Frame_Shift_Ins INS - TAAGTCCATCCTC - ZNF343 CTATTGAGGATG p.R186fs
XH_P44 20 2465116 2465116 Frame_Shift_Ins INS - CGAGG - ZNF343 220_221insCCTC p.W74fs
XH_P44 20 2465118 2465118 Missense_Mutation SNP A C A ZNF343 c.T219G p.C73W
XH_P44 20 2840427 2840427 Frame_Shift_Ins INS - AGGGAAGGATG - VPS16 _117insAGGGAAG p.A39fs
XH_P44 20 3543080 3543080 Frame_Shift_Ins INS - TA - ATRN .1257_1258insT p.Y419fs
XH_P44 20 3543081 3543081 Nonsense_Mutation INS - AAAGAGCTTAGG - ATRN ATGTCCAAAGAG_Y421delinsLKMSKELRAX
XH_P44 20 3565508 3565508 Frame_Shift_Ins INS - GAGTCAAAAATAT - ATRN 8insCTTGAGTCAA p.W939fs
XH_P44 20 3944654 3944654 Frame_Shift_Ins INS - AAAAATTAAGATG - RNF24 AAGCCATCTTAAT p.D4fs
XH_P44 20 5903631 5903631 In_Frame_Ins INS - TATGTGTCTTCT - CHGB _842insTATGTGT.P281delinsLCVFS
XH_P44 20 7963064 7963064 Frame_Shift_Ins INS - GCAGTTTGTA - TMX4 _884insTACAAA p.E295fs
XH_P44 20 7980403 7980403 Nonsense_Mutation INS - TTTACACTAAGCC - TMX4 43insTGGCTTAGTp.G148delinsVAX
XH_P44 20 9400517 9400517 In_Frame_Ins INS - TTTTTATCC - PLCB4 9_2080insTTTTTp.T693delinsTFLS
XH_P44 20 9404441 9404441 In_Frame_Ins INS - AATGAATGT - PLCB4 0_2331insAATGAD777delinsEMNV
XH_P44 20 9404443 9404443 In_Frame_Ins INS - AAGATT - PLCB4 332_2333insAAGp.N778delinsKDY
XH_P44 20 9510382 9510382 Nonsense_Mutation INS - ATCGTTCTACATA - LAMP5 insTAATCGTTCTAL209delinsLNRSTX
XH_P44 20 10023941 10023941 Nonsense_Mutation INS - TCACAACCACATA - ANKEF1 nsCAGTCACAACC3_G174delinsNSHNHIX
XH_P44 20 10030325 10030325 Frame_Shift_Ins INS - ATCTAAATTCTTC - ANKEF1 1109insATCTAAA p.A370fs
XH_P44 20 11904177 11904177 In_Frame_Ins INS - ACTCTTTTA - BTBD3 9_980insACTCTTp.L327delinsHSFI
XH_P44 20 13756543 13756543 Frame_Shift_Ins INS - TGAT - ESF1 1010_1011insAT p.D337fs
XH_P44 20 13756545 13756545 Frame_Shift_Ins INS - AAAATTTGATATG - ESF1 sTATTCCATATCA p.D337fs
XH_P44 20 13830174 13830174 Nonsense_Mutation INS - CAGACTTCCTGCT - SEL1L2 insCTAAGCAGGA2_V563delinsTKQEVX
XH_P44 20 14306675 14306675 In_Frame_Ins INS - AGAAAGGATGAC - FLRT3 478insTAGTCATC.T493delinsIVILSS
XH_P44 20 14306868 14306868 Nonsense_Mutation INS - CTTACAAAAACC - FLRT3 AAATTGGGGTTT9_A430delinsGKLGFLX
XH_P44 20 14306996 14306996 Frame_Shift_Ins INS - CTATAACAGAAAC - FLRT3 57insTTGTTTCTG p.T386fs
XH_P44 20 16355028 16355028 Frame_Shift_Ins INS - GAACTACTTTGTA - KIF16B 3224insTACAAAG p.K1075fs
XH_P44 20 16355030 16355030 Frame_Shift_Ins INS - GGAGGGCTCTAT - KIF16B 222insAATAGAG p.L1074fs
XH_P44 20 16385473 16385473 Frame_Shift_Ins INS - ACAGTTTTGCATT - KIF16B 9insGAAAATGCAA p.M590fs
XH_P44 20 17950946 17950946 In_Frame_Ins INS - TCTTCATATGGGT - MGME1 CCACTTCTTCATA48delinsLVHFFIWVHF
XH_P44 20 18531793 18531793 Nonsense_Mutation INS - GCTTCTGAC - SEC23B 6_1967insGCTTCp.F656delinsCFX
XH_P44 20 19261698 19261698 Nonsense_Mutation SNP G T G SLC24A3 c.G238T p.G80X
XH_P44 20 19261700 19261700 Frame_Shift_Ins INS - AGGCTTC - SLC24A3 40_241insAGGCT p.G80fs
XH_P44 20 19664840 19664840 Frame_Shift_Ins INS - TCATTCTTCTTTC - SLC24A3 _923insTCATTCTT p.S308fs
XH_P44 20 19665995 19665995 In_Frame_Ins INS - TCCACG - SLC24A3 314_1315insTCCAp.F438delinsFST
XH_P44 20 20269451 20269451 Frame_Shift_Ins INS - TCACTCTTCATTTT - CFAP61 996insATCACTCT p.S999fs
XH_P44 20 20269453 20269453 In_Frame_Ins INS - TTCCCA - CFAP61 997_2998insTTCp.S999delinsSFP
XH_P44 20 30037933 30037933 In_Frame_Ins INS - GATTGTCTT - DEFB123 0_161insGATTGTp.V54delinsGLSL
XH_P44 20 30365410 30365410 In_Frame_Ins INS - CCAGTCCTTTTGC - TPX2 52insTCCAGTCCTT284delinsTPVLLL
XH_P44 20 32217658 32217658 In_Frame_Ins INS - TTC - CBFA2T2 1166_1167insTTp.K389delinsNS
XH_P44 20 32217659 32217659 Frame_Shift_Ins INS - GGTTCCTTAAAGT - CBFA2T2 1168insGGTTCCT p.K389fs
XH_P44 20 32295769 32295769 Nonsense_Mutation INS - AATCAATAGAGA - PXMP4 TCCTTTTCTCTATT61delinsTFGLGPFLYX
XH_P44 20 32848322 32848322 Frame_Shift_Ins INS - TGGTGGAG - ASIP 2_143insTGGTG p.P48fs
XH_P44 20 33331131 33331131 Missense_Mutation SNP G A G NCOA6 c.C2929T p.P977S
XH_P44 20 33331132 33331132 Frame_Shift_Ins INS - AAACAAAGAA - NCOA6 7_2928insTTCTT p.Q976fs
XH_P44 20 33337821 33337821 Nonsense_Mutation INS - ACTACA - NCOA6 176_2177insTGT p.Q726delinsLX
XH_P44 20 33337823 33337823 Frame_Shift_Ins INS - ATAACGATGTCA - NCOA6 75insACTGACAT p.K725fs
XH_P44 20 33703692 33703692 Nonsense_Mutation INS - CTGTTAGTTCGG - EDEM2 170insCCCGAAC90_F391delinsSPNX
XH_P44 20 34053961 34053961 In_Frame_Ins INS - AATTTTCCATTG - CEP250 _425insAATTTTC.T142delinsKFSIA
XH_P44 20 34060551 34060551 Frame_Shift_Ins INS - CCACC - CEP250 104_1105insCCA p.S368fs
XH_P44 20 34218888 34218888 Nonsense_Mutation INS - TTCAGTTTCAG - CPNE1 _930insCTGAAACP310_T311delinsPX
XH_P44 20 34241356 34241356 Frame_Shift_Ins INS - CAAATGCC - RBM12 88_1889insGGCA p.N630fs
XH_P44 20 34243128 34243128 Frame_Shift_Ins INS - G - RBM12 c.116_117insC p.E39fs
XH_P44 20 34243129 34243129 Nonsense_Mutation INS - AGTTACTGC - RBM12 5_116insGCAGTAp.E39delinsGSNX
XH_P44 20 34596348 34596348 Frame_Shift_Ins INS - AAAA - CNBD2 1100_1101insAA p.I367fs
XH_P44 20 34596350 34596350 Frame_Shift_Ins INS - CTGTGGCCTCCAT - CNBD2 1103insCTGTGGC p.R368fs
XH_P44 20 34611608 34611608 In_Frame_Ins INS - GTTTCGCTGTTG - CNBD2 _1343insGTTTCG.I448delinsSFAVV
XH_P44 20 35395197 35395197 In_Frame_Ins INS - GAGTGCAGT - DSN1 5_156insACTGCAp.F52delinsLLHS
XH_P44 20 35672548 35672548 Frame_Shift_Ins INS - CTCCCTAGCTGT - RBL1 0insTTACAGCTAG p.D144fs
XH_P44 20 36641191 36641191 Frame_Shift_Ins INS - TGGG - TTI1 1027_1028insCC p.E343fs
XH_P44 20 36641192 36641192 In_Frame_Ins INS - CCAAAA - TTI1 026_1027insTTTTp.E343delinsFWE
XH_P44 20 36641546 36641546 Frame_Shift_Ins INS - GATAATTGAGTG - TTI1 673insACACTCAA p.F225fs
XH_P44 20 36642043 36642043 In_Frame_Ins INS - ACT - TTI1 c.175_176insAGTp.T59delinsKS
XH_P44 20 36642045 36642045 Frame_Shift_Ins INS - GCACATT - TTI1 73_174insAATGT p.F58fs
XH_P44 20 39704907 39704907 Nonsense_Mutation INS - GGTTCAAGTAGA - TOP1 53insAGGTTCAA84_D85delinsRRFKX
XH_P44 20 39729964 39729964 Frame_Shift_Ins INS - GTAG - TOP1 1279_1280insGT p.I427fs
XH_P44 20 39729966 39729966 Frame_Shift_Ins INS - CCACCTT - TOP1 81_1282insCCAC p.I427fs
XH_P44 20 39750644 39750644 Splice_Site SNP A T A TOP1 . .
XH_P44 20 39832718 39832718 Missense_Mutation SNP A C A ZHX3 c.T839G p.V280G
XH_P44 20 39832719 39832719 In_Frame_Ins INS - GGAAAAAGA - ZHX3 7_838insTCTTTTp.V280delinsSFSV
XH_P44 20 41420046 41420046 In_Frame_Ins INS - TTTTACCAT - PTPRT 4_275insATGGTAp.L92delinsHGKM
XH_P44 20 41420047 41420047 Frame_Shift_Ins INS - GTTTTATTTTT - PTPRT _274insAAAAATA p.L92fs
XH_P44 20 42328634 42328634 Frame_Shift_Ins INS - CTGTT - MYBL2 829_830insCTGT p.I277fs
XH_P44 20 42355293 42355293 Frame_Shift_Ins INS - CGCTAAT - GTSF1L 41_42insATTAGC p.H14fs
XH_P44 20 42355295 42355295 Frame_Shift_Ins INS - CC - GTSF1L c.39_40insGG p.H14fs
XH_P44 20 42935437 42935437 Nonsense_Mutation INS - GCTAATCTATTTT - FITM2 TTTGAAAAATAGA206_L207delinsYIX
XH_P44 20 43547679 43547679 Frame_Shift_Ins INS - AGGCTTA - PABPC1L 36_637insAGGCT p.S212fs
XH_P44 20 44682338 44682352 Frame_Shift_Del DEL TGGAGATGG - GGTGGAGATGGTG SLC12A5 c.2738_2748del p.V913fs
XH_P44 20 44695758 44695758 Nonsense_Mutation INS - TTAGTCTCTAAGC - NCOA5 nsAGTGCTTAGAp.Q84delinsSAX
XH_P44 20 44695760 44695760 Missense_Mutation SNP A T A NCOA5 c.T248A p.I83N
XH_P44 20 45130033 45130033 Frame_Shift_Ins INS - GTAAAATCTTATA - ZNF334 TTACATTTATAAG p.I649fs
XH_P44 20 45130882 45130882 Frame_Shift_Ins INS - G - ZNF334 c.1095_1096insC p.V366fs
XH_P44 20 45130884 45130884 Nonsense_Mutation INS - ATCAGCCCT - ZNF334 3_1094insAGGGCp.V365delinsEGX
XH_P44 20 46267871 46267871 Frame_Shift_Ins INS - CCAAGAATGTCTT - NCOA3 33insCCCAAGAA p.M878fs
XH_P44 20 47258704 47258704 Splice_Site SNP A T A PREX1 . .
XH_P44 20 47587811 47587811 Frame_Shift_Ins INS - AAAATGTCAAAC - ARFGEF2 AAAGAAAAAATGT p.P449fs
XH_P44 20 47602090 47602090 In_Frame_Ins INS - CAGCAG - ARFGEF2 216_2217insCAGp.A739delinsASS



XH_P44 20 47688907 47688907 Nonsense_Mutation INS - AATGCTAACATA - CSE1L ACTCTAATGCTAF286delinsEFQHTTLMLTX
XH_P44 20 47708662 47708662 Nonsense_Mutation INS - ACCTCTGGAACA - CSE1L AAACCAACCTCTGP759_K760delinsPX
XH_P44 20 47734946 47734946 Splice_Site INS - ATTGCGTTT - STAU1 . .
XH_P44 20 47892370 47892370 Nonsense_Mutation INS - TAAAGAATGACTA - ZNFX1 CCATAGTCATTCTp.E3_R4delinsPX
XH_P44 20 47991402 47991402 Frame_Shift_Ins INS - GTCT - KCNB1 .694_695insAGA p.V232fs
XH_P44 20 49510144 49510144 In_Frame_Ins INS - ATATGTACAATCT - ADNP sCATTACAGATTG369delinsFITDCTYFP
XH_P44 20 50286578 50286578 Nonsense_Mutation INS - TTCATTGTTTTTTT - ATP9A GCTTAAAAAAAAA.S417delinsSEYAX
XH_P44 20 50782537 50782537 Frame_Shift_Ins INS - AGGCCTTTGAA - ZFP64 _314insTTCAAAG p.H105fs
XH_P44 20 51870395 51870395 Frame_Shift_Ins INS - CTTTTATTTCCTC - TSHZ2 insCTTCTTTTATT p.L130fs
XH_P44 20 51870396 51870396 Silent SNP G T G TSHZ2 c.G390T p.L130L
XH_P44 20 55047460 55047460 Frame_Shift_Ins INS - GGGTCTTGCTC - RTFDC1 _149insGGGTCTT p.M50fs
XH_P44 20 55213056 55213056 Frame_Shift_Ins INS - TAATACTAATAG - TFAP2C 41insTTTAATACT p.K447fs
XH_P44 20 56094398 56094398 Frame_Shift_Ins INS - TCCACCTGTTT - CTCFL _4insAAACAGGTG p.F2fs
XH_P44 20 56098747 56098747 Nonsense_Mutation INS - AATTATACTGAAA - CTCFL TATTGATTTCAGTS172delinsILLISVX
XH_P44 20 56793727 56793731 Frame_Shift_Del DEL TCTCC - TCTCC ANKRD60 c.858_862del p.G286fs
XH_P44 20 57598831 57598831 In_Frame_Ins INS - ATCGTCCCAGGT - TUBB1 350insATCGTCC L117delinsHRPRL
XH_P44 20 58494633 58494633 Nonsense_Mutation INS - AAGCATTTATTCT - SYCP2 TACCAGAATAAAp.K106delinsTIX
XH_P44 20 62326425 62326425 Missense_Mutation SNP G A G RTEL1 c.G2681A p.S894N
XH_P44 20 62891375 62891375 Nonsense_Mutation INS - TGAAAATAATAG - PCMTD2 AATTCTGAAAATAK19_E20delinsKFX
XH_P44 21 10910398 10910398 Nonsense_Mutation INS - TTTGCTTTACTAC - TPTE sAATTGTAGTAA315_L316delinsELX
XH_P44 21 11097638 11097638 Frame_Shift_Ins INS - TTTGTATTTTTAG - BAGE TCTACTAAAAATA p.L8fs
XH_P44 21 26965208 26965208 Frame_Shift_Ins INS - AATATTTTATAAA - MRPL39 837insGTTTATAA p.E279fs
XH_P44 21 26965210 26965210 In_Frame_Ins INS - AGGTTTATG - MRPL39 4_835insCATAAA.E279delinsHKPE
XH_P44 21 30380934 30380934 Frame_Shift_Ins INS - AGACTTAAAACAT - RWDD2B nsCAATGTTTTAA p.T26fs
XH_P44 21 30698966 30698966 Frame_Shift_Ins INS - TTTCCTTGATACC - BACH1 822insTTTCCTTG p.Q274fs
XH_P44 21 30714840 30714840 Nonsense_Mutation INS - GATCACATGGAG - BACH1 8insTAAGATCAC633delinsVRSHGVX
XH_P44 21 31709551 31709551 Frame_Shift_Ins INS - T - KRTAP27-1 c.435_436insA p.S146fs
XH_P44 21 31709552 31709552 Nonsense_Mutation INS - ATTTCTTTAAATA - KRTAP27-1 TTTTTTATTTAAA45_S146delinsTFFIX
XH_P44 21 33074602 33074602 In_Frame_Ins INS - TTGTTACAGTATA - SCAF4 insGTTTATACTGT123delinsVYTVTTT
XH_P44 21 33949209 33949209 Frame_Shift_Ins INS - AAAAGTAC - C21orf59-TCP1022_523insGTACT p.I175fs
XH_P44 21 33949211 33949211 Nonsense_Mutation INS - AATTTG - C21orf59-TCP10520_521insCAAAp.R174delinsTNX
XH_P44 21 34003586 34003586 Frame_Shift_Ins INS - CACTGGACTT - SYNJ1 _4300insAAGTC p.W1434fs
XH_P44 21 34003588 34003588 Missense_Mutation SNP C A C SYNJ1 c.G4298T p.G1433V
XH_P44 21 34003848 34003848 Frame_Shift_Ins INS - GACAGTTTTGATC - SYNJ1 insTGTAGATCAA p.P1346fs
XH_P44 21 34617328 34617328 Frame_Shift_Ins INS - TT - IFNAR2 c.170_171insTT p.K57fs
XH_P44 21 34617329 34617329 In_Frame_Ins INS - AGTCAATTAACG - IFNAR2 nsGTAAGTCAATK57delinsKVSQLTS
XH_P44 21 34889747 34889747 Nonsense_Mutation INS - TTTTGTCTTCTCTC - GART nsGAAGAGAGAAF624_S625delinsX
XH_P44 21 34926657 34926657 In_Frame_Ins INS - TCATATTTATTAA - SON TCAACATCATATT07delinsDKSTSYLLTKLR
XH_P44 21 35279724 35279724 In_Frame_Ins INS - GTTTGTTTCATTT - ATP5O nsTAAAAATGAA121delinsIKMKQTS
XH_P44 21 35893943 35893943 Frame_Shift_Ins INS - TCTGTATTCTT - RCAN1 _197insAAGAATA p.G66fs
XH_P44 21 37445090 37445090 Frame_Shift_Ins INS - CTCCCTTCTTT - CBR1 _745insCTCCCTT p.A248fs
XH_P44 21 37571537 37571537 Frame_Shift_Ins INS - TCTTAGTA - DOPEY2 08_309insTCTTA p.L103fs
XH_P44 21 37584295 37584295 Frame_Shift_Ins INS - TTGGGAAA - DOPEY2 4_805insTTGGG p.P268fs
XH_P44 21 37584297 37584297 Missense_Mutation SNP T A T DOPEY2 c.T806A p.L269H
XH_P44 21 37741983 37741983 Nonsense_Mutation INS - GTAATTGGCAGC - MORC3 insTCTTGTAATTG702_Q703delinsFLX
XH_P44 21 37742058 37742058 In_Frame_Ins INS - TCATCT - MORC3 179_2180insTCAp.S727delinsIIC
XH_P44 21 37742060 37742060 Frame_Shift_Ins INS - AGATTTAT - MORC3 81_2182insAGAT p.S727fs
XH_P44 21 38269390 38269390 Frame_Shift_Ins INS - CATTGATCATCCT - HLCS AAGAGAGGATGA p.V407fs
XH_P44 21 40568675 40568675 Frame_Shift_Ins INS - AAGCAAAAGTAG - BRWD1 TTTTCTAACTACTT p.A2107fs
XH_P44 21 40778114 40778114 Nonsense_Mutation INS - AAAAGAAAAATAA - LCA5L 7insATAATTATTTH569_S570delinsQX
XH_P44 21 41684244 41684244 Nonsense_Mutation INS - GTTGATTGTCAG - DSCAM TCACCTCTGACA0delinsTWLMILCSPLTINWLX
XH_P44 21 41711327 41711327 Frame_Shift_Ins INS - ACGTAAGAGGTG - DSCAM 1226insGCACCTC p.I409fs
XH_P44 21 43223030 43223030 In_Frame_Ins INS - AGACATTCTGTT - PRDM15 2896insAACAGAA966delinsNRMSA
XH_P44 21 43413723 43413723 In_Frame_Ins INS - GGTGAAAAGAAA - ZBTB21 _482insTTTCTTTT.K161delinsISFHQ
XH_P44 21 43413725 43413725 Silent SNP T G T ZBTB21 c.A480C p.G160G
XH_P44 21 44520724 44520724 In_Frame_Ins INS - CCACTCCATCTGG - U2AF1L5 insACCAGATGGAS16delinsRPDGVD
XH_P44 21 46011298 46011298 Silent SNP G A G KRTAP10-6 c.C1068T p.S356S
XH_P44 21 46923945 46923945 Frame_Shift_Ins INS - TTAATGGTGCCT - COL18A1 TTTTTGTTAATG p.L1082fs
XH_P44 22 16449442 16449442 Frame_Shift_Ins INS - ATTGACCATGTT - OR11H1 sACACAACATGG p.S121fs
XH_P44 22 17072016 17072016 Silent SNP G A G CCT8L2 c.C1425T p.N475N
XH_P44 22 17072017 17072017 In_Frame_Ins INS - CTGGAA - CCT8L2 423_1424insTTCCp.N475delinsIPD
XH_P44 22 18374372 18374372 Frame_Shift_Ins INS - ATTTTTATTTTTGT - MICAL3 AAAAAAACAAAA p.L525fs
XH_P44 22 18374374 18374374 Frame_Shift_Ins INS - ATTTTTTT - MICAL3 70_1571insAAAA p.L524fs
XH_P44 22 18382305 18382305 Nonsense_Mutation INS - AGCGTGAACAAC - MICAL3 sAAGAGTTGTTCL286_E287delinsX
XH_P44 22 21570373 21570373 Missense_Mutation SNP C T C GGT2 c.G589A p.G197S
XH_P44 22 24953757 24953757 Frame_Shift_Ins INS - GTCAGTTCATCTT - SNRPD3 116insGTCAGTTC p.M39fs
XH_P44 22 24953759 24953759 Missense_Mutation SNP G C G SNRPD3 c.G117C p.M39I
XH_P44 22 26105932 26105932 Splice_Site INS - GAATGCTACGAT - GRK3 . .
XH_P44 22 26899743 26899743 Nonsense_Mutation INS - TGTTTATTGTACA - TFIP11 insACATGTACAA.I148delinsIHVQX
XH_P44 22 26902853 26902853 In_Frame_Ins INS - AGGGAGAAA - TFIP11 7_158insTTTCTCp.G53delinsVSPW
XH_P44 22 28490181 28490181 In_Frame_Ins INS - TCTGTCTTTATTC - TTC28 CAAAAAGAATAA273delinsSKKNKDRPL
XH_P44 22 29750843 29750843 In_Frame_Ins INS - AGCCTCTTC - AP1B1 3_734insGAAGAG.T245delinsRRGS
XH_P44 22 29885359 29885359 Missense_Mutation SNP A G A NEFH c.A1730G p.E577G
XH_P44 22 29886210 29886210 Frame_Shift_Ins INS - TTGGCCTTCTCTG - NEFH 2insGTCTTGGCCT p.K861fs
XH_P44 22 30384550 30384550 Missense_Mutation SNP A T A MTMR3 c.A292T p.R98W
XH_P44 22 30384552 30384552 Splice_Site INS - AGTACTCAAGTG - MTMR3 . .
XH_P44 22 32046759 32046759 Frame_Shift_Ins INS - AAACATA - PISD 70_71insTATGTT p.H24fs
XH_P44 22 32046761 32046761 In_Frame_Ins INS - TTAGAGTTAAATG - PISD AACTCATTTAACT23delinsLLTHLTLTTT
XH_P44 22 32112227 32112227 Nonsense_Mutation INS - CACATGATGATA - PRR14L AGTGGAATATCAT3_K534delinsKWNIIMX
XH_P44 22 32179957 32179957 Frame_Shift_Ins INS - CTTCTTTTTTTCC - DEPDC5 _549insCTTCTTTT p.D183fs
XH_P44 22 32217621 32217621 Silent SNP A G A DEPDC5 c.A2004G p.G668G
XH_P44 22 32217622 32217622 Frame_Shift_Ins INS - TACAGATGTT - DEPDC5 5_2006insTACAG p.R669fs
XH_P44 22 36142607 36142607 Frame_Shift_Ins INS - T - RBFOX2 c.897_898insA p.V300fs
XH_P44 22 36142609 36142609 Splice_Site INS - TCTTTCTTGTTCTC - RBFOX2 . .
XH_P44 22 36889806 36889806 Nonsense_Mutation INS - TAAATTACAACTC - FOXRED2 669insTGAGTTGTp.P557delinsX
XH_P44 22 38877434 38877434 Frame_Shift_Ins INS - AAAAGAA - KDELR3 69_570insAAAAG p.F190fs
XH_P44 22 38877435 38877435 Frame_Shift_Ins INS - ATAAT - KDELR3 570_571insATAA p.F190fs
XH_P44 22 39475019 39475019 Frame_Shift_Ins INS - AAAAAAAAGAGA - APOBEC3G nsCAAAAAAAAA p.W23fs
XH_P44 22 39482428 39482428 Nonsense_Mutation INS - CTGGAGTGT - APOBEC3G 9_680insCTGGAG.E227delinsAGVX
XH_P44 22 40060900 40060900 Missense_Mutation SNP C T C CACNA1I c.C3718T p.R1240W
XH_P44 22 40068242 40068242 Frame_Shift_Ins INS - TTTTCTTATTTATG - CACNA1I 4insCCTTTTTCTTA p.F1491fs
XH_P44 22 40760930 40760930 Frame_Shift_Ins INS - CTCATGAATCATT - ADSL sAAAGCCTCATGA p.V413fs
XH_P44 22 40760932 40760932 Missense_Mutation SNP G T G ADSL c.G1240T p.V414F
XH_P44 22 40762502 40762502 Frame_Shift_Ins INS - CTTTTACTCCAACA - ADSL 1255insCTTTTACT p.K418fs
XH_P44 22 40762503 40762503 Missense_Mutation SNP G C G ADSL c.G1255C p.V419L
XH_P44 22 41320447 41320447 Frame_Shift_Ins INS - TTTAATATACTAC - XPNPEP3 nsGCTATTTAATA p.L440fs
XH_P44 22 41605932 41605932 Frame_Shift_Ins INS - AGATGGG - L3MBTL2 57_258insAGATG p.E86fs
XH_P44 22 41605934 41605934 Missense_Mutation SNP C T C L3MBTL2 c.C259T p.P87S



XH_P44 22 42114192 42114192 Nonsense_Mutation INS - GCATGCTTAATCT - MEI1 8insTGCATGCTT16_G217delinsSACLIX
XH_P44 22 42607640 42607640 Frame_Shift_Ins INS - CAAGCCCT - TCF20 1_3672insAGGG p.A1224fs
XH_P44 22 42807574 42807574 Frame_Shift_Ins INS - GGACT - NFAM1 289_290insAGTC p.T97fs
XH_P44 22 43213831 43213831 Frame_Shift_Ins INS - TTAAAAGAAGGA - ARFGAP3 CTTTTTCCTTCTT p.L238fs
XH_P44 22 45946455 45946455 Missense_Mutation SNP G T G FBLN1 c.G1657T p.A553S
XH_P44 22 47116872 47116872 Nonsense_Mutation INS - TATTTTTATTTATT - CERK sATAAATAAATAA.E61_E62delinsEX
XH_P44 22 50279312 50279312 Frame_Shift_Ins INS - AGCTTCGAGGTCT - ZBED4 003insAGCTTCG p.L668fs
XH_P44 22 50946058 50946058 Missense_Mutation SNP G A G LMF2 c.C47T p.A16V
XH_P44 22 51065691 51065691 Missense_Mutation SNP G A G ARSA c.C368T p.A123V
XH_P44 X 2951244 2951244 Frame_Shift_Ins INS - GTATGATACCATC - ARSH 1508insGTATGAT p.F503fs
XH_P44 X 6069378 6069378 Missense_Mutation SNP G T G NLGN4X c.C130A p.Q44K
XH_P44 X 6069380 6069380 In_Frame_Ins INS - ACCTATGTTCAA - NLGN4X insATCTTGAACAA43delinsDLEHRSS
XH_P44 X 11206955 11206955 Nonsense_Mutation INS - TGTGAAAACTGGA - ARHGAP6 0insTATCCAGTTT44_K145delinsYPVFTX
XH_P44 X 11272821 11272821 Frame_Shift_Ins INS - CTCTT - ARHGAP6 c.54_55insAAGAG p.F19fs
XH_P44 X 11272822 11272822 Missense_Mutation SNP A C A ARHGAP6 c.T54G p.D18E
XH_P44 X 13727462 13727462 Nonsense_Mutation INS - GCATAATATA - RAB9A 7_598insGCATAA199_C200delinsSAX
XH_P44 X 13727464 13727464 Nonsense_Mutation INS - AATTCTTT - RAB9A 99_600insAATTCC200_C201delinsX
XH_P44 X 16850834 16850834 Frame_Shift_Ins INS - GTGGCCCT - TXLNG 57_558insGTGGC p.A186fs
XH_P44 X 20227524 20227524 Splice_Site INS - ACCA - RPS6KA3 . .
XH_P44 X 22117166 22117166 Frame_Shift_Ins INS - CTATTGTCTTTTT - PHEX 977insCTATTGTC p.L326fs
XH_P44 X 24007008 24007008 In_Frame_Ins INS - TTATTGGGAAGT - KLHL15 insTAAACTTCCCT282delinsINFPITP
XH_P44 X 24024700 24024700 Frame_Shift_Ins INS - GGCTGCCATGT - KLHL15 _111insACATGGC p.I37fs
XH_P44 X 24229461 24229461 Nonsense_Mutation INS - AAGATCCTTTGTG - ZFX sATGGAAGATCC7_R568delinsNGRSFVX
XH_P44 X 24859875 24859875 Nonsense_Mutation INS - AATGACTTCTCTT - POLA1 844insAAATGAC.D1281delinsDKX
XH_P44 X 26157809 26157809 In_Frame_Ins INS - TCAAATCAACAC - MAGEB18 _708insTCAAATC.L236delinsLQINT
XH_P44 X 26212871 26212871 In_Frame_Ins INS - CACCAAATG - MAGEB6 8_909insCACCAAp.T303delinsTTKC
XH_P44 X 27479267 27479267 In_Frame_Ins INS - GTGTGGTTCGTT - PPP4R3CP 2147insAACGAAM716delinsKRTTL
XH_P44 X 27479650 27479650 In_Frame_Ins INS - AATTGG - PPP4R3CP 763_1764insCCAp.A588delinsAQF
XH_P44 X 27479652 27479652 Nonsense_Mutation INS - GAAGAAATATGTT - PPP4R3CP sCCATAAAACATAp.A588delinsPX
XH_P44 X 27998985 27998985 Frame_Shift_Ins INS - TGAGAGTG - DCAF8L1 66_467insCACTC p.Q156fs
XH_P44 X 27998987 27998987 Nonsense_Mutation SNP C T C DCAF8L1 c.G465A p.W155X
XH_P44 X 32404514 32404514 Nonsense_Mutation INS - TCTATGTATATGT - DMD GTATACATATACA188delinsIYTYTYTX
XH_P44 X 38024127 38024127 Nonsense_Mutation INS - TACTATATATGTC - SRPX TAGGTGACATATp.K163delinsIHRX
XH_P44 X 40513715 40513715 Frame_Shift_Ins INS - GA - MED14 .4191_4192insT p.Q1398fs
XH_P44 X 40513716 40513716 Nonsense_Mutation INS - TTTTTGTTAG - MED14 0_4191insCTAACA397_Q1398delinsHX
XH_P44 X 41203645 41203645 In_Frame_Ins INS - TGAAAAAGCTAA - DDX3X nsCAATGAAAAAF324delinsSMKKLII
XH_P44 X 41554966 41554966 Frame_Shift_Ins INS - AGTTA - GPR34 c.80_81insAGTTA p.T27fs
XH_P44 X 41554967 41554967 Nonsense_Mutation INS - TAACTAAAAGTG - GPR34 insTTTAACTAAA27_N28delinsTFNX
XH_P44 X 45011133 45011133 Missense_Mutation SNP G C G CXorf36 c.C1066G p.Q356E
XH_P44 X 45011134 45011134 Frame_Shift_Ins INS - A - CXorf36 c.1064_1065insT p.K355fs
XH_P44 X 46359703 46359703 Frame_Shift_Ins INS - GAAAAACCTTACA - ZNF674 sACATTTGTAAGG p.Y441fs
XH_P44 X 47307952 47307952 Frame_Shift_Ins INS - AGAGAAACCC - ZNF41 8_959insGGGTTT p.T320fs
XH_P44 X 47307953 47307953 Frame_Shift_Ins INS - ATATATGTACAGA - ZNF41 958insTCTGTACA p.T320fs
XH_P44 X 47774919 47774919 Missense_Mutation SNP C G C ZNF81 c.C874G p.P292A
XH_P44 X 47774920 47774920 Frame_Shift_Ins INS - ATTGCTTTTA - ZNF81 5_876insATTGCT p.P292fs
XH_P44 X 48672897 48672897 Nonsense_Mutation INS - TTAATTATTTAAT - HDAC6 858insTTAATTATH286_L287delinsHX
XH_P44 X 48672899 48672899 Frame_Shift_Ins INS - A - HDAC6 c.859_860insA p.L287fs
XH_P44 X 48681460 48681460 Frame_Shift_Ins INS - CTTCCCTG - HDAC6 51_2652insCTTC p.S884fs
XH_P44 X 49071679 49071679 Frame_Shift_Ins INS - ATCTCCACATAAT - CACNA1F insGGGATTATGT p.K1155fs
XH_P44 X 49645750 49645750 Frame_Shift_Ins INS - GTGCAGGACATC - USP27X 41insTGTGCAGG p.A280fs
XH_P44 X 52677315 52677315 Frame_Shift_Ins INS - CTAGTCCATAAGA - SSX7 2insCATCTTATGG p.T154fs
XH_P44 X 53115156 53115156 Frame_Shift_Ins INS - TGAATTGTCTCAT - TSPYL2 1583insTGAATTG p.N528fs
XH_P44 X 53115327 53115327 Frame_Shift_Ins INS - GTTTCGTGGTC - TSPYL2 _1754insGTTTCG p.D585fs
XH_P44 X 53115329 53115329 Frame_Shift_Ins INS - CA - TSPYL2 .1755_1756insC p.D585fs
XH_P44 X 53457721 53457721 Frame_Shift_Ins INS - GCTCTGGAGTC - RIBC1 _697insGCTCTGG p.A232fs
XH_P44 X 53584360 53584360 Nonsense_Mutation INS - TTGTTCTGGTTAT - HUWE1 nsGATAATAACCAp.T2730delinsRX
XH_P44 X 53631646 53631646 Nonsense_Mutation INS - ACAGTCCAATTTA - HUWE1 CTCATCCTAAATT 82_A883delinsEISSX
XH_P44 X 54161531 54161531 Nonsense_Mutation INS - TCTGTATTATTTTG - FAM120C 349insCAAAATA450_P451delinsAKX
XH_P44 X 54359650 54359650 In_Frame_Ins INS - AAA - WNK3 c.456_457insTTTp.L153delinsFL
XH_P44 X 54359652 54359652 Nonsense_Mutation INS - ATGGTC - WNK3 454_455insGACCp.E152delinsGPX
XH_P44 X 54839982 54839982 In_Frame_Ins INS - GAGTTCAGGACC - MAGED2 1271insGAGTTCK424delinsRVQDQ
XH_P44 X 70053425 70053425 Frame_Shift_Ins INS - TTGCTTCCTTTGT - TEX11 AAAGAACAAAGG p.F182fs
XH_P44 X 70757818 70757818 Frame_Shift_Ins INS - AGTTTGAGAT - OGT _359insAGTTTG p.P120fs
XH_P44 X 71684461 71684461 Frame_Shift_Ins INS - CTTCTCAGCTTAG - HDAC8 5insTGCTAAGCT p.K195fs
XH_P44 X 73812702 73812702 Frame_Shift_Ins INS - AACATCCTTT - RLIM _448insAAAGGA p.Q150fs
XH_P44 X 73812704 73812704 Missense_Mutation SNP C G C RLIM c.G446C p.S149T
XH_P44 X 73960748 73960748 Frame_Shift_Ins INS - GATATGAGCA - KIAA2022 3_3644insTGCTC p.N1215fs
XH_P44 X 73962762 73962762 In_Frame_Ins INS - ACGCTAGTAATCA - KIAA2022 TCTTTATGATTAC44delinsFFMITSVPLI
XH_P44 X 77266676 77266676 Nonsense_Mutation INS - GTTAATATGTATC - ATP7A 874insAGTTAATAp.L625delinsX
XH_P44 X 77301054 77301054 In_Frame_Ins INS - CCTCTTGGTGGT - ATP7A CATTTATCCTCTTG326delinsSAFILLVVEIF
XH_P44 X 77301947 77301947 In_Frame_Ins INS - AAGAAAGAAGAT - ATP7A 150insAAAGAAAGR1383delinsRKERRF
XH_P44 X 79952315 79952315 Nonsense_Mutation INS - CTATTGTATATTT - BRWD3 CTCTAAAATATA997_P998delinsPVLX
XH_P44 X 83126554 83126554 Frame_Shift_Ins INS - CTTGAGTAAGAA - CYLC1 ATTATTCTTGAGT p.P50fs
XH_P44 X 84525882 84525882 Frame_Shift_Ins INS - TAGTTGGCATTCA - ZNF711 1335insTAGTTGG p.T445fs
XH_P44 X 84525884 84525884 Missense_Mutation SNP C T C ZNF711 c.C1336T p.H446Y
XH_P44 X 99943437 99943437 Nonsense_Mutation INS - AGACTATAGGTG - SYTL4 CTAAGCACCTAT6_E307delinsLSTYSLNX
XH_P44 X 100117658 100117658 Nonsense_Mutation INS - ATCTTCTATATCCT - NOX1 GCCAAGGATATA p.T126delinsTX
XH_P44 X 100169529 100169529 Nonsense_Mutation INS - GTTGTCTGATTCT - XKRX insAATAGAATCA383_A384delinsKX
XH_P44 X 100653786 100653786 Nonsense_Mutation INS - TAACTTTAAGAAT - GLA GAAACATTCTTAN263delinsRKHSX
XH_P44 X 101909048 101909048 Frame_Shift_Ins INS - TACAAAGAAA - GPRASP1 _208insTACAAA p.S69fs
XH_P44 X 101909169 101909169 Missense_Mutation SNP A G A GPRASP1 c.A328G p.R110G
XH_P44 X 101909171 101909171 Frame_Shift_Ins INS - CATCATTCTCT - GPRASP1 _331insCATCATT p.R110fs
XH_P44 X 101909583 101909583 Nonsense_Mutation INS - GTCTCCTCCTTTGA - GPRASP1 743insGTCTCCTC48_S249delinsGLLLX
XH_P44 X 101911110 101911110 Frame_Shift_Ins INS - ACTTATTATTGGTC - GPRASP1 sCAAGACTTATTA p.D757fs
XH_P44 X 101912985 101912985 Nonsense_Mutation INS - GAGTAGTTCTTTT - GPRASP1 5insCTGAGTAGTp.K1382delinsTEX
XH_P44 X 103420390 103420390 Nonsense_Mutation INS - CAATTTTAAGATA - FAM199X CCATACAATTTTAdelinsENYRIHTILRYNX
XH_P44 X 105279334 105279334 Frame_Shift_Ins INS - ACTACAGAAGGG - SERPINA7 TTTACCCCTTCTG p.S222fs
XH_P44 X 106109220 106109220 Nonsense_Mutation INS - TAAAAATAAATA - TBC1D8B TTTCTATTAAAAA73_S874delinsNSSFYX
XH_P44 X 107402838 107402838 Nonsense_Mutation INS - AAAGAATGGA - COL4A6 4_4495insTCCAT499_Q1500delinsSILX
XH_P44 X 109695360 109695360 In_Frame_Ins INS - AATCTAAAGCTCT - RTL9 516insGAATCTAAP505delinsPESKAL
XH_P44 X 111090659 111090659 Frame_Shift_Ins INS - GC - TRPC5 .1382_1383insG p.N461fs
XH_P44 X 111090660 111090660 Frame_Shift_Ins INS - TTACTTC - TRPC5 81_1382insGAAG p.N461fs
XH_P44 X 112058984 112058984 Frame_Shift_Ins INS - AGCCTATT - AMOT 93_994insAATAG p.S332fs
XH_P44 X 115590056 115590056 In_Frame_Ins INS - AGTTGTTAATAGA - SLC6A14 nsAGCTAGTTGTT622delinsELVVNRSI
XH_P44 X 118239107 118239107 Frame_Shift_Ins INS - TTTTCCATCCA - KIAA1210 _916insTGGATGG p.P306fs
XH_P44 X 118239108 118239108 Silent SNP G A G KIAA1210 c.C915T p.N305N
XH_P44 X 118257544 118257544 Splice_Site INS - TAAGGCTTTTTCT - KIAA1210 . .
XH_P44 X 118257546 118257546 Silent SNP C T C KIAA1210 c.G480A p.E160E



XH_P44 X 119694376 119694376 Nonsense_Mutation INS - AATAAGAGTATA - CUL4B insTTAATATACTC40_L41delinsLIYSYFX
XH_P44 X 122766869 122766869 Missense_Mutation SNP C A C THOC2 c.G2159T p.R720I
XH_P44 X 122766871 122766871 In_Frame_Ins INS - TACATGTTTTTA - THOC2 2157insTAAAAA.I719delinsIKNMY
XH_P44 X 122770004 122770004 Frame_Shift_Ins INS - TATTTGTTGGTTG - THOC2 4insCTACAACCAA p.A648fs
XH_P44 X 127186132 127186132 Frame_Shift_Ins INS - TTTGAATCCTAG - ACTRT1 4insCCTAGGATT p.S18fs
XH_P44 X 128642068 128642068 Frame_Shift_Ins INS - ATGGAACAGCCG - SMARCA1 nsACACCGGCTGT p.A272fs
XH_P44 X 130416711 130416711 Nonsense_Mutation INS - AACTGTTTTTATTA - IGSF1 TTGATAATAAAA_T310delinsVDNKNSCX
XH_P44 X 132160095 132160095 Frame_Shift_Ins INS - CAAGGAAACAAA - USP26 nsTTTCTTTTTGTT p.K718fs
XH_P44 X 132160096 132160096 Frame_Shift_Ins INS - GATGA - USP26 152_2153insTCA p.K718fs
XH_P44 X 132351569 132351569 Frame_Shift_Ins INS - GAAGA - TFDP3 718_719insTCTT p.E240fs
XH_P44 X 133379376 133379376 Missense_Mutation SNP A G A CCDC160 c.A546G p.I182M
XH_P44 X 133379377 133379377 Frame_Shift_Ins INS - TTCTCTTGTTCTC - CCDC160 548insTTCTCTTG p.F183fs
XH_P44 X 133927918 133927918 Frame_Shift_Ins INS - T - FAM122B c.103_104insA p.L35fs
XH_P44 X 133927920 133927920 Nonsense_Mutation INS - TTCTTAAAATGAT - FAM122B AGCACATCATTTT34_L35delinsDSTSFX
XH_P44 X 134425455 134425455 In_Frame_Ins INS - CTTCTCACTTTT - ZNF75D 639insAAAAGTGE213delinsEKVRR
XH_P44 X 134494786 134494786 Frame_Shift_Ins INS - GAATTCTCTGAT - ZNF449 43insATGAATTC p.T448fs
XH_P44 X 135312740 135312740 Nonsense_Mutation INS - TATCTTAGCAACA - MAP7D3 TTTTCTGTGTTGCQ483_K484delinsQX
XH_P44 X 135322643 135322643 Nonsense_Mutation INS - TCA - MAP7D3 c.483_484insTGAp.N162delinsX
XH_P44 X 135322644 135322644 Nonsense_Mutation INS - GTCCCATGTTATT - MAP7D3 TGTAAAATAACA61_N162delinsAVKX
XH_P44 X 135431898 135431898 Frame_Shift_Ins INS - TGTTGATAATGA - ADGRG4 nsAAGATGTTGAT p.L2011fs
XH_P44 X 135441571 135441571 Frame_Shift_Ins INS - CATAAATGTCAAA - ADGRG4 GTAGTTCATAAAT p.L2367fs
XH_P44 X 135593932 135593932 Frame_Shift_Ins INS - TTCTTCTAACTCT - HTATSF1 29insTTTTCTTCT p.S676fs
XH_P44 X 135593933 135593933 Frame_Shift_Ins INS - TCAAGAACATTTT - HTATSF1 030insTCAAGAA p.D677fs
XH_P44 X 135829737 135829737 Frame_Shift_Ins INS - AATGCTTGAATTT - ARHGEF6 64insAAAATTCA p.D88fs
XH_P44 X 138699835 138699835 Nonsense_Mutation INS - TCTTCTCAGAGGT - MCF2 ATATAACCTCTGAp.I240delinsTIX
XH_P44 X 140996156 140996156 In_Frame_Ins INS - GAACTTGTATAT - MAGEC1 _2967insGAACTT.S989delinsRNLYI
XH_P44 X 142716575 142716575 Nonsense_Mutation INS - CAAGGGTGTCTC - SLITRK4 350insTGAGACAK784_Q785delinsX
XH_P44 X 147106484 147106484 Frame_Shift_Ins INS - CTCTCCCACTTCC - FMR1NB 3insTGCTCTCCCA p.K244fs
XH_P44 X 148037403 148037403 Frame_Shift_Ins INS - GTTC - AFF2 .751_752insGTT p.L251fs
XH_P44 X 148037405 148037405 In_Frame_Ins INS - GATGTCACTTTGT - AFF2 54insGGATGTCAL251delinsLGCHFV
XH_P44 X 148037594 148037594 Frame_Shift_Ins INS - GTTTCTGGAATTT - AFF2 nsTTTGTTTCTGG p.A314fs
XH_P44 X 148037596 148037596 Missense_Mutation SNP C G C AFF2 c.C944G p.T315S
XH_P44 X 149983373 149983373 Frame_Shift_Ins INS - A - CD99L2 c.238_239insT p.Q80fs
XH_P44 X 149983374 149983374 Nonsense_Mutation INS - AAACTGAAAGAC - CD99L2 AATAAAGTCTTTC.Q80_D81delinsX
XH_P44 X 151283993 151283993 Frame_Shift_Ins INS - TTGAT - AGEA10-MAGEAc.19_20insATCAA p.S7fs
XH_P44 X 151283995 151283995 In_Frame_Ins INS - ATT - AGEA10-MAGEAc.17_18insAAT p.K6delinsKM
XH_P44 X 151870144 151870144 Frame_Shift_Ins INS - TTTTGCGATT - MAGEA6 4_835insTTTTGC p.L278fs
XH_P44 X 154159502 154159502 In_Frame_Ins INS - AAATAATGATTCA - F8 insACTTTGAATCA855delinsTLNHYFLH
XH_P44 X 154743862 154743862 Frame_Shift_Ins INS - TCCACAGTATTAT - TMLHE TAATTATAATACT p.Q141fs
XH_P44 Y 21869192 21869192 Frame_Shift_Ins INS - GCTCCATTCTATA - KDM5D 3669insTATAGAA p.R1223fs
XH_P44 1 104166524 104166524 Nonsense_Mutation SNV G T T AMY2A c.1138G>T P.G380*
XH_P44 1 155330089 155330089 Splice_Site SNV T C C ASH1L c.6795+3A>G
XH_P44 1 161332111 161332111 Splice_Site SNV G T T SDHC c.406-8G>T
XH_P44 1 185984573 185984573 Splice_Site INDEL - CCTCCTTTAATACCCTCCTTTAATAC HMCN1 5insCATTTCCTCCTTTAATACTAGGT
XH_P44 1 215777614 215777614 Missense_Mutation SNV A T T KCTD3 c.1279A>T P.I427F
XH_P44 1 227260005 227260005 Splice_Site INDEL - TTGTTTAATGATTTTGTTTAATGATTT CDC42BPA sACTATGAAATCATTAAACAATGCATA
XH_P44 1 42657102 42657102 Frame_Shift_Ins INDEL - TTCTTGATTAAAATTCTTGATTAAAA FOXJ3 nsATAAATTTTAAT P.S408fs
XH_P44 1 43632865 43632865 Missense_Mutation INDEL - TTTTATTCTTAAATTTTATTCTTAAA EBNA1BP2 TGTATTTTAAGAA_H249insPLYFKNKSLNH
XH_P44 10 116595395 116595395 Frame_Shift_Ins INDEL - TTAATAAC TTAATAAC FAM160B1 95_396insTAATA P.Q133fs
XH_P44 10 120795787 120795787 Splice_Site INDEL - ACTGATGAAGATGACTGATGAAGATG EIF3A -7insCATCCATCTTCATCAGTCTCA
XH_P44 10 126138353 126138353 Missense_Mutation SNV C T T NKX1-2 c.160G>A P.E54K
XH_P44 10 64565121 64565121 Missense_Mutation SNV T A A ADO c.302T>A P.F101Y
XH_P44 10 75258951 75258951 Splice_Site SNV G A A USP54 c.4310-5C>T
XH_P44 10 75258952 75258952 Splice_Site INDEL - GATCTTTTCCATTGATCTTTTCCATT USP54 10-6insGAATGGAAAAGATCA
XH_P44 10 86273648 86273648 Frame_Shift_Ins INDEL - TTAAGTTTGCTTCTTAAGTTTGCTTC CCSER2 TAATGTTTAAGTT P.K924fs
XH_P44 11 57094887 57094887 Splice_Site INDEL - TATGGGGGAACGTATGGGGGAACG SSRP1 sTATTTTTTTCGTTCCCCCATACCTTCAAAT
XH_P44 12 55725609 55725609 Frame_Shift_Ins INDEL - CTTGTTTG CTTGTTTG OR6C3 26_127insTTGTT P.I43fs
XH_P44 12 55725611 55725611 Frame_Shift_Ins INDEL - TTTAATATTTTTTTTTTAATATTTTTTT OR6C3 ATGTTTTAATATT P.T44fs
XH_P44 12 66703601 66703601 Missense_Mutation SNV A G G HELB c.893A>G P.Y298C
XH_P44 12 96912787 96912787 Missense_Mutation SNV G C C CFAP54 c.880G>C P.A294P
XH_P44 13 100953867 100953867 Splice_Site INDEL - AATGTAACATTTGAATGTAACATTTG PCCA sGTTAATCGAATGTAACATTTGAACATATT
XH_P44 13 103528130 103528130 Frame_Shift_Ins INDEL - ATTTGTTATGCCTTATTTGTTATGCCT ERCC5 TTCTGGGTTTTTCsSSKVFVMPLFWVFRFALSSSSSDSDD
XH_P44 13 49033978 49033978 Splice_Site INDEL - TAGTCATTTTTACTAGTCATTTTTAC RB1 06+10insATTAGTCATTTTTACTG
XH_P44 14 24534215 24534215 Silent SNV G A A CARMIL3 c.3129G>A P.P1043P
XH_P44 15 23006812 23006812 Frame_Shift_Ins INDEL - CTAAATAGGGCCCCTAAATAGGGCCC NIPA2 nsCCAGGGCCCTA P.L165fs
XH_P44 15 49304055 49304055 Frame_Shift_Ins INDEL - G G SECISBP2L c.1736_1737insC P.L580fs
XH_P44 15 49304057 49304057 Frame_Shift_Ins INDEL - TAGGGAGATGGTTAGGGAGATGGT SECISBP2L CTCTTTAACCATCT P.I579fs
XH_P44 16 1270585 1270585 Missense_Mutation SNV G A A CACNA1H c.6635G>A P.R2212H
XH_P44 16 15814050 15814050 Silent SNV G A A MYH11 c.4932C>T P.I1644I
XH_P44 16 30544467 30544467 Missense_Mutation SNV A G G ZNF747 c.349T>C P.S117P
XH_P44 16 31201659 31201659 Frame_Shift_Ins INDEL - ATTCTTTACCTAGAATTCTTTACCTAG FUS sGGAGAATTCTTT P.S412fs
XH_P44 17 65105671 65105671 Frame_Shift_Ins INDEL - CCCAACAATGCTACCCAACAATGCTT HELZ insAAAAAGCATT P.H1350fs
XH_P44 17 65941977 65941977 Frame_Shift_Ins INDEL - ACATGGGATGAAACATGGGATGAA BPTF nsAGGGACATGG P.I2511fs
XH_P44 18 47101968 47101968 Splice_Site INDEL - ATTACAAGTTAAGATTACAAGTTAA LIPG 3+9insTGATTACAAGTTAAGT
XH_P44 18 66542031 66542031 Splice_Site INDEL - CCTTCATTTAGCTCCTTCATTTAGCTT CCDC102B nsATTAGTCCTTCATTTAGCTTTAGTGT
XH_P44 19 13264286 13264286 Missense_Mutation SNV A G G IER2 c.286A>G P.M96V
XH_P44 19 49956673 49956673 Missense_Mutation SNV G A A ALDH16A1 c.85G>A P.A29T
XH_P44 2 207175330 207175330 Frame_Shift_Ins INDEL - ATTTTTCTTTTCATATTTTTCTTTTCAT ZDBF2 CTAATTATTTTTC P.F2025fs
XH_P44 2 48027927 48027927 Frame_Shift_Ins INDEL - TCA TCA MSH6 2805_2806insTC P.S935dup
XH_P44 2 48027928 48027928 Missense_Mutation INDEL - GGGAGACCCAACGGGAGACCCAAC MSH6 2807insGGGAGAD936delinsGETQH
XH_P44 22 30384550 30384550 Missense_Mutation SNV A T T MTMR3 c.292A>T P.R98W
XH_P44 22 30384552 30384552 Splice_Site INDEL - AGTACTCAAGTGCAGTACTCAAGTG MTMR3 sATCAACAGTACTCAAGTGATTTAC
XH_P44 3 122404174 122404174 Splice_Site INDEL - TAAAGATTG TAAAGATTG PARP14 _321+10insTAAAGATTG
XH_P44 3 129370327 129370327 Silent SNV T C C TMCC1 c.1959A>G P.R653R
XH_P44 4 172735881 172735881 Splice_Site SNV C A A GALNTL6 c.138+12C>A
XH_P44 4 184182361 184182361 Missense_Mutation SNV G A A WWC2 c.1585G>A P.A529T
XH_P44 4 22438270 22438270 Splice_Site INDEL - TTAATCAGGTAACTTAATCAGGTAAC ADGRA3 ACTTTCTAGTTACCTGATTAAACATATAAAGAA
XH_P44 5 113831641 113831641 Missense_Mutation SNV A G G KCNN2 c.458A>G P.E153G
XH_P44 5 134344570 134344570 Missense_Mutation SNV C T T CATSPER3 c.715C>T P.R239W
XH_P44 5 140810395 140810395 Silent SNV G A A PCDHGA12 c.69G>A P.L23L
XH_P44 5 52161585 52161585 Missense_Mutation SNV G T T ITGA1 c.558G>T P.W186C
XH_P44 6 161471022 161471022 Splice_Site INDEL - CTTTAATTCTCCTTCTTTAATTCTCCTT MAP3K4 2insACTCCTTTAATTCTCCTTCTGT
XH_P44 6 64940723 64940723 Splice_Site INDEL - AATCTTCATTACCAATCTTCATTACC EYS TACAAAAGGGTAATGAAGATTGATTACCTTTT
XH_P44 6 79700580 79700580 Splice_Site SNV T G G PHIP c.2319+5A>C
XH_P44 8 134274407 134274407 Frame_Shift_Ins INDEL - TAAATACTTTTTATAAATACTTTTTAA NDRG1 ACAGTTAAAAAGT0delinsTTVKKYLKEQ
XH_P44 8 62489419 62489419 Splice_Site INDEL - AATTTCTCTACAGAAATTTCTCTACAGA ASPH nsTGATTCTGTAGAGAAATTAGAA
XH_P44 8 89128957 89128957 Splice_Site INDEL - AGTTCTCATTCATAAGTTCTCATTCAT MMP16 -10insGAATGAATGAGAACTTG
XH_P44 9 131362384 131362384 Missense_Mutation SNV C T T SPTAN1 c.3569C>T P.S1190F



XH_P44 9 8449832 8449832 Frame_Shift_Ins INDEL - AGTCTGAAAGGAAGTCTGAAAGGA PTPRD CTTAATTTCCTTT94delinsNLISFQTFAW
XH_P44 X 148037594 148037594 Frame_Shift_Ins INDEL - GTTTCTGGAATTTGTTTCTGGAATTTT AFF2 insTTTGTTTCTG P.T641fs
XH_P44 X 24229461 24229461 Frame_Shift_Ins INDEL - AAGATCCTTTGTGAAGATCCTTTGTG ZFX sATGGAAGATCC P.M796fs
XH_P45 1 909723 909723 Missense_Mutation SNP G A G PLEKHN1 c.G1576A p.E526K
XH_P45 1 42047604 42047604 Silent SNP C T C HIVEP3 c.G2865A p.G955G
XH_P45 1 42047605 42047605 Missense_Mutation SNP C T C HIVEP3 c.G2864A p.G955E
XH_P45 1 43850740 43850740 Silent SNP C T C MED8 c.G513A p.S171S
XH_P45 1 120165808 120165808 Silent SNP G A G ZNF697 c.C1158T p.C386C
XH_P45 1 143906122 143906122 Missense_Mutation SNP C A C FAM72C c.G245T p.G82V
XH_P45 1 152323466 152323466 Missense_Mutation SNP A C A FLG2 c.T6796G p.W2266G
XH_P45 1 156551665 156551665 Missense_Mutation SNP C G C TTC24 c.C509G p.P170R
XH_P45 1 157772407 157772407 Missense_Mutation SNP G T G FCRL1 c.C367A p.Q123K
XH_P45 1 179363112 179363112 Missense_Mutation SNP G A G AXDND1 c.G938A p.R313Q
XH_P45 1 179852003 179852003 Missense_Mutation SNP G T G TOR1AIP1 c.G366T p.M122I
XH_P45 1 182856531 182856531 Missense_Mutation SNP G A G DHX9 c.G3775A p.G1259S
XH_P45 1 182856532 182856532 Frame_Shift_Ins INS - AA - DHX9 .3776_3777insA p.G1259fs
XH_P45 1 183520049 183520049 In_Frame_Ins INS - CTATTA - SMG7 171_3172insCTAp.D1057delinsDLL
XH_P45 1 186273365 186273365 In_Frame_Ins INS - CATCTTGTTTATG - PRG4 23insACATCTTGTI108delinsNILFML
XH_P45 1 201437771 201437771 Silent SNP G A G PHLDA3 c.C144T p.G48G
XH_P45 1 212148632 212148632 Nonsense_Mutation INS - TTCTGAGGCAAC - INTS7 ATGCTGAGTTGCCS515delinsISSEKICX
XH_P45 1 214819459 214819459 Silent SNP A C A CENPF c.A6546C p.A2182A
XH_P45 1 223178705 223178705 Silent SNP C T C DISP1 c.C3237T p.V1079V
XH_P45 1 227152761 227152761 Missense_Mutation SNP C T C COQ8A c.C238T p.H80Y
XH_P45 1 227152778 227152778 Missense_Mutation SNP T G T COQ8A c.T255G p.H85Q
XH_P45 1 249142545 249142545 Missense_Mutation SNP C T C ZNF672 c.C1072T p.R358W
XH_P45 2 11798684 11798684 Missense_Mutation SNP C T C NTSR2 c.G1154A p.R385Q
XH_P45 2 98177189 98177189 Silent SNP G A G ANKRD36B c.C804T p.D268D
XH_P45 2 99438796 99438796 Missense_Mutation SNP G A G KIAA1211L c.C1940T p.P647L
XH_P45 2 108487160 108487160 Splice_Site DEL G - G RGPD4 . .
XH_P45 2 131377636 131377636 Silent SNP C T C POTEJ c.C718T p.L240L
XH_P45 2 201501684 201501684 Silent SNP T C T AOX1 c.T2397C p.H799H
XH_P45 2 220435402 220435402 Missense_Mutation SNP C T C OBSL1 c.G553A p.E185K
XH_P45 3 44776636 44776636 Frame_Shift_Ins INS - GAGTCTTACATTC - ZNF501 AGATTGAGTCTTA p.T241fs
XH_P45 3 119379085 119379085 In_Frame_Ins INS - GCCCCAAAGATGA - POPDC2 GGCGCTCATCTTTlinsLCCCWRSSLGPLKASL
XH_P45 3 182872043 182872043 Frame_Shift_Ins INS - ACTGAAG - LAMP3 85_186insCTTCA p.Q62fs
XH_P45 4 367133 367133 Silent SNP C A C ZNF141 c.C679A p.R227R
XH_P45 4 1730122 1730122 Silent SNP G A G TACC3 c.G993A p.S331S
XH_P45 4 13605800 13605800 Frame_Shift_Ins INS - AGTACACAGAAG - BOD1L1 2724insCCTTCTG p.L908fs
XH_P45 4 71099933 71099933 Splice_Site INS - C - FDCSP . .
XH_P45 4 85657363 85657363 Missense_Mutation SNP C T C WDFY3 c.G6875A p.R2292Q
XH_P45 4 85657364 85657364 Silent SNP G T G WDFY3 c.C6874A p.R2292R
XH_P45 4 109584437 109584437 Silent SNP G A G OSTC c.G480A p.S160S
XH_P45 4 128818048 128818048 Frame_Shift_Ins INS - ACTATACAGTAG - PLK4 701insTACTATAC p.N900fs
XH_P45 4 140046374 140046374 Nonsense_Mutation INS - GTAATTTTGTGCA - ELF2 ACTCTATGCACAAY61_M62delinsSIVX
XH_P45 5 15936681 15936681 Missense_Mutation SNP G A G FBXL7 c.G721A p.E241K
XH_P45 5 36251469 36251469 Missense_Mutation SNP C T C RANBP3L c.G1228A p.E410K
XH_P45 5 149216256 149216256 Silent SNP C T C PPARGC1B c.C2121T p.G707G
XH_P45 5 175535641 175535641 Missense_Mutation SNP G A G FAM153B c.G665A p.G222E
XH_P45 6 26056440 26056440 Missense_Mutation SNP C T C HIST1H1C c.G217A p.V73M
XH_P45 6 42072919 42072919 Missense_Mutation SNP C T C C6orf132 c.G2731A p.E911K
XH_P45 6 143090985 143090985 Missense_Mutation SNP C G C HIVEP2 c.G4891C p.D1631H
XH_P45 7 5265491 5265491 Missense_Mutation SNP G A G WIPI2 c.G601A p.G201S
XH_P45 7 15405182 15405182 Missense_Mutation SNP C A C AGMO c.G1220T p.G407V
XH_P45 7 39649581 39649582 Frame_Shift_Del DEL TT - TT YAE1D1 c.617_618del p.I206fs
XH_P45 7 57188238 57188238 Missense_Mutation SNP C T C ZNF479 c.G884A p.R295K
XH_P45 7 64169028 64169028 Frame_Shift_Ins INS - G - ZNF107 c.2457_2458insG p.K819fs
XH_P45 7 64169029 64169029 Missense_Mutation SNP A C A ZNF107 c.A2458C p.T820P
XH_P45 7 64292354 64292354 Missense_Mutation SNP G A G ZNF138 c.G293A p.R98H
XH_P45 7 76029798 76029798 Missense_Mutation SNP C T C SSC4D c.G280A p.V94I
XH_P45 7 100675718 100675718 Frame_Shift_Ins INS - TCAACACCACA - MUC17 _1022insTCAACA p.A341fs
XH_P45 7 100684419 100684419 Missense_Mutation SNP T C T MUC17 c.T9722C p.I3241T
XH_P45 7 117188877 117188877 Missense_Mutation SNP G T G CFTR c.G1392T p.K464N
XH_P45 7 143090920 143090920 Missense_Mutation SNP G A G EPHA1 c.C2540T p.P847L
XH_P45 8 10465894 10465894 In_Frame_Ins INS - ACCTCCCATTCTG - RP1L1 AGAGGCAGAATGlinsDVEPPEAEWEVQPESEG
XH_P45 8 75157007 75157007 Silent SNP G A G JPH1 c.C1662T p.Y554Y
XH_P45 8 133187777 133187777 Missense_Mutation SNP C T C KCNQ3 c.G496A p.V166I
XH_P45 8 144874523 144874523 Missense_Mutation SNP C T C SCRIB c.G4381A p.A1461T
XH_P45 9 71836286 71836286 Missense_Mutation SNP G A G TJP2 c.G838A p.D280N
XH_P45 9 88624819 88624819 Silent SNP C T C NAA35 c.C1263T p.I421I
XH_P45 9 116811587 116811587 Missense_Mutation SNP G A G ZNF618 c.G1906A p.E636K
XH_P45 9 130580435 130580435 Silent SNP C T C ENG c.G1650A p.T550T
XH_P45 10 8007521 8007521 In_Frame_Ins INS - TTTCTCTCT - TAF3 48_2049insTTTCTp.P683delinsPFSL
XH_P45 10 88912127 88912127 Missense_Mutation SNP C A C FAM35A c.C1016A p.S339Y
XH_P45 10 129904386 129904386 Silent SNP C T C MKI67 c.G4638A p.T1546T
XH_P45 11 609242 609242 Silent SNP C T C PHRF1 c.C3786T p.G1262G
XH_P45 11 1651346 1651346 Silent SNP C T C KRTAP5-5 c.C276T p.C92C
XH_P45 11 10536511 10536511 Silent SNP G A G RNF141 c.C645T p.N215N
XH_P45 11 31703413 31703413 Silent SNP C T C ELP4 c.C1222T p.L408L
XH_P45 11 31703414 31703414 Missense_Mutation SNP T G T ELP4 c.T1223G p.L408R
XH_P45 11 62289981 62289981 Missense_Mutation SNP C T C AHNAK c.G11908A p.V3970I
XH_P45 11 62295116 62295116 Missense_Mutation SNP C G C AHNAK c.G6773C p.G2258A
XH_P45 11 64601971 64601971 Missense_Mutation SNP C T C CDC42BPG c.G2254A p.E752K
XH_P45 11 68773443 68773443 Missense_Mutation SNP G A G MRGPRF c.C335T p.A112V
XH_P45 11 76062520 76062520 Missense_Mutation SNP T A T THAP12 c.A1674T p.R558S
XH_P45 11 85712094 85712094 Missense_Mutation SNP C T C PICALM c.G1001A p.R334H
XH_P45 12 7636271 7636271 Frame_Shift_Ins INS - GGGA - CD163 2779_2780insTC p.N927fs
XH_P45 12 7636272 7636272 Splice_Site SNP C T C CD163 . .
XH_P45 12 10962149 10962149 Missense_Mutation SNP C T C TAS2R9 c.G526A p.G176S
XH_P45 12 11546058 11546058 Silent SNP G A G PRB2 c.C954T p.P318P
XH_P45 12 53162773 53162775 In_Frame_Del DEL ACT - ACT KRT76 c.1639_1641del p.547_547del
XH_P45 12 57567621 57567621 Silent SNP G A G LRP1 c.G3405A p.S1135S
XH_P45 12 70954714 70954714 Nonsense_Mutation INS - CACGGTGCCCAG - PTPRB TATGAGGCTGGG083delinsEKVYEAGHRGSCLX
XH_P45 12 104121124 104121124 Missense_Mutation SNP C T C STAB2 c.C4931T p.A1644V
XH_P45 12 109639409 109639409 Missense_Mutation SNP G A G ACACB c.G2816A p.R939K
XH_P45 12 125397652 125397652 Silent SNP T C T UBC c.A666G p.V222V
XH_P45 13 50279847 50279847 Missense_Mutation SNP C A C KPNA3 c.G1282T p.V428F
XH_P45 14 59113387 59113387 Silent SNP G A G DACT1 c.G1935A p.S645S
XH_P45 14 71275774 71275779 In_Frame_Del DEL CCTCCT - CCTCCT MAP3K9 c.110_115del p.37_39del



XH_P45 14 97031383 97031383 Missense_Mutation SNP G A G PAPOLA c.G1484A p.R495Q
XH_P45 14 105413588 105413588 Missense_Mutation SNP G C G AHNAK2 c.C7900G p.L2634V
XH_P45 15 24921537 24921537 Missense_Mutation SNP G A G NPAP1 c.G523A p.E175K
XH_P45 15 75982185 75982185 Silent SNP T C T CSPG4 c.A1221G p.P407P
XH_P45 15 90336303 90336303 Missense_Mutation SNP T A T ANPEP c.A2212T p.N738Y
XH_P45 16 1291545 1291545 Missense_Mutation SNP C T C TPSAB1 c.C344T p.T115I
XH_P45 16 1291547 1291552 In_Frame_Del DEL GCCCAG - GCCCAG TPSAB1 c.346_351del p.116_117del
XH_P45 16 2230709 2230709 Missense_Mutation SNP G A G CASKIN1 c.C2660T p.A887V
XH_P45 16 3778907 3778907 Silent SNP G A G CREBBP c.C6027T p.A2009A
XH_P45 16 27364014 27364014 Missense_Mutation SNP A C A IL4R c.A667C p.N223H
XH_P45 16 27364015 27364015 Frame_Shift_Ins INS - GC - IL4R c.668_669insGC p.N223fs
XH_P45 16 66946227 66946227 Missense_Mutation SNP G A G CDH16 c.C1175T p.A392V
XH_P45 17 1557187 1557187 Nonsense_Mutation INS - ACCTAA - PRPF8 110_6111insTTAp.S2037delinsSX
XH_P45 17 4936297 4936297 Silent SNP G A G SLC52A1 c.C1302T p.H434H
XH_P45 17 7809273 7809273 Missense_Mutation SNP C T C CHD3 c.C4501T p.R1501W
XH_P45 17 15458614 15458614 In_Frame_Ins INS - TGAATAATT - TVP23C 6_77insAATTATTp.P26delinsQLFT
XH_P45 17 38068586 38068586 Missense_Mutation SNP C T C GSDMB c.G400A p.E134K
XH_P45 17 40266570 40266570 Missense_Mutation SNP G A G KAT2A c.C2072T p.P691L
XH_P45 17 48431278 48431278 Silent SNP C T C XYLT2 c.C423T p.H141H
XH_P45 17 55962727 55962727 Missense_Mutation SNP C T C CUEDC1 c.G199A p.E67K
XH_P45 17 56348148 56348148 Frame_Shift_Ins INS - GAGATCTGGGCC - MPO GGCCCTGGCCCA p.I703fs
XH_P45 17 57157227 57157227 In_Frame_Ins INS - TTG - TRIM37 c.401_402insCAAp.V134delinsVK
XH_P45 17 57157229 57157229 Missense_Mutation SNP C G C TRIM37 c.G400C p.V134L
XH_P45 18 14851839 14851839 Missense_Mutation SNP C A C ANKRD30B c.C3539A p.P1180H
XH_P45 18 33751074 33751074 Missense_Mutation SNP C G C ELP2 c.C2065G p.Q689E
XH_P45 18 76753611 76753611 Silent SNP C T C SALL3 c.C1620T p.Y540Y
XH_P45 19 7267569 7267569 Missense_Mutation SNP C T C INSR c.G439A p.E147K
XH_P45 19 7620584 7620584 Missense_Mutation SNP G A G PNPLA6 c.G3028A p.G1010R
XH_P45 19 10225013 10225013 Missense_Mutation SNP G A G P2RY11 c.G724A p.E242K
XH_P45 19 12638185 12638185 Missense_Mutation SNP C T C ZNF564 c.G737A p.R246K
XH_P45 19 17893940 17893940 Silent SNP C T C FCHO1 c.C1902T p.T634T
XH_P45 19 19906093 19906093 Silent SNP A G A ZNF506 c.T507C p.Y169Y
XH_P45 19 21476874 21476874 Silent SNP G A G ZNF708 c.C702T p.H234H
XH_P45 19 21719866 21719866 Silent SNP T A T ZNF429 c.T819A p.G273G
XH_P45 19 21991985 21991985 Missense_Mutation SNP A G A ZNF43 c.T659C p.F220S
XH_P45 19 21991986 21991986 Missense_Mutation SNP A G A ZNF43 c.T658C p.F220L
XH_P45 19 22847485 22847485 Silent SNP G A G ZNF492 c.G1014A p.K338K
XH_P45 19 23542824 23542824 Missense_Mutation SNP A C A ZNF91 c.T2861G p.I954R
XH_P45 19 23543355 23543355 Missense_Mutation SNP C T C ZNF91 c.G2330A p.R777H
XH_P45 19 23926839 23926839 Missense_Mutation SNP A G A ZNF681 c.T1513C p.S505P
XH_P45 19 44223788 44223788 Missense_Mutation SNP G A G IRGC c.G1078A p.A360T
XH_P45 19 44611162 44611162 Silent SNP G A G ZNF224 c.G849A p.T283T
XH_P45 19 48800557 48800557 Silent SNP G A G CCDC114 c.C1689T p.G563G
XH_P45 19 50827179 50827179 Missense_Mutation SNP G A G KCNC3 c.C1031T p.T344M
XH_P45 19 53643561 53643561 Nonstop_Mutation SNP C A C ZNF347 c.G2523T p.X841Y
XH_P45 19 53643562 53643562 Nonstop_Mutation SNP T A T ZNF347 c.A2522T p.X841L
XH_P45 19 54080841 54080841 Missense_Mutation SNP G A G ZNF331 c.G1027A p.V343I
XH_P45 20 3363139 3363139 Frame_Shift_Ins INS - TCAGCCTCCT - C20orf194 _98insAGGAGGC p.R33fs
XH_P45 20 31395666 31395666 Missense_Mutation SNP G A G DNMT3B c.G2042A p.R681Q
XH_P45 20 34320005 34320005 In_Frame_Ins INS - ATG - RBM39 c.153_154insCATp.S52delinsHS
XH_P45 21 34100309 34100309 Missense_Mutation SNP C G C SYNJ1 c.G43C p.G15R
XH_P45 22 20812233 20812233 Silent SNP G A G KLHL22 c.C1167T p.H389H
XH_P45 22 50615772 50615772 Missense_Mutation SNP G A G PANX2 c.G631A p.E211K
XH_P45 22 50616578 50616578 Frame_Shift_Ins INS - TTCAGGCATTGCC - PANX2 ACGAATTCAGGC p.R479fs
XH_P45 X 20060641 20060641 In_Frame_Ins INS - TGA - MAP7D2 c.727_728insTCAp.P243delinsLT
XH_P45 X 135582958 135582958 Missense_Mutation SNP G T G HTATSF1 c.G551T p.G184V
XH_P45 1 120165808 120165808 Silent SNV G A A ZNF697 c.1158C>T P.C386C
XH_P45 1 179852003 179852003 Missense_Mutation SNV G T T TOR1AIP1 c.366G>T P.M122I
XH_P45 1 214819459 214819459 Silent SNV A C C CENPF c.6546A>C P.A2182A
XH_P45 11 10536511 10536511 Silent SNV G A A RNF141 c.645C>T P.N215N
XH_P45 11 1651346 1651346 Silent SNV C T T KRTAP5-5 c.276C>T P.C92C
XH_P45 12 10962149 10962149 Missense_Mutation SNV C T T TAS2R9 c.526G>A P.G176S
XH_P45 12 109639409 109639409 Missense_Mutation SNV G A A ACACB c.2816G>A P.R939K
XH_P45 15 24921537 24921537 Missense_Mutation SNV G A A NPAP1 c.523G>A P.E175K
XH_P45 15 90336303 90336303 Missense_Mutation SNV T A A ANPEP c.2212A>T P.N738Y
XH_P45 17 48431278 48431278 Silent SNV C T T XYLT2 c.423C>T P.H141H
XH_P45 18 14851839 14851839 Missense_Mutation SNV C A A ANKRD30B c.3539C>A P.P1180H
XH_P45 19 21719866 21719866 Silent SNV T A A ZNF429 c.1011T>A P.G337G
XH_P45 19 53643561 53643561 Nonstop_Mutation SNV C A A ZNF347 c.2523G>T P.Ter841Yext*?
XH_P45 19 53643562 53643562 Nonstop_Mutation SNV T A A ZNF347 c.2522A>T P.Ter841Lext*?
XH_P45 2 108487160 108487160 Frame_Shift_Del INDEL G - - RGPD4 c.2702delG P.G901fs
XH_P45 2 11798684 11798684 Missense_Mutation SNV C T T NTSR2 c.1154G>A P.R385Q
XH_P45 2 201501684 201501684 Silent SNV T C C AOX1 c.2397T>C P.H799H
XH_P45 2 220435402 220435402 Missense_Mutation SNV C T T OBSL1 c.553G>A P.E185K
XH_P45 21 34100309 34100309 Missense_Mutation SNV C G G SYNJ1 c.43G>C P.G15R
XH_P45 6 143090985 143090985 Missense_Mutation SNV C G G HIVEP2 c.4891G>C P.D1631H
XH_P45 7 143090920 143090920 Missense_Mutation SNV G A A EPHA1 c.2540C>T P.P847L
XH_P45 7 15405182 15405182 Missense_Mutation SNV C A A AGMO c.1220G>T P.G407V
XH_P45 7 57188238 57188238 Missense_Mutation SNV C T T ZNF479 c.884G>A P.R295K
XH_P45 8 133187777 133187777 Missense_Mutation SNV C T T KCNQ3 c.496G>A P.V166I
XH_P45 X 38535121 38535121 Splice_Site SNV G A A TSPAN7 c.597+7G>A
XH_P46 - - Frame_Shift_Ins INS - - - FBXW7 c.544dup p.S182Ffs*74
XH_P46 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
XH_P46 17 7577570 7577570 Missense_Mutation SNP C G G TP53 c.711G>C p.M237I
XH_P46 8 31498185 31498185 Missense_Mutation SNP C A A NRG1 c.685C>A p.P229T
XH_P46 X 70347827 70347827 Missense_Mutation SNP G T T MED12 c.3066G>T p.M1022I
XH_P46 - - Frame_Shift_Ins INS - - - RNF43 c.327_328insCA p.E110Qfs*49
XH_P46 - - Frame_Shift_Del INS - - - RNF43 C.118del P.R40Dfs*11
XH_P46 1 1139317 1139317 Missense_Mutation SNP C T C TNFRSF18 c.G422A p.R141Q
XH_P46 1 1722017 1722017 In_Frame_Ins INS - AGA - GNB1 c.215_216insTCT p.E72delinsDL
XH_P46 1 3544132 3544132 Frame_Shift_Ins INS - TTGTAGTTTTTAT - TPRG1L ACGGCTTGTAGTT p.N180fs
XH_P46 1 8074451 8074451 Frame_Shift_Ins INS - CCTCTCTCTGG - ERRFI1 _208insCCAGAGA p.A70fs
XH_P46 1 11140899 11140899 Frame_Shift_Ins INS - GTGTGTGTGTGTG - EXOSC10 CACACACACACAC p.N503fs
XH_P46 1 12908041 12908041 Missense_Mutation SNP C A C HNRNPCL1 c.G102T p.E34D
XH_P46 1 14108709 14108709 Nonsense_Mutation INS - AGTTAAGCCTTT - PRDM2 7insTAAAGTTAAp.H1272delinsHX
XH_P46 1 19071410 19071410 Missense_Mutation SNP G A G PAX7 c.G1505A p.G502D
XH_P46 1 25785324 25785324 Nonsense_Mutation INS - TTAATCTTTTACT - TMEM57 CATTATTTAATCT365_D366delinsKIIIX
XH_P46 1 26800627 26800627 Splice_Site INS - TTGTTTTTTGATG - HMGN2 . .



XH_P46 1 28128324 28128324 Nonsense_Mutation INS - TAATAAATTTGCT - STX12 sAAATTAATAAATS142_A143delinsX
XH_P46 1 28343741 28343741 Nonsense_Mutation INS - TCTTCACT - EYA3 0_371insAGTGAT124_N125delinsKX
XH_P46 1 28343743 28343743 Missense_Mutation SNP G C G EYA3 c.C369G p.S123R
XH_P46 1 28948546 28948546 Nonsense_Mutation INS - TTTTGTTTGTTTTA - TAF12 ATTAAAACAAAC6delinsSTYIKTNKKSX
XH_P46 1 33060810 33060810 Nonsense_Mutation INS - AGAAATTTTATTA - ZBTB8A ACGAAAGAAATTT_H328delinsKRRKKFYX
XH_P46 1 33060812 33060812 Silent SNP C T C ZBTB8A c.C981T p.S327S
XH_P46 1 33558956 33558956 In_Frame_Ins INS - CCC - AZIN2 c.241_242insCCCp.K81delinsTQ
XH_P46 1 33558958 33558958 Missense_Mutation SNP A T A AZIN2 c.A243T p.K81N
XH_P46 1 35454261 35454261 Missense_Mutation SNP A G A ZMYM6 c.T2422C p.S808P
XH_P46 1 35454262 35454262 Frame_Shift_Ins INS - GAGAGTCAAAGT - ZMYM6 421insCCACTTTG p.K807fs
XH_P46 1 35580088 35580088 Frame_Shift_Ins INS - ACAAATAGTG - ZMYM1 _2433insACAAA p.I811fs
XH_P46 1 38484957 38484957 Frame_Shift_Ins INS - TTAAACCATTTCA - UTP11 nsAGTTTAAACCA p.T157fs
XH_P46 1 39353635 39353635 In_Frame_Ins INS - TGCCATATT - RHBDL2 1_972insAATATG.P324delinsPIWQ
XH_P46 1 39353637 39353637 Frame_Shift_Ins INS - TAGCT - RHBDL2 969_970insAGCT p.P324fs
XH_P46 1 40562846 40562846 Missense_Mutation SNP C G C PPT1 c.G65C p.R22P
XH_P46 1 40703241 40703241 Nonsense_Mutation INS - TTCTTTATGTCTC - RLF 68insATTTCTTTAC956_G957delinsX
XH_P46 1 40735788 40735788 Frame_Shift_Ins INS - AAGACAATGGGT - ZMPSTE24 AGCTTAAGACAA p.V206fs
XH_P46 1 40961047 40961047 Frame_Shift_Ins INS - TA - ZFP69 c.900_901insTA p.F300fs
XH_P46 1 40961049 40961049 Frame_Shift_Ins INS - ACATCATCAT - ZFP69 2_903insACATCA p.R301fs
XH_P46 1 43055136 43055136 In_Frame_Ins INS - TAGGGTATGTGT - CCDC30 366insGTAGGGTAE455delinsEVGYVS
XH_P46 1 45232592 45232592 Frame_Shift_Ins INS - AGCTTGTTTTTTT - KIF2C 1944insAGCTTGT p.Q648fs
XH_P46 1 45981376 45981376 Silent SNP G A G PRDX1 c.C210T p.N70N
XH_P46 1 46206963 46206963 Frame_Shift_Ins INS - GCAATGGATTCTG - IPP 334insCAGAATCC p.I112fs
XH_P46 1 46726537 46726537 Nonsense_Mutation SNP G T G RAD54L c.G616T p.E206X
XH_P46 1 46726538 46726538 Frame_Shift_Ins INS - CCTC - RAD54L .617_618insCCT p.E206fs
XH_P46 1 52399108 52399108 Silent SNP A T A RAB3B c.T354A p.T118T
XH_P46 1 52399109 52399109 Nonsense_Mutation INS - ATTGTTTTATATTT - RAB3B nsTACAAATATAA118_Q119delinsIQIX
XH_P46 1 52704563 52704563 Frame_Shift_Ins INS - AACCTTCATTTTC - ZFYVE9 75insATAACCTTC p.P492fs
XH_P46 1 54262816 54262816 Frame_Shift_Ins INS - GGTGAGAATTA - NDC1 _1104insTAATTC p.E368fs
XH_P46 1 60476099 60476099 Nonsense_Mutation INS - ATAGCTAGGTAT - C1orf87 _1157insATACCTp.R386delinsNTX
XH_P46 1 61554336 61554336 Nonsense_Mutation INS - TCATGTTTTTTGA - NFIA GCTTTTCATGTTT1_F182delinsYAFHVFX
XH_P46 1 62675863 62675863 Frame_Shift_Ins INS - TAGCAACTTTTAC - L1TD1 insGCTTAGCAAC p.V473fs
XH_P46 1 62941477 62941477 In_Frame_Ins INS - TTTTTCTTTAAAAG - DOCK7 6insACCTTTTAAA1912delinsQPFKEKA
XH_P46 1 63024889 63024889 Nonsense_Mutation INS - GGGGTGGAAGA - DOCK7 AATAACATCTTCC734_P735delinsDKX
XH_P46 1 63063611 63063611 Frame_Shift_Ins INS - TTGGCTCTGGAG - ANGPTL3 5insTTTTGGCTCT p.E125fs
XH_P46 1 67098767 67098767 Missense_Mutation SNP G C G SGIP1 c.G89C p.R30T
XH_P46 1 75684309 75684309 Nonsense_Mutation INS - TTTTACAATCCC - SLC44A5 1377insGGGATTp.L459delinsLGLX
XH_P46 1 77629619 77629619 Nonsense_Mutation INS - GTTTTTAAAAGA - PIGK AGTTTTTCTTTTAA6_N167delinsNSQFFFX
XH_P46 1 84867733 84867733 In_Frame_Ins INS - TATCTCTCATTTC - DNASE2B TAATATATCTCTC2delinsHTLIYLSFLFHG
XH_P46 1 85128148 85128148 Missense_Mutation SNP T A T SSX2IP c.A658T p.T220S
XH_P46 1 85128150 85128150 Nonsense_Mutation INS - AGAATAATTAAAA - SSX2IP ACATATTTTAATT219delinsTTYFNYSYX
XH_P46 1 85491913 85491913 Nonsense_Mutation INS - T - MCOLN3 c.718_719insA C240_L241delinsX
XH_P46 1 91404951 91404951 Frame_Shift_Ins INS - GA - ZNF644 .1959_1960insT p.N654fs
XH_P46 1 91404952 91404952 Nonsense_Mutation INS - AAAAACCTAAGT - ZNF644 1959insTACTTAG653_N654delinsNTX
XH_P46 1 92446883 92446883 Frame_Shift_Ins INS - TTGCTCAG - BRDT 71_1672insTTGC p.E557fs
XH_P46 1 92647815 92647815 In_Frame_Ins INS - TTCACGACATTC - KIAA1107 _3037insTTCACGK1012delinsKFTTF
XH_P46 1 92647817 92647817 Missense_Mutation SNP A T A KIAA1107 c.A3038T p.N1013I
XH_P46 1 94997961 94997961 Nonsense_Mutation INS - GAGGTTTTTTGTT - F3 sTAACAACAAAAA223_V224delinsX
XH_P46 1 97215229 97215229 Nonsense_Mutation INS - TTCTAAGCCTGAA - PTBP2 ATCATTCTAAGCC1delinsVTVLNHSKPEVLYLX
XH_P46 1 100681751 100681751 Missense_Mutation SNP T A T DBT c.A560T p.K187M
XH_P46 1 100681753 100681753 Frame_Shift_Ins INS - TTTTCTTTTCTTTT - DBT AAAAAAAGAAAA p.I186fs
XH_P46 1 104166750 104166750 Frame_Shift_Ins INS - TAGTAACTTCTTT - AMY2A sATTAATAGTAA p.G418fs
XH_P46 1 109466728 109466728 Frame_Shift_Ins INS - ACTATATTTCT - GPSM2 _1708insACTATA p.L569fs
XH_P46 1 109466730 109466730 Missense_Mutation SNP C T C GPSM2 c.C1709T p.P570L
XH_P46 1 109816242 109816242 Silent SNP C T C CELSR2 c.C8694T p.I2898I
XH_P46 1 110200396 110200396 Nonsense_Mutation INS - GATAGAT - GSTM4 62_263insGATAGG88_E89delinsGX
XH_P46 1 111495401 111495401 Nonsense_Mutation INS - GTTCTTCAAACT - LRIF1 105insAGTTTGA p.I35delinsIVX
XH_P46 1 115216703 115216703 Frame_Shift_Ins INS - GTTGTTTC - AMPD1 7_1888insGAAA p.S630fs
XH_P46 1 115216705 115216705 Splice_Site SNP T C T AMPD1 . .
XH_P46 1 117122285 117122285 Missense_Mutation SNP G C G IGSF3 c.C3063G p.D1021E
XH_P46 1 117617767 117617767 Nonsense_Mutation INS - TAATTAATCTT - TTF2 _562insTAATTAA187_Q188delinsKX
XH_P46 1 117617769 117617769 Frame_Shift_Ins INS - T - TTF2 c.563_564insT p.Q188fs
XH_P46 1 117618192 117618192 Missense_Mutation SNP C T C TTF2 c.C986T p.A329V
XH_P46 1 118449137 118449137 Frame_Shift_Ins INS - AGGAGCATTTCG - GDAP2 627insACGAAATG p.D209fs
XH_P46 1 144879219 144879219 Frame_Shift_Ins INS - ATTTAAATGGTA - PDE4DIP 4717insCTACCAT p.S1573fs
XH_P46 1 145330777 145330777 Missense_Mutation SNP A T A NBPF20 c.A6691T p.T2231S
XH_P46 1 145330778 145330778 Missense_Mutation SNP C G C NBPF20 c.C6692G p.T2231S
XH_P46 1 145354364 145354364 Silent SNP A G A NBPF10 c.A7779G p.S2593S
XH_P46 1 148010146 148010146 Nonsense_Mutation INS - ATCATTTAGTAA - NBPF19 _3227insTTACTAAE1076delinsVTKX
XH_P46 1 151090631 151090631 Frame_Shift_Ins INS - CTCTCTT - GABPB2 12_1013insCTCT p.V338fs
XH_P46 1 152279841 152279841 Missense_Mutation SNP G C G FLG c.C7521G p.H2507Q
XH_P46 1 152325990 152325990 Silent SNP A G A FLG2 c.T4272C p.H1424H
XH_P46 1 152327434 152327434 Frame_Shift_Ins INS - AT - FLG2 .2827_2828insA p.G943fs
XH_P46 1 152327436 152327436 Frame_Shift_Ins INS - CTATGGTCAACAT - FLG2 26insCCATGTTGA p.S942fs
XH_P46 1 152328398 152328398 Missense_Mutation SNP T C T FLG2 c.A1864G p.S622G
XH_P46 1 152328411 152328411 Silent SNP A G A FLG2 c.T1851C p.S617S
XH_P46 1 152328908 152328908 Nonsense_Mutation INS - CAATCATCTGGC - FLG2 1354insGCCAGAp.T452delinsARX
XH_P46 1 153800595 153800595 Nonsense_Mutation INS - ATCCTAAAGA - GATAD2B 8_229insTCTTTAGE77_K78delinsSLGX
XH_P46 1 153982585 153982585 Nonsense_Mutation INS - ATATCTGTAGTTT - NUP210L AGATGAAACTAC8_N1599delinsQMKLQIX
XH_P46 1 155314064 155314064 Frame_Shift_Ins INS - T - ASH1L c.7890_7891insA p.E2631fs
XH_P46 1 155314065 155314065 Splice_Site INS - AATAATACTAATT - ASH1L . .
XH_P46 1 155737298 155737298 Frame_Shift_Ins INS - AAAATAATAG - GON4L 0_2681insCTATT p.G894fs
XH_P46 1 155737299 155737299 Missense_Mutation SNP C G C GON4L c.G2680C p.G894R
XH_P46 1 156532441 156532441 Missense_Mutation SNP T G T IQGAP3 c.A815C p.Q272P
XH_P46 1 156532443 156532443 In_Frame_Ins INS - AAGCTT - IQGAP3 812_813insAAGCp.S271delinsRSF
XH_P46 1 156708485 156708485 Frame_Shift_Ins INS - AAGTG - MRPL24 c.11_12insCACTT p.S4fs
XH_P46 1 158747024 158747024 In_Frame_Ins INS - CACTTTCTTCTTTA - OR6N2 ATGATAAAGAAG134delinsIMIKKKVIR
XH_P46 1 159505633 159505633 Frame_Shift_Ins INS - GTCCTTTGGC - OR10J5 _165insGCCAAA p.L55fs
XH_P46 1 160000746 160000746 Frame_Shift_Ins INS - GCCTTGGAAAAG - PIGM nsAGCTCTTTTCC p.L262fs
XH_P46 1 169565266 169565266 In_Frame_Ins INS - TCATCTCCC - SELP 7_1998insGGGAG.T666delinsTGDD
XH_P46 1 169565267 169565267 Missense_Mutation SNP G T G SELP c.C1997A p.T666N
XH_P46 1 171509822 171509822 Nonsense_Mutation INS - CTGATTTAGATTT - PRRC2C GAGTTTCTGATTT71_Q1072delinsTSFX
XH_P46 1 171511136 171511136 Frame_Shift_Ins INS - CTTTCTCTAGCTG - PRRC2C 4526insCTTTCTCT p.R1509fs
XH_P46 1 176659395 176659395 Missense_Mutation SNP T G T PAPPA2 c.T2260G p.C754G
XH_P46 1 179816750 179816750 Nonsense_Mutation INS - GGTAGTGAGACA - TOR1AIP2 TACTATGTCTCACQ192_T193delinsLX
XH_P46 1 182856511 182856511 Frame_Shift_Ins INS - ACCATCTCCATAC - DHX9 3756insACCATCT p.G1252fs
XH_P46 1 183212377 183212377 Frame_Shift_Ins INS - TTTTAAAGCTTAT - LAMC2 425insATTTTAAA p.M1142fs
XH_P46 1 183511399 183511399 Frame_Shift_Ins INS - AAATAAAT - SMG7 78_1479insAAAT p.N493fs



XH_P46 1 183511400 183511400 Nonsense_Mutation INS - TATATAAAAAACA - SMG7 80insCATATATAA493_N494delinsNHIX
XH_P46 1 185966595 185966595 Frame_Shift_Ins INS - CC - HMCN1 .3813_3814insC p.Y1271fs
XH_P46 1 185966597 185966597 Frame_Shift_Ins INS - TCACATAGTAC - HMCN1 _3816insTCACAT p.N1272fs
XH_P46 1 197030151 197030151 Nonsense_Mutation INS - ATTTTTAATTATG - F13B TCAACATAATTAA69_F170delinsRLLSTX
XH_P46 1 197070185 197070185 In_Frame_Ins INS - GTAGAATGGTCA - ASPM _8196insTGACCAR2732delinsSDHST
XH_P46 1 197071967 197071967 Nonsense_Mutation INS - GATTTAGAACTCT - ASPM ATCATTAGAGTT38_M2139delinsTHHX
XH_P46 1 197091723 197091723 Frame_Shift_Ins INS - TTCCTCCTGCATAA - ASPM 93insATTATGCAG p.V1131fs
XH_P46 1 197128938 197128938 Nonsense_Mutation INS - GAAAAATATACTC - ZBTB41 1insTAAGAGTAT p.E761delinsX
XH_P46 1 201180243 201180243 Silent SNP A G A IGFN1 c.A6222G p.L2074L
XH_P46 1 206821209 206821209 Nonsense_Mutation INS - AGGTGGTGTTTAT - DYRK3 insTGAGGTGGTGp.Q222delinsQX
XH_P46 1 207273216 207273216 In_Frame_Ins INS - AGTGTTGTTTGTT - C4BPB TGTTCAGTGTTGT34delinsDLFSVVCLVL
XH_P46 1 210187033 210187033 In_Frame_Ins INS - AGTTGTTCAATTC - SYT14 insACAGTTGTTCM39delinsMTVVQFI
XH_P46 1 210187035 210187035 Missense_Mutation SNP T A T SYT14 c.T119A p.L40Q
XH_P46 1 215793709 215793709 Frame_Shift_Ins INS - TCATGGGTGGTA - KCTD3 92insCTTCATGG p.E731fs
XH_P46 1 220142158 220142158 Missense_Mutation SNP C T C EPRS c.G4529A p.R1510H
XH_P46 1 222892296 222892296 Nonsense_Mutation INS - AAGGGATTAACA - BROX 2insCTAAGGGAT.L44_E45delinsLX
XH_P46 1 226252147 226252147 Frame_Shift_Ins INS - CCAAATCTGGAA - H3F3A 6insCCCAAATCT p.S32fs
XH_P46 1 228285343 228285343 Missense_Mutation SNP G A G ARF1 c.G311A p.R104H
XH_P46 1 228612922 228612922 Silent SNP G A G HIST3H3 c.C105T p.G35G
XH_P46 1 230819382 230819382 Splice_Site INS - TTTTTTTTTTTTTT - COG2 . .
XH_P46 1 231298885 231298951 Frame_Shift_Del DEL CTGGAGCACG - CTCTGGAGCACGA TRIM67 c.170_236del p.L57fs
XH_P46 1 232942845 232942845 Nonsense_Mutation INS - TATCTTCCTTATAG - MAP10 nsTATTTATCTTC2_Q693delinsEYLSSLX
XH_P46 1 235918909 235918909 Frame_Shift_Ins INS - TTTCTTTTCTTTTC - LYST GAAAAGAAAAGA p.Q2366fs
XH_P46 1 235918911 235918911 Missense_Mutation SNP G T G LYST c.C7096A p.Q2366K
XH_P46 1 236389778 236389778 Frame_Shift_Ins INS - CC - ERO1B c.842_843insGG p.K281fs
XH_P46 1 236389779 236389779 Frame_Shift_Ins INS - CTCTG - ERO1B 841_842insCAGA p.K281fs
XH_P46 1 236762906 236762906 Nonsense_Mutation INS - AGGGATTTAAT - HEATR1 _378insATTAAATY126_N127delinsX
XH_P46 1 237732569 237732569 Frame_Shift_Ins INS - ATCAACACAACAG - RYR2 3549insATCAACA p.L1183fs
XH_P46 1 237880610 237880610 In_Frame_Ins INS - AAT - RYR2 0436_10437insAp.N3479delinsKI
XH_P46 1 237880611 237880611 Nonsense_Mutation INS - AATAATTTTTCTC - RYR2 TTTTGAGAATAAN3479delinsNLLFX
XH_P46 1 243333025 243333025 Nonsense_Mutation SNP C T C CEP170 c.G1454A p.W485X
XH_P46 1 243333027 243333027 Frame_Shift_Ins INS - AACATATTCACAT - CEP170 2insAATATGTGAA p.R484fs
XH_P46 1 243581312 243581312 Frame_Shift_Ins INS - CATCATACCA - SDCCAG8 3_1494insCATCA p.L498fs
XH_P46 1 244715960 244715960 Frame_Shift_Ins INS - CA - CATSPERE c.420_421insCA p.I140fs
XH_P46 1 244715961 244715961 Frame_Shift_Ins INS - CTTGTACAGTTGA - CATSPERE 422insCTTGTACA p.L141fs
XH_P46 1 245021508 245021508 Nonsense_Mutation INS - GTCTGTTTCATTTA - HNRNPU 42insGTAAATGAK414_I415delinsKX
XH_P46 1 245025943 245025943 Frame_Shift_Ins INS - TATGAAATGC - HNRNPU 3_724insGCATTT p.I242fs
XH_P46 1 247150499 247150499 Nonsense_Mutation INS - ATGGCATAGTCTT - ZNF695 GTATTAAAGACTA440_C441delinsRYX
XH_P46 1 248343396 248343396 Missense_Mutation SNP G A G OR2M2 c.G109A p.V37M
XH_P46 1 248436342 248436342 Nonsense_Mutation INS - TGAATTTATTAAT - OR2T33 AAAATATTAATAAp.R259delinsLKYX
XH_P46 1 248525107 248525107 Nonsense_Mutation INS - GGTTAAAGTAAT - OR2T4 nsTGGGGTTAAAG75_V76delinsAWGX
XH_P46 1 248637240 248637240 Frame_Shift_Ins INS - GGGAAATGGTA - OR2T3 _590insGGGAAAT p.V197fs
XH_P46 1 248737482 248737482 In_Frame_Ins INS - CATGATGGT - OR2T34 6_577insACCATCp.S193delinsTIMS
XH_P46 1 248790041 248790041 Nonsense_Mutation INS - GTTAGCATCTTCT - OR2T11 9insATAGAAGATG30_V131delinsHRRCX
XH_P46 2 11773043 11773043 Silent SNP G T G GREB1 c.G4845T p.L1615L
XH_P46 2 15736874 15736874 In_Frame_Ins INS - CATTCTAATCTAG - DDX1 CTCATCATTCTAA0delinsSSHHSNLDYY
XH_P46 2 17773449 17773449 In_Frame_Ins INS - TCT - VSNL1 c.108_109insTCT p.K36delinsKS
XH_P46 2 17773450 17773450 In_Frame_Ins INS - CCTCCTTCT - VSNL1 9_110insCCTCCTp.D37delinsASFY
XH_P46 2 21365376 21365376 Frame_Shift_Ins INS - CCAA - TDRD15 5037_5038insCC p.L1679fs
XH_P46 2 21365377 21365377 Nonsense_Mutation INS - TCTAAACCTTTTT - TDRD15 9insCATTCTAAAC680_D1681delinsAFX
XH_P46 2 27702415 27702415 Nonsense_Mutation INS - CAGCT - IFT172 965_966insAGCTY322_K323delinsX
XH_P46 2 27702417 27702417 Frame_Shift_Ins INS - TTAT - IFT172 .963_964insATA p.Y322fs
XH_P46 2 32703884 32703884 Frame_Shift_Ins INS - ACTGAACAAT - BIRC6 0_7251insACTGA p.A2417fs
XH_P46 2 38525714 38525714 In_Frame_Ins INS - TGTTTGCGGTCAT - ATL2 91insCATGACCGCC231delinsHDRKQC
XH_P46 2 38545760 38545760 Frame_Shift_Ins INS - TC - ATL2 c.6_7insGA p.T3fs
XH_P46 2 38545761 38545761 In_Frame_Ins INS - TTC - ATL2 c.5_6insGAA p.D2delinsEN
XH_P46 2 40657059 40657059 In_Frame_Ins INS - GGAAGGTTTGCT - SLC8A1 62insTAAGCAAAE121delinsVSKPSQ
XH_P46 2 44065795 44065795 Silent SNP G A G ABCG5 c.C24T p.T8T
XH_P46 2 44079818 44079818 Missense_Mutation SNP G A G ABCG8 c.G775A p.A259T
XH_P46 2 54081026 54081026 Nonsense_Mutation INS - TATTTTTCAAGTC - GPR75 68insTGACTTGAAp.K290delinsX
XH_P46 2 54150464 54150464 Frame_Shift_Ins INS - GGATAAGTTTTTT - PSME4 sCAAGAAAAAAA p.A634fs
XH_P46 2 55756110 55756110 Nonsense_Mutation INS - CTACTGCAAAACA - CFAP36 CATTTCTACTGCA7_I128delinsTISTAKQX
XH_P46 2 64779805 64779805 Frame_Shift_Ins INS - ATTAATTTTATTG - AFTPH 8insTCTATTAATT p.D399fs
XH_P46 2 67631175 67631175 Frame_Shift_Ins INS - TTTTTCAATGACC - ETAA1 1362insTTTTTCA p.R454fs
XH_P46 2 67631708 67631708 Frame_Shift_Ins INS - TCTTCCTTTATTTT - ETAA1 5insATATCTTCCT p.T632fs
XH_P46 2 70890783 70890783 Frame_Shift_Ins INS - CT - ADD2 .1954_1955insA p.R652fs
XH_P46 2 71360565 71360565 Frame_Shift_Ins INS - CCATCCTCTTC - MPHOSPH10 _628insCCATCCT p.E209fs
XH_P46 2 71650264 71650264 Frame_Shift_Ins INS - GACTATCAGTTGC - ZNF638 nsAGGGACTATC p.S1207fs
XH_P46 2 73678490 73678490 In_Frame_Ins INS - ATGCCAGTT - ALMS1 3_4834insATGCCA1611delinsAMPV
XH_P46 2 73799643 73799643 Frame_Shift_Ins INS - AAAGAATAGTTT - ALMS1 CTAAAGGAAAGA p.S3546fs
XH_P46 2 73799911 73799911 Nonsense_Mutation INS - TAATCTGTCTTAG - ALMS1 insGGTATAATCT635_Q3636delinsLVX
XH_P46 2 85276629 85276629 Frame_Shift_Ins INS - ATCAAAAGCA - KCMF1 _743insATCAAA p.L248fs
XH_P46 2 85554483 85554483 Silent SNP A G A TGOLN2 c.T372C p.S124S
XH_P46 2 86075267 86075267 In_Frame_Ins INS - TGTGATAAGGTA - ST3GAL5 _310insTACCTTA .T104delinsYLITT
XH_P46 2 86075268 86075268 Frame_Shift_Ins INS - GGTTTTTTTTGTT - ST3GAL5 nsACAAACAAAAA p.K103fs
XH_P46 2 88885490 88885490 Missense_Mutation SNP T G T EIF2AK3 c.A1066C p.N356H
XH_P46 2 96616509 96616509 Missense_Mutation SNP T C T ANKRD36C c.A1283G p.E428G
XH_P46 2 96616511 96616511 Frame_Shift_Ins INS - AAGCA - ANKRD36C 280_1281insTGC p.E427fs
XH_P46 2 97784176 97784176 In_Frame_Ins INS - GGTCGCAGAGGT - ANKRD36 409insGGTCGCAH136delinsHGRRG
XH_P46 2 98413404 98413404 Frame_Shift_Ins INS - TCTTAAAAGATTT - TMEM131 ACACTTTAAATCT p.G972fs
XH_P46 2 100910699 100910699 Frame_Shift_Ins INS - AATTT - LONRF2 748_1749insAAA p.E583fs
XH_P46 2 100910701 100910701 Nonsense_Mutation INS - TTTATCCCCATTT - LONRF2 747insAAATGGG83_H584delinsKWGX
XH_P46 2 101186095 101186095 Frame_Shift_Ins INS - ACACATTTCATTT - PDCL3 nsGACACACATTT p.V94fs
XH_P46 2 107053128 107053128 Splice_Site INS - TTAGTGCGTAGG - RGPD3 . .
XH_P46 2 108487743 108487743 Frame_Shift_Ins INS - TCATCATCTTTCTC - RGPD4 3284insTCATCAT p.K1095fs
XH_P46 2 108487916 108487916 Nonsense_Mutation INS - GTTTTACCCCCTG - RGPD4 57insTAGTTTTAC1152_T1153delinsKX
XH_P46 2 109087221 109087221 In_Frame_Ins INS - TCTAAGTCTTCCC - GCC2 437insCTCTAAGTN479delinsNSKSSR
XH_P46 2 109087796 109087796 Frame_Shift_Ins INS - TCTTCATGGGAAT - GCC2 TCCATTTCTTCAT p.V671fs
XH_P46 2 109383459 109383459 Frame_Shift_Ins INS - AGCCCCTTTCT - RANBP2 _6465insAGCCC p.H2155fs
XH_P46 2 111551298 111551298 Frame_Shift_Ins INS - CATGCTTC - ACOXL 31_232insCATGC p.W77fs
XH_P46 2 113258879 113258879 Frame_Shift_Ins INS - AGGATTA - TTL 66_567insAGGAT p.P189fs
XH_P46 2 113785482 113785482 Nonstop_Mutation INS - G - IL36B c.471_472insC p.X158delinsL
XH_P46 2 113785484 113785484 Frame_Shift_Ins INS - AACCC - IL36B 469_470insGGG p.E157fs
XH_P46 2 122217656 122217656 Missense_Mutation SNP C T C CLASP1 c.G1078A p.D360N
XH_P46 2 122217657 122217657 Nonsense_Mutation INS - TGGAAAAGTGAA - CLASP1 7insGAATTTCACTY359_D360delinsX
XH_P46 2 122363393 122363393 Frame_Shift_Ins INS - A - CLASP1 c.78_79insT p.L27fs
XH_P46 2 122363395 122363395 Frame_Shift_Ins INS - GTGGC - CLASP1 c.76_77insGCCAC p.E26fs
XH_P46 2 128046441 128046441 Splice_Site INS - CTAAATCACACCT - ERCC3 . .



XH_P46 2 130872873 130872873 Missense_Mutation SNP C T C POTEF c.G550A p.G184R
XH_P46 2 132290242 132290242 Missense_Mutation SNP G C G CCDC74A c.G566C p.G189A
XH_P46 2 135744825 135744825 Nonsense_Mutation INS - TAAAAAGCAATC - MAP3K19 8insAATGATTGCD426delinsEMIAFX
XH_P46 2 135744999 135744999 Nonsense_Mutation INS - TCAGAATTTTGTG - MAP3K19 1104insCACAAAA368_V369delinsITKFX
XH_P46 2 135957970 135957970 Missense_Mutation SNP C G C ZRANB3 c.G3176C p.R1059T
XH_P46 2 135957971 135957971 Frame_Shift_Ins INS - TTAAAAAATGTAC - ZRANB3 3175insGTACATT p.R1059fs
XH_P46 2 136567212 136567212 Missense_Mutation SNP G A G LCT c.C2705T p.T902M
XH_P46 2 138771542 138771542 In_Frame_Ins INS - ATTCTTTCTTTCAT - HNMT CATTTATTCTTTCTW241delinsSFILSFICR
XH_P46 2 140995854 140995854 Nonsense_Mutation INS - AAAGTACAATTAT - LRP1B 7insGTCCATAATTp.I4476delinsSPX
XH_P46 2 145156509 145156509 Nonsense_Mutation INS - CCTCATCTGAAAA - ZEB2 nsTGAGTTTTCAG p.N725delinsX
XH_P46 2 149526755 149526755 Nonsense_Mutation INS - TTAAAAATCATTG - EPC2 CTATAGTTAAAAA392_D393delinsNFLX
XH_P46 2 149526757 149526757 Nonsense_Mutation INS - TTAGT - EPC2 178_1179insTTAD393_P394delinsDX
XH_P46 2 152487273 152487273 Nonsense_Mutation INS - TAAATATTACATT - NEB 4insTAAAATGTAp.P2972delinsX
XH_P46 2 160035287 160035287 Missense_Mutation SNP A G A TANC1 c.A1520G p.K507R
XH_P46 2 162274270 162274270 Missense_Mutation SNP C T C TBR1 c.C776T p.A259V
XH_P46 2 165771720 165771720 In_Frame_Ins INS - GCAGCTTCA - SLC38A11 5_386insTGAAGC.K129delinsMKLQ
XH_P46 2 166775930 166775930 Nonsense_Mutation INS - AGTATTTTGTGTT - TTC21B GGCTAAAACACAA.A510delinsATGX
XH_P46 2 166892645 166892645 Frame_Shift_Ins INS - TATACTCTCATGC - SCN1A 42insCAGCATGA p.T1114fs
XH_P46 2 167141232 167141232 Frame_Shift_Ins INS - TGATGACAGCGTA - SCN9A 1705insTACGCTG p.E569fs
XH_P46 2 168103379 168103379 Nonsense_Mutation INS - ATTTTAGCCCTTT - XIRP2 GCATCAATTTTAG04_T1605delinsRHQFX
XH_P46 2 170059415 170059415 In_Frame_Ins INS - GTGTGAATG - LRP2 9_8060insCATTCN2687delinsTFTH
XH_P46 2 170151215 170151215 Nonsense_Mutation INS - TAGTTTGAAGTCA - LRP2 433insTGACTTCAP145_T146delinsX
XH_P46 2 170349508 170349508 Nonsense_Mutation INS - GAA - BBS5 c.511_512insGAAp.S171delinsX
XH_P46 2 170349509 170349509 Nonsense_Mutation INS - CTCAAATAATTAT - BBS5 sATTACTCAAATA.S171delinsSLLKX
XH_P46 2 170667455 170667455 In_Frame_Ins INS - TAAATGATC - SSB 8_899insTAAATG.E300delinsVNDQ
XH_P46 2 170804206 170804206 In_Frame_Ins INS - ATCCCT - UBR3 065_3066insATCp.D1022delinsESL
XH_P46 2 170804208 170804208 Frame_Shift_Ins INS - TTGTCTC - UBR3 67_3068insTTGT p.N1023fs
XH_P46 2 179392030 179392030 In_Frame_Ins INS - AATCTTTCTGAAC - TTN 90insACAGTTCAG26830delinsIQFRKIS
XH_P46 2 179413366 179413366 Frame_Shift_Ins INS - AT - TTN 65791_65792ins p.L21931fs
XH_P46 2 179413367 179413367 Frame_Shift_Ins INS - AGTATGGTGTT - TTN _65791insAACAC p.L21931fs
XH_P46 2 179427343 179427343 Nonsense_Mutation INS - GAAGCAACTATAT - TTN 321insAGATATAG774_V18775delinsQIX
XH_P46 2 179433822 179433822 In_Frame_Ins INS - GGGGAAGAATAT - TTN 9842insAGATATT16614delinsKDILPL
XH_P46 2 179466177 179466177 Frame_Shift_Ins INS - ATTGAAGTATATT - TTN 8352insATAATAT p.I9451fs
XH_P46 2 179472150 179472150 In_Frame_Ins INS - GGGACAAGAATA - TTN 070insTTATATTCT8690delinsAYILVPQ
XH_P46 2 179536874 179536874 Nonsense_Mutation INS - TAGATGATAGTA - TTN TCAAATATTACTA0383_H10384delinsX
XH_P46 2 179556814 179556814 Missense_Mutation SNP G T G TTN c.C27959A p.P9320H
XH_P46 2 179556815 179556815 Nonsense_Mutation INS - TTTTACTGTTTGT - TTN 958insGACAAACP9320delinsDKQX
XH_P46 2 179574422 179574422 Frame_Shift_Ins INS - ATGAGCATTTCTT - TTN sTATCATAAGAAA p.I8298fs
XH_P46 2 179578885 179578885 In_Frame_Ins INS - CTTCATCAT - TTN 7_22768insATGAE7590delinsMMKE
XH_P46 2 179587253 179587253 Nonsense_Mutation INS - GTGGCTTCATATT - TTN 29insGAAATATG177_A6178delinsEIX
XH_P46 2 179588365 179588365 Frame_Shift_Ins INS - TGCTC - TTN 729_17730insGA p.V5910fs
XH_P46 2 179638312 179638312 Frame_Shift_Ins INS - AGAA - TTN 7332_7333insTT p.V2445fs
XH_P46 2 179638314 179638314 In_Frame_Ins INS - TCAAAATGT - TTN 0_7331insACATT.R2444delinsHILS
XH_P46 2 182394374 182394374 Nonsense_Mutation INS - CAGAATTTTTAAA - ITGA4 nsTAGTCAGAATTQ846delinsHSQNFX
XH_P46 2 182394376 182394376 Splice_Site SNP G C G ITGA4 . .
XH_P46 2 182766830 182766830 Frame_Shift_Ins INS - ACGCATT - SSFA2 91_592insACGCA p.K197fs
XH_P46 2 186657686 186657686 Nonsense_Mutation INS - TGAACAGATGTT - FSIP2 ATAAATTGAACAp.Y1941delinsYPX
XH_P46 2 186658847 186658847 Nonsense_Mutation INS - AGTGTCTTCTTTC - FSIP2 85insTGAGTGTCTp.F2328delinsFX
XH_P46 2 186661348 186661348 Frame_Shift_Ins INS - TTTTTTGTTTAAC - FSIP2 86insATTTTTTTG p.T3162fs
XH_P46 2 186670276 186670276 In_Frame_Ins INS - GGAGAGAACAAA - FSIP2 nsATGAGGAGAG415delinsNEERTKFV
XH_P46 2 186670278 186670278 Missense_Mutation SNP C G C FSIP2 c.C16245G p.I5415M
XH_P46 2 190531333 190531333 Frame_Shift_Ins INS - CTTCAACC - ASNSD1 75_476insCTTCA p.V159fs
XH_P46 2 191353542 191353542 Frame_Shift_Ins INS - AACTAGGCACCTA - MFSD6 1791insAACTAGG p.F597fs
XH_P46 2 196545675 196545675 Frame_Shift_Ins INS - TCATTGCTAG - SLC39A10 9_910insTCATTG p.G303fs
XH_P46 2 197672240 197672240 Nonsense_Mutation INS - CTTATACTCATT - C2orf66 281insAATGAGT p.S94delinsX
XH_P46 2 201438327 201438327 Nonsense_Mutation INS - TAGTGTTTATT - SGO2 _3259insTAGTGT086_D1087delinsIX
XH_P46 2 201438329 201438329 In_Frame_Ins INS - TTGGCATTCAAG - SGO2 AATGTCTTGGCAT087delinsDNVLAFKFLF
XH_P46 2 202358613 202358613 In_Frame_Ins INS - TCATGAAGAAAA - C2CD6 1insGCATTTTCTTE817delinsEHFLHEI
XH_P46 2 202519634 202519634 Nonsense_Mutation INS - AAGTATTTCTAAC - MPP4 AAATATGGTTAGA436_G437delinsLKX
XH_P46 2 205986663 205986663 Frame_Shift_Ins INS - TTTTCATA - PARD3B 55_1156insTTTT p.D385fs
XH_P46 2 205986665 205986665 Frame_Shift_Ins INS - TCACGGTTTTGT - PARD3B 58insGTTCACGG p.L386fs
XH_P46 2 206166320 206166320 Nonsense_Mutation INS - ACGCTAACAT - PARD3B 8_2319insACGCT773_K774delinsKRX
XH_P46 2 206166322 206166322 Nonsense_Mutation SNP A T A PARD3B c.A2320T p.K774X
XH_P46 2 207170422 207170422 Nonsense_Mutation INS - ATTTAACTCTTAA - ZDBF2 1171insATTTAAC390_E391delinsEIX
XH_P46 2 208420432 208420432 Frame_Shift_Ins INS - CTTATTCAAAT - CREB1 _74insCTTATTCA p.M25fs
XH_P46 2 209113237 209113237 In_Frame_Ins INS - TGAGAAATGCAT - IDH1 ACATATATGCATelinsHIQLYIYAFLNFIPCL
XH_P46 2 210559001 210559001 Frame_Shift_Ins INS - CTGCCTGGCTC - MAP2 _2108insCTGCCT p.N703fs
XH_P46 2 210559002 210559002 In_Frame_Ins INS - ATGCTT - MAP2 108_2109insATGp.N703delinsKCF
XH_P46 2 210560132 210560132 Frame_Shift_Ins INS - TT - MAP2 c.3238_3239insT p.P1080fs
XH_P46 2 210560133 210560133 Frame_Shift_Ins INS - TCTGCTTT - MAP2 39_3240insTCTG p.P1080fs
XH_P46 2 210574849 210574849 Frame_Shift_Ins INS - AAGGTATTTAGAA - MAP2 TTTCTAAGGTATT p.R292fs
XH_P46 2 211473273 211473273 Frame_Shift_Ins INS - AAGAAAAATTTAT - CPS1 1029insAAGAAAA p.S343fs
XH_P46 2 218673384 218673384 Frame_Shift_Ins INS - GAGTCTTTCCCAC - TNS1 nsTATAGTGGGA p.R1637fs
XH_P46 2 219320394 219320394 Frame_Shift_Ins INS - CC - USP37 .2760_2761insG p.T921fs
XH_P46 2 219320395 219320395 Nonsense_Mutation INS - AATATTTTCTCTCA - USP37 60insATGAGAGAF920_T921delinsLX
XH_P46 2 223795471 223795471 Nonsense_Mutation INS - TTATCAATTTAAC - ACSL3 674insTTTATCAA.R558delinsSLSIX
XH_P46 2 228476241 228476241 Nonsense_Mutation INS - ATTTTATTTTTTTG - C2orf83 GTCTCAAAAAAAT08_T109delinsSVSKKX
XH_P46 2 230675901 230675901 In_Frame_Ins INS - AAA - TRIP12 c.970_971insTTTp.S324delinsIC
XH_P46 2 230675902 230675902 Nonsense_Mutation INS - TTACTG - TRIP12 969_970insCAGTp.S324delinsQX
XH_P46 2 233681744 233681744 Splice_Site INS - GATCCAACAG - GIGYF2 . .
XH_P46 2 239237645 239237645 Nonsense_Mutation INS - CACGTAACAAAT - TRAF3IP1 578insCACGTAAK193delinsTRNKX
XH_P46 2 241631616 241631616 Silent SNP T C T AQP12A c.T249C p.T83T
XH_P46 3 404959 404959 Frame_Shift_Ins INS - AAGATTGTATATC - CHL1 insACCAAGATTG p.G493fs
XH_P46 3 9032232 9032232 Silent SNP C T C SRGAP3 c.G2778A p.G926G
XH_P46 3 12618174 12618174 In_Frame_Ins INS - AACCTTATTTAC - MKRN2 _774insAACCTTA.S258delinsRTLFT
XH_P46 3 19384150 19384150 Frame_Shift_Ins INS - ATTTATATATTTT - KCNH8 nsATGATTTATAT p.Y172fs
XH_P46 3 25677572 25677572 In_Frame_Ins INS - CTT - TOP2B c.691_692insAAGp.T231delinsKA
XH_P46 3 25677574 25677574 Nonsense_Mutation INS - CTATTTTATTCACT - TOP2B 0insGAGTGAATAY230_T231delinsX
XH_P46 3 27233665 27233665 Frame_Shift_Ins INS - AGTTAGAAAAAT - NEK10 96insCTATTTTTC p.M99fs
XH_P46 3 27233667 27233667 Silent SNP G T G NEK10 c.C294A p.V98V
XH_P46 3 37365568 37365568 In_Frame_Ins INS - TTTTGACTG - GOLGA4 1_2192insTTTTGp.H731delinsLLTD
XH_P46 3 37367776 37367776 Frame_Shift_Ins INS - AA - GOLGA4 .4399_4400insA p.L1467fs
XH_P46 3 37367777 37367777 Frame_Shift_Ins INS - TCTTCATCATACTG - GOLGA4 CATTTTTCTTCATC p.L1467fs
XH_P46 3 37368312 37368312 In_Frame_Ins INS - CAATTCTTTGTGT - GOLGA4 936insCCAATTCTE1645delinsEPILCV
XH_P46 3 38101275 38101275 Missense_Mutation SNP G A G DLEC1 c.G605A p.R202Q
XH_P46 3 38103826 38103826 Frame_Shift_Ins INS - GG - DLEC1 c.840_841insGG p.P280fs
XH_P46 3 38103828 38103828 Frame_Shift_Ins INS - CTTATTCTAT - DLEC1 2_843insCTTATT p.K281fs
XH_P46 3 40574484 40574484 Frame_Shift_Ins INS - A - ZNF621 c.1223_1224insA p.P408fs



XH_P46 3 40574486 40574486 In_Frame_Ins INS - TGAAGG - ZNF621 25_1226insTGAAp.S409delinsLKA
XH_P46 3 41504680 41504680 Frame_Shift_Ins INS - C - ULK4 c.2384_2385insG p.N795fs
XH_P46 3 41504682 41504682 In_Frame_Ins INS - AGAATGTATAATT - ULK4 CTATAGAATTATA795delinsSIELYILLNN
XH_P46 3 44284520 44284520 Nonsense_Mutation INS - TTGTGAGG - TOPAZ1 2_523insTTGTG174_L175delinsKLX
XH_P46 3 44284522 44284522 Frame_Shift_Ins INS - ATCA - TOPAZ1 .524_525insATC p.L175fs
XH_P46 3 44488364 44488364 Silent SNP G T G ZNF445 c.C2799A p.S933S
XH_P46 3 44612043 44612043 Frame_Shift_Ins INS - AACTTCCTTATAT - ZKSCAN7 89insCAACTTCCT p.R330fs
XH_P46 3 44636043 44636043 Frame_Shift_Ins INS - TCCCTTCTGTG - ZNF660 _359insTCCCTTC p.H120fs
XH_P46 3 44636044 44636044 Frame_Shift_Ins INS - GTACTTTATTG - ZNF660 _360insGTACTTT p.H120fs
XH_P46 3 44636431 44636431 In_Frame_Ins INS - ACTTTTTTTCCTCT - ZNF660 47insACTTTTTTTN249delinsKLFFLC
XH_P46 3 44700428 44700428 Frame_Shift_Ins INS - AATCCCATCACAT - ZNF35 574insAATCCCAT p.E191fs
XH_P46 3 44795062 44795062 Frame_Shift_Ins INS - AAAAATAGTAGC - KIAA1143 291insGGCTACTA p.K97fs
XH_P46 3 45030658 45030658 Nonsense_Mutation INS - ACAACATTACTAT - EXOSC7 AACAACAACATTAp.G28delinsGX
XH_P46 3 45030660 45030660 Missense_Mutation SNP G A G EXOSC7 c.G86A p.C29Y
XH_P46 3 46751074 46751079 In_Frame_Del DEL AAGAAG - AAGAAG TMIE c.367_372del p.123_124del
XH_P46 3 47719796 47719796 Nonsense_Mutation INS - TTT - SMARCC1 1462_1463insAA p.L488delinsX
XH_P46 3 47719798 47719798 Nonsense_Mutation INS - TTGTTTCCTTTCAT - SMARCC1 ATGAAATGAAAGY487_L488delinsX
XH_P46 3 48338292 48338292 Nonsense_Mutation INS - ATGTCTTGATAAT - NME6 CTGATATTATCAA.K40_F41delinsYX
XH_P46 3 51475867 51475867 Frame_Shift_Ins INS - AG - DCAF1 c.313_314insCT p.V105fs
XH_P46 3 51475868 51475868 Frame_Shift_Ins INS - AAAAGTTGGGT - DCAF1 _313insACCCAA p.V105fs
XH_P46 3 54604116 54604116 Silent SNP C T C CACNA2D3 c.C873T p.F291F
XH_P46 3 56207536 56207536 Nonsense_Mutation INS - ATTTTTTTTACCT - ERC2 7insGGAAGGTAAp.R363delinsGRX
XH_P46 3 69245509 69245509 Nonsense_Mutation INS - AATAAATAAGTAT - FRMD4B ATTGACATACTTA377_M378delinsAYX
XH_P46 3 73114282 73114282 Nonsense_Mutation INS - TCACTGTAAAT - PPP4R2 _748insTCACTGT249_E250delinsESLX
XH_P46 3 77530284 77530284 Nonsense_Mutation INS - GTTAGTCTTCACA - ROBO2 2insTAGTTAGTCT194_K195delinsSSX
XH_P46 3 77530286 77530286 Nonsense_Mutation INS - AATTCATTTGAAT - ROBO2 584insAATTCATT195_S196delinsKFIX
XH_P46 3 77623837 77623837 Frame_Shift_Ins INS - TCCTCATAACTAT - ROBO2 TTTCTGTCCTCAT p.Q720fs
XH_P46 3 78676530 78676530 Frame_Shift_Ins INS - AATTAACATA - ROBO1 5_3516insTATGT p.Q1172fs
XH_P46 3 89259247 89259247 Frame_Shift_Ins INS - TCTTCCCACTG - EPHA3 _392insTCTTCCC p.H131fs
XH_P46 3 89259249 89259249 Missense_Mutation SNP T A T EPHA3 c.T393A p.H131Q
XH_P46 3 97591053 97591053 In_Frame_Ins INS - CCTCGATAT - CRYBG3 5_1016insCCTCG.G339delinsASIW
XH_P46 3 99643208 99643208 In_Frame_Ins INS - ATACAAAGATAAA - FILIP1L 71insATTTATCTT.I157delinsIFIFVS
XH_P46 3 100556016 100556016 Splice_Site INS - ATTCAGATTGCT - ABI3BP . .
XH_P46 3 100963584 100963584 In_Frame_Ins INS - AAACTAGTTTTAG - IMPG2 591insACTAAAACL531delinsTKTSFL
XH_P46 3 105377954 105377954 Frame_Shift_Ins INS - T - CBLB c.1749_1750insA p.A584fs
XH_P46 3 105377955 105377955 Frame_Shift_Ins INS - GCCAT - CBLB 748_1749insATG p.I583fs
XH_P46 3 108776232 108776232 Frame_Shift_Ins INS - TGAACAACTTGA - MORC1 33insCATCAAGT p.K378fs
XH_P46 3 112989792 112989792 Splice_Site SNP G A G BOC . .
XH_P46 3 113176139 113176139 Nonsense_Mutation INS - TGACATTTAATTA - SPICE1 TAAAATTAATTAA01_Q502delinsNKINX
XH_P46 3 113376020 113376020 Frame_Shift_Ins INS - CAGCAAA - USF3 08_4509insTTTG p.H1503fs
XH_P46 3 113376579 113376579 Nonsense_Mutation INS - CACGATTATTTCC - USF3 3950insGGAAATA317_K1318delinsWKX
XH_P46 3 119451310 119451310 Frame_Shift_Ins INS - T - MAATS1 c.810_811insT p.L270fs
XH_P46 3 119451311 119451311 Nonsense_Mutation INS - ATATTGTTCTGAA - MAATS1 2insAAATATTGTT271_T272delinsKILFX
XH_P46 3 120424944 120424944 Nonsense_Mutation INS - TCTTCTTTTCTTCT - RABL3 CCATAGAAGAAAD96_L97delinsNPX
XH_P46 3 121208725 121208725 In_Frame_Ins INS - TAATAAAACATCA - POLQ 053insATGATGTTT1018delinsNDVLLS
XH_P46 3 122942530 122942530 In_Frame_Ins INS - AACATTTATTATA - SEC22A nsTCTTAACATTTAT103delinsILTFIIYS
XH_P46 3 123665760 123665760 Nonsense_Mutation INS - TAAGAAAATGAG - CCDC14 GTAGAACTCATTT212_K213delinsKX
XH_P46 3 124952375 124952375 Frame_Shift_Ins INS - GTAACACAAGCAG - ZNF148 1195insCTGCTTG p.R399fs
XH_P46 3 130095213 130095213 Frame_Shift_Ins INS - TTATTTAAGA - COL6A5 1_202insTTATTTA p.Y67fs
XH_P46 3 130095214 130095214 Frame_Shift_Ins INS - TGTGCTGGTGTT - COL6A5 3insTATGTGCTG p.R68fs
XH_P46 3 130447527 130447527 Frame_Shift_Ins INS - GATAGTATAGTTG - PIK3R4 CATACCAACTAT p.E529fs
XH_P46 3 131271330 131271330 Frame_Shift_Ins INS - TAACAGAGCAG - CPNE4 _1176insCTGCTC p.S392fs
XH_P46 3 132419280 132419280 Frame_Shift_Ins INS - TACTTCAGTAACT - NPHP3 1insCGTAGTTACT p.Q547fs
XH_P46 3 135721851 135721851 Nonsense_Mutation INS - GCTACTCATCTTA - PPP2R3A sAACATGCTACTC4_S505delinsRTCYSSX
XH_P46 3 138374332 138374332 Nonsense_Mutation INS - TGTTATAAAGGGA - PIK3CB 648insTTCCCTTTp.L550delinsFPLX
XH_P46 3 142269112 142269112 Missense_Mutation SNP C A C ATR c.G2838T p.M946I
XH_P46 3 142269113 142269113 Nonsense_Mutation INS - AACTTAAGTTTAA - ATR 2837insCTTAAACM946_T947delinsTX
XH_P46 3 146311891 146311891 Frame_Shift_Ins INS - GATTAGCATTTGT - PLSCR5 69insAACAAATG p.I90fs
XH_P46 3 149469271 149469271 Nonsense_Mutation INS - GGTTTATAATTGA - COMMD2 AAAAATCAATTAT_K50delinsSMSSKNQLX
XH_P46 3 150285814 150285814 Frame_Shift_Ins INS - TAAACAAAAACA - EIF2A 3insCATAAACAA p.T164fs
XH_P46 3 150908695 150908695 Frame_Shift_Ins INS - CAAGAATTCCTT - MED12L 946insTCAAGAA p.K649fs
XH_P46 3 151535309 151535309 Frame_Shift_Ins INS - TCTATGGACTTAT - AADAC 295insTCTATGGA p.R98fs
XH_P46 3 151535311 151535311 Missense_Mutation SNP A G A AADAC c.A296G p.K99R
XH_P46 3 157081235 157081235 Frame_Shift_Ins INS - TTTTTTTCCC - VEPH1 _1653insGGGAA p.L551fs
XH_P46 3 160803594 160803594 Frame_Shift_Ins INS - AGGAATTGGAGG - B3GALNT1 CAAAAACCTCCA p.I317fs
XH_P46 3 164777012 164777012 Frame_Shift_Ins INS - GTAAAATATGAT - SI 22insAATATCATA p.L408fs
XH_P46 3 169847202 169847202 Frame_Shift_Ins INS - CTTCCATCCCA - PHC3 _1022insTGGGAT p.N341fs
XH_P46 3 172115243 172115243 Frame_Shift_Ins INS - ACATTCACTCTTA - FNDC3B 594insCACATTCA p.L1198fs
XH_P46 3 180377470 180377470 In_Frame_Ins INS - TTGGTAAAGTAGT - CCDC39 04insAACTACTTTA202delinsNYFTKA
XH_P46 3 183493744 183493749 In_Frame_Del DEL GGAGGA - GGAGGA YEATS2 c.2410_2415del p.804_805del
XH_P46 3 184023944 184023944 Splice_Site INS - ACCCTACTGC - PSMD2 . .
XH_P46 3 194140665 194140665 Nonsense_Mutation INS - CAGCTTTTCTTAG - ATP13A3 45insGCTAAGAAp.Y1115delinsX
XH_P46 3 195514222 195514222 Missense_Mutation SNP A G A MUC4 c.T4229C p.L1410P
XH_P46 3 196612373 196612373 Frame_Shift_Ins INS - GAATTTTCCTCTG - SENP5 nsATAGAATTTTC p.S107fs
XH_P46 3 196888592 196888592 In_Frame_Ins INS - AACATTTGGGATT - DLG1 sATTAAATCCCAA167delinsLLNPKCLS
XH_P46 3 196888594 196888594 Missense_Mutation SNP G T G DLG1 c.C499A p.L167I
XH_P46 4 1066809 1066809 Frame_Shift_Ins INS - AATATTTTTATGT - RNF212 7insGTACATAAAA p.N249fs
XH_P46 4 1388755 1388755 Silent SNP C G C CRIPAK c.C456G p.P152P
XH_P46 4 2209736 2209736 Missense_Mutation SNP G C G POLN c.C692G p.S231C
XH_P46 4 37848718 37848718 Frame_Shift_Ins INS - ACTCTAAAGT - PGM2 4_1175insACTCTA p.G392fs
XH_P46 4 38830154 38830154 Frame_Shift_Ins INS - TGAGAGTA - TLR6 40_941insTACTC p.N314fs
XH_P46 4 38830156 38830156 Silent SNP C A C TLR6 c.G939T p.T313T
XH_P46 4 39344088 39344088 Splice_Site INS - AAGTTGAAGCTTA - RFC1 . .
XH_P46 4 39450080 39450080 Frame_Shift_Ins INS - TATTCTTTTATGAT - KLB nsCATTTATTCTTT p.E970fs
XH_P46 4 39456492 39456492 Nonsense_Mutation INS - ATAGAAAATGGA - RPL9 sAACTCTCCATTTS155_N156delinsX
XH_P46 4 39846408 39846408 Nonsense_Mutation INS - CTTGGTTTATCTT - PDS5A sAATAAAAGATA1139_V1140delinsEX
XH_P46 4 39924367 39924367 Nonsense_Mutation INS - ATATTGATTAACA - PDS5A GATATGTTAATC77_S178delinsSYMICX
XH_P46 4 39924369 39924369 Splice_Site SNP C T C PDS5A . .
XH_P46 4 42553247 42553247 Frame_Shift_Ins INS - CATACTCAAATTA - ATP8A1 25insAATAATTTG p.G509fs
XH_P46 4 48608568 48608568 In_Frame_Ins INS - AGTGTAAATTAAT - FRYL insAAAATTAATTE210delinsKINLHLE
XH_P46 4 48608569 48608569 Silent SNP C T C FRYL c.G627A p.K209K
XH_P46 4 56309990 56309990 In_Frame_Ins INS - CAGAAATAAAGC - CLOCK 766insGAGCTTTAI589delinsRALFLL
XH_P46 4 57367932 57367932 In_Frame_Ins INS - TTT - SRP72 1738_1739insTT p.I580delinsIF
XH_P46 4 57367934 57367934 In_Frame_Ins INS - ACTGTTTTT - SRP72 0_1741insACTGTp.I580delinsITVF
XH_P46 4 68704023 68704023 Nonsense_Mutation INS - AAGCTAAATATAC - TMPRSS11D ATATGGTATATTT14_D115delinsAIWYIX
XH_P46 4 70146409 70146409 Nonsense_Mutation INS - TTTCTCATACTTA - UGT2B28 GTTTCTTTCTCAT65delinsFKSLFLSHTYIQRX
XH_P46 4 71115135 71115135 Frame_Shift_Ins INS - GCCCAAACCTGCA - CSN3 ACGTCGCCCAAAC p.P170fs
XH_P46 4 71201164 71201164 Frame_Shift_Ins INS - TTTTT - CABS1 408_409insTTTT p.S136fs



XH_P46 4 71201165 71201165 Frame_Shift_Ins INS - CTGTCAGTTTGTT - CABS1 0insGCTGTCAGT p.T137fs
XH_P46 4 71698131 71698131 Nonsense_Mutation INS - TAATATTTATAG - GRSF1 AAAATCTATAAA4_K75delinsTYKIYKYX
XH_P46 4 74351727 74351727 Frame_Shift_Ins INS - TTCCCCT - AFM 19_420insTTCCC p.P140fs
XH_P46 4 74351729 74351729 Missense_Mutation SNP A C A AFM c.A421C p.T141P
XH_P46 4 77084482 77084482 Missense_Mutation SNP T A T SCARB2 c.A865T p.T289S
XH_P46 4 80327784 80327784 Frame_Shift_Ins INS - A - GK2 c.1570_1571insT p.P524fs
XH_P46 4 80327785 80327785 In_Frame_Ins INS - ATATTGGGTGTG - GK2 AAAAAAACACACC4delinsVKKNTPNISTVP
XH_P46 4 82355115 82355115 Frame_Shift_Ins INS - ATTTGCACTTAAT - RASGEF1B 077insTATTAAG p.K359fs
XH_P46 4 83838373 83838373 In_Frame_Ins INS - AGAATA - THAP9 008_1009insAGAp.P336delinsPRI
XH_P46 4 83838375 83838375 Missense_Mutation SNP T A T THAP9 c.T1010A p.L337H
XH_P46 4 83989669 83989669 Frame_Shift_Ins INS - A - COPS4 c.1081_1082insA p.F361fs
XH_P46 4 83989670 83989670 Nonsense_Mutation INS - AAGTTAACTGGG - COPS4 3insTTTAAGTTAAp.F361delinsFLSX
XH_P46 4 84383753 84383753 Missense_Mutation SNP C T C ABRAXAS1 c.G772A p.D258N
XH_P46 4 84383755 84383755 In_Frame_Ins INS - ATGTTCACCTGTT - ABRAXAS1 sTGCAAACAGGTG257delinsLQTGEHSK
XH_P46 4 86491844 86491844 Frame_Shift_Ins INS - ATTCAACTCCC - ARHGAP24 _151insATTCAAC p.Y50fs
XH_P46 4 88533950 88533950 Frame_Shift_Ins INS - GTCCCCATTCC - DSPP _613insGTCCCCA p.C204fs
XH_P46 4 88733000 88733000 Missense_Mutation SNP A T A IBSP c.A892T p.S298C
XH_P46 4 88733001 88733001 Frame_Shift_Ins INS - GTGCCGTTTATGC - IBSP 894insGTGCCGTT p.S298fs
XH_P46 4 88766968 88766968 Silent SNP C G C MEPE c.C948G p.T316T
XH_P46 4 88766970 88766970 Frame_Shift_Ins INS - GTGCTTTTGCTTTT - MEPE nsGGGTGCTTTT p.I317fs
XH_P46 4 88996100 88996100 In_Frame_Ins INS - CCGCTGGTA - PKD2 9_2660insCCGCT.G887delinsAAGR
XH_P46 4 103245406 103245406 Splice_Site SNP C G C SLC39A8 . .
XH_P46 4 106156989 106156989 Frame_Shift_Ins INS - ATCTCGTGTT - TET2 0_1891insATCTC p.K630fs
XH_P46 4 110865083 110865083 Frame_Shift_Ins INS - TA - EGF c.595_596insTA p.S199fs
XH_P46 4 110865084 110865084 Frame_Shift_Ins INS - AAGTGATTTCA - EGF _597insAAGTGA p.S199fs
XH_P46 4 113475121 113475121 Frame_Shift_Ins INS - ATAGG - ZGRF1 041_5042insCCT p.E1681fs
XH_P46 4 113475123 113475123 Frame_Shift_Ins INS - AAGAGGAAAGTA - ZGRF1 040insTATACTTT p.S1680fs
XH_P46 4 113482070 113482070 Nonsense_Mutation INS - GGTTCAAGAATAA - ZGRF1 5insGAGTTATTCK1535delinsKSYSX
XH_P46 4 114279189 114279189 Frame_Shift_Ins INS - CATCAGTTTTTGT - ANK2 9416insCATCAGT p.R3139fs
XH_P46 4 120442196 120442196 Nonsense_Mutation INS - TTATATTTCGTTAA - PDE5A TTTAATTAACGA0_S601delinsSSLINEIX
XH_P46 4 121742465 121742465 Frame_Shift_Ins INS - CCTTT - PRDM5 335_336insAAAG p.D112fs
XH_P46 4 121742467 121742467 Frame_Shift_Ins INS - TGTTGATTGTCTT - PRDM5 TCTAGAAGACAA p.D112fs
XH_P46 4 123179999 123179999 Splice_Site INS - AACAAACGGCT - KIAA1109 . .
XH_P46 4 123193516 123193516 Nonsense_Mutation INS - TAAATGAAAATA - KIAA1109 TATAAGTAAATG01_K2802delinsLLYKX
XH_P46 4 126371180 126371180 Frame_Shift_Ins INS - TCTGATTGGGATT - FAT4 AAATATTCTGATT p.I3005fs
XH_P46 4 138451054 138451054 Frame_Shift_Ins INS - AGGAATTGTGTT - PCDH18 89insTAAACACA p.D730fs
XH_P46 4 139966460 139966460 In_Frame_Ins INS - GTT - NOCT 1128_1129insGTp.L376delinsLV
XH_P46 4 139966462 139966462 Missense_Mutation SNP A G A NOCT c.A1130G p.D377G
XH_P46 4 139980489 139980489 Frame_Shift_Ins INS - GGAAA - ELF2 162_1163insTTT p.N388fs
XH_P46 4 139980490 139980490 Nonsense_Mutation INS - AAGACAG - ELF2 61_1162insCTGT388_L389delinsLSX
XH_P46 4 141484493 141484493 Frame_Shift_Ins INS - TTTAGAAG - UCP1 04_505insCTTCTA p.G169fs
XH_P46 4 146059706 146059706 Frame_Shift_Ins INS - CTGATCTTGAATC - OTUD4 026insAGATTCAA p.P676fs
XH_P46 4 146064542 146064542 Nonsense_Mutation INS - TGGAATGTTATAG - OTUD4 nsATTTCTATAACL488delinsYFYNIPX
XH_P46 4 148743963 148743963 Frame_Shift_Ins INS - AAAATGTTTATTC - ARHGAP10 241insAAAATGTT p.E80fs
XH_P46 4 148800487 148800487 In_Frame_Ins INS - AAA - ARHGAP10 c.937_938insAAAp.L313delinsQI
XH_P46 4 148800488 148800488 In_Frame_Ins INS - CAGCAATAC - ARHGAP10 8_939insCAGCAAp.L313delinsLSNT
XH_P46 4 149075973 149075973 Frame_Shift_Ins INS - AAAGGTACTTCC - NR3C2 094insTGGAAGT p.P698fs
XH_P46 4 151336694 151336694 Nonsense_Mutation INS - ACCCTTGCTCTTCT - LRBA 90insCAGAAGAG4_N2365delinsQKSKGX
XH_P46 4 151511939 151511939 Frame_Shift_Ins INS - TTTTGTGAATAAT - LRBA sTGAAAATTATTC p.E2040fs
XH_P46 4 155507895 155507895 In_Frame_Ins INS - ACCAAAACC - FGA 5_686insGGTTTT.V229delinsGFWF
XH_P46 4 156632376 156632376 In_Frame_Ins INS - TTGGTGCTTTTCA - GUCY1A3 060insCTTGGTGW353delinsWLGAFH
XH_P46 4 156643278 156643278 Frame_Shift_Ins INS - TCTTAACTCTTTT - GUCY1A3 6insACTTCTTAAC p.T602fs
XH_P46 4 157689061 157689061 Nonsense_Mutation INS - GTTTTTGTTTTTT - PDGFC nsTTTAAAAAACAE262_L263delinsVX
XH_P46 4 157689062 157689062 Nonsense_Mutation SNP C A C PDGFC c.G784T p.E262X
XH_P46 4 169312779 169312779 In_Frame_Ins INS - TGTCCTTCCTTTT - DDX60L 27insTAAAAGGA1276delinsVKGRTQ
XH_P46 4 175898094 175898094 Frame_Shift_Ins INS - CAGCGCTTCACAT - ADAM29 1419insCAGCGCT p.H473fs
XH_P46 4 186111972 186111972 Frame_Shift_Ins INS - AACACAAGTATA - CFAP97 79insTTTATACTT p.G127fs
XH_P46 4 186274725 186274725 Frame_Shift_Ins INS - CAGAAACTACCAT - SNX25 2062insCAGAAAC p.M687fs
XH_P46 4 186329132 186329132 Nonsense_Mutation INS - TAATCTTAATTTT - UFSP2 TGAAAAAAAATT60delinsQKKMKKNX
XH_P46 4 186379790 186379790 Frame_Shift_Ins INS - C - CCDC110 c.1839_1840insG p.S614fs
XH_P46 4 186379792 186379792 Nonsense_Mutation INS - CTGAAGACAAAA - CCDC110 838insTATTTTGTE613delinsVFCLQX
XH_P46 4 186380549 186380549 Frame_Shift_Ins INS - GAAAAGAGTACT - CCDC110 081insATAGTACT p.Q361fs
XH_P46 4 186384152 186384152 Nonsense_Mutation INS - ACTTTACTTTTGT - CCDC110 7insGACAAAAGT p.L56delinsX
XH_P46 4 187172907 187172907 Nonsense_Mutation INS - AATTTT - KLKB1 036_1037insAATp.K346delinsKFX
XH_P46 4 187172909 187172909 Frame_Shift_Ins INS - AATGGCAGGGTT - KLKB1 1039insAATGGCA p.K346fs
XH_P46 4 187549778 187549778 Nonsense_Mutation INS - GGAAAGCACCAAT - FAT1 nsTCCCATTGGTG1488delinsIPLVLSLX
XH_P46 4 187629442 187629442 Nonsense_Mutation INS - ACTGGATTTGTTT - FAT1 540insTAAACAAAp.H514delinsX
XH_P46 5 730558 730558 Nonsense_Mutation INS - TTTCTTTCTTTAA - ZDHHC11B nsGTGTTTAAAGAp.S350delinsCVX
XH_P46 5 5461951 5461951 In_Frame_Ins INS - TTTTACTACTTT - ICE1 _2505insTTTTAC.P835delinsPFTTF
XH_P46 5 5461953 5461953 Frame_Shift_Ins INS - T - ICE1 c.2506_2507insT p.D836fs
XH_P46 5 5463271 5463271 Frame_Shift_Ins INS - TGGAAAGTCTAT - ICE1 25insTGTGGAAA p.E1275fs
XH_P46 5 7886739 7886739 In_Frame_Ins INS - AAAACATAAGAAG - MTRR 70insAAAAACATP357delinsQKHKKT
XH_P46 5 13736034 13736034 Frame_Shift_Ins INS - A - DNAH5 11462_11463ins p.T3821fs
XH_P46 5 13736035 13736035 In_Frame_Ins INS - GTAGAATTGATT - DNAH5 _11462insAATCAT3821delinsKSILP
XH_P46 5 15936569 15936569 Missense_Mutation SNP A T A FBXL7 c.A609T p.K203N
XH_P46 5 16675232 16675232 In_Frame_Ins INS - AAGGTAAAGCAT - MYO10 _4694insATGCTTL1565delinsHALPF
XH_P46 5 32126652 32126652 Frame_Shift_Ins INS - ACTTCTGGTTT - GOLPH3 _563insAAACCAG p.T188fs
XH_P46 5 34823663 34823663 Nonsense_Mutation INS - TTGCTCTGAGTTT - RAI14 sCGTATTTGCTCT543delinsPRICSEFLX
XH_P46 5 38431305 38431307 In_Frame_Del DEL ACT - ACT EGFLAM c.1379_1381del p.460_461del
XH_P46 5 39376931 39376931 Frame_Shift_Ins INS - A - DAB2 c.1894_1895insT p.E632fs
XH_P46 5 39376932 39376932 Nonsense_Mutation INS - TTTGGTGATAAC - DAB2 94insTAGTTATCAE632_M633delinsX
XH_P46 5 41927335 41927335 In_Frame_Ins INS - CTAAATCTACCAT - FBXO4 AATAACTAAATCT137delinsLITKSTINN
XH_P46 5 43175139 43175139 Frame_Shift_Ins INS - TCATGTGT - ZNF131 39_940insTCATG p.H313fs
XH_P46 5 43613100 43613100 Frame_Shift_Ins INS - TGATGTT - NNT 42_243insTGATG p.N81fs
XH_P46 5 43613101 43613101 Frame_Shift_Ins INS - CTGA - NNT .243_244insCTG p.N81fs
XH_P46 5 56179506 56179506 Frame_Shift_Ins INS - AACATTATTGTTG - MAP3K1 nsTACAAACATTA p.Q1273fs
XH_P46 5 64100132 64100132 Nonsense_Mutation INS - AGGTTTTTTTTTT - CWC27 AAACTAGGTTTTT286_K287delinsAFX
XH_P46 5 64314065 64314065 In_Frame_Ins INS - ATGTCTGGAGTT - CWC27 7insAACATGTCT446delinsKHVWSLF
XH_P46 5 68616209 68616209 Nonsense_Mutation INS - TAAAATAAATAAC - CCDC125 ATATGGTTATTTA3_G54delinsEYGYLFX
XH_P46 5 68651571 68651571 Frame_Shift_Ins INS - GTTTGTTTTGTTT - AK6 AAACAAAACAAA p.D74fs
XH_P46 5 68660946 68660946 Frame_Shift_Ins INS - GTAACATGTATAC - TAF9 9insAAGTATACAT p.S207fs
XH_P46 5 72857092 72857092 Missense_Mutation SNP G A G ANKRA2 c.C311T p.S104F
XH_P46 5 72857094 72857094 Nonsense_Mutation INS - TCTGTCACTTG - ANKRA2 _309insCAAGTGA103_S104delinsTKX
XH_P46 5 78587085 78587085 Missense_Mutation SNP T A T JMY c.T1490A p.I497K
XH_P46 5 78587086 78587086 Frame_Shift_Ins INS - CAAATCC - JMY 91_1492insCAAA p.I497fs
XH_P46 5 79031434 79031434 In_Frame_Ins INS - TCCCTTTTCCTCA - CMYA5 847insTTCCCTTT2282delinsSFPFPQ
XH_P46 5 79473862 79473862 In_Frame_Ins INS - CTTATGTTCAGG - SERINC5 220insCCTGAAC.K74delinsPEHKK
XH_P46 5 82816508 82816508 Frame_Shift_Ins INS - A - VCAN c.2383_2384insA p.V795fs



XH_P46 5 82816509 82816509 In_Frame_Ins INS - CTTCTTGTATTTCA - VCAN 85insCTCTTCTTGV795delinsVSSCISS
XH_P46 5 82833217 82833217 Nonsense_Mutation INS - GGTCTATTTCAAT - VCAN sGTATAGGTCTAT478_Q479delinsVVX
XH_P46 5 108380427 108380427 In_Frame_Ins INS - ACTCTATGGCTAG - FER ACTTTACTCTATG18delinsSNFTLWLGHI
XH_P46 5 112174324 112174324 Frame_Shift_Ins INS - TCTCTCATCTGTC - APC 80insTTTCTCTCA p.A993fs
XH_P46 5 112176376 112176376 Frame_Shift_Ins INS - ATAATACATTCTT - APC 032insAATAATAC p.R1677fs
XH_P46 5 112176378 112176378 Frame_Shift_Ins INS - TATTTCAA - APC 33_5034insTATT p.S1678fs
XH_P46 5 112203228 112203228 Nonsense_Mutation INS - CATCAAATTGAA - SRP19 58insTCATCAAA19_K120delinsKSSNX
XH_P46 5 114588943 114588943 Frame_Shift_Ins INS - GCATTGCC - PGGT1B 9_150insGGCAA p.I50fs
XH_P46 5 114607044 114607044 In_Frame_Ins INS - TAGTCTAGTGGGA - CCDC112 nsTCTTTCCCACT400delinsSFPLDYNL
XH_P46 5 114878777 114878777 Frame_Shift_Ins INS - T - FEM1C c.413dupA p.H138fs
XH_P46 5 114878779 114878779 In_Frame_Ins INS - CTATGATGTTTGG - FEM1C TATTACCAAACAT38delinsSITKHHRNTH
XH_P46 5 115813816 115813816 In_Frame_Ins INS - GGATGGATAAAG - SEMA6A nsCTTCCTTTATC488delinsLPLSIHNM
XH_P46 5 123983834 123983834 Frame_Shift_Ins INS - AAGGACAAAGAA - ZNF608 2243insCTTCTTT p.Q748fs
XH_P46 5 135583406 135583406 In_Frame_Ins INS - TGGCTT - TRPC7 248_1249insAAGp.P417delinsKPP
XH_P46 5 137498970 137498970 In_Frame_Ins INS - CTTTTTTCTTGTTC - BRD8 insGAGAACAAGK605delinsENKKKEK
XH_P46 5 140228733 140228733 Frame_Shift_Ins INS - GTTGTCGTTAATG - PCDHA9 54insGTTGTCGT p.G218fs
XH_P46 5 140731787 140731787 Missense_Mutation SNP G A G PCDHGB1 c.G1960A p.A654T
XH_P46 5 140768296 140768296 Missense_Mutation SNP G A G PCDHGB4 c.G845A p.S282N
XH_P46 5 145895416 145895416 Frame_Shift_Ins INS - CATCATGA - GPR151 60_261insTCATG p.L87fs
XH_P46 5 147493994 147493994 Frame_Shift_Ins INS - AGAATTTT - SPINK5 57_1958insAGAA p.V653fs
XH_P46 5 149360264 149360264 Missense_Mutation SNP C T C SLC26A2 c.C1108T p.P370S
XH_P46 5 149360705 149360705 Frame_Shift_Ins INS - C - SLC26A2 c.1549_1550insC p.V517fs
XH_P46 5 150682871 150682871 Silent SNP C T C SLC36A3 c.G45A p.L15L
XH_P46 5 150924653 150924653 Nonsense_Mutation INS - TTTGCAGAAGATT - FAT2 6035insAATCTTC2012_H2013delinsX
XH_P46 5 153065831 153065831 Missense_Mutation SNP G T G GRIA1 c.G836T p.G279V
XH_P46 5 153407793 153407793 Frame_Shift_Ins INS - GGAACCTTGTTA - FAM114A2 AACACTAACAAG p.K112fs
XH_P46 5 154396318 154396318 Frame_Shift_Ins INS - CTGTTTTC - KIF4B 99_2900insCTGT p.D967fs
XH_P46 5 154396319 154396319 Frame_Shift_Ins INS - AGTTTGG - KIF4B 00_2901insAGTT p.D967fs
XH_P46 5 156378688 156378688 Nonsense_Mutation INS - ATGCGTATATTA - TIMD4 _514insTAATATA p.V172delinsX
XH_P46 5 156378690 156378690 Missense_Mutation SNP A T A TIMD4 c.T512A p.V171D
XH_P46 5 156479644 156479644 Nonsense_Mutation INS - AACGGTCTCTAC - HAVCR1 01insGGTAGAGA134_V135delinsRX
XH_P46 5 158697623 158697623 Frame_Shift_Ins INS - TTATCCTTAATATA - UBLCP1 CCATATTATCCTTA p.L140fs
XH_P46 5 161115992 161115992 In_Frame_Ins INS - CTTAATATTCTTC - GABRA6 nsTTTCCTTAATATT88delinsTFLNILPL
XH_P46 5 161115994 161115994 Missense_Mutation SNP G T G GABRA6 c.G265T p.D89Y
XH_P46 5 173317354 173317354 In_Frame_Ins INS - CTGACT - CPEB4 618_619insCTGAp.L206delinsLLT
XH_P46 5 176477820 176477820 Missense_Mutation SNP G A G ZNF346 c.G292A p.D98N
XH_P46 5 178310140 178310140 In_Frame_Ins INS - TTCAATCTTTTC - ZNF354B _688insTTCAATC.L229delinsLFNLF
XH_P46 5 180582464 180582464 Frame_Shift_Ins INS - AGTACATGGGGG - OR2V2 23insAAGTACATG p.K174fs
XH_P46 6 7581096 7581096 Frame_Shift_Ins INS - TTTTCAT - DSP 73_4674insTTTT p.R1558fs
XH_P46 6 7581097 7581097 Silent SNP G C G DSP c.G4674C p.R1558R
XH_P46 6 8097636 8097636 In_Frame_Ins INS - TTCTCTCTCAGCT - EEF1E1 2insCAGCTGAGAL51delinsPAEREV
XH_P46 6 11005710 11005710 Nonsense_Mutation INS - ATTTGATATTATT - ELOVL2 150insAATAATAT.W50_L51delinsX
XH_P46 6 11005711 11005711 In_Frame_Ins INS - TTTCTGAAA - ELOVL2 8_149insTTTCAGp.W50delinsFSER
XH_P46 6 11103981 11103981 Frame_Shift_Ins INS - ATTTTCCCAGATA - ERVFRD-1 63insATTATCTGG p.Q521fs
XH_P46 6 12121009 12121009 Frame_Shift_Ins INS - TTGGGAGGGGA - HIVEP1 _982insTTGGGAG p.N327fs
XH_P46 6 25773745 25773745 Nonsense_Mutation INS - ATAAAGGGATGA - SLC17A4 831insATAAAGG p.C277delinsX
XH_P46 6 26184065 26184065 Silent SNP C A C HIST1H2BE c.C42A p.G14G
XH_P46 6 27279773 27279773 Silent SNP C T C POM121L2 c.G177A p.R59R
XH_P46 6 28214856 28214856 Frame_Shift_Ins INS - AAAGCCTGTTAC - ZKSCAN4 4insCAGTAACAG p.M68fs
XH_P46 6 34826087 34826087 Frame_Shift_Ins INS - AGAGAAAATGAA - UHRF1BP1 5insACAGAGAAA p.P652fs
XH_P46 6 34826089 34826089 Silent SNP T A T UHRF1BP1 c.T1956A p.P652P
XH_P46 6 38994426 38994426 In_Frame_Ins INS - TGTCTCAGTGTTT - DNAH8 0insCATTTGTCTC607delinsTFVSVFRF
XH_P46 6 43025944 43025944 Missense_Mutation SNP G A G MRPL2 c.C124T p.P42S
XH_P46 6 43025945 43025945 Missense_Mutation SNP C A C MRPL2 c.G123T p.Q41H
XH_P46 6 43307358 43307358 Frame_Shift_Ins INS - ACATATTCTAT - ZNF318 _4378insATAGAA p.H1460fs
XH_P46 6 43307360 43307360 Frame_Shift_Ins INS - TA - ZNF318 .4375_4376insT p.P1459fs
XH_P46 6 43310598 43310598 Frame_Shift_Ins INS - ATACCCCTATCTG - ZNF318 3092insCAGATAG p.E1031fs
XH_P46 6 45459696 45459696 Frame_Shift_Ins INS - AG - RUNX2 c.662_663insAG p.D221fs
XH_P46 6 45459697 45459697 In_Frame_Ins INS - CAAGCATCAATA - RUNX2 664insCAAGCATD221delinsDQASI
XH_P46 6 51612806 51612806 Missense_Mutation SNP G A G PKHD1 c.C9608T p.S3203L
XH_P46 6 51947315 51947315 Nonsense_Mutation INS - AAAAAAAGTTTC - PKHD1 56insATGAAACTTP52_N53delinsPX
XH_P46 6 52764783 52764783 Frame_Shift_Ins INS - TTTT - GSTA3 .362_363insAAA p.I121fs
XH_P46 6 52764785 52764785 In_Frame_Ins INS - GAAAATTGA - GSTA3 0_361insTCAATTp.I121delinsSIFI
XH_P46 6 56334734 56334734 Frame_Shift_Ins INS - T - DST 14628_14629ins p.C4877fs
XH_P46 6 56334735 56334735 Frame_Shift_Ins INS - ATGCACA - DST 27_14628insTGT p.K4876fs
XH_P46 6 56420265 56420265 Missense_Mutation SNP T G T DST c.A7145C p.K2382T
XH_P46 6 56420267 56420267 Frame_Shift_Ins INS - ATCAGTGAAGAGG - DST 3insCCTCCTCTTC p.I2381fs
XH_P46 6 56918465 56918465 Frame_Shift_Ins INS - CT - KIAA1586 .1087_1088insC p.D363fs
XH_P46 6 56918466 56918466 In_Frame_Ins INS - TTCTTGTTGCAC - KIAA1586 _1089insTTCTTG D363delinsDSCCT
XH_P46 6 62390907 62390907 Frame_Shift_Ins INS - TGGCGTGACATTG - KHDRBS2 TAGTGTCAATGTC p.A337fs
XH_P46 6 71571588 71571588 In_Frame_Ins INS - ATGGAGCTT - B3GAT2 9_830insAAGCTC.L277delinsQAPF
XH_P46 6 74118985 74118985 Frame_Shift_Ins INS - ATTT - DDX43 1194_1195insAT p.A398fs
XH_P46 6 74118986 74118986 Frame_Shift_Ins INS - TCATTGT - DDX43 95_1196insTCAT p.D399fs
XH_P46 6 76022348 76022348 Frame_Shift_Ins INS - AGTGACCTAATA - FILIP1 200insCTATTAG p.I1067fs
XH_P46 6 79650872 79650872 Frame_Shift_Ins INS - AG - PHIP .5003_5004insC p.Y1668fs
XH_P46 6 79650873 79650873 Frame_Shift_Ins INS - AGTGTTAAGGAG - PHIP nsTACTTCTCCTTA p.Y1668fs
XH_P46 6 80197020 80197020 Frame_Shift_Ins INS - GTGAAGGAAGAA - LCA5 1795insCTTCTTC p.E599fs
XH_P46 6 87969421 87969421 Frame_Shift_Ins INS - AATGTTTTTGTAC - ZNF292 CTTGTAAATGTTT p.L2025fs
XH_P46 6 87970754 87970754 Frame_Shift_Ins INS - AGGCTTATTTTCT - ZNF292 AGAATAAGGCTTA p.S2469fs
XH_P46 6 87994339 87994339 Frame_Shift_Ins INS - TGTGTATTGTGTT - GJB7 2insTCAACACAAT p.H98fs
XH_P46 6 90425449 90425449 Silent SNP G A G MDN1 c.C6783T p.P2261P
XH_P46 6 90466084 90466084 Frame_Shift_Ins INS - C - MDN1 c.2727_2728insG p.L910fs
XH_P46 6 90466085 90466085 Frame_Shift_Ins INS - ATGGCAGGATTA - MDN1 TAAATAATAATCC p.E909fs
XH_P46 6 90572321 90572321 Frame_Shift_Ins INS - CATTAGTGCAG - CASP8AP2 _894insCATTAGT p.T298fs
XH_P46 6 90572805 90572805 Frame_Shift_Ins INS - TATTTCATTCTTG - CASP8AP2 78insGTTATTTCA p.N459fs
XH_P46 6 90578433 90578433 Frame_Shift_Ins INS - CTGTTACTTCTATG - CASP8AP2 5425insCTGTTAC p.K1808fs
XH_P46 6 97001326 97001326 Missense_Mutation SNP T A T UFL1 c.T2332A p.S778T
XH_P46 6 97001327 97001327 Frame_Shift_Ins INS - TAATACA - UFL1 33_2334insTAAT p.S778fs
XH_P46 6 112443397 112443397 Nonsense_Mutation INS - CCACCTTAATCCT - LAMA4 CATAATAGGATTAp.K1432delinsTX
XH_P46 6 117128274 117128274 Frame_Shift_Ins INS - GAATATAAATAAG - GPRC6A CACATCTTATTTA p.A198fs
XH_P46 6 117128276 117128276 Missense_Mutation SNP C A C GPRC6A c.G592T p.A198S
XH_P46 6 128643204 128643204 Frame_Shift_Ins INS - TTGTTGGTGGTT - PTPRK 75insAAACCACC p.F159fs
XH_P46 6 131277278 131277278 Frame_Shift_Ins INS - CTTAGATTGG - EPB41L2 7_348insCCAATC p.E116fs
XH_P46 6 131277280 131277280 Nonsense_Mutation INS - TA - EPB41L2 c.345_346insTAE116_P117delinsX
XH_P46 6 131915465 131915465 In_Frame_Ins INS - ATAATATCCTTTT - MED23 006insAAAAAGGV1002delinsVKRILS
XH_P46 6 131915467 131915467 Missense_Mutation SNP C T C MED23 c.G3004A p.V1002M
XH_P46 6 132031090 132031090 Nonsense_Mutation INS - TCAAAAGCAGGT - CTAGE9 1068insAACCTGC56_K357delinsITCFX
XH_P46 6 132061463 132061463 Missense_Mutation SNP G C G ENPP3 c.G2400C p.W800C



XH_P46 6 133072589 133072589 Frame_Shift_Ins INS - AGTACTGGCAGG - VNN2 5insTTACCTGCCA p.L299fs
XH_P46 6 133079008 133079008 Nonsense_Mutation INS - ATCATTTTTATTTT - VNN2 5insAAAATAAAAp.S5_F6delinsSKX
XH_P46 6 133079009 133079009 In_Frame_Ins INS - CTTGTTTTGAAC - VNN2 14insGTTCAAAAp.S5delinsCSKQA
XH_P46 6 135787219 135787219 Frame_Shift_Ins INS - GGAAAAAGAAA - AHI1 sTTCCTTTTTCTTT p.P161fs
XH_P46 6 135787221 135787221 Silent SNP C T C AHI1 c.G480A p.K160K
XH_P46 6 136882724 136882724 Nonsense_Mutation INS - ATCAGGTGTTTAT - MAP3K5 TATCTAATAAACA2_L1313delinsLSPYLINTX
XH_P46 6 142630752 142630752 In_Frame_Ins INS - GAAAATAAATCCA - ADGRG6 AAAAGAAAATAA25delinsAKENKSMH
XH_P46 6 143094481 143094481 Frame_Shift_Ins INS - TATTCCTCCTT - HIVEP2 _1395insAAGGAG p.R465fs
XH_P46 6 146127422 146127422 Frame_Shift_Ins INS - TC - FBXO30 c.119_120insGA p.V40fs
XH_P46 6 146127423 146127423 In_Frame_Ins INS - TATGAAAAT - FBXO30 8_119insATTTTCp.V40delinsDFHI
XH_P46 6 146480661 146480661 Missense_Mutation SNP G T G GRM1 c.G878T p.G293V
XH_P46 6 146993502 146993502 Frame_Shift_Ins INS - C - ADGB c.986_987insC p.E329fs
XH_P46 6 146993504 146993504 In_Frame_Ins INS - AAACAT - ADGB 988_989insAAACp.I330delinsKTL
XH_P46 6 151674402 151674402 In_Frame_Ins INS - TTACTGCTTTTGG - AKAP12 583insTTTACTGC1528delinsVYCFWS
XH_P46 6 151674404 151674404 Silent SNP A T A AKAP12 c.A4584T p.A1528A
XH_P46 6 151766560 151766560 Frame_Shift_Ins INS - AAAACAAAATAC - RMND1 nsACCTGTATTTT p.S129fs
XH_P46 6 151790036 151790036 In_Frame_Ins INS - GCTAATATTAAAT - ARMT1 insCGGCTAATATL254delinsSANIKSV
XH_P46 6 152763329 152763329 Missense_Mutation SNP C T C SYNE1 c.G3910A p.A1304T
XH_P46 6 155154158 155154158 Frame_Shift_Ins INS - CTCTC - SCAF8 445_3446insCTC p.F1149fs
XH_P46 6 155154160 155154160 In_Frame_Ins INS - ATATCTACAGGA - SCAF8 3448insATATCTAF1149delinsFISTG
XH_P46 7 286468 286468 Nonsense_Mutation INS - CCCTTCCCTCCTC - FAM20C GTGAGCCCTTCCC17_D318delinsLDRX
XH_P46 7 4900584 4900584 In_Frame_Ins INS - AGAAAA - PAPOLB 857_858insTTTTp.V286delinsVFL
XH_P46 7 4900586 4900586 Nonsense_Mutation INS - AACATTTAGAA - PAPOLB _856insTTCTAAAV286_L287delinsFX
XH_P46 7 6692398 6692565 In_Frame_Del DEL TTACGCACCG - GGTTACGCACCGA ZNF316 c.1171_1338del p.391_446del
XH_P46 7 12254638 12254638 Nonsense_Mutation INS - TCAAACTCT - TMEM106B 2_203insTCAAACp.G68delinsVKLX
XH_P46 7 12254639 12254639 In_Frame_Ins INS - TAA - TMEM106B c.203_204insTAAp.G68delinsGK
XH_P46 7 12680054 12680054 Frame_Shift_Ins INS - CACAGCACTCTTA - SCIN TCTTTCACAGCAC p.T251fs
XH_P46 7 15725798 15725803 In_Frame_Del DEL TGGTGG - TGGTGG MEOX2 c.225_230del p.75_77del
XH_P46 7 21470332 21470332 Frame_Shift_Ins INS - AGGCT - SP4 498_1499insAGG p.G500fs
XH_P46 7 23018049 23018049 Frame_Shift_Ins INS - TTTGTTTTTTCAT - FAM126A 172insATGAAAAA p.H58fs
XH_P46 7 23240203 23240203 Frame_Shift_Ins INS - GAGTTTG - NUPL2 11_1112insGAGT p.T371fs
XH_P46 7 23240204 23240204 Missense_Mutation SNP C T C NUPL2 c.C1112T p.T371I
XH_P46 7 23556134 23556134 Frame_Shift_Ins INS - TG - TRA2A c.183_184insCA p.R62fs
XH_P46 7 23556135 23556135 Frame_Shift_Ins INS - TTTTAGGGGAG - TRA2A _183insCTCCCCT p.R61fs
XH_P46 7 23651120 23651120 Nonsense_Mutation INS - GTCTTAATCTGTA - CCDC126 TATTAGTCTTAATdelinsEENKKKNSISLNLYQX
XH_P46 7 25175856 25175856 In_Frame_Ins INS - ATAACA - C7orf31 507_1508insTGTp.H503delinsLLY
XH_P46 7 25175858 25175858 Frame_Shift_Ins INS - GAATTTCCTTCGT - C7orf31 sGCAATACGAAG p.E502fs
XH_P46 7 25266558 25266558 In_Frame_Ins INS - ATGCTGAGTGAT - NPVF _226insATCACTCp.P76delinsITQHP
XH_P46 7 26236582 26236582 Missense_Mutation SNP A T A HNRNPA2B1 c.T320A p.I107N
XH_P46 7 26236584 26236584 Nonsense_Mutation INS - ATATAAGGGCTT - HNRNPA2B1 GAAGCAAGCCCTG106_I107delinsGX
XH_P46 7 27140366 27140366 Nonsense_Mutation INS - GTGATCATATAAT - HOXA2 insTACAATTATA370_L371delinsDTIIX
XH_P46 7 27582672 27582672 Nonsense_Mutation INS - TTGCTCAGATTTT - HIBADH GTTTTAAAATCTGV178delinsNKCFKIX
XH_P46 7 31125053 31125053 Frame_Shift_Ins INS - TAAATCCT - ADCYAP1R1 02_603insTAAAT p.S201fs
XH_P46 7 40132777 40132777 Frame_Shift_Ins INS - GTCTGTTTTTCAC - CDK13 630insTGTCTGTT p.S1210fs
XH_P46 7 47921648 47921648 Frame_Shift_Ins INS - TTTCTTCT - PKD1L1 0_3301insAGAA p.L1101fs
XH_P46 7 47921649 47921649 Frame_Shift_Ins INS - AACTTTTCGTTTTA - PKD1L1 300insTAAAACG p.S1100fs
XH_P46 7 50121485 50121485 In_Frame_Ins INS - ATG - ZPBP c.218_219insCAT p.Y73delinsYI
XH_P46 7 50121487 50121487 In_Frame_Ins INS - GATAGTGTT - ZPBP 6_217insAACACTp.Y73delinsNTIY
XH_P46 7 57529119 57529119 Frame_Shift_Ins INS - TCTTATGTTTAGTA - ZNF716 953insTCTTATGT p.H318fs
XH_P46 7 63538259 63538259 Frame_Shift_Ins INS - TTCTGTATGGTA - ZNF727 3insTCTTCTGTAT p.H278fs
XH_P46 7 64166829 64166829 Nonsense_Mutation INS - ATACAAACTACAT - ZNF107 nsATTATACAAAC6_H87delinsKIIQTTX
XH_P46 7 64167954 64167954 In_Frame_Ins INS - TTATCTTATGTCTA - ZNF107 ATGAATTATCTTA1delinsSSMNYLMSSKS
XH_P46 7 74564919 74564919 In_Frame_Ins INS - GGC - GTF2IRD2 2666_2667insGGp.E889delinsEA
XH_P46 7 74564920 74564920 Frame_Shift_Ins INS - CAGTT - GTF2IRD2 667_2668insCAG p.E889fs
XH_P46 7 75614177 75614177 Silent SNP G A G POR c.G1149A p.P383P
XH_P46 7 82582537 82582537 Frame_Shift_Ins INS - CAAGACTGAGG - PCLO _7732insCCTCAG p.E2578fs
XH_P46 7 86988642 86988642 Frame_Shift_Ins INS - CAAAAGAT - CROT 6_237insCAAAA p.N79fs
XH_P46 7 87537448 87537448 Nonsense_Mutation INS - TTTCACTTTTCGA - DBF4 TATTATTTTCACTS432_P433delinsSX
XH_P46 7 87757987 87757987 Frame_Shift_Ins INS - CCACCTACTCAG - ADAM22 TATTCTCCACCTA p.L249fs
XH_P46 7 87910338 87910338 In_Frame_Ins INS - CAGCTAAGACTA - STEAP4 insCTATAGTCTTAS171delinsSYSLSCR
XH_P46 7 88963244 88963244 In_Frame_Ins INS - GTTTGCAGTACC - ZNF804B _949insGTTTGCAD316delinsDVCST
XH_P46 7 91630751 91630751 Missense_Mutation SNP C T C AKAP9 c.C1520T p.S507F
XH_P46 7 91630753 91630753 Frame_Shift_Ins INS - TTTCTTGTTCCATT - AKAP9 TTTGTGTTTCTTG p.Q508fs
XH_P46 7 91708868 91708868 Frame_Shift_Ins INS - TTCTTCTTCTCTAT - AKAP9 2insATTTCTTCTT p.L2474fs
XH_P46 7 92764616 92764616 Frame_Shift_Ins INS - GTAAAGATAAAA - SAMD9L 69insTATTTTATC p.R223fs
XH_P46 7 92764617 92764617 Missense_Mutation SNP C T C SAMD9L c.G668A p.R223Q
XH_P46 7 92821589 92821589 Frame_Shift_Ins INS - CAGTGGACTAGA - HEPACAM2 1302insATCTAGT p.L434fs
XH_P46 7 94539584 94539584 Frame_Shift_Ins INS - GTGTATT - PPP1R9A 59_160insGTGTA p.Q53fs
XH_P46 7 94539586 94539586 In_Frame_Ins INS - GAA - PPP1R9A c.161_162insGAAp.S54delinsRN
XH_P46 7 94881159 94881159 Nonsense_Mutation INS - AAGAAAAATGAT - PPP1R9A 2417insAAGAAA.L806delinsQEKX
XH_P46 7 97498378 97498378 Missense_Mutation SNP C T C ASNS c.G28A p.A10T
XH_P46 7 98506466 98506466 Silent SNP C T C TRRAP c.C1231T p.L411L
XH_P46 7 99129716 99129716 In_Frame_Ins INS - CTTGTCTTC - ZKSCAN5 5_2146insCTTGTp.L715delinsLLVF
XH_P46 7 99170811 99170811 Frame_Shift_Ins INS - TTTTATGTCGACT - ZNF655 81insTCTTTTATG p.Y360fs
XH_P46 7 99315230 99315230 In_Frame_Ins INS - TGGTGAGAAATC - CYP3A7 insTCAGATTTCT117delinsAQISHQH
XH_P46 7 99669412 99669412 In_Frame_Ins INS - GGAGAAAAA - ZNF3 5_716insTTTTTC.E239delinsVFLQ
XH_P46 7 99669413 99669413 In_Frame_Ins INS - CCTATGAATGTA - ZNF3 _715insTACATTCA.E239delinsYIHRE
XH_P46 7 99673220 99673220 Frame_Shift_Ins INS - CCCTTCC - ZNF3 88_89insGGAAGG p.K30fs
XH_P46 7 100676021 100676021 Nonsense_Mutation INS - TAGGAAGTGAAC - MUC17 nsGTTGTAGGAA42_A443delinsSCRKX
XH_P46 7 100676075 100676075 In_Frame_Ins INS - ACAGGAGTTATT - MUC17 1379insACAGGAS460delinsNRSYC
XH_P46 7 100682694 100682694 Frame_Shift_Ins INS - AGGACTG - MUC17 97_7998insAGGA p.T2666fs
XH_P46 7 102960107 102960107 In_Frame_Ins INS - GTTTTTTGGTTTT - DNAJC2 1insCAAAAAACC397delinsDKKPKNR
XH_P46 7 104752717 104752717 Frame_Shift_Ins INS - GGCAG - KMT2E 514_4515insGGC p.N1505fs
XH_P46 7 104752719 104752719 Missense_Mutation SNP C T C KMT2E c.C4516T p.L1506F
XH_P46 7 104782896 104782896 Frame_Shift_Ins INS - CACCTCGTTG - SRPK2 _1069insCAACG p.E357fs
XH_P46 7 111400359 111400359 Nonsense_Mutation INS - CCATCATCTTAAT - DOCK4 nsTAAAATTAAGAR1338delinsLKLRX
XH_P46 7 112424161 112424161 In_Frame_Ins INS - GCCATAAAGTAT - TMEM168 insAATATACTTTAD240delinsEIYFMAV
XH_P46 7 113517923 113517923 Frame_Shift_Ins INS - CCCCAAACATTTG - PPP1R3A 24insTCCAAATGT p.K1075fs
XH_P46 7 113518471 113518471 In_Frame_Ins INS - AAACCTGAAGAA - PPP1R3A _2676insTTCTTCA.T892delinsTSSGL
XH_P46 7 115582075 115582075 Missense_Mutation SNP C G C TFEC c.G334C p.G112R
XH_P46 7 115582076 115582076 Frame_Shift_Ins INS - GAATTGGG - TFEC 32_333insCCCAA p.K111fs
XH_P46 7 116340302 116340302 In_Frame_Ins INS - CTAGAGTTTCCC - MET _1165insCTAGAGH388delinsHLEFP
XH_P46 7 127015066 127015066 In_Frame_Ins INS - AGAAAAGAA - ZNF800 23_324insTTCTTTp.K108delinsNSFL
XH_P46 7 128394609 128394609 Nonsense_Mutation INS - TGGACTTAGCCA - CALU sACTCTGGACTTA83_K84delinsELWTX
XH_P46 7 129841907 129841907 Missense_Mutation SNP T A T TMEM209 c.A356T p.D119V
XH_P46 7 129841909 129841909 In_Frame_Ins INS - CCCATT - TMEM209 53_354insAATG.H118delinsQMG
XH_P46 7 134346517 134346517 Frame_Shift_Ins INS - TTTCAAATGGG - BPGM _259insTTTCAAA p.R86fs
XH_P46 7 141408744 141408744 Nonsense_Mutation INS - CAGCTACAAAAC - WEE2 nsTAACAGCTAC p.N62delinsNX



XH_P46 7 143792326 143792326 Nonsense_Mutation INS - AAATAAAAAACA - OR2A12 nsAGAAAATAAAG42_I43delinsGRKX
XH_P46 7 143884412 143884412 Frame_Shift_Ins INS - CAATGTATTTTTA - ARHGEF35 1065insTAAAAAT p.V355fs
XH_P46 7 143884414 143884414 Missense_Mutation SNP C A C ARHGEF35 c.G1063T p.V355L
XH_P46 7 144060555 144060555 Nonsense_Mutation INS - GAGAATAATATC - ARHGEF5 794insGAGAATAp.V265delinsGEX
XH_P46 7 149512992 149512992 Missense_Mutation SNP G T G SSPO c.G10895T p.G3632V
XH_P46 7 150700402 150700402 Missense_Mutation SNP T C T NOS3 c.T1756C p.W586R
XH_P46 7 151860149 151860149 Frame_Shift_Ins INS - C - KMT2C 10512_10513ins p.N3505fs
XH_P46 7 151860151 151860151 Frame_Shift_Ins INS - GTATTCTGATAT - KMT2C 511insTTATATCA p.T3504fs
XH_P46 7 151873992 151873992 In_Frame_Ins INS - GTTTGCCTC - KMT2C 5_8546insGAGGCV2849delinsGGKL
XH_P46 7 151875020 151875020 Frame_Shift_Ins INS - GGCCAGACTT - KMT2C _7518insAAGTC p.Q2506fs
XH_P46 8 7190443 7190443 Missense_Mutation SNP G A G USP17L1 c.G535A p.G179S
XH_P46 8 7195831 7195831 In_Frame_Ins INS - AAGAGAAGTAAT - USP17L4 196insTAAGAGAAT399delinsIREVIS
XH_P46 8 18656864 18656864 Splice_Site INS - TGGTGTCTGGAG - PSD3 . .
XH_P46 8 19678014 19678014 Silent SNP G A G INTS10 c.G426A p.T142T
XH_P46 8 21931335 21931335 In_Frame_Ins INS - TTTTTTTTCTTT - DMTN _705insTTTTTTT.P235delinsPFFSF
XH_P46 8 22105455 22105455 Missense_Mutation SNP C A C POLR3D c.C295A p.R99S
XH_P46 8 22105456 22105456 In_Frame_Ins INS - GATTTTTTCAGT - POLR3D _297insGATTTTTp.R99delinsRIFSV
XH_P46 8 24207483 24207483 In_Frame_Ins INS - TAATTATATTAAT - ADAM28 8insGATAATTATQ699delinsQDNYINI
XH_P46 8 25346120 25346120 Frame_Shift_Ins INS - ATATATTACCCAA - CDCA2 nsATACATATATT p.V514fs
XH_P46 8 25346122 25346122 Nonsense_Mutation SNP C T C CDCA2 c.C1543T p.Q515X
XH_P46 8 30703099 30703099 In_Frame_Ins INS - ATATCA - TEX15 583_4584insTGAp.T1528delinsTDI
XH_P46 8 30703101 30703101 Frame_Shift_Ins INS - GATTCAAATGTG - TEX15 insGCTTCACATTT p.T1528fs
XH_P46 8 30938664 30938664 In_Frame_Ins INS - TTC - WRN 1121_1122insTTp.F374delinsFS
XH_P46 8 30938666 30938666 Frame_Shift_Ins INS - AAATATCCTTTAG - WRN 1124insAAATATC p.E375fs
XH_P46 8 41805377 41805377 Nonsense_Mutation INS - TATATTCTCCTAG - KAT6A 94insTCCTAGGA98_L599delinsNPRRIX
XH_P46 8 42720633 42720633 Splice_Site INS - ATTATTATTATTA - RNF170 . .
XH_P46 8 48612984 48612984 In_Frame_Ins INS - GTCTGTCCATCTG - SPIDR CACAGTGTCTGTCdelinsWFPTVSVHLSVCLL
XH_P46 8 52320887 52320887 Silent SNP C T C PXDNL c.G3297A p.P1099P
XH_P46 8 52336280 52336280 Frame_Shift_Ins INS - TCTTATACTTTCT - PXDNL CAGAAAGAAAGT p.Q550fs
XH_P46 8 52733242 52733242 Missense_Mutation SNP C T C PCMTD1 c.G515A p.R172H
XH_P46 8 53586477 53586477 Missense_Mutation SNP G C G RB1CC1 c.C930G p.D310E
XH_P46 8 55538237 55538237 Missense_Mutation SNP G T G RP1 c.G1795T p.G599C
XH_P46 8 55538238 55538238 Nonsense_Mutation INS - GCAGACTGTTTT - RP1 ACTTAAGCAGAC599_N600delinsGTX
XH_P46 8 62538834 62538834 Nonstop_Mutation SNP A T A ASPH c.T883A p.X295K
XH_P46 8 62538836 62538836 Nonsense_Mutation INS - CCTGAATTTATGT - ASPH AACACACATAAAT94_X295delinsKHTX
XH_P46 8 69020551 69020551 Nonsense_Mutation INS - AGCAGTTGAACA - PREX2 TAAAAAGCAGTT75_S976delinsIKSSX
XH_P46 8 72234486 72234486 In_Frame_Ins INS - AGTTTT - EYA1 120_121insAAAAp.F41delinsKTF
XH_P46 8 72234488 72234488 Nonsense_Mutation INS - TTTAAGATACAA - EYA1 _119insTTGTATCp.S40delinsIVSX
XH_P46 8 75227278 75227278 Silent SNP G A G JPH1 c.C957T p.T319T
XH_P46 8 77765154 77765154 Frame_Shift_Ins INS - G - ZFHX4 c.5997_5998insG p.S1999fs
XH_P46 8 77765156 77765156 Frame_Shift_Ins INS - TGTTTTCGTT - ZFHX4 9_6000insTGTTT p.P2000fs
XH_P46 8 77765977 77765977 Nonsense_Mutation INS - GAATCTTTATTTC - ZFHX4 6821insGAATCTT2274_Q2275delinsX
XH_P46 8 77776305 77776305 Nonsense_Mutation INS - AACTGGT - ZFHX4 55_10356insAAC3452_D3453delinsX
XH_P46 8 82606346 82606346 Frame_Shift_Ins INS - TGTTTGT - SLC10A5 61_862insACAAA p.G288fs
XH_P46 8 82606347 82606347 Frame_Shift_Ins INS - AAACTGTTGCT - SLC10A5 _861insAGCAACA p.I287fs
XH_P46 8 98703408 98703408 In_Frame_Ins INS - ATGATTGCTTGAC - MTDH ATTTCTATGATTG47delinsSHFYDCLTYIY
XH_P46 8 100155314 100155314 Frame_Shift_Ins INS - TTGT - VPS13B 1764_1765insTT p.S588fs
XH_P46 8 100155316 100155316 Frame_Shift_Ins INS - CTTAA - VPS13B 766_1767insCTT p.S589fs
XH_P46 8 101078492 101078492 In_Frame_Ins INS - TACAGTACTTAGT - RGS22 AACCACTAAGTAC28delinsAPTTKYCTVK
XH_P46 8 103662520 103662520 Nonsense_Mutation INS - GATGAGAAAGCT - KLF10 TAATAAAAGCTTT17_F418delinsIHFKX
XH_P46 8 104898201 104898201 In_Frame_Ins INS - TATGCCTTCTCT - RIMS2 _799insTATGCCTH266delinsHYAFS
XH_P46 8 105025830 105025830 Missense_Mutation SNP C T C RIMS2 c.C2722T p.P908S
XH_P46 8 106813385 106813385 Missense_Mutation SNP A T A ZFPM2 c.A1075T p.T359S
XH_P46 8 106813387 106813387 Frame_Shift_Ins INS - TGAAAATGGAAG - ZFPM2 sAGGAGTGAAAA p.T359fs
XH_P46 8 106813682 106813682 Missense_Mutation SNP C A C ZFPM2 c.C1372A p.P458T
XH_P46 8 106813683 106813683 In_Frame_Ins INS - GGTGCATTT - ZFPM2 3_1374insGGTG .P458delinsPVHF
XH_P46 8 108315585 108315585 In_Frame_Ins INS - AGAGATACTCTG - ANGPT1 _219insCAGAGTA.K73delinsNRVSL
XH_P46 8 110255499 110255499 In_Frame_Ins INS - GAGAGA - NUDCD1 403_1404insTCTp.K468delinsNLS
XH_P46 8 110255501 110255501 Nonsense_Mutation INS - A - NUDCD1 c.1401_1402insTK468_F469delinsX
XH_P46 8 113237123 113237123 Frame_Shift_Ins INS - GGAATGAT - CSMD3 93_10494insATC p.V3498fs
XH_P46 8 113237125 113237125 Frame_Shift_Ins INS - AGAAGAG - CSMD3 91_10492insCTC p.V3498fs
XH_P46 8 113871448 113871448 In_Frame_Ins INS - ATAAAAATAATAC - CSMD3 69insATTGTATTAS457delinsIVLFLFS
XH_P46 8 113871450 113871450 Missense_Mutation SNP G C G CSMD3 c.C1367G p.T456R
XH_P46 8 113988377 113988377 Frame_Shift_Ins INS - GAGCTTGCAGTT - CSMD3 insTAACAACTGC p.G344fs
XH_P46 8 118169959 118169959 In_Frame_Ins INS - TTTCCTTGG - SLC30A8 8_449insTTTCCTp.C150delinsFSLG
XH_P46 8 118169961 118169961 Missense_Mutation SNP C G C SLC30A8 c.C450G p.C150W
XH_P46 8 120795866 120795866 Frame_Shift_Ins INS - CATAAAGGAAAT - TAF2 AATAGTCATTTCC p.S623fs
XH_P46 8 120803700 120803700 Splice_Site INS - TGGATTTATAGTT - TAF2 . .
XH_P46 8 124335194 124335194 Nonsense_Mutation INS - TTTCCAATCTATA - ATAD2 TTAAGTTATAGAT372_T1373delinsIKLX
XH_P46 8 125988959 125988959 In_Frame_Ins INS - CTTATAATGTTGT - ZNF572 insTGCTTATAAT150delinsHAYNVVV
XH_P46 8 125988961 125988961 Nonsense_Mutation SNP C T C ZNF572 c.C451T p.Q151X
XH_P46 8 125989015 125989015 In_Frame_Ins INS - GTGGTCTATGTC - ZNF572 _506insGTGGTCT.F169delinsCGLCL
XH_P46 8 131073058 131073058 Frame_Shift_Ins INS - GAACCCTATTCCG - ASAP1 9insTGCGGAATA p.K987fs
XH_P46 8 132982861 132982861 Frame_Shift_Ins INS - ACATGTTTCTAGT - EFR3A 023insACATGTT p.I341fs
XH_P46 8 134026000 134026000 In_Frame_Ins INS - TTTCATCAAATCA - TG 554insCTTTCATCR2185delinsPFIKSW
XH_P46 8 144732321 144732321 Frame_Shift_Ins INS - AAATCATCTTTCC - ZNF623 nsACAAAATCATC p.T93fs
XH_P46 8 144732322 144732322 Missense_Mutation SNP G A G ZNF623 c.G280A p.A94T
XH_P46 9 117998 117998 Missense_Mutation SNP G T G FOXD4 c.C122A p.A41E
XH_P46 9 1056868 1056868 Frame_Shift_Ins INS - TTGCTTGGTG - DMRT2 1_1282insTTGCTT p.S427fs
XH_P46 9 8528771 8528771 Nonsense_Mutation INS - TTTCTCTCTCCTTA - PTPRD AAATAAGGAGAGP122delinsLKLKIRREKNX
XH_P46 9 12775861 12775861 In_Frame_Ins INS - GGC - LURAP1L c.147_148insGGCp.G49delinsGG
XH_P46 9 15478527 15478527 Nonsense_Mutation INS - ATCAATTTATATA - PSIP1 sGTATCTATATAA193_R194delinsVSIX
XH_P46 9 17340935 17340935 In_Frame_Ins INS - TTCAAATAAAAGG - CNTLN TAATGTTTCAAATelinsESINIMFQIKGYPSKY
XH_P46 9 32541729 32541729 In_Frame_Ins INS - AGACTGTGATAT - TOPORS nsAAGACATATCA867delinsKTYHSLYQ
XH_P46 9 33464075 33464075 Missense_Mutation SNP C T C NOL6 c.G2864A p.R955H
XH_P46 9 33548825 33548825 In_Frame_Ins INS - TTTCCT - ANKRD18B 850_1851insTTTp.Q617delinsHFL
XH_P46 9 33548826 33548826 Missense_Mutation SNP G T G ANKRD18B c.G1851T p.Q617H
XH_P46 9 34611209 34611209 Missense_Mutation SNP G A G RPP25L c.C85T p.R29W
XH_P46 9 35957901 35957901 Frame_Shift_Ins INS - TGTT - OR2S2 .194_195insAAC p.G65fs
XH_P46 9 35957902 35957902 Frame_Shift_Ins INS - ATCTCTTT - OR2S2 3_194insAAAGA p.G65fs
XH_P46 9 38414186 38414186 In_Frame_Ins INS - GTAAAAATGTTTT - IGFBPL1 AAAGAAAAACAT9delinsTLKRKTFLPLTSV
XH_P46 9 43628048 43628048 In_Frame_Ins INS - ATGTCGTGG - SPATA31A6 8_639insCCACGAp.P213delinsPHDI
XH_P46 9 67968555 67968555 In_Frame_Ins INS - GCC - ANKRD20A1 2114_2115insGCp.Q705delinsQP
XH_P46 9 67968556 67968556 Nonsense_Mutation INS - GTCTAG - ANKRD20A1 115_2116insGTCp.Q705delinsQVX
XH_P46 9 79968486 79968486 Nonsense_Mutation INS - TAATATTTGTAGA - VPS13A TGAATTAATATTTA2488delinsATKX
XH_P46 9 79984315 79984315 Nonsense_Mutation INS - TACTCTTTTTTTTC - VPS13A sATCACTACTCTTT2846_E2847delinsX
XH_P46 9 86292842 86292842 Nonsense_Mutation INS - GTATCTTTTATAA - UBQLN1 ATAGTTTATAAA p.N302delinsIX
XH_P46 9 86518860 86518860 Nonsense_Mutation INS - AGGAAATGTAAT - KIF27 73insTTATTACAT91_A192delinsAYYISX



XH_P46 9 86616907 86616907 Nonsense_Mutation INS - CGTTAGAATTGTT - RMI1 sGTTTTCGTTAGA36_Q337delinsCFRX
XH_P46 9 86617643 86617643 Frame_Shift_Ins INS - ACTTTCACTGTTG - RMI1 sCTTTCACTTTCA p.C581fs
XH_P46 9 88631574 88631574 Frame_Shift_Ins INS - G - NAA35 c.1689_1690insG p.T563fs
XH_P46 9 88631575 88631575 Nonsense_Mutation INS - TCATTAGATAATA - NAA35 nsTCATTCATTAGp.K564delinsIIHX
XH_P46 9 88938026 88938026 Frame_Shift_Ins INS - ACAAGTTGGC - ZCCHC6 9_2270insGCCAA p.D757fs
XH_P46 9 90749868 90749868 Frame_Shift_Ins INS - TT - SPATA31C2 c.3_4insAA p.E2fs
XH_P46 9 90749869 90749869 In_Frame_Ins INS - TTTCTTTTTATT - SPATA31C2 3insAATAAAAAGp.M1delinsIIKRK
XH_P46 9 95030563 95030563 Nonsense_Mutation INS - TTTATTCCTTTCTA - IARS nsTTCTAGAAAGGE442_K443delinsFX
XH_P46 9 99285637 99285637 Nonsense_Mutation INS - TTTTTTATATTTAT - CDC14B 0insTTATAAATAG347delinsVINIKNX
XH_P46 9 100692724 100692724 Frame_Shift_Ins INS - AA - HEMGN c.952_953insTT p.S318fs
XH_P46 9 100692726 100692726 Frame_Shift_Ins INS - ATACCAAGAAACA - HEMGN 951insTGTTTCTT p.E317fs
XH_P46 9 104152876 104152876 Frame_Shift_Ins INS - TGTATCATCTTTT - MRPL50 sAAAAAAAAGAT p.L117fs
XH_P46 9 107331943 107331943 Frame_Shift_Ins INS - GA - OR13C8 c.495_496insGA p.Q165fs
XH_P46 9 107331944 107331944 Frame_Shift_Ins INS - CATCAGG - OR13C8 96_497insCATCA p.L166fs
XH_P46 9 107361519 107361519 Frame_Shift_Ins INS - AACAGTGT - OR13C5 75_176insACACT p.M59fs
XH_P46 9 107380358 107380358 In_Frame_Ins INS - AAACTA - OR13C9 127_128insTAGTp.G43delinsVVC
XH_P46 9 107380360 107380360 Frame_Shift_Ins INS - T - OR13C9 c.125dupA p.N42fs
XH_P46 9 111662604 111662604 In_Frame_Ins INS - TTTCTGTTAGCTTT - ELP1 TGAATAAAGCTAA0delinsPLNKANRKLSR
XH_P46 9 113168587 113168587 In_Frame_Ins INS - TCT - SVEP1 9292_9293insAGp.G3098delinsES
XH_P46 9 114454772 114454772 Nonsense_Mutation INS - GAATACTCCTTTT - C9orf84 6insAGAAAAGG1059_L1060delinsX
XH_P46 9 114841005 114841005 Splice_Site INS - GCTTTTTATCATT - SUSD1 . .
XH_P46 9 125377936 125377936 Frame_Shift_Ins INS - CATAGGAGGCAG - OR1Q1 21insGCATAGGA p.R307fs
XH_P46 9 125621373 125621373 Missense_Mutation SNP G C G RC3H2 c.C1858G p.P620A
XH_P46 9 125621374 125621374 Nonsense_Mutation INS - CTCATCTGTC - RC3H2 _1857insGACAGY619_P620delinsX
XH_P46 9 125898771 125898771 Nonsense_Mutation INS - ATAATCTATTTAA - STRBP 9insAATTTAAATAp.L493delinsLIX
XH_P46 9 135202348 135202348 Missense_Mutation SNP C T C SETX c.G4637A p.G1546D
XH_P46 10 882435 882435 Frame_Shift_Ins INS - TCCT - LARP4B .657_658insAGG p.V220fs
XH_P46 10 882437 882437 Frame_Shift_Ins INS - TAATAAGATAGTG - LARP4B 656insCACTATCT p.L219fs
XH_P46 10 5773155 5773155 Frame_Shift_Ins INS - TCCTTTTTTGTTT - FAM208B _1194insTCCTTTT p.K398fs
XH_P46 10 5773156 5773156 Missense_Mutation SNP A C A FAM208B c.A1194C p.K398N
XH_P46 10 5815864 5815864 Nonsense_Mutation INS - AAGTTAGTA - GDI2 4_625insTACTAAp.P209delinsYX
XH_P46 10 7866474 7866474 Nonsense_Mutation INS - ATTTAATAGATTT - TAF3 361insATTTAATA120_K121delinsRIX
XH_P46 10 8007267 8007267 Frame_Shift_Ins INS - CCAGTTTTGCTTTA - TAF3 795insCCCAGTTT p.V598fs
XH_P46 10 12071297 12071297 Nonsense_Mutation INS - TGAACAGCTAAA - UPF2 nsATTTTTTAGCTG198_S199delinsIFX
XH_P46 10 15145523 15145523 Nonsense_Mutation INS - TATCTTGACTGTA - RPP38 AAGAATATCTTGA1delinsPFLKKESREKCMTX
XH_P46 10 24873666 24873666 In_Frame_Ins INS - CAC - ARHGAP21 5551_5552insGTp.D1851delinsGD
XH_P46 10 24873668 24873668 Frame_Shift_Ins INS - GACCAAATAAACG - ARHGAP21 5550insCGTTTAT p.S1850fs
XH_P46 10 25887273 25887273 In_Frame_Ins INS - AGT - GPR158 2718_2719insAGp.I906delinsIS
XH_P46 10 25887275 25887275 In_Frame_Ins INS - TGTGGG - GPR158 20_2721insTGTGp.A907delinsAVG
XH_P46 10 27366469 27366469 Frame_Shift_Ins INS - TTGAGATGAT - ANKRD26 4_875insATCATC p.L292fs
XH_P46 10 27366470 27366470 Splice_Site INS - A - ANKRD26 . .
XH_P46 10 31139084 31139084 Frame_Shift_Ins INS - AACTCCTGTA - ZNF438 _250insTACAGG p.Q84fs
XH_P46 10 32098204 32098204 Frame_Shift_Ins INS - GAAC - ARHGAP12 1925_1926insGT p.S642fs
XH_P46 10 32098206 32098206 Nonsense_Mutation INS - TTTTACATTTAAT - ARHGAP12 24insTGATTAAATS642_G643delinsX
XH_P46 10 38345128 38345128 Frame_Shift_Ins INS - TG - ZNF33A .2094_2095insT p.P698fs
XH_P46 10 43285933 43285933 Frame_Shift_Ins INS - AG - BMS1 c.610_611insAG p.H204fs
XH_P46 10 43285935 43285935 Frame_Shift_Ins INS - CACCTACACTA - BMS1 _613insCACCTAC p.H204fs
XH_P46 10 44112619 44112619 Frame_Shift_Ins INS - G - ZNF485 c.855_856insG p.H285fs
XH_P46 10 44112620 44112620 Nonsense_Mutation INS - AAAGGATTGAGT - ZNF485 sCTTAAAAGGATTp.T286delinsTX
XH_P46 10 61835609 61835609 Nonsense_Mutation SNP G C G ANK3 c.C5030G p.S1677X
XH_P46 10 61835610 61835610 In_Frame_Ins INS - GTCATATGTTTCT - ANK3 029insCAGAAACA1677delinsQKHMTS
XH_P46 10 64973806 64973806 Frame_Shift_Ins INS - ACTTCCCACTGTG - JMJD1C 1464insCACAGTG p.K488fs
XH_P46 10 69804268 69804268 In_Frame_Ins INS - GATTTGCTATTTT - HERC4 ATATAAAAATAGC93delinsEYIKIANQSI
XH_P46 10 71018716 71018716 Splice_Site INS - CTCAGTTTCTTCA - HKDC1 . .
XH_P46 10 75406859 75406859 Missense_Mutation SNP G A G SYNPO2L c.C1879T p.R627W
XH_P46 10 75526118 75526118 Frame_Shift_Ins INS - AACTTATTGTT - SEC24C _1619insAACTTA p.A540fs
XH_P46 10 75526120 75526120 Silent SNP A T A SEC24C c.A1620T p.A540A
XH_P46 10 76744920 76744920 Nonsense_Mutation INS - GCAAGTACAGCT - KAT6B 908insAGCAAGTY636_D637delinsX
XH_P46 10 76744922 76744922 Missense_Mutation SNP G A G KAT6B c.G1909A p.D637N
XH_P46 10 76788960 76788960 Frame_Shift_Ins INS - TTTCCTCCTCCTTC - KAT6B sCTACATTTCCTCC p.L1277fs
XH_P46 10 81373728 81373728 Silent SNP C T C SFTPA1 c.C606T p.D202D
XH_P46 10 85997420 85997420 Missense_Mutation SNP C T C LRIT1 c.G145A p.D49N
XH_P46 10 91484915 91484915 In_Frame_Ins INS - AAC - KIF20B 2001_2002insAAp.E667delinsEN
XH_P46 10 91484916 91484916 Splice_Site INS - AAC - KIF20B . .
XH_P46 10 96448005 96448005 In_Frame_Ins INS - AGTACATACACA - CYP2C18 456insAGTACATL152delinsLVHTH
XH_P46 10 96740981 96740981 Frame_Shift_Ins INS - AAAAATCTGTAC - CYP2C9 ATTAAGAAAAAT p.R335fs
XH_P46 10 98741906 98741906 Silent SNP C T C LCOR c.C1689T p.D563D
XH_P46 10 98741908 98741908 Nonsense_Mutation INS - ATTGATTTTTGAT - LCOR 692insTATTGATTN564delinsNIDFX
XH_P46 10 98742739 98742739 Missense_Mutation SNP C T C LCOR c.C2522T p.A841V
XH_P46 10 98742741 98742741 In_Frame_Ins INS - CACTGG - LCOR 524_2525insCACp.C842delinsSLG
XH_P46 10 99023362 99023362 Nonsense_Mutation INS - GGCTAGTTAAGTT - ARHGAP19 AAATTAAACTTAA143_V144delinsNX
XH_P46 10 101563802 101563802 Silent SNP G A G ABCC2 c.G1236A p.R412R
XH_P46 10 101563804 101563804 Frame_Shift_Ins INS - TCCTATTTATCCT - ABCC2 39insACTCCTATT p.K413fs
XH_P46 10 102300472 102300472 Frame_Shift_Ins INS - CTTACTTATCCTTC - HIF1AN 511insCTTACTTA p.I170fs
XH_P46 10 102300474 102300474 Missense_Mutation SNP A T A HIF1AN c.A512T p.N171I
XH_P46 10 102684107 102684107 Nonsense_Mutation INS - TAAATTTTTCTTTC - SLF2 GTTTTATAAATTTT450delinsICFINFSFX
XH_P46 10 105108703 105108703 Frame_Shift_Ins INS - C - PCGF6 c.413_414insG p.K138fs
XH_P46 10 105108705 105108705 Frame_Shift_Ins INS - AAGGTAAGAAGA - PCGF6 ATATATTCTTCTTA p.K138fs
XH_P46 10 121602852 121602853 Frame_Shift_Del DEL GG - GG MCMBP c.913_914del p.P305fs
XH_P46 10 121602853 121602853 Frame_Shift_Ins INS - TACATTAATTCTC - MCMBP 3insAAGAGAATT p.P305fs
XH_P46 10 129901930 129901930 In_Frame_Ins INS - AGAAAGTAGAAG - MKI67 _7094insCTTCTAR2365delinsTSTFW
XH_P46 10 129906052 129906069 In_Frame_Del DEL TAAAGCCAGT - TTAAAGCCAGTCA MKI67 c.2955_2972del p.985_991del
XH_P46 10 129907216 129907216 Missense_Mutation SNP T G T MKI67 c.A1808C p.D603A
XH_P46 10 129907217 129907217 Missense_Mutation SNP C G C MKI67 c.G1807C p.D603H
XH_P46 10 129907679 129907679 Missense_Mutation SNP C A C MKI67 c.G1345T p.V449L
XH_P46 10 129907681 129907681 Frame_Shift_Ins INS - ACAGAAATTG - MKI67 2_1343insCAATT p.N448fs
XH_P46 11 1258193 1258194 Frame_Shift_Del DEL TG - TG MUC5B c.3096_3097del p.N1032fs
XH_P46 11 3380588 3380588 Frame_Shift_Ins INS - AAAAAAATAAACA - ZNF195 434insTTTGTTTAT p.Y478fs
XH_P46 11 3781847 3781847 Nonsense_Mutation INS - TCATTTACTTTGG - NUP98 6insAATCCAAAG.G366delinsNPKX
XH_P46 11 4936668 4936668 In_Frame_Ins INS - CTCTCACATTCTTA - OR51G2 nsAATAAGAATGL76delinsNKNVREL
XH_P46 11 4967552 4967552 In_Frame_Ins INS - AAGATTTAA - OR51A4 8_779insTTAAATp.A260delinsVKSS
XH_P46 11 4976543 4976543 Frame_Shift_Ins INS - CTTACACCCTG - OR51A2 _401insCAGGGTG p.Y134fs
XH_P46 11 5662458 5662458 Nonstop_Mutation INS - TGAAAATGTC - TRIM34 _813insTGAAAA.X271delinsYENV
XH_P46 11 6977057 6977057 Frame_Shift_Ins INS - AAAGGAGGTTAG - ZNF215 sGTTAAAAGGAG p.N283fs
XH_P46 11 6977366 6977366 Frame_Shift_Ins INS - ATGTCCCATTTTTT - ZNF215 9insTTTATGTCCC p.K386fs
XH_P46 11 7335021 7335021 Frame_Shift_Ins INS - TATATAACTCTGG - SYT9 CTGCTTATATAAC p.L298fs
XH_P46 11 7817711 7817711 Nonsense_Mutation INS - TTTTC - OR5P2 778_779insGAAAF260_S261delinsX
XH_P46 11 7817713 7817713 Nonsense_Mutation INS - AACTTAATAAGCA - OR5P2 AAGTATGCTTATT_F260delinsKYASMLIKFX



XH_P46 11 8662056 8662056 Frame_Shift_Ins INS - GTGCATA - TRIM66 30_1431insTATG p.Q477fs
XH_P46 11 10582213 10582213 In_Frame_Ins INS - GATAATTCATAGA - LYVE1 sGGATTCTATGAA178delinsGFYELSVI
XH_P46 11 10781843 10781843 In_Frame_Ins INS - TACATCATACCA - CTR9 _717insTACATCAA239delinsATSYH
XH_P46 11 10781845 10781845 Missense_Mutation SNP G A G CTR9 c.G718A p.V240I
XH_P46 11 10785372 10785372 Frame_Shift_Ins INS - ATATGTACAAAAG - CTR9 AGACCAATATGTA p.I380fs
XH_P46 11 10875995 10875995 Frame_Shift_Ins INS - AGCTTGTTTGTAG - ZBED5 98insTCTACAAA p.S166fs
XH_P46 11 18428876 18428876 Frame_Shift_Ins INS - CTTACAGTCTCTA - LDHA CAAGACTTACAG p.L260fs
XH_P46 11 19905858 19905858 Nonsense_Mutation INS - TACTGATTTGATA - NAV2 nsGTTTACTGATT263_S264delinsSVYX
XH_P46 11 22279301 22279301 Splice_Site INS - AATGGTTCCTTCT - ANO5 . .
XH_P46 11 26587082 26587082 Frame_Shift_Ins INS - ACCACAAACA - MUC15 3_324insTGTTTG p.T108fs
XH_P46 11 27390626 27390626 Frame_Shift_Ins INS - GCTTATCTGCAAA - LGR4 insATCTTTTGCAG p.I524fs
XH_P46 11 30517069 30517069 Splice_Site INS - ACAT - MPPED2 . .
XH_P46 11 32953756 32953756 Nonsense_Mutation INS - AAAGTTGAATCC - QSER1 566insAAAGTTGp.I189delinsKSX
XH_P46 11 33054852 33054852 Nonsense_Mutation INS - GTGATTGGATAT - DEPDC7 ACAAATGTGATTGdelinsNTVSNLELPHLQMX
XH_P46 11 33308137 33308137 In_Frame_Ins INS - CAAATTCAC - HIPK3 7_178insCAAATTp.G59delinsGQIH
XH_P46 11 33308139 33308139 Missense_Mutation SNP G A G HIPK3 c.G179A p.S60N
XH_P46 11 34680473 34680473 Frame_Shift_Ins INS - CTCCTCACCTCAT - EHF 830insCTCCTCAC p.N277fs
XH_P46 11 43457871 43457871 Frame_Shift_Ins INS - GGTTTTT - TTC17 09_2410insGGTT p.A803fs
XH_P46 11 46465146 46465146 In_Frame_Ins INS - GAGTTCTGGCTCA - AMBRA1 GCTGGTGAGCCAdelinsLYLLVSQNSKIHGA
XH_P46 11 46782280 46782280 Frame_Shift_Ins INS - GTAAATGTATTGT - CKAP5 76insTTACAATAC p.R1426fs
XH_P46 11 46782281 46782281 In_Frame_Ins INS - CAAATG - CKAP5 274_4275insCAT.K1425delinsNIW
XH_P46 11 51412207 51412207 Nonsense_Mutation INS - TTTGCTTCCTT - OR4A5 _189insAAGGAAGp.C63_L64delinsX
XH_P46 11 51412209 51412209 Missense_Mutation SNP A T A OR4A5 c.T187A p.C63S
XH_P46 11 55860958 55860958 Frame_Shift_Ins INS - TAATCAAATT - OR8I2 5_176insTAATCA p.M59fs
XH_P46 11 55860960 55860960 In_Frame_Ins INS - ACT - OR8I2 c.177_178insACTp.M59delinsMT
XH_P46 11 55927269 55927269 Missense_Mutation SNP A C A OR8K5 c.T525G p.S175R
XH_P46 11 55927270 55927270 Frame_Shift_Ins INS - TTCTATAAGCTCT - OR8K5 24insAAGAGCTT p.S175fs
XH_P46 11 55999912 55999912 Nonsense_Mutation INS - TTATCAATAAAGT - OR5T2 750insACTTTATT250_L251delinsILYX
XH_P46 11 56344676 56344676 Frame_Shift_Ins INS - C - OR5M10 c.521_522insG p.I174fs
XH_P46 11 56344677 56344677 Frame_Shift_Ins INS - GTCTTTTATAC - OR5M10 _521insGTATAAA p.I174fs
XH_P46 11 57148139 57148139 In_Frame_Ins INS - GGAACTTTCTCTT - PRG3 sAAAAAGAGAAAV15delinsKKRKFQV
XH_P46 11 57254662 57254662 Missense_Mutation SNP G A G SLC43A1 c.C1439T p.T480I
XH_P46 11 58125925 58125925 Nonsense_Mutation INS - GATTCAGTCTTTT - OR5B17 CATTAAAAGACT .F206delinsLHHX
XH_P46 11 58207309 58207309 Frame_Shift_Ins INS - TCCTCTCTTGACT - OR5B12 AGAGAGTCAAGA p.I106fs
XH_P46 11 58920491 58920491 Frame_Shift_Ins INS - CTTTAAAAACAA - FAM111A 51insTCCTTTAAA p.Q450fs
XH_P46 11 60511243 60511243 In_Frame_Ins INS - AATTTTTTTCTTCC - MS4A18 0insATAATTTTTTP287delinsHNFFLPS
XH_P46 11 60609700 60609700 Frame_Shift_Del DEL T - T CCDC86 c.103delT p.F35fs
XH_P46 11 62288989 62288989 Silent SNP G A G AHNAK c.C12900T p.I4300I
XH_P46 11 62289934 62289934 Nonsense_Mutation INS - GAAGTGGATGTT - AHNAK 1955insTTAACATp.K3985delinsNX
XH_P46 11 62292999 62292999 Missense_Mutation SNP G A G AHNAK c.C8890T p.P2964S
XH_P46 11 62546426 62546426 In_Frame_Ins INS - GAAGCCTTT - TAF6L 2_523insGAAGC.Q174delinsQEAF
XH_P46 11 63486801 63486801 In_Frame_Ins INS - CCCTGAGGCTTT - RTN3 _492insCCCTGAG.S164delinsSPEAF
XH_P46 11 65350451 65350451 Frame_Shift_Ins INS - ACCTCAGTCTCTG - EHBP1L1 09insTACCTCAG p.E770fs
XH_P46 11 66444183 66444183 Frame_Shift_Ins INS - AGAATCACAAA - RBM4B _368insTTTGTGA p.D123fs
XH_P46 11 66999319 66999319 Frame_Shift_Ins INS - AACTCCAAATC - KDM2A _1368insAACTCC p.F456fs
XH_P46 11 67926176 67926176 Frame_Shift_Ins INS - ATGGGTCCCCA - KMT5B _917insTGGGGA p.T306fs
XH_P46 11 71942604 71942606 In_Frame_Del DEL CCG - CCG INPPL1 c.1560_1562del p.520_521del
XH_P46 11 73811719 73811719 In_Frame_Ins INS - CCTTGAAGG - C2CD3 2_2583insCCTTC.V861delinsVLQG
XH_P46 11 73811721 73811721 Frame_Shift_Ins INS - TTTTT - C2CD3 580_2581insAAA p.V861fs
XH_P46 11 73814541 73814541 Frame_Shift_Ins INS - CA - C2CD3 .2214_2215insT p.D739fs
XH_P46 11 73814542 73814542 Frame_Shift_Ins INS - GAGGAATATAGG - C2CD3 214insCCCCTATA p.Q738fs
XH_P46 11 76956536 76956536 Frame_Shift_Ins INS - TCTATCTCAGTAT - GDPD4 6insAAATACTGA p.F292fs
XH_P46 11 85346821 85346821 Nonsense_Mutation INS - CAACTAAACCAT - TMEM126B _371insCAACTAA.K124delinsTTKPX
XH_P46 11 96117607 96117607 In_Frame_Ins INS - GTTGAAGATGAA - CCDC82 05insCCTTCATCTN102delinsTFIFNH
XH_P46 11 96124000 96124000 Frame_Shift_Ins INS - AATCCTTCCTT - JRKL _188insAATCCTT p.S63fs
XH_P46 11 96124001 96124001 Missense_Mutation SNP G C G JRKL c.G188C p.S63T
XH_P46 11 96125208 96125208 Frame_Shift_Ins INS - AATCTTCTTCCAT - JRKL 1396insAATCTTC p.E465fs
XH_P46 11 105880453 105880453 Nonsense_Mutation SNP C A C MSANTD4 c.G847T p.G283X
XH_P46 11 105880454 105880454 Nonsense_Mutation INS - TCAGGTGATATA - MSANTD4 846insTTATATCA82_G283delinsHYITX
XH_P46 11 108151881 108151881 Nonsense_Mutation INS - TACTCACTAATCC - ATM 563insCTACTCACH1188delinsPTHX
XH_P46 11 108173746 108173746 Missense_Mutation SNP C T C ATM c.C5486T p.P1829L
XH_P46 11 108173748 108173748 Frame_Shift_Ins INS - CAGTTAAAACTAA - ATM 9insATACAGTTAA p.M1830fs
XH_P46 11 108593990 108593990 In_Frame_Ins INS - GTTTATAGGTGT - DDX10 7insTATGTTTATA589delinsDMFIGVI
XH_P46 11 110451788 110451788 In_Frame_Ins INS - GAGTTTTAT - ARHGAP20 2_1813insATAAAp.P605delinsIKLP
XH_P46 11 110451790 110451790 Missense_Mutation SNP T A T ARHGAP20 c.A1811T p.Q604L
XH_P46 11 111953628 111953628 Frame_Shift_Ins INS - ATCTGCTGTTATA - C11orf57 815insATCTGCTG p.T272fs
XH_P46 11 114278281 114278281 Missense_Mutation SNP T A T RBM7 c.T193A p.S65T
XH_P46 11 114392822 114392822 In_Frame_Ins INS - TTTAAAAGAATCT - NXPE1 6insAACAGATTCD362delinsETDSFKF
XH_P46 11 117115272 117115272 Frame_Shift_Ins INS - TGATGAGATTGG - RNF214 nsATATGATGAGA p.R264fs
XH_P46 11 118239494 118239494 Missense_Mutation SNP G C G UBE4A c.G270C p.R90S
XH_P46 11 118239495 118239495 Frame_Shift_Ins INS - AAAGTTTTATT - UBE4A _272insAAAGTTT p.I91fs
XH_P46 11 118344722 118344722 In_Frame_Ins INS - CGCTTATTCTCCT - KMT2A 849insCCGCTTATL950delinsPAYSPF
XH_P46 11 120198298 120198298 Nonsense_Mutation INS - GAATCTTCTATTTA - TMEM136 insAAGAATCTTC.L72delinsQESSIX
XH_P46 11 123778030 123778030 Frame_Shift_Ins INS - ATTGTTAGGCTTG - OR8D4 3insTGATTGTTAG p.R298fs
XH_P46 11 123909236 123909236 Nonsense_Mutation INS - TTTCATTTACCTGA - OR10G7 73insTCAGGTAA158_T159delinsLRX
XH_P46 11 125547860 125547860 Missense_Mutation SNP G T G ACRV1 c.C385A p.P129T
XH_P46 11 125547862 125547864 In_Frame_Del DEL TGT - TGT ACRV1 c.381_383del p.127_128del
XH_P46 12 1291182 1291182 Frame_Shift_Ins INS - AT - ERC1 .1967_1968insA p.D656fs
XH_P46 12 1291183 1291183 Frame_Shift_Ins INS - CACTTTTTTTTTTT - ERC1 1969insCACTTTT p.D656fs
XH_P46 12 10762532 10762532 Nonsense_Mutation INS - ACCTCCTAGTAGT - MAGOHB 4insCACTACTAGG.V8delinsVTTRRX
XH_P46 12 10954751 10954751 In_Frame_Ins INS - ATTAGCTGTGAT - TAS2R7 sCAAAAATCACAG140delinsPKITANSV
XH_P46 12 10958840 10958840 Nonsense_Mutation INS - CTTAATAGTCTAT - TAS2R8 sGAGAATAGACTY247_Y248delinsX
XH_P46 12 10961948 10961948 Missense_Mutation SNP C T C TAS2R9 c.G727A p.V243M
XH_P46 12 11506837 11506837 Missense_Mutation SNP T C T PRB1 c.A200G p.K67R
XH_P46 12 12284807 12284807 Frame_Shift_Ins INS - AAGATTTATA - LRP6 7_3918insTATAA p.R1306fs
XH_P46 12 16425693 16425693 Frame_Shift_Ins INS - AGGCTTATGA - SLC15A5 5_386insTCATAA p.A129fs
XH_P46 12 18891225 18891225 Frame_Shift_Ins INS - TCTTCTTC - CAPZA3 23_24insTCTTCT p.R8fs
XH_P46 12 21926390 21926390 Missense_Mutation SNP C T C KCNJ8 c.G161A p.G54E
XH_P46 12 25656721 25656721 In_Frame_Ins INS - ATG - LMNTD1 c.950_951insCATp.K317delinsNM
XH_P46 12 25656723 25656723 Frame_Shift_Ins INS - GAATGATAAGC - LMNTD1 _949insGCTTATC p.K317fs
XH_P46 12 26639241 26639241 In_Frame_Ins INS - GAGAATACAACC - ITPR2 _5607insGGTTGTE1869delinsEVVFS
XH_P46 12 26639243 26639243 Nonsense_Mutation SNP C A C ITPR2 c.G5605T p.E1869X
XH_P46 12 27081724 27081724 Frame_Shift_Ins INS - AATTTAACATTTT - INTS13 415insAAAATGTT p.Y139fs
XH_P46 12 30869570 30869570 Frame_Shift_Ins INS - TACATGTTCCTCCA - CAPRIN2 231insTGGAGGA p.Q744fs
XH_P46 12 32138030 32138030 Nonsense_Mutation INS - TTTAGTTTATC - KIAA1551 _4142insTTTAGT1381_V1382delinsIX
XH_P46 12 39734119 39734119 Frame_Shift_Ins INS - AATAA - KIF21A 118_2119insTTA p.E707fs
XH_P46 12 39734121 39734121 In_Frame_Ins INS - GTA - KIF21A 2116_2117insTAp.S706delinsLP
XH_P46 12 40012657 40012657 Missense_Mutation SNP A C A ABCD2 c.T761G p.I254S



XH_P46 12 40012659 40012659 Frame_Shift_Ins INS - CTTTAGTGTCTTA - ABCD2 759insTAAGACAC p.P253fs
XH_P46 12 40076630 40076630 Missense_Mutation SNP C A C C12orf40 c.C904A p.Q302K
XH_P46 12 40076632 40076632 Frame_Shift_Ins INS - TTCCTATTTCCTAG - C12orf40 907insTTCCTATTT p.Q302fs
XH_P46 12 44149036 44149036 In_Frame_Ins INS - TAGAAGATGGAA - PUS7L nsTTCTTCCATCTT.T5delinsFFHLLRT
XH_P46 12 46318839 46318839 Nonsense_Mutation INS - ACTCAAGTTTAAT - SCAF11 ATATTGATTAAA193_T1194delinsLYX
XH_P46 12 46320437 46320437 Frame_Shift_Ins INS - GAAAAAGTGAAC - SCAF11 7insTCCTGTTCAC p.H1016fs
XH_P46 12 48064102 48064102 Frame_Shift_Ins INS - CTTTTTTGTTTGTA - RPAP3 ATAAGTACAAACA p.E404fs
XH_P46 12 49087739 49087739 Frame_Shift_Ins INS - AAAG - CCNT1 1257_1258insCT p.Y420fs
XH_P46 12 49087741 49087741 Missense_Mutation SNP G C G CCNT1 c.C1256G p.A419G
XH_P46 12 49088200 49088200 Frame_Shift_Ins INS - CAGAAGCAGAAT - CCNT1 7insCTATTCTGCT p.K266fs
XH_P46 12 50529623 50529623 Splice_Site INS - CAGACC - CERS5 . .
XH_P46 12 53162773 53162775 In_Frame_Del DEL ACT - ACT KRT76 c.1639_1641del p.547_547del
XH_P46 12 54687073 54687073 Nonsense_Mutation INS - ATCCCTCAACTA - NFE2 207insTAGTTGA p.S69delinsSSX
XH_P46 12 54687074 54687074 Nonsense_Mutation SNP G T G NFE2 c.C206A p.S69X
XH_P46 12 55524109 55524109 Nonsense_Mutation INS - AAGTTGAT - OR9K2 57_558insAAGTT186_M187delinsRSX
XH_P46 12 55524110 55524110 Frame_Shift_Ins INS - CTTGGGTTCAAT - OR9K2 ATAGCCTTGGGT p.S186fs
XH_P46 12 55725588 55725588 Frame_Shift_Ins INS - GATAAAAGATATA - OR6C3 AATAGATAAAAG p.S35fs
XH_P46 12 55863601 55863601 Missense_Mutation SNP T A T OR6C70 c.A322T p.T108S
XH_P46 12 55863603 55863603 In_Frame_Ins INS - TCCCTTCAGCTCA - OR6C70 0insCTGAGCTGAV107delinsAELKGI
XH_P46 12 57925857 57925971 In_Frame_Del DEL TTGAGACTTG - GTTGAGACTTGA DCTN2 c.1034_1066del p.345_356del
XH_P46 12 59268083 59268083 In_Frame_Ins INS - CTCCAAGTTGTGT - LRIG3 689insCACACAACM897delinsHTTWSM
XH_P46 12 65226073 65226073 Missense_Mutation SNP G A G TBC1D30 c.G583A p.D195N
XH_P46 12 65226074 65226074 In_Frame_Ins INS - ACAATATTT - TBC1D30 4_585insACAATA.D195delinsEQYF
XH_P46 12 72366496 72366496 Splice_Site INS - CATTAAGTATTAT - TPH2 . .
XH_P46 12 76424934 76424934 Frame_Shift_Del DEL C - C PHLDA1 c.588delG p.Q196fs
XH_P46 12 76424936 76424940 Frame_Shift_Del DEL GTTGC - GTTGC PHLDA1 c.582_586del p.Q194fs
XH_P46 12 85450168 85450168 Frame_Shift_Ins INS - ATCTACATTTTCT - LRRIQ1 8insTCTATCTACA p.D533fs
XH_P46 12 86198817 86198817 Frame_Shift_Ins INS - AATGTTTGTTTAA - RASSF9 971insTTAAACAA p.K324fs
XH_P46 12 88487715 88487715 Frame_Shift_Ins INS - TATTATAAGTTTT - CEP290 1insGATAAAACTT p.I1047fs
XH_P46 12 91365772 91365772 Frame_Shift_Ins INS - TATTCGTGTAGGG - EPYC 507insCCCTACAC p.L169fs
XH_P46 12 91365774 91365774 In_Frame_Ins INS - AATAAATTT - EPYC 4_505insAAATTTp.L169delinsKFIL
XH_P46 12 94796978 94796978 In_Frame_Ins INS - CCT - CEP83 c.384_385insAGGp.P129delinsRP
XH_P46 12 94796979 94796979 Frame_Shift_Ins INS - CTGAT - CEP83 383_384insATCA p.T128fs
XH_P46 12 100452367 100452367 Frame_Shift_Ins INS - GAAGATGAAAGT - UHRF1BP1L 688insCTACTTTC p.D896fs
XH_P46 12 102041901 102041901 Frame_Shift_Ins INS - TTTTTGTTCTTGT - MYBPC1 nsTTTTGTTTTTGT p.V339fs
XH_P46 12 102155457 102155457 In_Frame_Ins INS - AAAGAAAAAAGT - GNPTAB 800insGGACTTTTS934delinsGLFSFS
XH_P46 12 104373714 104373714 In_Frame_Ins INS - CCCTTTCTTTCTCC - TDG 3insTTCCCTTTCT S91delinsSSLSFSL
XH_P46 12 104373716 104373716 Missense_Mutation SNP A G A TDG c.A274G p.K92E
XH_P46 12 104379506 104379506 In_Frame_Ins INS - AGCGTGGAGTTA - TDG sTTGAGAGCGTG364delinsIESVELRV
XH_P46 12 104383285 104383285 Frame_Shift_Ins INS - GA - GLT8D2 c.950_951insTC p.R317fs
XH_P46 12 104383287 104383287 Frame_Shift_Ins INS - GAAAAACA - GLT8D2 48_949insTGTTT p.R317fs
XH_P46 12 108134857 108134857 In_Frame_Ins INS - GTAGAGGGATTG - PRDM4 790insTACAATCCQ597delinsLQSLYK
XH_P46 12 108147867 108147867 Nonsense_Mutation INS - AACTTTTATCCTG - PRDM4 5insTTCAGGATAA55_N56delinsPSGX
XH_P46 12 108911005 108911005 Missense_Mutation SNP T C T FICD c.T256C p.S86P
XH_P46 12 109894070 109894070 Silent SNP C T C KCTD10 c.G579A p.L193L
XH_P46 12 111748092 111748092 Silent SNP C T C CUX2 c.C1506T p.G502G
XH_P46 12 112846370 112846370 Frame_Shift_Ins INS - AAGAAAAAGAAG - RPL6 nsTCTCCTTCTTTT p.N31fs
XH_P46 12 113645308 113645308 In_Frame_Ins INS - GGGTTTTTCCTC - IQCD 664insGAGGAAAN222delinsEEKPN
XH_P46 12 113645309 113645309 Frame_Shift_Ins INS - TGATTGATTTTTT - IQCD 3insAAAAAAAAT p.N221fs
XH_P46 12 120760118 120760118 Nonsense_Mutation INS - TTTATTTTTTCTAG - PLA2G1B CCACCTAGAAAAp.K109delinsSTX
XH_P46 12 120760120 120760120 Missense_Mutation SNP C T C PLA2G1B c.G323A p.S108N
XH_P46 12 121154755 121154755 Frame_Shift_Ins INS - CTCTTCTCTGTGA - UNC119B 4insCACTCTTCTC p.N185fs
XH_P46 12 123087627 123087627 Frame_Shift_Ins INS - TTTGG - KNTC1 938_4939insTTT p.K1646fs
XH_P46 12 123087629 123087629 Frame_Shift_Ins INS - ATCCA - KNTC1 940_4941insATC p.L1647fs
XH_P46 12 124144425 124144425 Frame_Shift_Ins INS - CATTCCTT - GTF2H3 39_640insCATTC p.F213fs
XH_P46 12 124158327 124158327 Missense_Mutation SNP G A G TCTN2 c.G430A p.A144T
XH_P46 12 124158328 124158328 Frame_Shift_Ins INS - AGAGATGACA - TCTN2 _432insAGAGAT p.A144fs
XH_P46 13 32826083 32826083 Frame_Shift_Ins INS - AG - FRY .7239_7240insA p.N2413fs
XH_P46 13 32826084 32826084 Nonsense_Mutation INS - AAATTGTTAAATA - FRY ATTAAAAATTGT4_S2415delinsQLKIVKYX
XH_P46 13 37580133 37580133 Frame_Shift_Ins INS - GAGATTAC - EXOSC8 15_316insGAGAT p.A105fs
XH_P46 13 42793925 42793925 Frame_Shift_Ins INS - GTACTACTAAAA - DGKH 03insATGTACTA p.Q901fs
XH_P46 13 42877145 42877145 Nonsense_Mutation INS - CAACTGTTCTTCT - AKAP11 4insTAACAACTG 421_D1422delinsAX
XH_P46 13 45768204 45768204 Nonsense_Mutation INS - CAAGTAATTACC - KCTD4 9insCAGGTAATT67_I168delinsQVITX
XH_P46 13 46946422 46946422 In_Frame_Ins INS - CTTGTT - RUBCNL 188_189insAACAp.P63delinsPTR
XH_P46 13 46946424 46946424 Missense_Mutation SNP G T G RUBCNL c.C187A p.P63T
XH_P46 13 47409272 47409272 Nonsense_Mutation INS - TGGTTGCTCTAG - HTR2A 864insCTAGAGCp.S288delinsSX
XH_P46 13 51943130 51943130 Frame_Shift_Ins INS - AACACCAAATA - INTS6 _2421insTATTTG p.E807fs
XH_P46 13 51952475 51952475 Frame_Shift_Ins INS - GAGT - INTS6 1501_1502insAC p.F501fs
XH_P46 13 52604504 52604504 Frame_Shift_Ins INS - CTTCAATTTCTGA - UTP14C 1565insCTTCAATT p.Q522fs
XH_P46 13 60545279 60545279 Frame_Shift_Ins INS - ATGAGAAGAT - DIAPH3 6_877insATCTTC p.A293fs
XH_P46 13 73348174 73348174 Frame_Shift_Ins INS - AAGGACGGAGAA - DIS3 2insTAATTCTCCG p.K214fs
XH_P46 13 74420229 74420229 Frame_Shift_Ins INS - TTTGGAGGATG - KLF12 _405insCATCCTC p.S135fs
XH_P46 13 75884169 75884169 In_Frame_Ins INS - TTTGTGAGGTGG - TBC1D4 3insTAACCACCTC771delinsNNHLTKW
XH_P46 13 76379844 76379844 Frame_Shift_Ins INS - CAACCGGTTAAG - LMO7 ACATCCAACCGG p.R149fs
XH_P46 13 77641998 77641998 Frame_Shift_Ins INS - GTTATTG - MYCBP2 72_12173insCAA p.V4058fs
XH_P46 13 77641999 77641999 Frame_Shift_Ins INS - CT - MYCBP2 12171_12172insA p.V4058fs
XH_P46 13 77670533 77670533 Frame_Shift_Ins INS - ATATTTGTTGTGT - MYCBP2 AGAGTTACACAA p.G3290fs
XH_P46 13 77779671 77779671 Missense_Mutation SNP C G C MYCBP2 c.G3652C p.E1218Q
XH_P46 13 77779672 77779672 Frame_Shift_Ins INS - AGGTAGAGGAG - MYCBP2 1insTATTCTCCTC p.E1217fs
XH_P46 13 79940854 79940854 Frame_Shift_Ins INS - GTAGATATTATAG - RBM26 9insAAACTATAAT p.P350fs
XH_P46 13 103389260 103389260 Frame_Shift_Ins INS - ATAGTTGTACTTC - CCDC168 3787insAGAAGT p.L4596fs
XH_P46 13 103389262 103389262 Frame_Shift_Ins INS - GC - CCDC168 13784_13785ins p.F4595fs
XH_P46 13 103395331 103395331 In_Frame_Ins INS - CTAAGATAC - CCDC168 5_7716insGTATCI2572delinsMYLR
XH_P46 13 103398339 103398339 Frame_Shift_Ins INS - AAAAGGAACAG - CCDC168 _4708insCTGTTC p.D1570fs
XH_P46 13 112722813 112722881 In_Frame_Del DEL GCGCACCAG - GCGCGCACCAGAA SOX1 c.841_909del p.281_303del
XH_P46 14 20502563 20502563 Nonsense_Mutation INS - CCTATGGAGTCAT - OR4K13 ATATTATGACTCC19_I120delinsNIMTPX
XH_P46 14 20612027 20612027 Frame_Shift_Ins INS - ATAAAATACGTTT - OR4N5 CTAAAATAAAATA p.I45fs
XH_P46 14 21897289 21897289 Frame_Shift_Ins INS - ATCTCTGAACTGA - CHD8 49insCCTCAGTTC p.K350fs
XH_P46 14 23456809 23456809 Frame_Shift_Ins INS - AAGAGGAAGAT - C14orf93 1232insCATCTTC p.F411fs
XH_P46 14 23548835 23548835 Nonsense_Mutation INS - CCTCCACTAGA - ACIN1 _1763insTCTAGTK588_M589delinsIX
XH_P46 14 23745214 23745214 In_Frame_Ins INS - ACCCAGCAG - HOMEZ 2_1223insCTGCT.R408delinsPAGC
XH_P46 14 24590623 24590623 In_Frame_Ins INS - TACACTCACATAC - DCAF11 AATCATTACACTC432delinsRLIITLTYFYI
XH_P46 14 31785056 31785056 Nonsense_Mutation INS - AAGAGTCTTCCG - HEATR5A TAGACTACGGAA.G1380delinsHKX
XH_P46 14 34985654 34985654 In_Frame_Ins INS - TTTTTTTTTTCTTT - EAPP nsTCAAAGAAAA240delinsDQRKKKG
XH_P46 14 39649959 39649959 Frame_Shift_Ins INS - GTCTACCTTCA - PNN _1047insGTCTAC p.A349fs
XH_P46 14 39716999 39716999 Frame_Shift_Ins INS - TT - MIA2 c.1221_1222insT p.G407fs
XH_P46 14 39717000 39717000 Frame_Shift_Ins INS - CTTTCTT - MIA2 22_1223insCTTT p.A408fs
XH_P46 14 45542655 45542655 Frame_Shift_Ins INS - AAAATATACTAAG - TOGARAM1 5055insAAAATAT p.L1685fs



XH_P46 14 45644941 45644941 Frame_Shift_Ins INS - A - FANCM c.2906_2907insA p.S969fs
XH_P46 14 45644943 45644943 In_Frame_Ins INS - GGTAGGTCTTCTT - FANCM 909insTGGTAGGY970delinsLVGLLD
XH_P46 14 45693308 45693308 Frame_Shift_Ins INS - TAGCAATAAGGG - MIS18BP1 2482insCCCCTTA p.F828fs
XH_P46 14 45693310 45693310 Frame_Shift_Ins INS - AA - MIS18BP1 c.2479_2480insT p.E827fs
XH_P46 14 51224473 51224473 In_Frame_Ins INS - CAGAGACAGGAA - NIN _3275insTTCCTGQ1092delinsLPVSE
XH_P46 14 52734696 52734696 Missense_Mutation SNP G T G PTGDR c.G164T p.R55L
XH_P46 14 53175199 53175199 Splice_Site INS - CT - PSMC6 . .
XH_P46 14 53175200 53175200 Splice_Site INS - TACAATTTGAACA - PSMC6 . .
XH_P46 14 58830893 58830893 Missense_Mutation SNP T C T ARID4A c.T2086C p.C696R
XH_P46 14 60749815 60749815 In_Frame_Ins INS - CATCCTCCA - PPM1A 4_395insCATCCTp.V132delinsASSI
XH_P46 14 61346441 61346441 Frame_Shift_Del DEL A - A MNAT1 c.571delA p.I191fs
XH_P46 14 64453331 64453331 Frame_Shift_Ins INS - AG - SYNE2 .2309_2310insA p.L770fs
XH_P46 14 64453333 64453333 In_Frame_Ins INS - GGCCAGGGC - SYNE2 1_2312insGGCCA.K771delinsRPGQ
XH_P46 14 64519922 64519922 In_Frame_Ins INS - AAGTTCCTTTTCTT - SYNE2 TTCTTCAAGTTCC97delinsLIFSSSSFSFSNT
XH_P46 14 64520079 64520079 Frame_Shift_Ins INS - CTTTCTC - SYNE2 48_9449insCTTT p.D3150fs
XH_P46 14 64520080 64520080 In_Frame_Ins INS - ATTCTC - SYNE2 449_9450insATTp.D3150delinsEFS
XH_P46 14 70839835 70839835 Frame_Shift_Ins INS - GTCTTTCCCTCTC - SYNJ2BP 11insGAGAGGGA p.N104fs
XH_P46 14 71206734 71206734 Nonsense_Mutation INS - TACCTTTTAGTCA - MAP3K9 nsATGTGACTAAAW266delinsYVTKRX
XH_P46 14 75266132 75266132 Missense_Mutation SNP G A G YLPM1 c.G4132A p.E1378K
XH_P46 14 75266133 75266133 In_Frame_Ins INS - CTTCTATCATAC - YLPM1 _4134insCTTCTAE1378delinsDFYHT
XH_P46 14 77493831 77493833 In_Frame_Del DEL GCG - GCG IRF2BPL c.303_305del p.101_102del
XH_P46 14 77493833 77493911 Frame_Shift_Del DEL GCCGCCGCTT - CCGCCGCCGCTTC IRF2BPL c.225_303del p.P75fs
XH_P46 14 89341451 89341451 Nonsense_Mutation INS - CCAAAATTATGTT - TTC8 CCTTGCCAAAATTK279delinsTLPKLCX
XH_P46 14 91444862 91444862 Frame_Shift_Ins INS - TTTGGGT - RPS6KA5 81_182insACCCA p.G61fs
XH_P46 14 91444863 91444863 Frame_Shift_Ins INS - TTAAGTT - RPS6KA5 80_181insAACTT p.G61fs
XH_P46 14 92403411 92403411 Frame_Shift_Ins INS - AGGTTATTTTGCT - FBLN5 259insAGCAAAAT p.P87fs
XH_P46 14 92609404 92609404 Silent SNP G A G CPSF2 c.G447A p.P149P
XH_P46 14 93154538 93154543 In_Frame_Del DEL GGCGGC - GGCGGC RIN3 c.2674_2679del p.892_893del
XH_P46 14 93940540 93940540 Nonsense_Mutation INS - GTGCTCACCGTGT - UNC79 GCTAAGTGCTCAC_R84delinsLRPQVSFSX
XH_P46 14 94088973 94088973 Frame_Shift_Ins INS - TACTTGTACAAG - UNC79 64insCTTACTTGT p.T1621fs
XH_P46 14 94517700 94517700 In_Frame_Ins INS - CTGTTC - DDX24 416_2417insGAAp.K806delinsRTE
XH_P46 14 95577763 95577763 Frame_Shift_Ins INS - TT - DICER1 .2146_2147insA p.G716fs
XH_P46 14 95577764 95577764 Nonsense_Mutation INS - CTAATGTAG - DICER1 5_2146insCTACAp.G716delinsLHX
XH_P46 14 96788567 96788567 Frame_Shift_Ins INS - TGCCTGAATATTA - ATG2B 61insTATAATATT p.E921fs
XH_P46 14 102445810 102445810 Frame_Shift_Ins INS - ACTGAATCAAGG - DYNC1H1 0insCTACTGAAT p.E167fs
XH_P46 14 105268595 105268595 Missense_Mutation SNP G A G ZBTB42 c.G1061A p.R354Q
XH_P46 15 23021316 23021316 Missense_Mutation SNP T A T NIPA2 c.A21T p.K7N
XH_P46 15 23021318 23021318 Nonsense_Mutation INS - AGTTAACTACTCA - NIPA2 9insCTGAGTAGT.K7_Y8delinsLSSX
XH_P46 15 23685922 23685922 In_Frame_Ins INS - ATCTTCTCCTACT - GOLGA6L2 sAAGCAGTAGGA567delinsEAVGEDAG
XH_P46 15 23812402 23812402 Frame_Shift_Ins INS - AACTCAC - MKRN3 73_1474insAACT p.Q491fs
XH_P46 15 23889402 23889402 In_Frame_Ins INS - ACATTTTTTATGT - MAGEL2 AACACCACATAAA3delinsKSTPHKKCTKLW
XH_P46 15 24922857 24922857 Frame_Shift_Ins INS - TGGAAGGGACT - NPAP1 _1844insTGGAAG p.G615fs
XH_P46 15 25220508 25220508 Frame_Shift_Ins INS - C - SNRPN c.7_8insC p.V3fs
XH_P46 15 25220509 25220509 Frame_Shift_Ins INS - TTTCTCTGTAC - SNRPN _9insTTTCTCTGT p.V3fs
XH_P46 15 30009040 30009040 Frame_Shift_Ins INS - GTGTTTTGTTTTTA - TJP1 insCTTTAAAAACA p.I1246fs
XH_P46 15 30009042 30009042 Frame_Shift_Ins INS - TG - TJP1 .3734_3735insC p.R1245fs
XH_P46 15 30010728 30010728 In_Frame_Ins INS - ATGTCTTTAGTG - TJP1 3378insCACTAAG1126delinsGTKDI
XH_P46 15 35149201 35149201 Nonsense_Mutation INS - AATTCTAGTTTCA - AQR 50insAATGAAACT1417_I1418delinsKX
XH_P46 15 40914922 40914922 Frame_Shift_Ins INS - CTTTTCC - KNL1 60_2461insCTTT p.K820fs
XH_P46 15 40916383 40916383 Frame_Shift_Ins INS - TTAGG - KNL1 921_3922insTTA p.N1307fs
XH_P46 15 40916385 40916385 Frame_Shift_Ins INS - TTTCTTCAAG - KNL1 3_3924insTTTCTT p.V1308fs
XH_P46 15 40917419 40917419 Nonsense_Mutation INS - CTGTATTATAGTT - KNL1 sAGAGCTGTATT1653_L1654delinsX
XH_P46 15 42702857 42702857 Silent SNP C T C CAPN3 c.C261T p.N87N
XH_P46 15 42749380 42749380 Nonsense_Mutation INS - GGAAGAAGATTA - ZNF106 TCAAAATAATCTTp.C8_P9delinsX
XH_P46 15 43577055 43577055 Nonsense_Mutation SNP G A G TGM7 c.C961T p.R321X
XH_P46 15 43815899 43815899 Missense_Mutation SNP A T A MAP1A c.A2228T p.Y743F
XH_P46 15 43815900 43815900 Frame_Shift_Ins INS - TGTTCTG - MAP1A 29_2230insTGTT p.Y743fs
XH_P46 15 50773945 50773945 Frame_Shift_Ins INS - TGTTGCTCATGGT - USP8 insGATTGTTGCT p.K419fs
XH_P46 15 51696744 51696744 Nonsense_Mutation INS - AACTGAGTTAGT - GLDN 78insTAAACTGAY359_V360delinsYX
XH_P46 15 54305653 54305653 Frame_Shift_Ins INS - TGTTGGTGAGAG - UNC13C 54insATGTTGGTG p.R185fs
XH_P46 15 55484958 55484958 In_Frame_Ins INS - ATGAAGTTGGGA - RSL24D1 55insATTCCCAACT52delinsNSQLHP
XH_P46 15 55484960 55484960 Missense_Mutation SNP C G C RSL24D1 c.G153C p.W51C
XH_P46 15 55651859 55651859 Frame_Shift_Ins INS - TGGCCACTGAG - CCPG1 _2112insCTCAGT p.V704fs
XH_P46 15 55710197 55710235 Frame_Shift_Del DEL CTTTTGTGAT - TTCTTTTGTGATTC DNAAF4 c.1144_1182del p.*382fs
XH_P46 15 55710487 55710487 Frame_Shift_Ins INS - AAATTCCTTC - C15orf65 5_86insAAATTCC p.V29fs
XH_P46 15 62254093 62254093 Splice_Site INS - ATAATCAGTTCAG - VPS13C . .
XH_P46 15 64791850 64791850 Frame_Shift_Ins INS - CTTTCCTATTT - ZNF609 _233insCTTTCCT p.V78fs
XH_P46 15 64966298 64966298 Frame_Shift_Ins INS - TTAAGAAGAGAA - ZNF609 nsATTATTAAGAA p.N415fs
XH_P46 15 66618334 66618334 Frame_Shift_Ins INS - TTCATCT - DIS3L 55_1456insTTCA p.K485fs
XH_P46 15 66618336 66618336 Missense_Mutation SNP A G A DIS3L c.A1457G p.D486G
XH_P46 15 72190246 72190246 In_Frame_Ins INS - AAAGAGAACACT - MYO9A _4598insAGTGTTI1533delinsKCSLF
XH_P46 15 83438626 83438626 Silent SNP C G C FSD2 c.G1278C p.V426V
XH_P46 15 83438628 83438628 In_Frame_Ins INS - TTTTTTTTTGAGA - FSD2 nsCTCATCTCAAA426delinsLISKKKNV
XH_P46 15 83805292 83805292 Silent SNP C A C TM6SF1 c.C888A p.V296V
XH_P46 15 84566757 84566757 Nonsense_Mutation INS - TTTAGACAAATAT - ADAMTSL3 6insACTTTTAGAC539_K540delinsDFX
XH_P46 15 85326004 85326004 In_Frame_Ins INS - TCAGTTTTA - ZNF592 8_99insTCAGTTTp.P33delinsPQFY
XH_P46 15 100996217 100996217 Frame_Shift_Ins INS - TTAAGAAATTGCT - CERS3 nsAAAAGCAATTT p.H294fs
XH_P46 16 787292 787292 Missense_Mutation SNP G A G NARFL c.C200T p.S67L
XH_P46 16 2550856 2550856 Missense_Mutation SNP G A G TBC1D24 c.G1559A p.R520H
XH_P46 16 3070405 3070405 Missense_Mutation SNP C G C TNFRSF12A c.C7G p.R3G
XH_P46 16 3367315 3367315 In_Frame_Ins INS - CATTTCTCC - ZNF75A 7_338insCATTTCp.K113delinsTFLQ
XH_P46 16 8844296 8844296 In_Frame_Ins INS - TTATTTTTTATGA - ABAT 17insTTTATTTTT.H72delinsHFIFYE
XH_P46 16 9857996 9857996 Frame_Shift_Ins INS - TGCCC - GRIN2A 404_3405insGGG p.F1135fs
XH_P46 16 9857998 9857998 Missense_Mutation SNP A C A GRIN2A c.T3403G p.F1135V
XH_P46 16 10525170 10525170 Missense_Mutation SNP A T A ATF7IP2 c.A693T p.K231N
XH_P46 16 10525172 10525172 Frame_Shift_Ins INS - TTTACTTTTCTCTG - ATF7IP2 696insTTTACTTTT p.T232fs
XH_P46 16 20809543 20809543 Frame_Shift_Ins INS - CCATATTTGTGAC - ERI2 1579insGTCACAA p.L527fs
XH_P46 16 21156663 21156663 Nonsense_Mutation INS - TTATTTATTTATTT - DNAH3 AAATAAATAAATP96_F97delinsLKX
XH_P46 16 24581503 24581503 Frame_Shift_Ins INS - CTTTTTCCTCTTTG - RBBP6 3391insCTTTTTC p.S1130fs
XH_P46 16 24581504 24581504 Frame_Shift_Ins INS - CTGGTTTTGTTTC - RBBP6 3392insCTGGTTT p.M1131fs
XH_P46 16 28734842 28734842 Frame_Shift_Ins INS - CACCTTAACCA - EIF3C _1011insCACCTT p.L337fs
XH_P46 16 30015913 30015913 Nonsense_Mutation SNP G T G INO80E c.G538T p.E180X
XH_P46 16 31075463 31075474 In_Frame_Del DEL TGGCTGCGCC - GTGGCTGCGCCC ZNF668 c.307_318del p.103_106del
XH_P46 16 31927531 31927531 Nonsense_Mutation INS - CTACATGCTTTAC - ZNF267 GATTTGCTACATGH654_T655delinsHX
XH_P46 16 46615886 46615886 Frame_Shift_Ins INS - ATTGTCTGTATTT - SHCBP1 0insATAAAATACA p.A514fs
XH_P46 16 53644906 53644906 In_Frame_Ins INS - AAGACT - RPGRIP1L 433_3434insAGTp.L1145delinsQSL
XH_P46 16 53644908 53644908 Frame_Shift_Ins INS - AACAGGTTGA - RPGRIP1L 1_3432insTCAAC p.I1144fs
XH_P46 16 58043834 58043834 Frame_Shift_Ins INS - AAGCAGAGGAGG - USB1 68insGAAGCAGA p.Y89fs



XH_P46 16 58579395 58579395 Frame_Shift_Ins INS - GGATTGTTCTT - CNOT1 _3992insAAGAAC p.T1331fs
XH_P46 16 69726174 69726174 Nonsense_Mutation INS - ATCTGCTGCTGT - NFAT5 sGCTGAATCTGCT798_Q799delinsGX
XH_P46 16 71713359 71713359 Frame_Shift_Ins INS - CAGCA - PHLPP2 969_970insTGCT p.L324fs
XH_P46 16 71713361 71713361 Missense_Mutation SNP G T G PHLPP2 c.C968A p.T323N
XH_P46 16 71792817 71792817 In_Frame_Ins INS - CATTTATGTATTT - AP1G1 ATGACTAAATACAdelinsNTMTKYINVNTLA
XH_P46 16 72110351 72110351 Nonsense_Mutation INS - TTTTAAAATAATT - HPR 9insAGTTTTAAAAp.L140delinsQFX
XH_P46 16 81078215 81078215 In_Frame_Ins INS - AAGACTACGATG - ATMIN 645insAAAGACTAT548delinsTKDYDD
XH_P46 16 84125384 84125385 Frame_Shift_Del DEL GG - GG MBTPS1 c.915_916del p.N305fs
XH_P46 16 84125385 84125385 In_Frame_Ins INS - TTTTTTTTTTTTTT - MBTPS1 nsAAAAAAAAAAN305delinsKKKKKKN
XH_P46 16 85840516 85840516 Frame_Shift_Ins INS - AAACACACGG - COX4I1 _281insAAACAC p.L94fs
XH_P46 17 3030361 3030361 Frame_Shift_Ins INS - GT - OR1G1 c.484_485insAC p.L162fs
XH_P46 17 3030364 3030365 Frame_Shift_Del DEL AG - AG OR1G1 c.481_482del p.L161fs
XH_P46 17 4576196 4576196 Missense_Mutation SNP G A G PELP1 c.C2240T p.S747L
XH_P46 17 4925967 4925967 Missense_Mutation SNP G A G KIF1C c.G2591A p.R864H
XH_P46 17 5013013 5013013 In_Frame_Ins INS - GCTGGAGGA - ZNF232 3_174insTCCTCCp.E58delinsDPPA
XH_P46 17 6553696 6553696 Missense_Mutation SNP G A G MED31 c.C86T p.A29V
XH_P46 17 6553697 6553697 Frame_Shift_Ins INS - TACAGATTTTTTT - MED31 nsAAAAAAAAAT p.A29fs
XH_P46 17 9281937 9281937 In_Frame_Ins INS - GATTAATGGTTT - STX8 TTTCCCAAACCAT92delinsTISQTINLCKH
XH_P46 17 10596149 10596149 In_Frame_Ins INS - TGATGTTAAATG - SCO1 ATCTAACATTTAA165delinsDLTFNIKTS
XH_P46 17 11835443 11835443 In_Frame_Ins INS - ACATTACCATATA - DNAH9 155insAACATTACN385delinsKTLPYI
XH_P46 17 15458621 15458621 Frame_Shift_Ins INS - TTTCTTTATATAGT - TVP23C AGAAACTATATAA p.N24fs
XH_P46 17 16638832 16638832 Frame_Shift_Ins INS - TC - CCDC144A .3247_3248insT p.N1083fs
XH_P46 17 16638833 16638833 Frame_Shift_Ins INS - AACTCTC - CCDC144A 48_3249insAACT p.N1083fs
XH_P46 17 26676189 26676189 Splice_Site INS - GTACCCTGTGATT - POLDIP2 . .
XH_P46 17 28296214 28296214 In_Frame_Ins INS - TCCATGTGTGCT - EFCAB5 insTCTTCCATGT143delinsFLPCVLW
XH_P46 17 28380543 28380543 In_Frame_Ins INS - ACAGAAATTGTAA - EFCAB5 4insGCACAGAAA468delinsEHRNCNI
XH_P46 17 28512639 28512639 Frame_Shift_Ins INS - GTTTCTCATTTTG - NSRP1 463insTGTTTCTC p.R488fs
XH_P46 17 28512641 28512641 Frame_Shift_Ins INS - AT - NSRP1 .1464_1465insA p.R488fs
XH_P46 17 33348687 33348687 Frame_Shift_Ins INS - GTTCCCC - RFFL 93_294insGGGGA p.R98fs
XH_P46 17 35563783 35563783 Missense_Mutation SNP C T C ACACA c.G3577A p.E1193K
XH_P46 17 35563785 35563785 In_Frame_Ins INS - TATTTAATTTTGTA - ACACA 5insCATACAAAA1192delinsAYKIKYY
XH_P46 17 35981295 35981295 Frame_Shift_Ins INS - ACATATGCTCACT - DDX52 1378insAGTGAGC p.A460fs
XH_P46 17 37564198 37564198 Frame_Shift_Ins INS - GAAAAGAAGAAA - MED1 CTTTTACTTTCTT p.A1426fs
XH_P46 17 37618895 37618895 Nonsense_Mutation INS - TATCATCAT - CDK12 1_572insTATCATp.K191delinsISSX
XH_P46 17 37618897 37618897 Missense_Mutation SNP G C G CDK12 c.G573C p.K191N
XH_P46 17 39262015 39262015 Silent SNP T C T KRTAP4-9 c.T375C p.C125C
XH_P46 17 39595539 39595539 Silent SNP A G A KRT38 c.T648C p.D216D
XH_P46 17 40725340 40725340 In_Frame_Ins INS - TCTTTG - PSMC3IP 36_337insCAAAp.R113delinsQRR
XH_P46 17 42744257 42744257 Nonsense_Mutation INS - TTAGAATGATCAC - MEIOC ACAGTTAGAATG.C326delinsCDSX
XH_P46 17 45753797 45753797 Nonsense_Mutation INS - ATGTCAAGGTTAA - KPNB1 1insGAATGTCAAK500delinsKECQGX
XH_P46 17 45755717 45755717 Frame_Shift_Ins INS - TGAATTAAGT - KPNB1 6_1857insTGAAT p.S619fs
XH_P46 17 46700340 46700340 Missense_Mutation SNP A T A HOXB9 c.T675A p.S225R
XH_P46 17 46700341 46700341 Frame_Shift_Ins INS - TTCTCTCTAGGTG - HOXB9 674insCACCTAGA p.S225fs
XH_P46 17 49075935 49075935 Frame_Shift_Ins INS - TAAAT - SPAG9 236_1237insATT p.P413fs
XH_P46 17 49075936 49075936 Nonsense_Mutation INS - ATAAAAAAATCA - SPAG9 1236insATGATTTK412_P413delinsKX
XH_P46 17 49280526 49280526 Frame_Shift_Ins INS - GTGGAAAGTGTA - MBTD1 803insTTACACTT p.T268fs
XH_P46 17 51901963 51901963 Silent SNP G A G KIF2B c.G1569A p.G523G
XH_P46 17 54921456 54921456 Frame_Shift_Ins INS - C - DGKE c.541_542insC p.E181fs
XH_P46 17 54921457 54921457 Nonsense_Mutation INS - TAAGGTTTGAACA - DGKE 43insATAAGGTTTp.E181delinsEX
XH_P46 17 56620517 56620517 Missense_Mutation SNP A C A C17orf47 c.T1031G p.V344G
XH_P46 17 56620518 56620518 In_Frame_Ins INS - TTCCCTAGATCT - C17orf47 1030insAGATCTAV344delinsRSREV
XH_P46 17 60042783 60042783 Frame_Shift_Ins INS - GTATGAACAGTA - MED13 4428insTTACTGT p.Q1476fs
XH_P46 17 61877897 61877897 Frame_Shift_Ins INS - AGAAGAAA - DDX42 1_542insAGAAG p.L181fs
XH_P46 17 61877898 61877898 Nonsense_Mutation INS - GAATTAAAC - DDX42 2_543insGAATTAp.L181delinsLNX
XH_P46 17 62856364 62856364 Nonsense_Mutation INS - CTGCTCCTTCAGA - LRRC37A3 sAATGTTCTGAAG18_S419delinsQMFX
XH_P46 17 65110497 65110497 Silent SNP G A G HELZ c.C3864T p.S1288S
XH_P46 17 65732870 65732870 Nonsense_Mutation INS - AACCACTCATACA - NOL11 AAAAAACCACTCI199_L200delinsIX
XH_P46 17 65908116 65908116 Frame_Shift_Ins INS - TTCCTTC - BPTF 16_4117insTTCC p.V1372fs
XH_P46 17 65908118 65908118 Frame_Shift_Ins INS - AGTCCAT - BPTF 18_4119insAGTC p.N1373fs
XH_P46 17 65908383 65908383 Frame_Shift_Ins INS - ACTTGGTTTTTTA - BPTF 84insGACTTGGT p.A1461fs
XH_P46 17 67022605 67022605 In_Frame_Ins INS - TTT - ABCA9 2053_2054insAAp.R685delinsKR
XH_P46 17 67022607 67022607 Frame_Shift_Ins INS - TGTTTTTTTTC - ABCA9 _2052insGAAAAA p.D684fs
XH_P46 17 67124926 67124926 In_Frame_Ins INS - AGCTTTTATTCTA - ABCA6 TTGTTTAGAATAA318delinsKLFRIKALSL
XH_P46 17 72287269 72287269 In_Frame_Ins INS - ATCTGGCATTCT - DNAI2 _722insATCTGGC.I241delinsNLAFL
XH_P46 18 580417 580417 Silent SNP C T C CETN1 c.C9T p.S3S
XH_P46 18 3188940 3188940 Frame_Shift_Ins INS - T - MYOM1 c.576dupA p.S193fs
XH_P46 18 3188942 3188942 Frame_Shift_Ins INS - TGTTTCTTTTTTTT - MYOM1 sAAAAAAAAAAA p.A192fs
XH_P46 18 3457452 3457452 Frame_Shift_Ins INS - TTTTGTCTCTTCA - TGIF1 3insTTTTTTGTCT p.S114fs
XH_P46 18 7044813 7044813 Frame_Shift_Ins INS - AGTC - LAMA1 .883_884insGAC p.N295fs
XH_P46 18 7044815 7044815 Nonsense_Mutation INS - TATTAATTTTACT - LAMA1 ACAAAAGTAAAAT94_N295delinsQKQKX
XH_P46 18 7888279 7888279 Frame_Shift_Ins INS - TTTCTTCCATT - PTPRM _373insTTTCTTC p.P124fs
XH_P46 18 10807272 10807272 In_Frame_Ins INS - TCTAGTGTT - PIEZO2 7_918insAACACTp.R306delinsRTLE
XH_P46 18 13053080 13053080 Frame_Shift_Ins INS - TTCTCCA - CEP192 80_3181insTTCT p.E1060fs
XH_P46 18 13731869 13731869 Frame_Shift_Ins INS - AAACTCTTTTCTC - RNMT 354insAAACTCTT p.S118fs
XH_P46 18 13731871 13731871 Missense_Mutation SNP A T A RNMT c.A355T p.T119S
XH_P46 18 18629840 18629840 Nonsense_Mutation INS - TTCCTTTAGACAT - ROCK1 nsACAATGTCTAA p.Y59delinsX
XH_P46 18 19154047 19154047 Missense_Mutation SNP G A G ESCO1 c.C758T p.T253I
XH_P46 18 19154048 19154048 Frame_Shift_Ins INS - AATTGGAAGAGA - ESCO1 57insGGTCTCTTC p.T253fs
XH_P46 18 19996228 19996228 Nonsense_Mutation INS - ATTTTATTCTAAT - CTAGE1 7insACAATTAGAA516_S517delinsHNX
XH_P46 18 21739788 21739788 In_Frame_Ins INS - AAAATTTTGCAGG - CABYR AAAAAAAAATTTT00delinsAIKKNFAGIK
XH_P46 18 21739790 21739790 Frame_Shift_Ins INS - TTTGGTC - CABYR 02_603insTTTGG p.V201fs
XH_P46 18 22056862 22056862 Nonsense_Mutation INS - AATATAAT - HRH4 45_246insAATATS82_E83delinsSIX
XH_P46 18 22056863 22056863 In_Frame_Ins INS - AATGTGTATGTT - HRH4 _247insAATGTGT.S82delinsSNVYV
XH_P46 18 22806039 22806039 Missense_Mutation SNP T A T ZNF521 c.A1183T p.T395S
XH_P46 18 23872293 23872293 Nonsense_Mutation INS - TTAAATTTTATTTC - TAF4B 90insATTTAAATTp.G563delinsGIX
XH_P46 18 28710536 28710536 Nonsense_Mutation INS - GTTTGTTAATTCT - DSC1 AAAAGAGAATTAF876delinsHIKENX
XH_P46 18 29790620 29790620 Nonsense_Mutation INS - ATAAATCGC - MEP1B 6_1077insATAAAp.I359delinsIX
XH_P46 18 42529990 42529990 Missense_Mutation SNP G A G SETBP1 c.G685A p.G229R
XH_P46 18 43492336 43492336 In_Frame_Ins INS - ACTCTTTCTCTGTC - EPG5 nsTAGAGACAGAG1301delinsIETEKESS
XH_P46 18 47107855 47107855 Silent SNP G A G LIPG c.G642A p.Q214Q
XH_P46 18 47107857 47107857 Frame_Shift_Ins INS - TCATCCTGCATGC - LIPG GGGCTCATCCTG p.D215fs
XH_P46 18 47480783 47480783 Nonsense_Mutation INS - CATTCATATATATA - MYO5B 568insTATATATA523_W524delinsIYIX
XH_P46 18 54424389 54424389 Frame_Shift_Ins INS - TCATCATCAAGGA - WDR7 66insCTTCATCAT p.A855fs
XH_P46 18 71928174 71928174 Frame_Shift_Ins INS - AGTAAACTACTTT - CYB5A 4insAAAAAGTAG p.D88fs
XH_P46 18 72347148 72347148 Missense_Mutation SNP G T G ZNF407 c.G4173T p.L1391F
XH_P46 18 72347149 72347149 Frame_Shift_Ins INS - ATCAATACTAATT - ZNF407 75insTCATCAATA p.K1392fs
XH_P46 19 1428963 1428963 Silent SNP G A G DAZAP1 c.G669A p.P223P
XH_P46 19 5244098 5244098 Missense_Mutation SNP C T C PTPRS c.G1345A p.V449I



XH_P46 19 9016693 9016693 In_Frame_Ins INS - GGT - MUC16 8043_38044insAp.S12682delinsTS
XH_P46 19 9057539 9057539 In_Frame_Ins INS - CCTTCCTCCTCTTT - MUC16 7insAAAAAGAGG9969delinsRKRGGRD
XH_P46 19 9067030 9067030 Frame_Shift_Ins INS - GCATCCTTCCA - MUC16 _20416insTGGAA p.M6806fs
XH_P46 19 9075089 9075089 In_Frame_Ins INS - CCTCTA - MUC16 56_12357insTAG.T4119delinsTRG
XH_P46 19 9075090 9075090 Missense_Mutation SNP G C G MUC16 c.C12356G p.T4119R
XH_P46 19 9084739 9084739 Frame_Shift_Ins INS - CCAGTAACACCTA - MUC16 7076insTAGGTGT p.K2359fs
XH_P46 19 9325138 9325138 Frame_Shift_Ins INS - GAATTCCCATGTG - OR7D4 ATTACACATGGG p.I126fs
XH_P46 19 9577251 9577251 Nonstop_Mutation INS - TTTTTTTTTTTTTG - ZNF560 nsCATCAAAAAAAX685delinsSSKKKKE
XH_P46 19 12060390 12060390 In_Frame_Ins INS - ACCACA - ZNF700 560_1561insACCp.F520delinsFTT
XH_P46 19 12060391 12060391 Frame_Shift_Ins INS - TGCTTGC - ZNF700 61_1562insTGCT p.Y521fs
XH_P46 19 14826993 14826993 Frame_Shift_Ins INS - TCCACTCCTTA - ZNF333 _671insTCCACTC p.Q224fs
XH_P46 19 14991480 14991480 Nonsense_Mutation INS - CCCCTTTATCTACA - OR7A17 8insCTGTAGATAAS230_A231delinsLX
XH_P46 19 14991572 14991572 Frame_Shift_Ins INS - AC - OR7A17 c.595_596insGT p.M199fs
XH_P46 19 14991574 14991574 Frame_Shift_Ins INS - ACACA - OR7A17 593_594insTGTG p.G198fs
XH_P46 19 15659038 15659038 Frame_Shift_Ins INS - AGAAACCAGTC - CYP4F22 _1257insAGAAAC p.R419fs
XH_P46 19 21240004 21240004 Frame_Shift_Ins INS - GATTTGT - ZNF430 87_888insGATTT p.T296fs
XH_P46 19 21240005 21240005 Frame_Shift_Ins INS - ACAT - ZNF430 .888_889insACA p.T296fs
XH_P46 19 21300607 21300607 Nonsense_Mutation INS - CTCTCCAGAATG - ZNF714 AGATTTCTCTCCA0delinsHIVHICKISLQNELSYVX
XH_P46 19 21720600 21720600 In_Frame_Ins INS - CTCTCCACTATGA - ZNF429 sGGTTTCTCTCCA518delinsRVSLHYEFF
XH_P46 19 21990645 21990645 Missense_Mutation SNP G T G ZNF43 c.C1999A p.Q667K
XH_P46 19 22000717 22000717 Frame_Shift_Ins INS - TATG - ZNF43 c.6_7insCATA p.R3fs
XH_P46 19 22000718 22000718 Frame_Shift_Ins INS - TTTTACATTCT - ZNF43 _6insAGAATGTAA p.R2fs
XH_P46 19 22155633 22155633 Missense_Mutation SNP C T C ZNF208 c.G2203A p.V735I
XH_P46 19 22156714 22156714 Silent SNP G A G ZNF208 c.C1122T p.C374C
XH_P46 19 22497275 22497275 Frame_Shift_Ins INS - AATTTAAAGGCAT - ZNF729 1057insAATTTAA p.E352fs
XH_P46 19 22497401 22497401 Nonsense_Mutation INS - GGTTTTCTCTCCA - ZNF729 sTTGTAGGTTTTC394_K395delinsHLX
XH_P46 19 22499077 22499077 Frame_Shift_Ins INS - TCTCATGTTTTCT - ZNF729 9insTTATCTCATG p.K953fs
XH_P46 19 22499079 22499079 Missense_Mutation SNP C G C ZNF729 c.C2860G p.H954D
XH_P46 19 23040068 23040068 Nonsense_Mutation INS - CATAGCAAAATA - ZNF723 76insGCATAGCA125_H126delinsMAX
XH_P46 19 23544308 23544308 Nonsense_Mutation INS - ATGCTGGAAAGA - ZNF91 TAGAGTTTCTTTCp.K459delinsNLX
XH_P46 19 23837076 23837076 Nonsense_Mutation INS - TGGAGAGCAACC - ZNF675 sTGTAGGGTTGCp.R220delinsMX
XH_P46 19 24309520 24309520 Nonsense_Mutation INS - CATTGAAATACTT - ZNF254 TATCACATTGAAA55_E156delinsYLSHX
XH_P46 19 24310638 24310638 In_Frame_Ins INS - ACA - ZNF254 1581_1582insACp.F527delinsFT
XH_P46 19 24310639 24310639 Nonsense_Mutation INS - TATGAATTATCTT - ZNF254 CTTCAGTATGAA9delinsFVGFLFSMNYLMFSKSX
XH_P46 19 34710618 34710618 Frame_Shift_Ins INS - GT - LSM14A c.972_973insGT p.K324fs
XH_P46 19 34710619 34710619 Frame_Shift_Ins INS - TTTCTCAAATTTCA - LSM14A 974insTTTCTCAA p.L325fs
XH_P46 19 35232174 35232174 Silent SNP T A T ZNF181 c.T888A p.I296I
XH_P46 19 35232176 35232176 Frame_Shift_Ins INS - TTTTCTCTCTATT - ZNF181 _891insTTTTCTCT p.E297fs
XH_P46 19 36674043 36674043 Nonsense_Mutation INS - ACATCAAAGAATT - ZNF565 825insAATTCTTT275_E276delinsGILX
XH_P46 19 37240020 37240020 In_Frame_Ins INS - AACACTAATTCAA - ZNF850 6insATGTTGAATG609delinsDVELVLS
XH_P46 19 37487541 37487541 Silent SNP A T A ZNF568 c.A756T p.G252G
XH_P46 19 37487542 37487542 Nonsense_Mutation INS - ATCTAATTTCATA - ZNF568 758insATCTAATT53_C254delinsDLISX
XH_P46 19 37733627 37733627 Frame_Shift_Ins INS - CATAAACTTCCTT - ZNF383 TATTTCATAAACT p.I163fs
XH_P46 19 37854139 37854139 Frame_Shift_Ins INS - TGTGTCCTCTTGT - HKR1 1263insTGTGTCC p.K421fs
XH_P46 19 37975057 37975057 Nonsense_Mutation INS - GGGTTAAT - ZNF570 07_408insGGGTT136_T137delinsWGX
XH_P46 19 38795550 38795550 In_Frame_Ins INS - GAAGGAGAAGG - C19orf33 8insAAGAAGGAGK89delinsKKKEKD
XH_P46 19 44418320 44418320 Frame_Shift_Ins INS - AAATGCGAGAAG - ZNF45 268insCACTTCTC p.K423fs
XH_P46 19 44514931 44514931 Frame_Shift_Ins INS - TCATTGCATGT - ZNF230 _741insTCATTGC p.T247fs
XH_P46 19 44514933 44514933 Nonsense_Mutation SNP G T G ZNF230 c.G742T p.G248X
XH_P46 19 44636100 44636100 Nonsense_Mutation INS - ATGAAGCGTTTTC - ZNF225 nsATAAATGAAGp.F445delinsYKX
XH_P46 19 44681637 44681637 Frame_Shift_Ins INS - TGGTTTTTCTCCA - ZNF226 TTTGAATGGTTTT p.Q741fs
XH_P46 19 44777932 44777932 In_Frame_Ins INS - TTGTCTCTT - ZNF233 9_1120insTTGTCp.G373delinsGLSL
XH_P46 19 44777934 44777934 Missense_Mutation SNP G A G ZNF233 c.G1121A p.R374K
XH_P46 19 44980743 44980743 Nonsense_Mutation INS - TTATTTTAAGGTA - ZNF180 CATGTACTACCTTQ627delinsLHVLPX
XH_P46 19 44980745 44980745 Missense_Mutation SNP A T A ZNF180 c.T1878A p.H626Q
XH_P46 19 47951365 47951365 Silent SNP G A G SLC8A2 c.C1464T p.G488G
XH_P46 19 50204584 50204584 Missense_Mutation SNP G A G CPT1C c.G464A p.R155H
XH_P46 19 50958892 50958892 In_Frame_Ins INS - GCTGACCCCTGAC - MYBPC2 CTTCCTGCTGACC77delinsPFLLTPDPSL
XH_P46 19 52271947 52271947 Silent SNP T C T FPR2 c.T36C p.Y12Y
XH_P46 19 52568916 52568916 Frame_Shift_Ins INS - TTCTGCT - ZNF841 70_1871insAGCA p.I624fs
XH_P46 19 52568918 52568918 Nonsense_Mutation INS - TCATCAGATGAT - ZNF841 869insCATCATCT623_I624delinsCIIX
XH_P46 19 52620264 52620264 Frame_Shift_Ins INS - AGTCAAGGGGAT - ZNF616 153insCATCCCCT p.K51fs
XH_P46 19 52663785 52663785 In_Frame_Ins INS - TGTGCCCTTAGT - ZNF836 75insACTAAGGGp.L25delinsLLRAQ
XH_P46 19 53014600 53014600 Frame_Shift_Ins INS - ATTTT - ZNF578 966_967insATTT p.K322fs
XH_P46 19 53014602 53014602 Frame_Shift_Ins INS - TCTCATGTGTA - ZNF578 _969insTCTCATG p.S323fs
XH_P46 19 53057106 53057106 In_Frame_Ins INS - AATTCAGGGGATT - ZNF808 GAAGAATTCAGG13delinsMKNSGDYSQ
XH_P46 19 53209281 53209281 Frame_Shift_Ins INS - CATAGACTTCATG - ZNF611 CTCCACCATGAAG p.Y343fs
XH_P46 19 53576713 53576713 Frame_Shift_Ins INS - A - ZNF160 c.320_321insT p.C107fs
XH_P46 19 53576714 53576714 Frame_Shift_Ins INS - GGAGGGAATAGG - ZNF160 320insCCCTATTC p.C107fs
XH_P46 19 53911686 53911686 In_Frame_Ins INS - CAACTTGAT - ZNF765 9_720insCAACTTp.H240delinsHNLI
XH_P46 19 53911688 53911688 Frame_Shift_Ins INS - TCAATTTTCT - ZNF765 1_722insTCAATT p.T241fs
XH_P46 19 53994798 53994798 In_Frame_Ins INS - AAAGCTTTGTCAC - ZNF813 3insTGAAAGCTTP438delinsLKALSHS
XH_P46 19 53994800 53994800 Silent SNP C T C ZNF813 c.C1314T p.P438P
XH_P46 19 56320507 56320507 Frame_Shift_Ins INS - AAGGCCAACTGC - NLRP11 72insTAGCAGTT p.Q391fs
XH_P46 19 56435986 56435986 Frame_Shift_Ins INS - TATTTCTTATTAAA - NLRP13 nsTTATTTAATAAG p.E143fs
XH_P46 19 57641066 57641066 Frame_Shift_Ins INS - AATCTGTCTTATA - USP29 nsAAGGAATCTGT p.F341fs
XH_P46 19 58049281 58049281 In_Frame_Ins INS - CCCTGCTTC - ZNF549 0_871insCCCTGCp.S290delinsSPCF
XH_P46 19 58050159 58050159 Nonsense_Mutation INS - GTGTGGAT - ZNF549 8_1749insGTGTY583_K584delinsX
XH_P46 19 58146094 58146094 In_Frame_Ins INS - ACTTCACAGAAAT - ZNF211 nsAAACTTCACA L63delinsLNFTEIK
XH_P46 19 58187892 58187892 In_Frame_Ins INS - GGTCCTTGGCTT - ZSCAN4 _380insGGTCCTT.I127delinsRSLAL
XH_P46 19 58420272 58420272 Frame_Shift_Ins INS - TATGGGAAATCG - ZNF417 71insAACGATTT p.H457fs
XH_P46 19 58472902 58472902 Frame_Shift_Ins INS - TTCTTTCTTTCTTC - C19orf18 89insGAAGAAAG p.E130fs
XH_P46 19 58579264 58579264 Frame_Shift_Ins INS - GTGTGATC - ZNF135 84_1485insGTGT p.C495fs
XH_P46 20 210245 210245 In_Frame_Ins INS - TGTGATACAAAG - DEFB129 AGTGCTGTGATACdelinsKNSSAVIQRKHILS
XH_P46 20 11904177 11904177 In_Frame_Ins INS - ACTCTTTTA - BTBD3 9_980insACTCTTp.L327delinsHSFI
XH_P46 20 15967743 15967743 Missense_Mutation SNP G C G MACROD2 c.G388C p.V130L
XH_P46 20 15967745 15967745 Frame_Shift_Ins INS - ATTTTTATTTCAT - MACROD2 sTTTCAATTTTTAT p.V130fs
XH_P46 20 17240916 17240916 Missense_Mutation SNP A T A PCSK2 c.A209T p.Y70F
XH_P46 20 17240917 17240917 In_Frame_Ins INS - AACTTTCTG - PCSK2 0_211insAACTTTp.Y70delinsYNFL
XH_P46 20 17950945 17950945 Frame_Shift_Ins INS - G - MGME1 c.444dupG p.L148fs
XH_P46 20 17950947 17950947 Frame_Shift_Ins INS - CCACTTCTTCATA - MGME1 446insCCACTTCT p.L149fs
XH_P46 20 19673974 19673974 In_Frame_Ins INS - AATTAAACCTTAT - SLC24A3 397insGAATTAAAN466delinsRIKPYY
XH_P46 20 19674028 19674028 In_Frame_Ins INS - TAAACCTTATTAT - SLC24A3 nsGAATTAAACCTT484delinsRIKPYYIA
XH_P46 20 19674030 19674030 Silent SNP G T G SLC24A3 c.G1452T p.T484T
XH_P46 20 31021297 31021297 Frame_Shift_Ins INS - ATAAATCTGTGT - ASXL1 297insAATAAAT p.Q432fs
XH_P46 20 32664877 32664877 Silent SNP C T C RALY c.C654T p.G218G
XH_P46 20 34065899 34065899 Nonsense_Mutation INS - AAATGGTTAGTT - CEP250 2insACAAATGGT57_E58delinsKTNGX
XH_P46 20 34243128 34243128 Frame_Shift_Ins INS - TTACTGCCACCAC - RBM12 CAGAAGTGGTGG p.E39fs



XH_P46 20 35315985 35315985 Missense_Mutation SNP A T A NDRG3 c.T194A p.F65Y
XH_P46 20 35315986 35315986 Frame_Shift_Ins INS - TTTTCTCTCCTTG - NDRG3 93insCAAGGAGA p.F65fs
XH_P46 20 36694658 36694658 In_Frame_Ins INS - ATACAAATCACAC - RPRD1B AAATATACAAAT277delinsEKIYKSHRY
XH_P46 20 37146216 37146216 Frame_Shift_Ins INS - CTCACTATTTCTT - RALGAPB sATCTACTCACTA p.S373fs
XH_P46 20 40161804 40161804 Frame_Shift_Ins INS - GT - CHD6 c.438_439insAC p.Q147fs
XH_P46 20 40161806 40161806 Nonsense_Mutation INS - TACTTAGCATTAT - CHD6 nsCTAAATAATGC146_Q147delinsTKX
XH_P46 20 43836911 43836911 Frame_Shift_Ins INS - GAGTGAGGTTTG - SEMG1 974insGAGTGAG p.K325fs
XH_P46 20 49366531 49366531 Frame_Shift_Ins INS - TGTGGCTTTTTTC - PARD6B 26insATGTGGCTT p.L209fs
XH_P46 20 49508441 49508441 Missense_Mutation SNP T C T ADNP c.A2810G p.E937G
XH_P46 20 49508442 49508442 Nonsense_Mutation INS - GGAAAAGTTGAA - ADNP 09insCCTTCAACT37_T938delinsPSTFPX
XH_P46 20 50769535 50769535 Missense_Mutation SNP T G T ZFP64 c.A1034C p.K345T
XH_P46 20 51870396 51870396 Silent SNP G C G TSHZ2 c.G390C p.L130L
XH_P46 20 51870397 51870397 Frame_Shift_Ins INS - TCTTTTATTTCCTC - TSHZ2 392insTCTTTTAT p.S131fs
XH_P46 20 57242651 57242651 Frame_Shift_Ins INS - TTTACTCTCTCTT - STX16 _239insTTTACTCT p.E80fs
XH_P46 20 57242653 57242653 Frame_Shift_Ins INS - AT - STX16 c.240_241insAT p.E80fs
XH_P46 20 58467447 58467447 Frame_Shift_Ins INS - TAGGAAGAAATA - SYCP2 2insTATGTATTTC p.K654fs
XH_P46 21 18971136 18971136 Frame_Shift_Ins INS - GCACGTAAATAG - BTG3 18insCCTATTTA p.G106fs
XH_P46 21 30434830 30434830 In_Frame_Ins INS - CGATGGTGTTAAT - CCT8 70insTATTAACACA257delinsVLTPSS
XH_P46 21 34668613 34668613 Frame_Shift_Ins INS - C - IL10RB c.929_930insC p.G310fs
XH_P46 21 34668615 34668615 Frame_Shift_Ins INS - CTATTTTATTTTA - IL10RB AAAATCTATTTTA p.D311fs
XH_P46 21 34878388 34878388 Frame_Shift_Ins INS - TAATAATCTCTCT - GART CTGATAGAGAGA p.D826fs
XH_P46 21 35279724 35279724 In_Frame_Ins INS - GTTTGTTTCATTT - ATP5O nsTAAAAATGAA121delinsIKMKQTS
XH_P46 21 40590563 40590563 Frame_Shift_Ins INS - AATTGAGGTTTCT - BRWD1 06insACAGAAAC p.A1136fs
XH_P46 21 43711690 43711690 Missense_Mutation SNP C T C ABCG1 c.C1613T p.A538V
XH_P46 21 45971162 45971162 Silent SNP C T C KRTAP10-2 c.G180A p.A60A
XH_P46 21 47316126 47316126 Silent SNP C T C PCBP3 c.C15T p.D5D
XH_P46 22 18650781 18650781 Nonsense_Mutation INS - TTAACTCTTTTTT - USP18 _606insTTAACTCTD202_S203delinsDX
XH_P46 22 21065113 21065113 Missense_Mutation SNP C T C PI4KA c.G5957A p.G1986D
XH_P46 22 29025793 29025793 Nonsense_Mutation INS - AAATTTTTACCTA - TTC28 TCTTCATAGGTAA43_G44delinsNLHRX
XH_P46 22 30221716 30221716 In_Frame_Ins INS - TTCTTTCACTGGA - ASCC2 nsGGATCCAGTGK45delinsKDPVKEV
XH_P46 22 32012744 32012744 Frame_Shift_Del DEL G - G SFI1 c.3149delG p.R1050fs
XH_P46 22 36889843 36889843 Frame_Shift_Ins INS - AATAATGGATAA - FOXRED2 2insCATATTATCC p.E544fs
XH_P46 22 40391329 40391329 Missense_Mutation SNP G T G FAM83F c.G283T p.A95S
XH_P46 22 42141938 42141938 Nonsense_Mutation INS - TTGCCTTTAAATAT - MEI1 589insTTTGCCTTT530_A531delinsICLX
XH_P46 22 45757863 45757863 In_Frame_Ins INS - ACGGAGTCT - SMC1B 3_2564insAGACTp.A855delinsETPS
XH_P46 22 45757865 45757865 Splice_Site INS - CTTTG - SMC1B . .
XH_P46 X 20069060 20069060 Frame_Shift_Ins INS - GGTTAATAACGTC - MAP7D2 TATAAGACGTTAT p.H200fs
XH_P46 X 24229461 24229461 Frame_Shift_Ins INS - GGAAGATCCTTTG - ZFX 00insATGGAAGA p.M567fs
XH_P46 X 27765400 27765408 In_Frame_Del DEL GAGGAGGAG - GAGGAGGAG DCAF8L2 c.388_396del p.130_132del
XH_P46 X 32361392 32361392 Frame_Shift_Ins INS - TTGATGCATTTCC - DMD 75insAAGGAAAT p.S525fs
XH_P46 X 38024127 38024127 Nonsense_Mutation INS - ACCTAACATACTA - SRPX 488insTAGTATGT163_C164delinsIVCX
XH_P46 X 41485934 41485934 Nonsense_Mutation INS - CCTTTTCATTTTA - CASK insATTAAAATGAS313_S314delinsYX
XH_P46 X 53634542 53634542 In_Frame_Ins INS - GTATTTTTTCTTT - HUWE1 438insCAAAGAAAI813delinsTKKKYF
XH_P46 X 56276728 56276728 Frame_Shift_Ins INS - TCTGTTTCTTCCTA - KLF8 3insATCTGTTTCT p.V24fs
XH_P46 X 67454353 67454353 Nonsense_Mutation INS - CTCATTCCATTAT - OPHN1 nsCAGATAATGGp.K154delinsNRX
XH_P46 X 74291457 74291457 Nonsense_Mutation INS - ACTTGATGGTTT - ABCB7 ATTATCAAACCAT325delinsNHYQTIKX
XH_P46 X 78216223 78216223 Nonsense_Mutation INS - GTAAAATGGTT - P2RY10 _207insGTAAAAT.A69_I70delinsAX
XH_P46 X 78216224 78216224 Silent SNP C A C P2RY10 c.C207A p.A69A
XH_P46 X 79973173 79973173 Nonsense_Mutation INS - TCCATATTATTCC - BRWD3 CTCACTGGAATAA10_M711delinsHSLEX
XH_P46 X 84525882 84525882 Frame_Shift_Ins INS - TAGTTGG - ZNF711 34_1335insTAGT p.T445fs
XH_P46 X 84525883 84525883 In_Frame_Ins INS - ATT - ZNF711 1335_1336insATp.T445delinsTI
XH_P46 X 100403118 100403118 In_Frame_Ins INS - CCATCAGGTCATA - CENPI nsACTCCCATCAG688delinsYSHQVIYI
XH_P46 X 102317920 102317920 Frame_Shift_Ins INS - AATTGAATATTG - BEX1 3insCACAATATT p.K95fs
XH_P46 X 114141709 114141709 Frame_Shift_Ins INS - T - HTR2C c.1109dupT p.L370fs
XH_P46 X 114141711 114141711 In_Frame_Ins INS - CAGCAC - HTR2C 110_1111insCAGp.L370delinsLQH
XH_P46 X 117043403 117043403 Nonsense_Mutation INS - ATAAAAATGTAG - KLHL13 ACCCTAACTACAT403_T404delinsEPX
XH_P46 X 123195171 123195171 In_Frame_Ins INS - AAGACGTGTTAG - STAG2 1515insAAGACGE505delinsERRVR
XH_P46 X 129373599 129373599 Nonsense_Mutation INS - GAATGTTTTATTT - ZNF280C 50insTAAATAAAAp.E150delinsDKX
XH_P46 X 135313108 135313108 Frame_Shift_Ins INS - AAAAAGGGATTTA - MAP7D3 1326insTAAATCC p.K442fs
XH_P46 X 139866207 139866207 In_Frame_Ins INS - AAGACTTGGATT - CDR1 _325insAATCCAA.P109delinsNPSLP
XH_P46 X 140996156 140996156 In_Frame_Ins INS - GAACTTGTA - MAGEC1 6_2967insGAACTp.S989delinsRNLY
XH_P46 Y 15418118 15418118 Nonsense_Mutation INS - TTGACATGTTAGT - UTY insTAAAACTAACK917_R918delinsX
XH_P46 1 109816242 109816242 Silent SNV C T T CELSR2 c.8694C>T P.I2898I
XH_P46 1 1139317 1139317 Missense_Mutation SNV C T T TNFRSF18 c.422G>A P.R141Q
XH_P46 1 12908041 12908041 Missense_Mutation SNV C A A HNRNPCL1 c.102G>T P.E34D
XH_P46 1 176659395 176659395 Missense_Mutation SNV T G G PAPPA2 c.2260T>G P.C754G
XH_P46 1 220142158 220142158 Missense_Mutation SNV C T T EPRS c.4529G>A P.R1510H
XH_P46 1 228612922 228612922 Silent SNV G A A HIST3H3 c.105C>T P.G35G
XH_P46 1 231298885 231298951 Frame_Shift_Del INDEL CTGGAGCACG - - TRIM67 AGCACGACGCTG P.A61fs
XH_P46 1 40562846 40562846 Missense_Mutation SNV C G G PPT1 c.65G>C P.R22P
XH_P46 1 67098767 67098767 Missense_Mutation SNV G C C SGIP1 c.89G>C P.R30T
XH_P46 10 85997420 85997420 Missense_Mutation SNV C T T LRIT1 c.145G>A P.D49N
XH_P46 11 57254662 57254662 Missense_Mutation SNV G A A SLC43A1 c.1439C>T P.T480I
XH_P46 11 60609700 60609700 Frame_Shift_Del INDEL T - - CCDC86 c.104delT P.F35fs
XH_P46 11 71942604 71942606 Missense_Mutation INDEL CCG - - INPPL1 1560_1562delCC P.R521del
XH_P46 12 102041901 102041901 Frame_Shift_Ins INDEL - TTTTTGTTCTTGTTTTTTGTTCTTGT MYBPC1 nsTTTTGTTTTTGT P.S366fs
XH_P46 12 108911005 108911005 Missense_Mutation SNV T C C FICD c.256T>C P.S86P
XH_P46 12 109894070 109894070 Silent SNV C T T KCTD10 c.579G>A P.L193L
XH_P46 12 111748092 111748092 Silent SNV C T T CUX2 c.1506C>T P.G502G
XH_P46 12 21926390 21926390 Missense_Mutation SNV C T T KCNJ8 c.161G>A P.G54E
XH_P46 12 56825396 56825396 Splice_Site SNV G A A TIMELESS c.688-8C>T
XH_P46 14 52734696 52734696 Missense_Mutation SNV G T T PTGDR c.164G>T P.R55L
XH_P46 14 58830893 58830893 Missense_Mutation SNV T C C ARID4A c.2086T>C P.C696R
XH_P46 14 77257712 77257717 Splice_Site INDEL GCAGAG - - ANGEL1 9-8_1619-3delCTCTGC
XH_P46 15 83805292 83805292 Silent SNV C A A TM6SF1 c.888C>A P.V296V
XH_P46 16 30015913 30015913 Nonsense_Mutation SNV G T T INO80E c.538G>T P.E180*
XH_P46 16 3070405 3070405 Missense_Mutation SNV C G G TNFRSF12A c.7C>G P.R3G
XH_P46 16 787292 787292 Missense_Mutation SNV G A A NARFL c.200C>T P.S67L
XH_P46 17 51901963 51901963 Silent SNV G A A KIF2B c.1569G>A P.G523G
XH_P46 17 56492821 56492821 Frame_Shift_Del INDEL T - - RNF43 c.118delA P.R40fs
XH_P46 18 22806039 22806039 Missense_Mutation SNV T A A ZNF521 c.1183A>T P.T395S
XH_P46 18 580417 580417 Silent SNV C T T CETN1 c.9C>T P.S3S
XH_P46 19 1428963 1428963 Silent SNV G A A DAZAP1 c.669G>A P.P223P
XH_P46 19 24310638 24310638 Frame_Shift_Ins INDEL - ACA ACA ZNF254 1713_1714insACP.F571_W572insT
XH_P46 19 24310639 24310639 Frame_Shift_Ins INDEL - TATGAATTATCTTGTATGAATTATCTT ZNF254 CTTCAGTATGAA P.W572fs
XH_P46 19 47951365 47951365 Silent SNV G A A SLC8A2 c.1464C>T P.G488G
XH_P46 19 52271947 52271947 Silent SNV T C C FPR2 c.36T>C P.Y12Y
XH_P46 19 5244098 5244098 Missense_Mutation SNV C T T PTPRS c.1384G>A P.V462I



XH_P46 2 11773043 11773043 Silent SNV G T T GREB1 c.4845G>T P.L1615L
XH_P46 2 136567212 136567212 Missense_Mutation SNV G A A LCT c.2705C>T P.T902M
XH_P46 2 160035287 160035287 Missense_Mutation SNV A G G TANC1 c.2099A>G P.K700R
XH_P46 2 44065795 44065795 Silent SNV G A A ABCG5 c.24C>T P.T8T
XH_P46 2 55481167 55481167 Splice_Site SNV G A A MTIF2 c.664+10C>T
XH_P46 20 50769535 50769535 Missense_Mutation SNV T G G ZFP64 c.1196A>C P.K399T
XH_P46 22 32012744 32012744 Frame_Shift_Del INDEL G - - SFI1 c.3316delG P.A1106fs
XH_P46 22 40391329 40391329 Missense_Mutation SNV G T T FAM83F c.283G>T P.A95S
XH_P46 3 112989792 112989792 Splice_Site SNV G A A BOC c.667+1G>A
XH_P46 3 44488364 44488364 Silent SNV G T T ZNF445 c.2799C>A P.S933S
XH_P46 3 54604116 54604116 Silent SNV C T T CACNA2D3 c.873C>T P.F291F
XH_P46 4 153271233 153271233 Frame_Shift_Ins INDEL - A A FBXW7 c.544dupT P.S182fs
XH_P46 4 189061781 189061781 Splice_Site SNV G A A TRIML1 c.504+4G>A
XH_P46 4 2209736 2209736 Missense_Mutation SNV G C C POLN c.692C>G P.S231C
XH_P46 4 84383753 84383753 Missense_Mutation SNV C T T FAM175A c.1099G>A P.D367N
XH_P46 5 140768296 140768296 Missense_Mutation SNV G A A PCDHGB4 c.845G>A P.S282N
XH_P46 5 150682871 150682871 Silent SNV C T T SLC36A3 c.45G>A P.L15L
XH_P46 5 153065831 153065831 Missense_Mutation SNV G T T GRIA1 c.1076G>T P.G359V
XH_P46 5 15936569 15936569 Missense_Mutation SNV A T T FBXL7 c.609A>T P.K203N
XH_P46 6 132061463 132061463 Missense_Mutation SNV G C C ENPP3 c.2400G>C P.W800C
XH_P46 6 146480661 146480661 Missense_Mutation SNV G T T GRM1 c.878G>T P.G293V
XH_P46 6 152763329 152763329 Missense_Mutation SNV C T T SYNE1 c.3910G>A P.A1304T
XH_P46 6 51612806 51612806 Missense_Mutation SNV G A A PKHD1 c.9608C>T P.S3203L
XH_P46 7 98506466 98506466 Silent SNV C T T TRRAP c.1231C>T P.L411L
XH_P46 7 98534907 98534907 Splice_Site SNV G T T TRRAP c.4233+7G>T
XH_P46 8 52320887 52320887 Silent SNV C T T PXDNL c.3297G>A P.P1099P
XH_P46 X 99840075 99840075 Splice_Site SNV C A A TNMD c.48+12C>A
XH_P47 1 12853415 12853415 Silent SNP A G A PRAMEF1 c.A39G p.A13A
XH_P47 1 27023743 27023743 Frame_Shift_Ins INS - G - ARID1A c.850dupG p.G283fs
XH_P47 1 40092730 40092730 Missense_Mutation SNP G A G HEYL c.C436T p.R146W
XH_P47 1 62676036 62676036 Silent SNP C T C L1TD1 c.C1590T p.H530H
XH_P47 1 62910675 62910675 Frame_Shift_Ins INS - TTTTTACTTCTTCT - USP1 insATTTTTTACTT p.T275fs
XH_P47 1 65330568 65330568 Missense_Mutation SNP G A G JAK1 c.C1078T p.R360W
XH_P47 1 76779531 76779531 Frame_Shift_Ins INS - ATCTCACTATA - ST6GALNAC3 _61insATCTCACT p.L20fs
XH_P47 1 89476781 89476781 Missense_Mutation SNP G A G GBP3 c.C766T p.R256W
XH_P47 1 104166750 104166750 Frame_Shift_Ins INS - ATTAATAGTAACT - AMY2A 254insATTAATA p.G418fs
XH_P47 1 117078587 117078587 Missense_Mutation SNP C A C CD58 c.G628T p.G210C
XH_P47 1 145360684 145360684 Silent SNP C T C NBPF19 c.C8490T p.Y2830Y
XH_P47 1 151396659 151396659 Frame_Shift_Ins INS - AAGA - POGZ 1003_1004insTC p.A335fs
XH_P47 1 152275416 152275416 Silent SNP T A T FLG c.A11946T p.A3982A
XH_P47 1 155235680 155235680 Missense_Mutation SNP C A C CLK2 c.G220T p.D74Y
XH_P47 1 161495788 161495788 Missense_Mutation SNP G T G HSPA6 c.G1340T p.G447V
XH_P47 1 173010670 173010670 Nonsense_Mutation INS - AACTCTAGAAAT - TNFSF18 TATTCAATTTCTA6_Q147delinsKIFNFX
XH_P47 1 200818331 200818331 Frame_Shift_Ins INS - CTTGGTACTT - CAMSAP2 6_2387insCTTGG p.K796fs
XH_P47 1 204588573 204588573 Missense_Mutation SNP C T C LRRN2 c.G548A p.R183H
XH_P47 1 214820283 214820283 In_Frame_Ins INS - TATTTTTGCTTTTA - CENPF 71insTCTATTTTTG2457delinsLLFLLLG
XH_P47 1 216108091 216108091 Silent SNP G A G USH2A c.C7167T p.S2389S
XH_P47 1 226065175 226065175 Missense_Mutation SNP C T C TMEM63A c.G106A p.A36T
XH_P47 1 234614162 234614162 Missense_Mutation SNP G T G TARBP1 c.C688A p.L230M
XH_P47 1 243333027 243333027 Silent SNP A G A CEP170 c.T1452C p.R484R
XH_P47 1 248437002 248437002 Missense_Mutation SNP C T C OR2T33 c.G115A p.G39S
XH_P47 2 1499889 1499889 Missense_Mutation SNP G A G TPO c.G1616A p.G539D
XH_P47 2 10132240 10132240 Frame_Shift_Ins INS - TAAAGTGCCACTG - GRHL1 8insTGTTAAAGTG p.D476fs
XH_P47 2 73799626 73799626 Frame_Shift_Ins INS - ACGGG - ALMS1 619_10620insAC p.D3540fs
XH_P47 2 73799627 73799627 Frame_Shift_Ins INS - AG - ALMS1 10620_10621insA p.D3540fs
XH_P47 2 84777064 84777064 Silent SNP G A G DNAH6 c.G1368A p.T456T
XH_P47 2 85571829 85571829 Missense_Mutation SNP G A G RETSAT c.C1144T p.R382W
XH_P47 2 96559342 96559342 Silent SNP G A G ANKRD36C c.C3789T p.D1263D
XH_P47 2 98319259 98319259 Nonsense_Mutation INS - ACTGTGGTTTTTG - LINC01125 GAGCACTGTGGT265_X266delinsALSX
XH_P47 2 113127775 113127775 Missense_Mutation SNP G C G RGPD5 c.C5278G p.P1760A
XH_P47 2 148701092 148701092 Splice_Site SNP C A C ORC4 . .
XH_P47 2 168100673 168100673 In_Frame_Ins INS - CTGTACCTATTA - XIRP2 _2106insCTGTACp.I702delinsICTYY
XH_P47 2 168100982 168100982 Missense_Mutation SNP A G A XIRP2 c.A2414G p.D805G
XH_P47 2 196593033 196593033 Missense_Mutation SNP T G T SLC39A10 c.T2297G p.V766G
XH_P47 2 196593035 196593035 Frame_Shift_Ins INS - AAGCAAGCAATTG - SLC39A10 ACTGTAAAGCAAG p.T767fs
XH_P47 2 222298928 222298928 Silent SNP A G A EPHA4 c.T2277C p.Y759Y
XH_P47 3 7728109 7728109 Missense_Mutation SNP G C G GRM7 c.G2764C p.V922L
XH_P47 3 14861829 14861838 Frame_Shift_Del DEL GGAGGAGGA - GGAGGAGGAG FGD5 c.1251_1260del p.L417fs
XH_P47 3 41504680 41504680 Frame_Shift_Ins INS - C - ULK4 c.2384_2385insG p.N795fs
XH_P47 3 41504682 41504682 Nonsense_Mutation INS - AAGAATGTATAAT - ULK4 TATAGAATTATAC5_K796delinsYRIIHSFKX
XH_P47 3 47050016 47050016 Missense_Mutation SNP T C T NBEAL2 c.T7885C p.Y2629H
XH_P47 3 71021798 71021798 Frame_Shift_Ins INS - CTTATGCTTA - FOXP1 _1260insTAAGC p.H420fs
XH_P47 3 71179736 71179736 In_Frame_Ins INS - CTTCTAACTCCT - FOXP1 99insAGGAGTTAQ33delinsQGVRR
XH_P47 3 98518631 98518631 In_Frame_Ins INS - CTTTAAAAACATC - DCBLD2 nsATGTGATGTTT638delinsNVMFLKKS
XH_P47 3 110852553 110852553 Missense_Mutation SNP G T G NECTIN3 c.G1141T p.A381S
XH_P47 3 110852554 110852554 Frame_Shift_Ins INS - GTTTCCATTAGAT - NECTIN3 TTTACTGTTTCCA p.A381fs
XH_P47 3 132319393 132319393 Missense_Mutation SNP T C T ACKR4 c.T152C p.V51A
XH_P47 3 133698460 133698460 Silent SNP C T C SLCO2A1 c.G99A p.V33V
XH_P47 3 137880741 137880743 In_Frame_Del DEL TCG - TCG DBR1 c.1623_1625del p.541_542del
XH_P47 3 146239651 146239651 Frame_Shift_Ins INS - ACATGGACCACTT - PLSCR1 AAAATAAGTGGT p.S182fs
XH_P47 3 147114005 147114005 Missense_Mutation SNP C T C ZIC4 c.G472A p.A158T
XH_P47 3 151535309 151535309 Frame_Shift_Ins INS - TCTATGGACTTAT - AADAC 295insTCTATGGA p.R98fs
XH_P47 3 165504041 165504041 Frame_Shift_Ins INS - AACTCTTACTATA - BCHE 1576insTATAGTA p.Q526fs
XH_P47 3 183906036 183906036 Missense_Mutation SNP G A G ABCF3 c.G659A p.R220Q
XH_P47 3 185198046 185198046 Missense_Mutation SNP A G A MAP3K13 c.A1907G p.Q636R
XH_P47 3 194062381 194062381 Missense_Mutation SNP C T C CPN2 c.G1051A p.A351T
XH_P47 4 41748011 41748028 In_Frame_Del DEL CCGCCGCTGC - GCCGCCGCTGCC PHOX2B c.741_758del p.247_253del
XH_P47 4 47939190 47939190 Frame_Shift_Ins INS - C - CNGA1 c.1527_1528insG p.L510fs
XH_P47 4 47939191 47939191 Frame_Shift_Ins INS - TTGATAATGTACA - CNGA1 AGAGATGTACAT p.Y509fs
XH_P47 4 62935870 62935870 Missense_Mutation SNP T A T ADGRL3 c.T3706A p.S1236T
XH_P47 4 62936364 62936364 In_Frame_Ins INS - CATTATACCAGAA - ADGRL3 nsACACCATTATA383delinsPHHYTRRR
XH_P47 4 83852181 83852181 Nonsense_Mutation INS - CCAAAAATATAAA - LIN54 AGTTGAGTTTATAQ566_T567delinsSX
XH_P47 4 114275936 114275936 Nonsense_Mutation INS - TTTTATGTTTAGA - ANK2 6163insTTTTATG54_R2055delinsQFYVX
XH_P47 4 114277509 114277509 Frame_Shift_Ins INS - AAGAGCCCCCTT - ANK2 TCAGGGAAGAGC p.K2579fs
XH_P47 4 123207926 123207926 Frame_Shift_Ins INS - CACA - KIAA1109 9268_9269insCA p.R3090fs
XH_P47 4 123207927 123207927 Nonsense_Mutation INS - ATTCCTCCTTCTG - KIAA1109 TCAACCATTCCTC0delinsRYVNHSSFCQSX
XH_P47 4 126372500 126372500 Missense_Mutation SNP C A C FAT4 c.C10335A p.F3445L
XH_P47 4 140811081 140811081 Frame_Shift_Del DEL C - C MAML3 c.1509delG p.Q503fs



XH_P47 4 140811083 140811096 Frame_Shift_Del DEL TGCTGCTGCT - GCTGCTGCTGCTG MAML3 c.1494_1507del p.Q498fs
XH_P47 4 146461191 146461191 In_Frame_Ins INS - AGTTACCCAAACT - SMAD1 TAGCAGTTACCC212delinsPIAVTQTLL
XH_P47 4 153691312 153691312 Missense_Mutation SNP C G C TIGD4 c.G845C p.R282T
XH_P47 4 166946559 166946559 Frame_Shift_Ins INS - TCTACAAGAATCC - TLL1 5insAACTCTACAA p.R378fs
XH_P47 4 188924186 188924186 Silent SNP C T C ZFP42 c.C225T p.C75C
XH_P47 5 56177849 56177854 In_Frame_Del DEL CAACAA - CAACAA MAP3K1 c.2822_2827del p.941_943del
XH_P47 5 74400949 74400949 Frame_Shift_Ins INS - T - ANKRD31 c.4263dupA p.Q1422fs
XH_P47 5 89990181 89990181 Silent SNP G A G ADGRV1 c.G7608A p.E2536E
XH_P47 5 102895168 102895168 Frame_Shift_Ins INS - TT - NUDT12 c.153_154insAA p.C52fs
XH_P47 5 102895169 102895169 Nonsense_Mutation INS - ATTCGTTAGGAA - NUDT12 CTTGGTTCCTAACM51delinsISLGSX
XH_P47 5 113829120 113829120 Missense_Mutation SNP A G A KCNN2 c.A359G p.E120G
XH_P47 5 137593359 137593359 Missense_Mutation SNP G A G GFRA3 c.C754T p.R252W
XH_P47 5 140223201 140223201 Silent SNP G A G PCDHA8 c.G2295A p.P765P
XH_P47 5 140719676 140719676 Missense_Mutation SNP G A G PCDHGA2 c.G1138A p.A380T
XH_P47 5 140725547 140725547 Silent SNP C T C PCDHGA3 c.C1947T p.H649H
XH_P47 5 150133216 150133216 In_Frame_Ins INS - GTG - DCTN4 c.209_210insCACp.C70delinsCT
XH_P47 5 150133217 150133217 Nonsense_Mutation INS - TATA - DCTN4 .208_209insTAT.C70_A71delinsLX
XH_P47 5 153783750 153783750 Silent SNP G A G GALNT10 c.G1143A p.P381P
XH_P47 5 156734867 156734867 Missense_Mutation SNP C A C CYFIP2 c.C816A p.F272L
XH_P47 6 27861453 27861453 Silent SNP T C T HIST1H2BO c.T213C p.F71F
XH_P47 6 135517027 135517027 In_Frame_Ins INS - TCTTCTGTCCTCTC - MYB 6insTTTCTTCTGTL329delinsLSSVLSL
XH_P47 6 135517029 135517029 In_Frame_Ins INS - TTTCTACAC - MYB 7_988insTTTCTAp.L329delinsLFLH
XH_P47 6 161027559 161027559 Missense_Mutation SNP G A G LPA c.C2735T p.A912V
XH_P47 6 168370510 168370510 Nonsense_Mutation INS - TTCTAGTTTGTCC - AFDN GGTTGTTTCTAGT09_F1710delinsTGCFX
XH_P47 7 6836259 6836259 Missense_Mutation SNP C T C RSPH10B c.C2294T p.T765M
XH_P47 7 20738083 20738083 Missense_Mutation SNP A T A ABCB5 c.A729T p.E243D
XH_P47 7 26246130 26246130 In_Frame_Ins INS - GCTGACAATACTT - CBX3 68insTGCTGACAAD56delinsDADNTC
XH_P47 7 26246132 26246132 Splice_Site SNP T G T CBX3 . .
XH_P47 7 37927910 37927910 Missense_Mutation SNP C T C NME8 c.C1279T p.P427S
XH_P47 7 44797065 44797109 In_Frame_Del DEL CACTGCCACC - CCACTGCCACCG ZMIZ2 c.457_501del p.153_167del
XH_P47 7 91631845 91631845 Nonsense_Mutation INS - TTTTTCTAACAAT - AKAP9 sATCTGTTTTTCTA.L872delinsHLFFX
XH_P47 7 100675934 100675934 Missense_Mutation SNP A C A MUC17 c.A1237C p.T413P
XH_P47 7 100676390 100676390 Missense_Mutation SNP C T C MUC17 c.C1693T p.P565S
XH_P47 7 100676391 100676391 Missense_Mutation SNP C A C MUC17 c.C1694A p.P565H
XH_P47 7 100676518 100676518 Silent SNP T C T MUC17 c.T1821C p.A607A
XH_P47 7 100679469 100679469 Missense_Mutation SNP A G A MUC17 c.A4772G p.N1591S
XH_P47 7 100681195 100681195 Missense_Mutation SNP G A G MUC17 c.G6498A p.M2166I
XH_P47 7 100682920 100682920 Missense_Mutation SNP G A G MUC17 c.G8223A p.M2741I
XH_P47 7 100682922 100682922 Missense_Mutation SNP G C G MUC17 c.G8225C p.R2742P
XH_P47 7 106762395 106762395 Splice_Site INS - ACTTAAAAATAA - PRKAR2B . .
XH_P47 7 107314664 107314664 Silent SNP C T C SLC26A4 c.C471T p.P157P
XH_P47 8 16021694 16021694 Frame_Shift_Del DEL G - G MSR1 c.697delC p.Q233fs
XH_P47 8 25346120 25346120 Frame_Shift_Ins INS - ATATATTACCCAA - CDCA2 nsATACATATATT p.V514fs
XH_P47 8 28385332 28385332 Nonsense_Mutation INS - ATAGGCCTTTCA - FZD3 6insATAATAGGC p.I352delinsIX
XH_P47 9 21971114 21971114 Frame_Shift_Ins INS - TCGGGTGAGAGT - CDKN2A nsCGCCACTCTCA p.V82fs
XH_P47 9 27185588 27185588 Frame_Shift_Ins INS - AT - TEK c.847_848insAT p.A283fs
XH_P47 9 35722212 35722212 Frame_Shift_Ins INS - CCTAAGA - TLN1 51_852insTCTTA p.K284fs
XH_P47 9 137593102 137593102 Missense_Mutation SNP C T C COL5A1 c.C577T p.R193C
XH_P47 9 139400096 139400096 Missense_Mutation SNP C T C NOTCH1 c.G4252A p.A1418T
XH_P47 10 26463315 26463315 Frame_Shift_Ins INS - CTTTTTCC - MYO3A 22_4123insCTTT p.F1374fs
XH_P47 10 26463317 26463317 Missense_Mutation SNP A T A MYO3A c.A4124T p.K1375M
XH_P47 10 65225357 65225357 Missense_Mutation SNP C A C JMJD1C c.G66T p.E22D
XH_P47 10 121485844 121485844 Missense_Mutation SNP C T C INPP5F c.C70T p.R24C
XH_P47 11 46387982 46387982 Missense_Mutation SNP G A G DGKZ c.G176A p.C59Y
XH_P47 11 47612315 47612340 Frame_Shift_Del DEL AGGCCGCTGG - CAGGCCGCTGGG C1QTNF4 c.23_48del p.L8fs
XH_P47 11 62289981 62289981 Missense_Mutation SNP C T C AHNAK c.G11908A p.V3970I
XH_P47 11 66411364 66411384 In_Frame_Del DEL TGCTGCAGCA - CTGCTGCAGCAGCRBM14-RBM4 c.781_801del p.261_267del
XH_P47 11 118376152 118376152 In_Frame_Ins INS - GATTGCTACCCAT - KMT2A 6insAGGATTGCT3182delinsKGLLPMS
XH_P47 11 130068963 130068963 Silent SNP C T C ST14 c.C1806T p.C602C
XH_P47 12 4920759 4920759 Silent SNP C A C KCNA6 c.C1552A p.R518R
XH_P47 12 25398284 25398284 Missense_Mutation SNP C T C KRAS c.G35A p.G12D
XH_P47 12 32993967 32993967 Silent SNP G A G PKP2 c.C1551T p.C517C
XH_P47 12 56525271 56525271 Missense_Mutation SNP T A T ESYT1 c.T725A p.V242D
XH_P47 12 57850082 57850082 Nonsense_Mutation SNP G A G INHBE c.G504A p.W168X
XH_P47 12 59274453 59274453 In_Frame_Ins INS - AAAATTAAGATT - LRIG3 _1531insAATCTTV511delinsNLNFV
XH_P47 12 93772199 93772199 Splice_Site INS - GCTGC - NUDT4 . .
XH_P47 12 125396398 125396398 Silent SNP A G A UBC c.T1920C p.D640D
XH_P47 12 125397358 125397358 Silent SNP T C T UBC c.A960G p.E320E
XH_P47 13 25744858 25744858 Silent SNP G A G AMER2 c.C900T p.A300A
XH_P47 13 28712860 28712910 In_Frame_Del DEL CCCCGCCGGG - GCCCCGCCGGGG PAN3 c.66_116del p.22_39del
XH_P47 13 32911464 32911464 Frame_Shift_Ins INS - GTTCCTTAGTATT - BRCA2 2973insGTTCCTT p.N991fs
XH_P47 13 77641983 77641983 Frame_Shift_Ins INS - CGATGAT - MYCBP2 87_12188insATC p.R4063fs
XH_P47 13 95121252 95121252 Missense_Mutation SNP C T C DCT c.G343A p.G115S
XH_P47 13 100622668 100622673 In_Frame_Del DEL GGCGGC - GGCGGC ZIC5 c.1257_1262del p.419_421del
XH_P47 13 110435300 110435302 In_Frame_Del DEL GGT - GGT IRS2 c.3099_3101delp.1033_1034del
XH_P47 14 23886479 23886479 Nonsense_Mutation SNP C A C MYH7 c.G4402T p.E1468X
XH_P47 14 75150153 75150153 Frame_Shift_Ins INS - TTTTT - AREL1 326_327insAAAA p.V109fs
XH_P47 14 75150154 75150154 Frame_Shift_Ins INS - AAAATAATAC - AREL1 5_326insGTATTA p.V109fs
XH_P47 14 76249769 76249769 Frame_Shift_Ins INS - A - TTLL5 c.2883dupA p.P961fs
XH_P47 14 76249771 76249771 Nonsense_Mutation INS - TGAACACAGTCT - TTLL5 ATTTTACTGAACA 62_C963delinsQFYX
XH_P47 14 89105173 89105173 Missense_Mutation SNP A T A EML5 c.T4316A p.I1439K
XH_P47 15 25926179 25926179 Missense_Mutation SNP C T C ATP10A c.G3535A p.A1179T
XH_P47 15 32323160 32323160 Missense_Mutation SNP C G C CHRNA7 c.C115G p.P39A
XH_P47 15 50822116 50822116 Nonsense_Mutation SNP G A G USP50 c.C814T p.Q272X
XH_P47 15 102185366 102185366 Splice_Site INS - A - TM2D3 . .
XH_P47 16 4625401 4625401 Missense_Mutation SNP C T C C16orf96 c.C920T p.A307V
XH_P47 16 8995057 8995057 Silent SNP G A G USP7 c.C2034T p.P678P
XH_P47 16 29395397 29395453 In_Frame_Del DEL CTGAGGGTGG - GCTGAGGGTGGA NPIPB11 c.800_856del p.267_286del
XH_P47 16 29810469 29810479 Frame_Shift_Del DEL GCGCTCCTCC - GCGCTCCTCCC KIF22 c.519_529del p.Q173fs
XH_P47 16 88500071 88500071 Missense_Mutation SNP T A T ZNF469 c.T6109A p.S2037T
XH_P47 17 5085647 5085647 Silent SNP A G A ZNF594 c.T1905C p.G635G
XH_P47 17 6531494 6531494 Nonsense_Mutation SNP G A G KIAA0753 c.C661T p.R221X
XH_P47 17 7577089 7577094 In_Frame_Del DEL GCGCCG - GCGCCG TP53 c.448_453del p.150_151del
XH_P47 17 17697094 17697108 In_Frame_Del DEL CAGCAGCAG - AGCAGCAGCAGCA RAI1 c.832_846del p.278_282del
XH_P47 17 19186563 19186563 Missense_Mutation SNP C T C EPN2 c.C131T p.A44V
XH_P47 17 28512493 28512493 Missense_Mutation SNP A T A NSRP1 c.A1316T p.E439V
XH_P47 17 28512495 28512495 In_Frame_Ins INS - TATTTTCATATCT - NSRP1 TTATCATTATTTTC440delinsFIIIFISFLP
XH_P47 17 36623139 36623139 Silent SNP G A G ARHGAP23 c.G1215A p.P405P



XH_P47 17 38519757 38519757 Missense_Mutation SNP G A G GJD3 c.C311T p.A104V
XH_P47 17 39254142 39254142 Silent SNP A G A KRTAP4-8 c.T195C p.C65C
XH_P47 17 39421886 39421886 Missense_Mutation SNP A G A KRTAP9-6 c.A257G p.Y86C
XH_P47 17 45916181 45916181 Missense_Mutation SNP G A G SCRN2 c.C748T p.R250W
XH_P47 17 56342311 56342311 Frame_Shift_Ins INS - TCGCCTTCCGCTT - LPO 7insCCTTCGCCTT p.N416fs
XH_P47 17 56342312 56342312 Missense_Mutation SNP A C A LPO c.A1247C p.N416T
XH_P47 17 72915691 72915691 Missense_Mutation SNP C T C USH1G c.G931A p.D311N
XH_P47 17 79792784 79792784 Missense_Mutation SNP G A G PPP1R27 c.C46T p.R16W
XH_P47 18 13731870 13731870 Silent SNP T A T RNMT c.T354A p.S118S
XH_P47 18 13731871 13731871 Frame_Shift_Ins INS - ACTCTTTTCT - RNMT 5_356insACTCTT p.T119fs
XH_P47 18 47107855 47107855 Silent SNP G A G LIPG c.G642A p.Q214Q
XH_P47 18 47107857 47107857 In_Frame_Ins INS - CATCCTGCATGCT - LIPG GGCTCATCCTGC15delinsEGLILHAFYL
XH_P47 18 50589788 50589788 Frame_Shift_Ins INS - GCAGCATGCAAG - DCC sCCTCAGCAGCA p.N367fs
XH_P47 19 5212372 5212372 Missense_Mutation SNP G A G PTPRS c.C3404T p.A1135V
XH_P47 19 14627780 14627780 Missense_Mutation SNP T A T DNAJB1 c.A290T p.D97V
XH_P47 19 21366540 21366540 Silent SNP C T C ZNF431 c.C1437T p.H479H
XH_P47 19 22155646 22155646 Silent SNP A G A ZNF208 c.T2190C p.F730F
XH_P47 19 22941617 22941617 Missense_Mutation SNP T C T ZNF99 c.A1094G p.E365G
XH_P47 19 23543210 23543210 Silent SNP C T C ZNF91 c.G2475A p.E825E
XH_P47 19 23543701 23543701 Missense_Mutation SNP T C T ZNF91 c.A1984G p.T662A
XH_P47 19 24310638 24310638 In_Frame_Ins INS - TTTCTCTTCAGTAT - ZNF254 TAGGGTTTCTCTTelinsFTFVGFLFSMNYLM
XH_P47 19 37130868 37130868 Nonsense_Mutation INS - GTTAATCATAAGT - ZNF461 AGACAACTTATG04_M105delinsLDNLX
XH_P47 19 44981600 44981600 Silent SNP C T C ZNF180 c.G1023A p.S341S
XH_P47 19 50243430 50243430 Missense_Mutation SNP C T C TSKS c.G1508A p.R503H
XH_P47 19 53058449 53058449 Silent SNP G A G ZNF808 c.G2280A p.E760E
XH_P47 19 53958558 53958558 Missense_Mutation SNP G A G ZNF761 c.G797A p.G266D
XH_P47 19 53958559 53958559 Silent SNP T A T ZNF761 c.T798A p.G266G
XH_P47 19 53958603 53958603 Missense_Mutation SNP A G A ZNF761 c.A842G p.Q281R
XH_P47 19 54697134 54697134 Missense_Mutation SNP G A G TSEN34 c.G850A p.V284I
XH_P47 19 57640488 57640488 Frame_Shift_Ins INS - C - USP29 c.445_446insC p.F149fs
XH_P47 19 57640490 57640490 Frame_Shift_Ins INS - TTTTTACA - USP29 47_448insTTTTTA p.F149fs
XH_P47 20 239936 239936 Missense_Mutation SNP G A G DEFB132 c.G277A p.V93I
XH_P47 20 3767122 3767184 Frame_Shift_Del DEL CCGGGGCCCG - CCCCGGGGCCCGG CENPB NM_001810 wholegene
XH_P47 20 44236763 44236763 Nonsense_Mutation INS - TTTTTTTTTAACTT - WFDC9 insGGAAGTTAAAM86_L87delinsGSX
XH_P47 20 46279837 46279842 In_Frame_Del DEL CAGCAG - CAGCAG NCOA3 c.3760_3765delp.1254_1255del
XH_P47 20 48712801 48712801 Missense_Mutation SNP G A G UBE2V1 c.C178T p.R60C
XH_P47 21 41414574 41414574 Frame_Shift_Ins INS - TTTGATGATAC - DSCAM _5410insGTATCA p.T1804fs
XH_P47 X 71426280 71426281 Frame_Shift_Del DEL AT - AT ERCC6L c.2336_2337del p.D779fs
XH_P47 1 117078587 117078587 Missense_Mutation SNV C A A CD58 c.628G>T P.G210C
XH_P47 1 152275416 152275416 Silent SNV T A A FLG c.11946A>T P.A3982A
XH_P47 1 155235680 155235680 Missense_Mutation SNV C A A CLK2 c.904G>T P.D302Y
XH_P47 1 216108091 216108091 Silent SNV G A A USH2A c.7167C>T P.S2389S
XH_P47 1 27023743 27023743 Frame_Shift_Ins INDEL - G G ARID1A c.854dupG P.T286fs
XH_P47 1 40092730 40092730 Missense_Mutation SNV G A A HEYL c.436C>T P.R146W
XH_P47 1 62676036 62676036 Silent SNV C T T L1TD1 c.1590C>T P.H530H
XH_P47 1 65330568 65330568 Missense_Mutation SNV G A A JAK1 c.1078C>T P.R360W
XH_P47 10 121485844 121485844 Missense_Mutation SNV C T T INPP5F c.70C>T P.R24C
XH_P47 11 46387982 46387982 Missense_Mutation SNV G A A DGKZ c.176G>A P.C59Y
XH_P47 12 25398284 25398284 Missense_Mutation SNV C T T KRAS c.35G>A P.G12D
XH_P47 12 4920759 4920759 Silent SNV C A A KCNA6 c.1552C>A P.R518R
XH_P47 12 56525271 56525271 Missense_Mutation SNV T A A ESYT1 c.725T>A P.V242D
XH_P47 12 58024975 58024975 Splice_Site SNV G A A B4GALNT1 c.383+8C>T
XH_P47 12 94772826 94772826 Splice_Site SNV T A A CEP83 c.550-8A>T
XH_P47 13 25744858 25744858 Silent SNV G A A AMER2 c.900C>T P.A300A
XH_P47 13 95121252 95121252 Missense_Mutation SNV C T T DCT c.343G>A P.G115S
XH_P47 14 89105173 89105173 Missense_Mutation SNV A T T EML5 c.4316T>A P.I1439K
XH_P47 15 32323160 32323160 Missense_Mutation SNV C G G CHRNA7 c.115C>G P.P39A
XH_P47 15 50822116 50822116 Nonsense_Mutation SNV G A A USP50 c.814C>T P.Q272*
XH_P47 16 88500071 88500071 Missense_Mutation SNV T A A ZNF469 c.6109T>A P.S2037T
XH_P47 17 45916181 45916181 Missense_Mutation SNV G A A SCRN2 c.748C>T P.R250W
XH_P47 17 72915691 72915691 Missense_Mutation SNV C T T USH1G c.931G>A P.D311N
XH_P47 19 14627780 14627780 Missense_Mutation SNV T A A DNAJB1 c.290A>T P.D97V
XH_P47 19 50243430 50243430 Missense_Mutation SNV C T T TSKS c.1508G>A P.R503H
XH_P47 2 168100982 168100982 Missense_Mutation SNV A G G XIRP2 c.3080A>G P.D1027G
XH_P47 2 222298928 222298928 Silent SNV A G G EPHA4 c.2430T>C P.Y810Y
XH_P47 2 33335824 33335824 Splice_Site SNV T C C LTBP1 c.1033+6T>C
XH_P47 20 48712801 48712801 Missense_Mutation SNV G A A UBE2V1 c.178C>T P.R60C
XH_P47 3 133698460 133698460 Splice_Site SNV C T T SLCO2A1 c.99G>A P.V33V
XH_P47 3 147114005 147114005 Missense_Mutation SNV C T T ZIC4 c.472G>A P.A158T
XH_P47 3 14861829 14861838 Frame_Shift_Del INDEL GGAGGAGGA - - FGD5 _1261delGAGGA P.E418fs
XH_P47 3 185198046 185198046 Missense_Mutation SNV A G G MAP3K13 c.2528A>G P.Q843R
XH_P47 3 194062381 194062381 Missense_Mutation SNV C T T CPN2 c.1051G>A P.A351T
XH_P47 3 47050016 47050016 Missense_Mutation SNV T C C NBEAL2 c.7885T>C P.Y2629H
XH_P47 3 7728109 7728109 Missense_Mutation SNV G C C GRM7 c.2764G>C P.V922L
XH_P47 4 126372500 126372500 Missense_Mutation SNV C A A FAT4 c.10329C>A P.F3443L
XH_P47 4 62935870 62935870 Missense_Mutation SNV T A A ADGRL3 c.3706T>A P.S1236T
XH_P47 5 113829120 113829120 Missense_Mutation SNV A G G KCNN2 c.359A>G P.E120G
XH_P47 5 137593359 137593359 Missense_Mutation SNV G A A GFRA3 c.754C>T P.R252W
XH_P47 5 140223201 140223201 Silent SNV G A A PCDHA8 c.2295G>A P.P765P
XH_P47 5 140719676 140719676 Missense_Mutation SNV G A A PCDHGA2 c.1138G>A P.A380T
XH_P47 5 153783750 153783750 Silent SNV G A A GALNT10 c.1143G>A P.P381P
XH_P47 5 156734867 156734867 Missense_Mutation SNV C A A CYFIP2 c.894C>A P.F298L
XH_P47 5 89990181 89990181 Silent SNV G A A ADGRV1 c.7608G>A P.E2536E
XH_P47 6 161027559 161027559 Missense_Mutation SNV G A A LPA c.2735C>T P.A912V
XH_P47 6 2970988 2970988 Splice_Site SNV T A A SERPINB6 c.47+4A>T
XH_P47 7 107314664 107314664 Silent SNV C T T SLC26A4 c.471C>T P.P157P
XH_P47 7 20738083 20738083 Missense_Mutation SNV A T T ABCB5 c.2064A>T P.E688D
XH_P47 9 21971114 21971114 Frame_Shift_Ins INDEL - TCGGGTGAGAGTTCGGGTGAGAGT CDKN2A upCGCCACTCTCA P.V82fs
XH_P47 X 71426280 71426281 Frame_Shift_Del INDEL AT - - ERCC6L .2336_2337delA P.D779fs
XH_P48 - - Frame_Shift_Del INS - - - ARID1A C.4534del P.Q1512Rfs*15
XH_P48 11 108205694 108205694 Splice_Site SNP A G G ATM c.8011-2A>G -
XH_P48 20 54948572 54948572 Missense_Mutation SNP G A A AURKA c.746C>T p.S249L
XH_P48 3 52441415 52441415 Missense_Mutation SNP C A A BAP1 c.437G>T p.R146M
XH_P48 3 52584626 52584626 Nonsense_Mutation SNP G A A PBRM1 c.4387C>T p.Q1463*
XH_P48 1 9775822 9775822 Missense_Mutation SNP G A G PIK3CD c.G365A p.G122D
XH_P48 1 12520290 12520290 Silent SNP G T G VPS13D c.G12426T p.S4142S
XH_P48 1 19244917 19244917 Missense_Mutation SNP G A G IFFO2 c.C902T p.T301M
XH_P48 1 26608815 26608892 In_Frame_Del DEL TGGGGCCGG - CTGGGGCCGGGA UBXN11 c.1101_1178del p.367_393del



XH_P48 1 38227571 38227571 Missense_Mutation SNP G A G EPHA10 c.C356T p.A119V
XH_P48 1 44595426 44595426 Silent SNP G A G KLF17 c.G483A p.S161S
XH_P48 1 52897088 52897088 Frame_Shift_Ins INS - TCCCA - ZCCHC11 307_4308insTGG p.Q1436fs
XH_P48 1 52897090 52897090 Frame_Shift_Ins INS - CACAATA - ZCCHC11 05_4306insTATT p.Q1436fs
XH_P48 1 52956450 52956450 Missense_Mutation SNP C T C ZCCHC11 c.G1342A p.D448N
XH_P48 1 62910675 62910675 Frame_Shift_Ins INS - TTTTTTACTTCTTC - USP1 5insATTTTTTACT p.T275fs
XH_P48 1 104120374 104120374 Frame_Shift_Ins INS - TAGTAACTTCTTT - AMY2B sATTAATAGTAA p.G418fs
XH_P48 1 109814029 109814029 Silent SNP C T C CELSR2 c.C7698T p.F2566F
XH_P48 1 119964589 119964589 Silent SNP G A G HSD3B2 c.G465A p.P155P
XH_P48 1 149898455 149898455 Silent SNP G A G SF3B4 c.C519T p.T173T
XH_P48 1 151011281 151011281 Missense_Mutation SNP C T C BNIPL c.C212T p.T71I
XH_P48 1 151090631 151090631 In_Frame_Ins INS - CTC - GABPB2 1012_1013insCTp.V338delinsAL
XH_P48 1 155028726 155028726 Splice_Site SNP G A G ADAM15 . .
XH_P48 1 155152211 155152211 Silent SNP C T C TRIM46 c.C1011T p.T337T
XH_P48 1 158687092 158687092 Frame_Shift_Ins INS - ATGATCT - OR6K3 13_814insAGATC p.A272fs
XH_P48 1 159284421 159284421 Frame_Shift_Ins INS - CTCTTCTTCTA - OR10J3 _29insTAGAAGAA p.T10fs
XH_P48 1 161021110 161021121 In_Frame_Del DEL GCCAGGGCCA - GGCCAGGGCCAA ARHGAP30 c.872_883del p.291_295del
XH_P48 1 161179685 161179685 Nonsense_Mutation INS - ATATAGTTT - NDUFS2 6_667insATATAGp.M222delinsMIX
XH_P48 1 161179686 161179686 Frame_Shift_Ins INS - TACAA - NDUFS2 667_668insTACA p.H223fs
XH_P48 1 169345860 169345860 Silent SNP C T C BLZF1 c.C111T p.S37S
XH_P48 1 169510051 169510051 Nonsense_Mutation INS - CCTTCATCTCC - F5 _4277insGGAGAT426_M1427delinsRRX
XH_P48 1 169510052 169510052 Missense_Mutation SNP G T G F5 c.C4276A p.Q1426K
XH_P48 1 196658707 196658707 Nonsense_Mutation SNP C A C CFH c.C1122A p.C374X
XH_P48 1 197128938 197128938 In_Frame_Ins INS - TGGAAAAATATA - ZBTB41 _2281insTATATT.E761delinsYIFPE
XH_P48 1 202735617 202735617 Missense_Mutation SNP C G C KDM5B c.G727C p.V243L
XH_P48 1 203455841 203455841 Silent SNP C T C PRELP c.C981T p.N327N
XH_P48 1 210857135 210857135 Missense_Mutation SNP C T C KCNH1 c.G2377A p.E793K
XH_P48 1 214556970 214556970 Missense_Mutation SNP C T C PTPN14 c.G2228A p.R743H
XH_P48 1 229568310 229568310 Missense_Mutation SNP C A C ACTA1 c.G447T p.R149S
XH_P48 1 229568312 229568312 Silent SNP T G T ACTA1 c.A445C p.R149R
XH_P48 1 235918911 235918911 Missense_Mutation SNP G T G LYST c.C7096A p.Q2366K
XH_P48 1 245530204 245530204 Silent SNP C T C KIF26B c.C534T p.N178N
XH_P48 1 247464181 247464181 Silent SNP G A G ZNF496 c.C1404T p.C468C
XH_P48 1 247875599 247875599 Silent SNP G A G OR6F1 c.C459T p.F153F
XH_P48 1 248525127 248525127 Frame_Shift_Ins INS - ATTGTGTGTGTG - OR2T4 46insAATTGTGT p.H82fs
XH_P48 1 248525128 248525128 Missense_Mutation SNP C G C OR2T4 c.C246G p.H82Q
XH_P48 2 47657021 47657021 Missense_Mutation SNP G A G MSH2 c.G1217A p.R406Q
XH_P48 2 85843529 85843529 Missense_Mutation SNP C T C USP39 c.C211T p.R71W
XH_P48 2 98351053 98351053 Silent SNP C T C ZAP70 c.C39T p.S13S
XH_P48 2 109382974 109382974 Silent SNP C T C RANBP2 c.C5979T p.S1993S
XH_P48 2 109988072 109988072 Missense_Mutation SNP G C G SH3RF3 c.G880C p.D294H
XH_P48 2 109988074 109988074 Frame_Shift_Ins INS - TATCCATTCAG - SH3RF3 _883insTATCCAT p.D294fs
XH_P48 2 141130660 141130680 In_Frame_Del DEL ACACCGGAAC - AACACCGGAACTG LRP1B .10665_10685dep.3555_3562del
XH_P48 2 143986215 143986215 Frame_Shift_Ins INS - AT - ARHGAP15 c.362_363insAT p.K121fs
XH_P48 2 143986216 143986216 Nonsense_Mutation INS - CTGTATCTATAAA - ARHGAP15 TCATACTGTATCT1_Q122delinsKLLILYLX
XH_P48 2 171264319 171264319 Frame_Shift_Ins INS - GGGG - MYO3B 615_2616insGG p.L872fs
XH_P48 2 171264320 171264320 Nonsense_Mutation INS - TGAGAAAAATAG - MYO3B 7insTCTTGAGAAAp.L872delinsLSX
XH_P48 2 175300997 175300997 Silent SNP G A G GPR155 c.C2376T p.N792N
XH_P48 2 179395889 179395889 Silent SNP G A G TTN c.C78258T p.D26086D
XH_P48 2 179399194 179399194 Frame_Shift_Ins INS - ATGGGTGCTGGA - TTN 4953insCTCCAG p.V24985fs
XH_P48 2 179570009 179570009 Silent SNP A T A TTN c.T25764A p.P8588P
XH_P48 2 183699643 183699643 In_Frame_Ins INS - ACATCA - FRZB 910_911insTGAT.S304delinsMMC
XH_P48 2 183699645 183699645 Frame_Shift_Ins INS - TTCTATT - FRZB 08_909insAATAG p.S303fs
XH_P48 2 187559047 187559047 Silent SNP G A G FAM171B c.G147A p.Q49Q
XH_P48 2 189873670 189873670 Silent SNP G A G COL3A1 c.G3546A p.G1182G
XH_P48 2 198949301 198949301 Frame_Shift_Ins INS - GCTTCAAACACTG - PLCL1 1061insGCTTCAA p.L354fs
XH_P48 2 203991404 203991404 Missense_Mutation SNP G C G NBEAL1 c.G3023C p.R1008P
XH_P48 2 232323043 232323043 Missense_Mutation SNP T A T NCL c.A1223T p.E408V
XH_P48 2 233243529 233243534 In_Frame_Del DEL TGCTGC - TGCTGC ALPP c.17_22del p.6_8del
XH_P48 3 39142554 39142554 Missense_Mutation SNP G A G GORASP1 c.C103T p.R35C
XH_P48 3 45030659 45030659 Nonsense_Mutation INS - ACAACAACATTAC - EXOSC7 insAACAACAACAp.C29_E30delinsX
XH_P48 3 45030660 45030660 Missense_Mutation SNP G T G EXOSC7 c.G86T p.C29F
XH_P48 3 45067909 45067909 Missense_Mutation SNP G T G CLEC3B c.G55T p.V19F
XH_P48 3 56591278 56591278 Frame_Shift_Ins INS - GGGGCAAGCA - CCDC66 _9insGGGGCAAG p.L3fs
XH_P48 3 114070652 114070652 Silent SNP G A G ZBTB20 c.C273T p.L91L
XH_P48 3 122829811 122829811 Missense_Mutation SNP G T G PDIA5 c.G501T p.K167N
XH_P48 3 124732416 124732416 In_Frame_Ins INS - AGAGGAGGAGG - HEG1 007insCTCCTCCTS669delinsSSSSSS
XH_P48 3 128780785 128780785 Missense_Mutation SNP C T C GP9 c.C203T p.P68L
XH_P48 3 130159656 130159656 In_Frame_Ins INS - CAAATTCTT - COL6A5 4_6475insCAAAT.L2158delinsLQIL
XH_P48 3 130159658 130159658 Missense_Mutation SNP A T A COL6A5 c.A6476T p.Y2159F
XH_P48 3 151156071 151156071 In_Frame_Ins INS - TGGGCATAGCAA - IGSF10 TTATACTTGCTAT20delinsRLYLLCPEHP
XH_P48 4 1980404 1980404 Missense_Mutation SNP G A G NSD2 c.G3866A p.G1289D
XH_P48 4 40434705 40434725 In_Frame_Del DEL GCGGCGGCT - CTGCGGCGGCTG RBM47 c.1278_1298del p.426_433del
XH_P48 4 41748011 41748028 In_Frame_Del DEL CCGCCGCTGC - GCCGCCGCTGCC PHOX2B c.741_758del p.247_253del
XH_P48 4 70146409 70146409 Frame_Shift_Ins INS - CAAGTCACTG - UGT2B28 _192insCAAGTC p.F64fs
XH_P48 4 71024600 71024600 Missense_Mutation SNP T C T PRR27 c.T631C p.S211P
XH_P48 4 71232641 71232641 In_Frame_Ins INS - TGG - SMR3A c.335_336insTGGp.Y112delinsYG
XH_P48 4 71232643 71232643 Frame_Shift_Ins INS - GGGAGAATTCAA - SMR3A insCAGGGAGAA p.P113fs
XH_P48 4 71698877 71698877 In_Frame_Ins INS - ATCCCAAAAAGC - GRSF1 ATTATGGCTTTTT48delinsRLWLFGIIAL
XH_P48 4 71698879 71698879 Missense_Mutation SNP G A G GRSF1 c.C140T p.A47V
XH_P48 4 73968171 73968171 Frame_Shift_Ins INS - TTAAAATTATA - ANKRD17 _3742insTATAAT p.L1248fs
XH_P48 4 74124031 74124031 Missense_Mutation SNP C T C ANKRD17 c.G355A p.E119K
XH_P48 4 74853058 74853058 Silent SNP C T C PPBP c.G318A p.L106L
XH_P48 4 77661599 77661599 Missense_Mutation SNP G A G SHROOM3 c.G2273A p.R758Q
XH_P48 4 108969841 108969841 In_Frame_Ins INS - TAAAGCATAAAA - LEF1 48insCCTTTTTATM383delinsTFLCFIL
XH_P48 4 187126435 187126435 Missense_Mutation SNP C A C CYP4V2 c.C1069A p.H357N
XH_P48 5 16701210 16701210 Silent SNP G A G MYO10 c.C3294T p.D1098D
XH_P48 5 32101308 32101308 Silent SNP G A G PDZD2 c.G8316A p.T2772T
XH_P48 5 39202348 39202348 In_Frame_Ins INS - CAAAACCAC - FYB 4_745insGTGGTTp.K249delinsVVLK
XH_P48 5 39202349 39202349 Frame_Shift_Ins INS - CCAGG - FYB 743_744insCCTG p.L248fs
XH_P48 5 41934295 41934295 Nonsense_Mutation INS - AAAGTGTGAGAA - FBXO4 CACAAAAGTGTGnsRHNEGDPNTHKSVRTHYX
XH_P48 5 43613100 43613100 Frame_Shift_Ins INS - TGATGTT - NNT 42_243insTGATG p.N81fs
XH_P48 5 43613102 43613102 Silent SNP T C T NNT c.T244C p.L82L
XH_P48 5 59995898 59995898 Missense_Mutation SNP G A G DEPDC1B c.C23T p.P8L
XH_P48 5 64492883 64492883 In_Frame_Ins INS - TGAAGAAAATAA - ADAMTS6 nsGAGAATTATTT891delinsENYFLQVQ
XH_P48 5 79029891 79029891 Missense_Mutation SNP A C A CMYA5 c.A5303C p.E1768A
XH_P48 5 89821057 89821057 Frame_Shift_Ins INS - GATCGAAGTTCAT - LYSMD3 50insATGAACTTC p.S17fs
XH_P48 5 90074881 90074881 Frame_Shift_Ins INS - ATTTGATTTGGA - ADGRV1 050insTTATTTGA p.S4350fs



XH_P48 5 90074883 90074883 Silent SNP C T C ADGRV1 c.C13051T p.L4351L
XH_P48 5 120022350 120022350 Frame_Shift_Ins INS - AGAAAATGGGG - PRR16 _862insAGAAAAT p.T287fs
XH_P48 5 129520069 129520069 Missense_Mutation SNP C T C CHSY3 c.C1234T p.R412C
XH_P48 5 140167861 140167861 Silent SNP G A G PCDHA1 c.G1986A p.T662T
XH_P48 5 140256501 140256501 Missense_Mutation SNP G A G PCDHA12 c.G1444A p.A482T
XH_P48 5 140573473 140573473 Missense_Mutation SNP G A G PCDHB10 c.G1348A p.A450T
XH_P48 5 140789268 140789268 Missense_Mutation SNP C T C PCDHGB6 c.C1499T p.A500V
XH_P48 5 141309829 141309829 Nonsense_Mutation INS - GAACAAGATAAA - KIAA0141 sCCAGGAACAAGAF248delinsFPGTRX
XH_P48 5 150278015 150278015 Silent SNP C T C ZNF300 c.G9A p.E3E
XH_P48 5 156479460 156479477 In_Frame_Del DEL GTTGTCGTTG - TCGTTGTCGTTGG HAVCR1 c.568_585del p.190_195del
XH_P48 5 157214758 157214758 Nonsense_Mutation INS - GTTTTGGAGCTG - CLINT1 AGGTTCACAGCTdelinsRTGSMFDGELRFTAPKLX
XH_P48 5 169680208 169680208 Nonsense_Mutation INS - TCTTCCCTTTGTTT - LCP2 AAATAAAACAAAG387_R388delinsIKX
XH_P48 6 7583735 7583735 Frame_Shift_Ins INS - TTCCCCTTCAATA - DSP 4444insTTCCCCT p.F1481fs
XH_P48 6 16306711 16306711 Missense_Mutation SNP G A G ATXN1 c.C2297T p.P766L
XH_P48 6 33638300 33638300 Silent SNP G A G ITPR3 c.G2388A p.P796P
XH_P48 6 36689438 36689438 Silent SNP T C T RAB44 c.T1527C p.S509S
XH_P48 6 56483868 56483868 In_Frame_Ins INS - CTGTTCCCCGCG - DST 4964insCGCGGGK1655delinsTRGTE
XH_P48 6 85457795 85457795 Frame_Shift_Ins INS - TG - TBX18 c.781_782insCA p.H261fs
XH_P48 6 85457797 85457797 Frame_Shift_Ins INS - ATCTTTGT - TBX18 9_780insACAAA p.L260fs
XH_P48 6 112015616 112015616 Missense_Mutation SNP G A G FYN c.C1226T p.A409V
XH_P48 6 169634853 169634853 Missense_Mutation SNP A T A THBS2 c.T1627A p.C543S
XH_P48 7 14017062 14017062 Frame_Shift_Ins INS - AAGATGATTTGA - ETV1 05insAATCAAATC p.Q35fs
XH_P48 7 30062395 30062395 Frame_Shift_Ins INS - AGCA - FKBP14 .234_235insTGC p.L79fs
XH_P48 7 30062397 30062397 Frame_Shift_Ins INS - AATGATGAGCTT - FKBP14 nsGAGAAAGCTC p.T78fs
XH_P48 7 30962248 30962248 Missense_Mutation SNP A C A AQP1 c.A619C p.S207R
XH_P48 7 63538640 63538640 In_Frame_Ins INS - TTTCCACATTCA - ZNF727 _1214insTTTCCA .F405delinsFSTFI
XH_P48 7 63726518 63726518 Silent SNP A C A ZNF679 c.A507C p.S169S
XH_P48 7 63726519 63726519 In_Frame_Ins INS - TATCTTCTTGGT - ZNF679 _509insTATCTTCTN170delinsISSWY
XH_P48 7 75511413 75511413 Missense_Mutation SNP C T C RHBDD2 c.C445T p.R149C
XH_P48 7 86415744 86415744 Silent SNP C T C GRM3 c.C636T p.Y212Y
XH_P48 7 97820068 97820068 Frame_Shift_Ins INS - GTTGTTGTTGTTG - LMTK2 1028insGTTGTTG p.F343fs
XH_P48 7 100642572 100642572 Missense_Mutation SNP C T C MUC12 c.C8728T p.P2910S
XH_P48 7 100676465 100676465 Frame_Shift_Del DEL A - A MUC17 c.1768delA p.T590fs
XH_P48 7 100678156 100678156 Silent SNP A G A MUC17 c.A3459G p.S1153S
XH_P48 7 100678157 100678157 Missense_Mutation SNP C A C MUC17 c.C3460A p.P1154T
XH_P48 7 100679025 100679025 Missense_Mutation SNP T C T MUC17 c.T4328C p.I1443T
XH_P48 7 100680862 100680862 Silent SNP T G T MUC17 c.T6165G p.L2055L
XH_P48 7 100682285 100682285 Missense_Mutation SNP C T C MUC17 c.C7588T p.P2530S
XH_P48 7 121653375 121653380 In_Frame_Del DEL TGATGA - TGATGA PTPRZ1 c.4275_4280delp.1425_1427del
XH_P48 7 127977184 127977184 Splice_Site INS - A - RBM28 . .
XH_P48 7 127977186 127977186 In_Frame_Ins INS - TGAACACAGGAG - RBM28 AAACAACTCCTGT63delinsIETTPVFMIK
XH_P48 7 148801435 148801435 Nonsense_Mutation SNP G A G ZNF425 c.C1528T p.Q510X
XH_P48 7 149516577 149516577 Missense_Mutation SNP C T C SSPO c.C11980T p.R3994C
XH_P48 8 1616621 1616621 Missense_Mutation SNP G A G DLGAP2 c.G1937A p.R646H
XH_P48 8 8748825 8748825 Missense_Mutation SNP G A G MFHAS1 c.C1744T p.R582W
XH_P48 8 10555480 10555480 Missense_Mutation SNP G A G C8orf74 c.G613A p.A205T
XH_P48 8 20070343 20070343 Frame_Shift_Ins INS - TTCTTTTTGGTCTT - ATP6V1B2 GTGTTTTCTTTTTG p.L285fs
XH_P48 8 52321924 52321924 Nonsense_Mutation SNP G A G PXDNL c.C2260T p.Q754X
XH_P48 8 89209477 89209477 Missense_Mutation SNP C T C MMP16 c.G191A p.R64H
XH_P48 8 124105975 124105975 Missense_Mutation SNP G A G TBC1D31 c.G349A p.V117I
XH_P48 9 8449795 8449795 Missense_Mutation SNP G T G PTPRD c.C2655A p.N885K
XH_P48 9 8449796 8449796 In_Frame_Ins INS - GAGCCA - PTPRD 653_2654insTGG.N885delinsMAH
XH_P48 9 35650024 35650024 Missense_Mutation SNP G A G SIT1 c.C412T p.R138W
XH_P48 9 38414187 38414187 Silent SNP G C G IGFBPL1 c.C474G p.V158V
XH_P48 9 91978684 91978684 Silent SNP C T C SEMA4D c.G2064A p.S688S
XH_P48 9 116183383 116183383 Nonsense_Mutation INS - AGTCCCACAGCA - C9orf43 GAGAAGTCCCAC17delinsFPVLNLIWRSPTAX
XH_P48 9 123476543 123476551 In_Frame_Del DEL CGGCGGCGG - CGGCGGCGG MEGF9 c.86_94del p.29_32del
XH_P48 9 127920559 127920559 Missense_Mutation SNP G A G PPP6C c.C274T p.H92Y
XH_P48 9 134312015 134312015 Missense_Mutation SNP C T C PRRC2B c.C302T p.A101V
XH_P48 9 139701501 139701501 Missense_Mutation SNP G A G CCDC183 c.G1469A p.R490Q
XH_P48 10 49452836 49452836 Silent SNP C T C FRMPD2 c.G366A p.P122P
XH_P48 10 50255037 50255037 Nonsense_Mutation INS - TAAAAATCCAAA - VSTM4 insCTATTTGGATK276delinsNYLDFX
XH_P48 10 70191719 70191719 Missense_Mutation SNP T C T DNA2 c.A1883G p.K628R
XH_P48 10 102265241 102265241 Frame_Shift_Ins INS - CCTACCATGT - SEC31B _1056insACATG p.S352fs
XH_P48 10 112572332 112572332 Missense_Mutation SNP G A G RBM20 c.G2177A p.R726Q
XH_P48 10 120820272 120820272 Missense_Mutation SNP G A G EIF3A c.C1312T p.R438C
XH_P48 10 125506281 125506281 Silent SNP C T C CPXM2 c.G2270A p.X757X
XH_P48 10 129904528 129904528 Missense_Mutation SNP C T C MKI67 c.G4496A p.C1499Y
XH_P48 11 19970251 19970251 Missense_Mutation SNP C T C NAV2 c.C2078T p.T693M
XH_P48 11 35006258 35006258 Frame_Shift_Ins INS - AAAATCATTGTGC - PDHX 5insATAAAATCAT p.I162fs
XH_P48 11 55579515 55579515 Nonsense_Mutation INS - TGTGCTTAGCTCT - OR5L1 TCATTTGTGCTTA1_I192delinsDSFVLSSX
XH_P48 11 56058369 56058369 Frame_Shift_Ins INS - CTGCTGAA - OR8H1 69_170insTTCAG p.T57fs
XH_P48 11 57093913 57093913 Frame_Shift_Ins INS - ACAT - SSRP1 2097_2098insAT p.S700fs
XH_P48 11 62289235 62289235 Silent SNP G A G AHNAK c.C12654T p.D4218D
XH_P48 11 62295157 62295157 Silent SNP A G A AHNAK c.T6732C p.P2244P
XH_P48 11 62296921 62296921 Silent SNP G A G AHNAK c.C4968T p.P1656P
XH_P48 11 64622152 64622152 Missense_Mutation SNP C T C EHD1 c.G1258A p.G420R
XH_P48 11 71249250 71249279 In_Frame_Del DEL TGGGGGCTCC - GTGGGGGCTCCAA KRTAP5-8 c.149_178del p.50_60del
XH_P48 11 71948284 71948284 Missense_Mutation SNP C T C INPPL1 c.C2996T p.P999L
XH_P48 11 116643602 116643602 Missense_Mutation SNP C T C BUD13 c.G79A p.G27R
XH_P48 11 116729011 116729013 In_Frame_Del DEL TGT - TGT SIK3 c.2844_2846del p.948_949del
XH_P48 11 120702655 120702655 Silent SNP G A G GRIK4 c.G606A p.P202P
XH_P48 11 120998539 120998539 Missense_Mutation SNP C T C TECTA c.C1853T p.T618M
XH_P48 11 126333190 126333190 Missense_Mutation SNP C G C KIRREL3 c.G604C p.D202H
XH_P48 11 129814696 129814696 Silent SNP C T C PRDM10 c.G474A p.S158S
XH_P48 12 7050643 7050643 Silent SNP G A G ATN1 c.G3465A p.L1155L
XH_P48 12 8211836 8211836 Missense_Mutation SNP C G C C3AR1 c.G946C p.D316H
XH_P48 12 46205333 46205333 Silent SNP G A G ARID2 c.G417A p.S139S
XH_P48 12 48921793 48921793 Silent SNP C T C OR8S1 c.C987T p.P329P
XH_P48 12 49446041 49446041 Silent SNP G A G KMT2D c.C1425T p.P475P
XH_P48 12 49499720 49499720 Missense_Mutation SNP C T C LMBR1L c.G178A p.V60I
XH_P48 12 53201511 53201511 Silent SNP C T C KRT4 c.G1263A p.E421E
XH_P48 12 65609805 65609805 Frame_Shift_Ins INS - T - LEMD3 c.1606_1607insT p.R536fs
XH_P48 12 65609806 65609806 Frame_Shift_Ins INS - AAGACAAATTCA - LEMD3 608insAAAGACA p.R536fs
XH_P48 12 76424934 76424934 Frame_Shift_Del DEL C - C PHLDA1 c.588delG p.Q196fs
XH_P48 12 76424936 76424940 Frame_Shift_Del DEL GTTGC - GTTGC PHLDA1 c.582_586del p.Q194fs
XH_P48 12 104331531 104331531 Missense_Mutation SNP G A G HSP90B1 c.G802A p.V268I
XH_P48 12 105536308 105536308 Frame_Shift_Ins INS - AAAGTCACAAAAG - WASHC4 1869insAAAGTCA p.E623fs



XH_P48 12 133381504 133381504 Silent SNP C T C GOLGA3 c.G1395A p.S465S
XH_P48 13 49794681 49794681 Missense_Mutation SNP C T C MLNR c.C208T p.R70W
XH_P48 13 53217316 53217316 Nonsense_Mutation INS - GCTTTTCTAACTT - HNRNPA1L2 690insGCTTTTCT230_S231delinsGLFX
XH_P48 13 111935499 111935499 Missense_Mutation SNP C T C ARHGEF7 c.C1034T p.P345L
XH_P48 14 31067748 31067748 Missense_Mutation SNP G A G G2E3 c.G557A p.R186H
XH_P48 14 51237623 51237623 Silent SNP C T C NIN c.G1206A p.S402S
XH_P48 14 70234970 70234970 Frame_Shift_Ins INS - ATAGCAATGAC - SRSF5 _98insATAGCAAT p.I33fs
XH_P48 14 73491142 73491142 Silent SNP G A G ZFYVE1 c.C75T p.S25S
XH_P48 14 76249770 76249770 Frame_Shift_Ins INS - ATTTTACTGAACA - TTLL5 insACAATTTTACT p.P961fs
XH_P48 14 76249772 76249772 Missense_Mutation SNP G T G TTLL5 c.G2885T p.R962L
XH_P48 14 89069306 89069306 Frame_Shift_Ins INS - CCAAGTTTATAGT - ZC3H14 AAGTCCCAAGTT p.T370fs
XH_P48 14 95599763 95599763 Missense_Mutation SNP C T C DICER1 c.G33A p.M11I
XH_P48 14 105419358 105419358 Silent SNP C T C AHNAK2 c.G2130A p.L710L
XH_P48 14 105716022 105716022 Silent SNP G A G BTBD6 c.G471A p.L157L
XH_P48 15 22383148 22383148 Missense_Mutation SNP C T C OR4N4 c.C676T p.R226C
XH_P48 15 28474440 28474440 Missense_Mutation SNP G A G HERC2 c.C5173T p.R1725W
XH_P48 15 28949022 28949022 Silent SNP C T C GOLGA8M c.G1242A p.T414T
XH_P48 15 34529641 34529641 Silent SNP C T C SLC12A6 c.G2868A p.A956A
XH_P48 15 48905225 48905225 Missense_Mutation SNP C T C FBN1 c.G229A p.G77R
XH_P48 15 52684136 52684136 Frame_Shift_Ins INS - GATATACTAATG - MYO5A 533insTTCATTAG p.E511fs
XH_P48 16 19127388 19127388 Silent SNP G A G ITPRIPL2 c.G1605A p.P535P
XH_P48 16 19718261 19718261 Missense_Mutation SNP C T C KNOP1 c.G1279A p.A427T
XH_P48 16 24582721 24582721 Nonsense_Mutation INS - GGATACTTGACTA - RBBP6 233insGGATACT411_S1412delinsQDTX
XH_P48 16 27078367 27078367 Silent SNP G A G C16orf82 c.G51A p.G17G
XH_P48 16 30975994 30975994 Missense_Mutation SNP C T C SETD1A c.C931T p.R311C
XH_P48 16 52473381 52473383 In_Frame_Del DEL TGC - TGC TOX3 c.1485_1487del p.495_496del
XH_P48 16 52473720 52473720 In_Frame_Ins INS - CCATGG - TOX3 147_1148insCCAp.I383delinsTMV
XH_P48 16 56388958 56388958 Frame_Shift_Ins INS - CATAG - GNAO1 058_1059insCAT p.L353fs
XH_P48 16 67470574 67470574 Missense_Mutation SNP G A G HSD11B2 c.G886A p.G296S
XH_P48 16 87637893 87637893 In_Frame_Ins INS - CTGTTG - JPH3 430_431insCTGTp.P144delinsPVA
XH_P48 16 89351923 89351923 Missense_Mutation SNP C T C ANKRD11 c.G1027A p.V343I
XH_P48 17 2995996 2995996 Frame_Shift_Ins INS - ATCTTACTCCTTTC - OR1D2 95insGAAAGGAG p.T99fs
XH_P48 17 4349436 4349436 Missense_Mutation SNP G A G SPNS3 c.G115A p.V39M
XH_P48 17 4858435 4858435 Silent SNP T C T ENO3 c.T381C p.I127I
XH_P48 17 5085160 5085160 Frame_Shift_Ins INS - AA - ZNF594 c.2391_2392insT p.Q798fs
XH_P48 17 5085389 5085389 Silent SNP C T C ZNF594 c.G2163A p.T721T
XH_P48 17 7606772 7606772 Missense_Mutation SNP G A G WRAP53 c.G1615A p.G539R
XH_P48 17 10417165 10417165 Silent SNP G A G MYH1 c.C714T p.T238T
XH_P48 17 16285335 16285335 Silent SNP C T C UBB c.C114T p.P38P
XH_P48 17 16527820 16527820 In_Frame_Ins INS - TTC - ZNF624 c.379_380insGAAp.M127delinsRM
XH_P48 17 16527822 16527822 Frame_Shift_Ins INS - ACAGACCATTCTC - ZNF624 TTACAGAGAATG p.D126fs
XH_P48 17 26093544 26093544 Silent SNP C T C NOS2 c.G2238A p.P746P
XH_P48 17 28511908 28511908 Frame_Shift_Ins INS - TTCTCTTGTGGTA - NSRP1 32insTTTCTCTTGT p.H244fs
XH_P48 17 29631394 29631394 Frame_Shift_Ins INS - AGCTGATCTTC - EVI2B _1234insGAAGAT p.K412fs
XH_P48 17 45234343 45234343 Missense_Mutation SNP T G T CDC27 c.A595C p.N199H
XH_P48 17 56342311 56342311 Frame_Shift_Ins INS - TCGCCTTCCGCTT - LPO 7insCCTTCGCCTT p.N416fs
XH_P48 17 56342312 56342312 Missense_Mutation SNP A C A LPO c.A1247C p.N416T
XH_P48 17 56572837 56572837 Missense_Mutation SNP C T C MTMR4 c.G2666A p.R889Q
XH_P48 17 62856031 62856031 Silent SNP T G T LRRC37A3 c.A1587C p.G529G
XH_P48 17 62856032 62856032 Missense_Mutation SNP C A C LRRC37A3 c.G1586T p.G529V
XH_P48 17 62856449 62856449 Missense_Mutation SNP C G C LRRC37A3 c.G1169C p.W390S
XH_P48 17 74449014 74449014 Silent SNP G A G UBE2O c.C210T p.Y70Y
XH_P48 17 76212078 76212078 Missense_Mutation SNP A C A BIRC5 c.A253C p.T85P
XH_P48 18 13731869 13731869 Frame_Shift_Ins INS - AAACTCTTTTCTC - RNMT 354insAAACTCTT p.S118fs
XH_P48 18 13731871 13731871 Missense_Mutation SNP A T A RNMT c.A355T p.T119S
XH_P48 18 13762106 13762106 Missense_Mutation SNP G A G RNMT c.G1462A p.A488T
XH_P48 18 14763838 14763838 In_Frame_Ins INS - GGTGTTCCTGTAG - ANKRD30B 75insAGGTGTTCCS325delinsSGVPVD
XH_P48 18 43447706 43447706 Frame_Shift_Ins INS - CTTTTCAT - EPG5 2_6233insATGA p.R2078fs
XH_P48 18 43447707 43447707 Frame_Shift_Ins INS - ATGAT - EPG5 231_6232insATC p.R2078fs
XH_P48 19 2850690 2850690 Nonsense_Mutation INS - ACAATTCAACATA - ZNF555 nsAAAACAATTCA.F37_Q38delinsX
XH_P48 19 4298062 4298062 Silent SNP C T C TMIGD2 c.G327A p.A109A
XH_P48 19 6396559 6396559 Splice_Site SNP G A G LOC390877 . .
XH_P48 19 17838450 17838450 Missense_Mutation SNP A G A MAP1S c.A2179G p.M727V
XH_P48 19 20308482 20308482 Silent SNP G A G ZNF486 c.G963A p.P321P
XH_P48 19 20727555 20727555 Missense_Mutation SNP C T C ZNF737 c.G1454A p.R485Q
XH_P48 19 20727556 20727556 Missense_Mutation SNP G C G ZNF737 c.C1453G p.R485G
XH_P48 19 22270841 22270841 Nonsense_Mutation INS - TATAAAACTGTAT - ZNF257 AACCTATAAAACT p.K21delinsIX
XH_P48 19 22271240 22271240 Missense_Mutation SNP A C A ZNF257 c.A460C p.K154Q
XH_P48 19 22363643 22363643 Silent SNP C T C ZNF676 c.G876A p.S292S
XH_P48 19 22497365 22497365 Silent SNP T C T ZNF729 c.T1146C p.G382G
XH_P48 19 23159374 23159374 Silent SNP A G A ZNF728 c.T765C p.H255H
XH_P48 19 23159375 23159375 Missense_Mutation SNP T G T ZNF728 c.A764C p.H255P
XH_P48 19 23836292 23836292 Silent SNP C T C ZNF675 c.G1443A p.K481K
XH_P48 19 23836540 23836540 Missense_Mutation SNP T C T ZNF675 c.A1195G p.K399E
XH_P48 19 24310035 24310035 Silent SNP C T C ZNF254 c.C978T p.C326C
XH_P48 19 39034023 39034023 Missense_Mutation SNP C T C RYR1 c.C11711T p.T3904M
XH_P48 19 42265289 42265289 Missense_Mutation SNP C T C CEACAM6 c.C557T p.P186L
XH_P48 19 42793204 42793204 Missense_Mutation SNP G A G CIC c.G1096A p.G366R
XH_P48 19 44622424 44622424 Silent SNP C T C ZNF225 c.C99T p.Y33Y
XH_P48 19 45815150 45815150 Silent SNP T C T CKM c.A510G p.K170K
XH_P48 19 46327108 46327108 Missense_Mutation SNP G A G SYMPK c.C2516T p.P839L
XH_P48 19 47126943 47126943 Silent SNP G A G PTGIR c.C540T p.G180G
XH_P48 19 49669431 49669431 Missense_Mutation SNP G A G TRPM4 c.G226A p.G76R
XH_P48 19 53303666 53303666 Missense_Mutation SNP A G A ZNF28 c.T1432C p.C478R
XH_P48 19 53303667 53303667 Missense_Mutation SNP C A C ZNF28 c.G1431T p.R477S
XH_P48 19 53855582 53855582 Missense_Mutation SNP C A C ZNF845 c.C1654A p.Q552K
XH_P48 19 53885265 53885265 Frame_Shift_Ins INS - CTCTC - ZNF525 433_1434insCTC p.F478fs
XH_P48 19 53885267 53885267 Frame_Shift_Ins INS - TTATG - ZNF525 435_1436insTTA p.K479fs
XH_P48 19 54314291 54314291 Missense_Mutation SNP C T C NLRP12 c.G622A p.E208K
XH_P48 19 54745989 54745989 Nonsense_Mutation SNP G A G LILRA6 c.C268T p.Q90X
XH_P48 20 3129660 3129660 Nonsense_Mutation INS - AGGCTAATGTGTT - FASTKD5 CCAGAACACATTA19_S20delinsPSRTHX
XH_P48 20 3146192 3146192 Missense_Mutation SNP T C T LZTS3 c.A1136G p.Q379R
XH_P48 20 3181080 3181080 Missense_Mutation SNP C T C DDRGK1 c.G316A p.E106K
XH_P48 20 3209276 3209276 Missense_Mutation SNP G A G SLC4A11 c.C2318T p.P773L
XH_P48 20 20180490 20180490 In_Frame_Ins INS - TCCAGAACCCCT - CFAP61 TTCAGTTCCAGA26delinsFQFQNPYAH
XH_P48 20 21687201 21687201 Missense_Mutation SNP C T C PAX1 c.C412T p.R138W
XH_P48 20 48500541 48500541 Missense_Mutation SNP G A G SLC9A8 c.G1477A p.E493K
XH_P48 20 52775529 52775529 Missense_Mutation SNP G A G CYP24A1 c.C1124T p.P375L



XH_P48 21 43708018 43708018 Silent SNP C T C ABCG1 c.C993T p.G331G
XH_P48 21 45876639 45876639 Missense_Mutation SNP C T C LRRC3 c.C112T p.R38W
XH_P48 21 45959918 45959932 In_Frame_Del DEL GGCGCAGCAG - GGGCGCAGCAGC KRTAP10-1 c.102_116del p.34_39del
XH_P48 22 18898452 18898452 Missense_Mutation SNP G A G DGCR6 c.G424A p.V142I
XH_P48 22 19119140 19119140 Silent SNP C T C TSSK2 c.C228T p.Y76Y
XH_P48 22 20800753 20800753 Missense_Mutation SNP C T C KLHL22 c.G1516A p.G506R
XH_P48 22 24981939 24981939 Missense_Mutation SNP G A G LRRC75B c.C863T p.A288V
XH_P48 22 30685456 30685456 Missense_Mutation SNP G A G CASTOR1 c.C31T p.R11W
XH_P48 22 37709524 37709524 Missense_Mutation SNP G A G CYTH4 c.G986A p.R329Q
XH_P48 X 48682589 48682589 Missense_Mutation SNP G A G HDAC6 c.G3464A p.R1155H
XH_P48 X 152087570 152087575 In_Frame_Del DEL GAGGAG - GAGGAG ZNF185 c.70_75del p.24_25del
XH_P48 Y 14968707 14968707 Nonsense_Mutation INS - AACTTAAGATCAA - USP9Y CTTGTTAACTTAA58delinsFLERSHSARMTLAKACX
XH_P48 1 196658707 196658707 Nonsense_Mutation SNV C A A CFH c.1122C>A P.C374*
XH_P48 1 229568310 229568310 Missense_Mutation SNV C A A ACTA1 c.447G>T P.R149S
XH_P48 1 229568312 229568312 Silent SNV T G G ACTA1 c.445A>C P.R149R
XH_P48 1 245530204 245530204 Silent SNV C T T KIF26B c.534C>T P.N178N
XH_P48 1 247875599 247875599 Silent SNV G A A OR6F1 c.459C>T P.F153F
XH_P48 1 27101252 27101252 Frame_Shift_Del INDEL C - - ARID1A c.4534delC P.Q1512fs
XH_P48 1 38227571 38227571 Missense_Mutation SNV G A A EPHA10 c.356C>T P.A119V
XH_P48 11 116643602 116643602 Missense_Mutation SNV C T T BUD13 c.79G>A P.G27R
XH_P48 11 126333190 126333190 Missense_Mutation SNV C G G KIRREL3 c.604G>C P.D202H
XH_P48 12 46205333 46205333 Splice_Site SNV G A A ARID2 c.417G>A P.S139S
XH_P48 12 48921793 48921793 Silent SNV C T T OR8S1 c.987C>T P.P329P
XH_P48 12 8211836 8211836 Missense_Mutation SNV C G G C3AR1 c.946G>C P.D316H
XH_P48 13 34398048 34398048 Splice_Site SNV C T T RFC3 c.226-6C>T
XH_P48 16 27078367 27078367 Silent SNV G A A C16orf82 c.51G>A P.G17G
XH_P48 19 17838450 17838450 Missense_Mutation SNV A G G MAP1S c.2179A>G P.M727V
XH_P48 19 46327108 46327108 Missense_Mutation SNV G A A SYMPK c.2516C>T P.P839L
XH_P48 19 54314291 54314291 Missense_Mutation SNV C T T NLRP12 c.622G>A P.E208K
XH_P48 2 187559047 187559047 Silent SNV G A A FAM171B c.147G>A P.Q49Q
XH_P48 2 189873670 189873670 Silent SNV G A A COL3A1 c.3546G>A P.G1182G
XH_P48 2 203991404 203991404 Missense_Mutation SNV G C C NBEAL1 c.3023G>C P.R1008P
XH_P48 2 47657021 47657021 Missense_Mutation SNV G A A MSH2 c.1217G>A P.R406Q
XH_P48 20 21687201 21687201 Missense_Mutation SNV C T T PAX1 c.412C>T P.R138W
XH_P48 20 3146192 3146192 Missense_Mutation SNV T C C LZTS3 c.1136A>G P.Q379R
XH_P48 3 122829811 122829811 Missense_Mutation SNV G T T PDIA5 c.501G>T P.K167N
XH_P48 3 45067909 45067909 Missense_Mutation SNV G T T CLEC3B c.55G>T P.V19F
XH_P48 4 187126435 187126435 Missense_Mutation SNV C A A CYP4V2 c.1069C>A P.H357N
XH_P48 4 71024600 71024600 Missense_Mutation SNV T C C PRR27 c.631T>C P.S211P
XH_P48 5 140256501 140256501 Missense_Mutation SNV G A A PCDHA12 c.1444G>A P.A482T
XH_P48 5 79029891 79029891 Missense_Mutation SNV A C C CMYA5 c.5303A>C P.E1768A
XH_P48 7 30962248 30962248 Missense_Mutation SNV A C C AQP1 c.619A>C P.S207R
XH_P48 7 86415744 86415744 Silent SNV C T T GRM3 c.636C>T P.Y212Y
XH_P48 8 10555480 10555480 Missense_Mutation SNV G A A C8orf74 c.613G>A P.A205T
XH_P48 8 124105975 124105975 Missense_Mutation SNV G A A TBC1D31 c.664G>A P.V222I
XH_P48 8 52321924 52321924 Nonsense_Mutation SNV G A A PXDNL c.2260C>T P.Q754*
XH_P48 8 89209477 89209477 Missense_Mutation SNV C T T MMP16 c.191G>A P.R64H
XH_P48 9 127920559 127920559 Missense_Mutation SNV G A A PPP6C c.451C>T P.H151Y
XH_P48 9 38414187 38414187 Silent SNV G C C IGFBPL1 c.474C>G P.V158V
XH_P49 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
XH_P49 2 209113113 209113113 Missense_Mutation SNP G A A IDH1 c.394C>T p.R132C
XH_P49 2 212543784 212543784 Missense_Mutation SNP A T T ERBB4 c.1615T>A p.Y539N
XH_P49 1 6505817 6505879 In_Frame_Del DEL CCCCGCCACC - CCCCCCGCCACCC ESPN c.1286_1348del p.429_450del
XH_P49 1 21806606 21806606 Missense_Mutation SNP T G T NBPF3 c.T1061G p.F354C
XH_P49 1 26608815 26608892 In_Frame_Del DEL TGGGGCCGG - CTGGGGCCGGGA UBXN11 c.1101_1178del p.367_393del
XH_P49 1 39352333 39352333 In_Frame_Ins INS - CCC - RHBDL2 c.994_995insGGGp.A332delinsGA
XH_P49 1 39352335 39352335 Silent SNP A T A RHBDL2 c.T993A p.I331I
XH_P49 1 44071948 44071948 Missense_Mutation SNP G A G PTPRF c.G2609A p.R870Q
XH_P49 1 47685581 47685581 Silent SNP A C A TAL1 c.T330G p.G110G
XH_P49 1 62676780 62676780 Frame_Shift_Ins INS - CTCTTTGCCTTTC - L1TD1 CTATATCTCTTTG p.R778fs
XH_P49 1 116577828 116577828 Missense_Mutation SNP A T A SLC22A15 c.A965T p.Y322F
XH_P49 1 145281964 145281964 Frame_Shift_Ins INS - AAAT - NOTCH2NL .644_645insAAA p.R215fs
XH_P49 1 145295505 145295505 Silent SNP G C G NBPF10 c.G258C p.L86L
XH_P49 1 151204172 151204172 Missense_Mutation SNP C T C PIP5K1A c.C227T p.A76V
XH_P49 1 151260439 151260439 Missense_Mutation SNP C T C ZNF687 c.C1672T p.R558C
XH_P49 1 152323605 152323605 Missense_Mutation SNP C G C FLG2 c.G6657C p.Q2219H
XH_P49 1 152327955 152327955 Silent SNP G A G FLG2 c.C2307T p.S769S
XH_P49 1 152328169 152328169 Missense_Mutation SNP A G A FLG2 c.T2093C p.F698S
XH_P49 1 152760050 152760050 Missense_Mutation SNP G A G LCE1E c.G275A p.S92N
XH_P49 1 155028885 155028885 Missense_Mutation SNP C T C ADAM15 c.C968T p.T323M
XH_P49 1 155447927 155447927 In_Frame_Ins INS - GACACT - ASH1L 733_4734insAGT.D1578delinsEVS
XH_P49 1 156513966 156513966 Missense_Mutation SNP C T C IQGAP3 c.G2438A p.R813H
XH_P49 1 160128906 160128906 Frame_Shift_Ins INS - CTCCCCTT - ATP1A4 40_641insCTCCC p.I214fs
XH_P49 1 160784272 160784272 Missense_Mutation SNP G T G LY9 c.G793T p.V265F
XH_P49 1 161495788 161495788 Missense_Mutation SNP G T G HSPA6 c.G1340T p.G447V
XH_P49 1 167059489 167059489 Silent SNP G T G GPA33 c.C36A p.L12L
XH_P49 1 182572417 182572417 Silent SNP G A G RGS16 c.C102T p.C34C
XH_P49 1 183511450 183511450 Nonsense_Mutation INS - AATAACAACTGA - SMG7 TTAAAAAATAAC0_T511delinsNLKNNNX
XH_P49 1 201178708 201178708 Missense_Mutation SNP A G A IGFN1 c.A4687G p.K1563E
XH_P49 1 214815646 214815646 Nonsense_Mutation INS - GTTTTAATTCC - CENPF _3966insGTTTTA322_D1323delinsKFX
XH_P49 1 214815648 214815648 Missense_Mutation SNP G T G CENPF c.G3967T p.D1323Y
XH_P49 1 221053600 221053600 In_Frame_Ins INS - CATCAACAGCCG - HLX 02insGCATCAACAQ134delinsQHQQPP
XH_P49 1 225594433 225594433 Silent SNP G A G LBR c.C1416T p.A472A
XH_P49 1 246720806 246720806 Nonsense_Mutation SNP G A G TFB2M c.C433T p.R145X
XH_P49 1 247039450 247039450 Nonsense_Mutation SNP G A G AHCTF1 c.C2977T p.R993X
XH_P49 2 1926562 1926562 Missense_Mutation SNP G T G MYT1L c.C979A p.L327M
XH_P49 2 27282121 27282121 Silent SNP A T A AGBL5 c.A1938T p.T646T
XH_P49 2 27282122 27282122 Missense_Mutation SNP A T A AGBL5 c.A1939T p.S647C
XH_P49 2 44021707 44021707 Nonsense_Mutation INS - AAGAATAACTAA - DYNC2LI1 TATCTAAGAATA144_L145delinsKFIX
XH_P49 2 74659644 74659644 Silent SNP G A G RTKN c.C261T p.G87G
XH_P49 2 97818241 97818241 Missense_Mutation SNP T G T ANKRD36 c.T1163G p.V388G
XH_P49 2 109383732 109383732 Frame_Shift_Ins INS - TCTTCAGCTCTCT - RANBP2 8insATTTCTTCAG p.S2246fs
XH_P49 2 182347352 182347352 Frame_Shift_Ins INS - ACATATTACC - ITGA4 5_1016insACATA p.V339fs
XH_P49 2 182347354 182347354 Silent SNP G T G ITGA4 c.G1017T p.V339V
XH_P49 2 217142540 217142540 Silent SNP G A G MARCH4 c.C720T p.A240A
XH_P49 3 56651516 56651516 Frame_Shift_Ins INS - TTTTGTTTGTTTC - CCDC66 9insGTGTTTTGTT p.H706fs
XH_P49 3 69271014 69271014 Silent SNP C A C FRMD4B c.G726T p.V242V
XH_P49 3 137880741 137880743 In_Frame_Del DEL TCG - TCG DBR1 c.1623_1625del p.541_542del



XH_P49 3 160233369 160233369 Splice_Site SNP C A C KPNA4 . .
XH_P49 3 170078979 170078979 Missense_Mutation SNP C T C SKIL c.C860T p.P287L
XH_P49 3 192516360 192516360 Nonsense_Mutation SNP G A G MB21D2 c.C1291T p.R431X
XH_P49 3 195512139 195512186 In_Frame_Del DEL AGAAGAGAG - AAGAAGAGAGGT MUC4 c.6265_6312delp.2089_2104del
XH_P49 4 71232641 71232641 In_Frame_Ins INS - TGG - SMR3A c.335_336insTGGp.Y112delinsYG
XH_P49 4 71232643 71232643 Frame_Shift_Ins INS - GGGAGAATTCAA - SMR3A insCAGGGAGAA p.P113fs
XH_P49 4 140811081 140811081 Frame_Shift_Del DEL C - C MAML3 c.1509delG p.Q503fs
XH_P49 4 140811083 140811096 Frame_Shift_Del DEL TGCTGCTGCT - GCTGCTGCTGCTG MAML3 c.1494_1507del p.Q498fs
XH_P49 4 158262598 158262598 Missense_Mutation SNP C A C GRIA2 c.C2027A p.T676N
XH_P49 4 190873379 190873379 Missense_Mutation SNP A G A FRG1 c.A196G p.K66E
XH_P49 5 38952475 38952475 Nonsense_Mutation INS - TGTATTTGTTACA - RICTOR TACAAATGTAAC984delinsYKCNKYIX
XH_P49 5 43613100 43613100 Frame_Shift_Ins INS - TGATGTTC - NNT 42_243insTGATG p.N81fs
XH_P49 5 58289266 58289266 In_Frame_Ins INS - ACA - PDE4D c.275_276insTGT p.L92delinsLV
XH_P49 5 58289268 58289268 Nonsense_Mutation INS - TTTCTTAGTTTTAT - PDE4D CTAAATAAAACTA.L92_T93delinsSX
XH_P49 5 102343295 102343295 Nonsense_Mutation INS - TTTGACTCTCTAG - PAM 1829insTTTGACTE610_F611delinsVX
XH_P49 5 127419934 127419934 Silent SNP G T G SLC12A2 c.G288T p.A96A
XH_P49 5 128797089 128797089 Missense_Mutation SNP C A C ADAMTS19 c.C386A p.P129Q
XH_P49 5 140503078 140503078 Missense_Mutation SNP G A G PCDHB4 c.G1498A p.A500T
XH_P49 5 140574045 140574045 Silent SNP C G C PCDHB10 c.C1920G p.L640L
XH_P49 5 140795081 140795081 Missense_Mutation SNP C T C PCDHGA10 c.C2339T p.A780V
XH_P49 5 177636395 177636395 Missense_Mutation SNP G A G HNRNPAB c.G734A p.R245H
XH_P49 6 4995510 4995510 Silent SNP A G A RPP40 c.T825C p.C275C
XH_P49 6 26240753 26240753 Missense_Mutation SNP G A G HIST1H4F c.G100A p.A34T
XH_P49 6 35280286 35280286 Missense_Mutation SNP C A C DEF6 c.C631A p.Q211K
XH_P49 6 96997335 96997335 Missense_Mutation SNP C G C UFL1 c.C1568G p.S523C
XH_P49 6 152461140 152461140 Missense_Mutation SNP C T C SYNE1 c.G1937A p.R646H
XH_P49 6 152671362 152671362 Missense_Mutation SNP G C G SYNE1 c.C11842G p.P3948A
XH_P49 7 6838148 6838148 In_Frame_Ins INS - TTTAGGCTATTTA - RSPH10B 8insGTTTTAGGCI863delinsSFRLFIV
XH_P49 7 42977123 42977123 Frame_Shift_Ins INS - ACGTCTATGTT - MRPL32 _516insACGTCTA p.K172fs
XH_P49 7 57528754 57528754 In_Frame_Ins INS - ATCTTCTCA - ZNF716 7_588insATCTTC.M196delinsISSQ
XH_P49 7 57528755 57528755 Frame_Shift_Ins INS - TATCA - ZNF716 588_589insTATC p.M196fs
XH_P49 7 100676748 100676748 Missense_Mutation SNP C G C MUC17 c.C2051G p.T684S
XH_P49 7 100677833 100677833 Missense_Mutation SNP C A C MUC17 c.C3136A p.R1046S
XH_P49 7 100681022 100681022 Missense_Mutation SNP C G C MUC17 c.C6325G p.L2109V
XH_P49 7 142562074 142562074 Silent SNP C T C EPHB6 c.C516T p.S172S
XH_P49 7 151945256 151945256 Nonsense_Mutation SNP G A G KMT2C c.C2263T p.Q755X
XH_P49 8 27146721 27146721 Missense_Mutation SNP G T G TRIM35 c.C743A p.A248E
XH_P49 8 39634659 39634659 Nonsense_Mutation SNP C A C ADAM2 c.G856T p.E286X
XH_P49 8 41566342 41566342 Missense_Mutation SNP A T A ANK1 c.T1952A p.V651E
XH_P49 8 67590053 67590053 Missense_Mutation SNP G A G C8orf44 c.G110A p.R37Q
XH_P49 8 71646207 71646207 In_Frame_Ins INS - CAAAAAAATAAAA - XKR9 sAAAACAAAAAAA224delinsQNKKIKNI
XH_P49 8 116426722 116426722 Silent SNP C T C TRPS1 c.G3387A p.P1129P
XH_P49 8 144522387 144522389 In_Frame_Del DEL GAG - GAG ZC3H3 c.2637_2639del p.879_880del
XH_P49 9 27185588 27185588 Frame_Shift_Ins INS - AT - TEK c.847_848insAT p.A283fs
XH_P49 9 35075746 35075746 Silent SNP G A G FANCG c.C1149T p.S383S
XH_P49 9 103261137 103261137 Missense_Mutation SNP A C A MSANTD3-TMEFF c.A509C p.K170T
XH_P49 9 103261139 103261139 In_Frame_Ins INS - ATTTGGCTTTTTA - MSANTD3-TMEFFsATATATTTGGCT171delinsYIFGFLLR
XH_P49 10 49659092 49659092 Silent SNP C T C ARHGAP22 c.G810A p.P270P
XH_P49 10 75294415 75294415 Missense_Mutation SNP C T C USP54 c.G1258A p.G420R
XH_P49 10 79571808 79571808 Missense_Mutation SNP C T C DLG5 c.G4196A p.G1399D
XH_P49 10 121432046 121432046 Missense_Mutation SNP G A G BAG3 c.G787A p.A263T
XH_P49 10 129905618 129905618 In_Frame_Ins INS - AGC - MKI67 3405_3406insGCp.S1136delinsAS
XH_P49 10 133950788 133950788 Missense_Mutation SNP G A G JAKMIP3 c.G1063A p.V355M
XH_P49 11 4967552 4967552 In_Frame_Ins INS - AAGATTTAA - OR51A4 8_779insTTAAATp.A260delinsVKSS
XH_P49 11 55579515 55579515 Nonsense_Mutation INS - TGTGCTTAGCTCT - OR5L1 TCACTTGTGCTTA1_I192delinsDSLVLSSX
XH_P49 11 59982088 59982088 Splice_Site INS - TGATTAATCCTTT - MS4A4E . .
XH_P49 11 60511243 60511243 In_Frame_Ins INS - AATTTTTTTCTTCC - MS4A18 0insATAATTTTTTP287delinsHNFFLPS
XH_P49 11 60670301 60670301 Missense_Mutation SNP C T C PRPF19 c.G299A p.R100H
XH_P49 11 62293810 62293810 Silent SNP A G A AHNAK c.T8079C p.P2693P
XH_P49 11 62294227 62294227 Silent SNP A G A AHNAK c.T7662C p.N2554N
XH_P49 11 66411364 66411384 In_Frame_Del DEL GCTGCAGCA - CTGCTGCAGCAGCRBM14-RBM4 c.781_801del p.261_267del
XH_P49 11 68359155 68359155 Missense_Mutation SNP G A G PPP6R3 c.G1810A p.E604K
XH_P49 11 68359157 68359157 Nonsense_Mutation INS - ATAAACACCTAA - PPP6R3 TAAAATATAAAC p.E604delinsEX
XH_P49 11 71277138 71277197 In_Frame_Del DEL GCTGCCAGTC - GTGCTGCCAGTCT KRTAP5-10 c.505_564del p.169_188del
XH_P49 11 118374778 118374778 Frame_Shift_Ins INS - ATGGAATGTCT - KMT2A _8172insATGGAA p.D2724fs
XH_P49 11 118376151 118376151 Frame_Shift_Ins INS - AAGG - KMT2A 9544_9545insAA p.N3182fs
XH_P49 11 118376153 118376153 Frame_Shift_Ins INS - TGCTA - KMT2A 546_9547insTGC p.N3182fs
XH_P49 12 39223248 39223248 Missense_Mutation SNP C T C CPNE8 c.G340A p.G114R
XH_P49 12 50747905 50747905 Frame_Shift_Ins INS - ATTTT - FAM186A 709_2710insAAA p.E904fs
XH_P49 12 52964517 52964517 Missense_Mutation SNP C T C KRT74 c.G944A p.R315H
XH_P49 12 53162773 53162775 In_Frame_Del DEL ACT - ACT KRT76 c.1639_1641del p.547_547del
XH_P49 12 56559303 56559303 Missense_Mutation SNP G T G SMARCC2 c.C2938A p.P980T
XH_P49 12 57463044 57463044 Nonsense_Mutation INS - TTTAATGTGTATT - NEMP1 8insATAATACAC73_F174delinsHNTHX
XH_P49 12 85492233 85492233 Silent SNP A T A LRRIQ1 c.A2988T p.L996L
XH_P49 12 117287228 117287228 Missense_Mutation SNP C T C RNFT2 c.C1310T p.T437M
XH_P49 12 123333143 123333143 Silent SNP C T C HIP1R c.C288T p.D96D
XH_P49 12 123834966 123834966 Nonsense_Mutation INS - TTTTTTTTT - SBNO1 2_23insAAAAAAA p.L8delinsX
XH_P49 12 123834968 123834968 Frame_Shift_Ins INS - GATAG - SBNO1 c.20_21insCTATC p.D7fs
XH_P49 12 124829281 124829281 Missense_Mutation SNP C A C NCOR2 c.G4546T p.A1516S
XH_P49 12 125396296 125396296 Silent SNP A G A UBC c.T2022C p.T674T
XH_P49 12 133306450 133306450 Silent SNP T C T ANKLE2 c.A2298G p.R766R
XH_P49 12 133306452 133306452 In_Frame_Ins INS - CTGACATTTCACT - ANKLE2 6insGAAAGTGAA766delinsESEMSAR
XH_P49 13 46543289 46543289 Frame_Shift_Ins INS - A - ZC3H13 c.3389dupT p.F1130fs
XH_P49 13 53217447 53217447 Missense_Mutation SNP G A G HNRNPA1L2 c.G820A p.G274R
XH_P49 14 75150153 75150153 Frame_Shift_Ins INS - TAAAAATAATAC - AREL1 nsAAAGGTATTAT p.V109fs
XH_P49 14 105416378 105416378 Missense_Mutation SNP G A G AHNAK2 c.C5110T p.R1704W
XH_P49 15 23686518 23686518 Silent SNP T C T GOLGA6L2 c.A1104G p.E368E
XH_P49 15 41854918 41854918 Splice_Site SNP T G T TYRO3 . .
XH_P49 15 55710197 55710235 Frame_Shift_Del DEL CTTTTGTGAT - TTCTTTTGTGATTC DNAAF4 c.1144_1182del p.*382fs
XH_P49 15 65684700 65684700 Missense_Mutation SNP C A C IGDCC4 c.G1894T p.A632S
XH_P49 15 84909507 84909507 Silent SNP C T C GOLGA6L4 c.C1401T p.A467A
XH_P49 15 85788472 85788472 Missense_Mutation SNP G A G GOLGA6L3 c.G1165A p.D389N
XH_P49 15 89398825 89398825 Silent SNP C T C ACAN c.C3009T p.T1003T
XH_P49 15 89398826 89398826 Missense_Mutation SNP A G A ACAN c.A3010G p.T1004A
XH_P49 15 93515552 93515552 Nonsense_Mutation SNP C T C CHD2 c.C2410T p.R804X
XH_P49 16 1440694 1440694 Missense_Mutation SNP G A G UNKL c.C1025T p.A342V
XH_P49 16 20976195 20976195 Missense_Mutation SNP C T C DNAH3 c.G8873A p.G2958E
XH_P49 16 27215421 27215421 Missense_Mutation SNP G A G KDM8 c.G8A p.R3H



XH_P49 16 57397448 57397448 Missense_Mutation SNP C T C CCL22 c.C230T p.A77V
XH_P49 16 72991713 72991715 In_Frame_Del DEL CCA - CCA ZFHX3 c.2330_2332del p.777_778del
XH_P49 17 1961638 1961638 Missense_Mutation SNP C T C HIC1 c.C1711T p.R571W
XH_P49 17 3627502 3627502 Silent SNP G A G HASPIN c.G273A p.R91R
XH_P49 17 7793996 7793996 Frame_Shift_Ins INS - ATACCATATCTTA - CHD3 499insATACCATA p.H166fs
XH_P49 17 9760894 9760894 Splice_Site SNP G T G GLP2R . .
XH_P49 17 16097954 16097954 Splice_Site INS - AAATTTATCTT - NCOR1 . .
XH_P49 17 16285383 16285383 Silent SNP T C T UBB c.T162C p.R54R
XH_P49 17 18291544 18291544 Silent SNP A G A EVPLL c.A888G p.P296P
XH_P49 17 27216004 27216004 Silent SNP G A G FLOT2 c.C90T p.G30G
XH_P49 17 28380902 28380902 In_Frame_Ins INS - CCTTCTACT - EFCAB5 2_1763insCCTTCp.I588delinsTFYL
XH_P49 17 65888128 65888128 Frame_Shift_Ins INS - TT - BPTF c.2033_2034insT p.K678fs
XH_P49 17 65888129 65888129 Nonsense_Mutation INS - TAACCACC - BPTF 34_2035insTAACK678_L679delinsKX
XH_P49 17 78064053 78064145 In_Frame_Del DEL GCAGGCACGT - CGCAGGCACGTG CCDC40 c.2948_3040del p.983_1014del
XH_P49 18 13731869 13731869 In_Frame_Ins INS - ACTCTTTTCTCTTT - RNMT 4insAAACTCTTTTS118delinsSNSFLFL
XH_P49 18 13731871 13731871 Missense_Mutation SNP A G A RNMT c.A355G p.T119A
XH_P49 18 14763840 14763840 Frame_Shift_Ins INS - TTCCTGTA - ANKRD30B 76_977insTTCCT p.G326fs
XH_P49 18 29419411 29419411 Frame_Shift_Ins INS - AAAGGTTTGAGCT - TRAPPC8 AAAATAAAGCTCA p.E1283fs
XH_P49 18 56587569 56587569 Missense_Mutation SNP C T C ZNF532 c.C2050T p.P684S
XH_P49 19 2805117 2805117 Silent SNP C T C THOP1 c.C693T p.C231C
XH_P49 19 3964978 3964978 Missense_Mutation SNP G A G DAPK3 c.C74T p.A25V
XH_P49 19 4366559 4366559 Silent SNP G A G SH3GL1 c.C126T p.V42V
XH_P49 19 5231496 5231496 Silent SNP C T C PTPRS c.G1941A p.P647P
XH_P49 19 7707889 7707889 Silent SNP C G C STXBP2 c.C972G p.S324S
XH_P49 19 8191415 8191415 Missense_Mutation SNP G A G FBN3 c.C2491T p.R831W
XH_P49 19 11465349 11465349 Missense_Mutation SNP A T A CCDC159 c.A866T p.K289M
XH_P49 19 12817546 12817546 Missense_Mutation SNP G A G TNPO2 c.C1334T p.S445L
XH_P49 19 12903507 12903507 Missense_Mutation SNP G A G JUNB c.G922A p.A308T
XH_P49 19 20727918 20727918 Missense_Mutation SNP C G C ZNF737 c.G1091C p.S364T
XH_P49 19 21300069 21300069 Missense_Mutation SNP T A T ZNF714 c.T599A p.F200Y
XH_P49 19 21476689 21476689 Missense_Mutation SNP T C T ZNF708 c.A887G p.E296G
XH_P49 19 21477189 21477189 Silent SNP T C T ZNF708 c.A387G p.E129E
XH_P49 19 21720507 21720507 Missense_Mutation SNP G C G ZNF429 c.G1460C p.R487T
XH_P49 19 21909915 21909915 Missense_Mutation SNP A G A ZNF100 c.T554C p.F185S
XH_P49 19 21990712 21990795 In_Frame_Del DEL TTATGTGTAGA - CTTATGTGTAGAA ZNF43 c.1849_1932del p.617_644del
XH_P49 19 22154797 22154797 Silent SNP T G T ZNF208 c.A3039C p.S1013S
XH_P49 19 22155346 22155346 Silent SNP T C T ZNF208 c.A2490G p.E830E
XH_P49 19 22157238 22157238 Missense_Mutation SNP A G A ZNF208 c.T598C p.S200P
XH_P49 19 22157239 22157239 Missense_Mutation SNP A T A ZNF208 c.T597A p.N199K
XH_P49 19 22171625 22171625 Silent SNP T C T ZNF208 c.A90G p.R30R
XH_P49 19 22363008 22363008 Missense_Mutation SNP C G C ZNF676 c.G1511C p.R504P
XH_P49 19 22497383 22497383 Silent SNP T A T ZNF729 c.T1164A p.S388S
XH_P49 19 22498461 22498461 Missense_Mutation SNP T G T ZNF729 c.T2242G p.S748A
XH_P49 19 22499413 22499413 Missense_Mutation SNP A T A ZNF729 c.A3194T p.E1065V
XH_P49 19 22499464 22499464 Missense_Mutation SNP A G A ZNF729 c.A3245G p.D1082G
XH_P49 19 22499532 22499532 Missense_Mutation SNP C A C ZNF729 c.C3313A p.Q1105K
XH_P49 19 23836540 23836540 Missense_Mutation SNP T C T ZNF675 c.A1195G p.K399E
XH_P49 19 24310638 24310638 Frame_Shift_Ins INS - TTCTCTTCAGTATG - ZNF254 AGGGTTTCTCTTC p.F527fs
XH_P49 19 39088190 39088190 Nonsense_Mutation INS - ACACCTACCTATT - MAP4K1 1714insAATAGGT572_R573delinsNRX
XH_P49 19 43233310 43233310 Missense_Mutation SNP A T A PSG3 c.T1208A p.M403K
XH_P49 19 46095085 46095085 Missense_Mutation SNP G A G GPR4 c.C40T p.R14C
XH_P49 19 49926531 49926536 In_Frame_Del DEL CAGCAG - CAGCAG PTH2 c.61_66del p.21_22del
XH_P49 19 53058737 53058737 Silent SNP C T C ZNF808 c.C2568T p.F856F
XH_P49 19 53058738 53058738 Missense_Mutation SNP A G A ZNF808 c.A2569G p.S857G
XH_P49 19 53854248 53854248 Nonsense_Mutation INS - TTTCCACTTAAGT - ZNF845 TAGGTTTCCACTTN107delinsKYKHQX
XH_P49 19 53856223 53856223 Silent SNP C T C ZNF845 c.C2295T p.H765H
XH_P49 19 53959342 53959342 Silent SNP C T C ZNF761 c.C1581T p.C527C
XH_P49 19 58050159 58050159 Nonsense_Mutation INS - GTGTGGAT - ZNF549 8_1749insGTGTY583_K584delinsX
XH_P49 19 58850358 58850441 In_Frame_Del DEL GCACCTGACT - ACGCACCTGACTC ZSCAN22 c.1142_1225del p.381_409del
XH_P49 20 13279730 13279730 Missense_Mutation SNP G A G ISM1 c.G1019A p.R340H
XH_P49 20 42788391 42788391 Silent SNP G A G JPH2 c.C1036T p.L346L
XH_P49 20 44505644 44505644 Silent SNP G A G ZSWIM3 c.G447A p.S149S
XH_P49 21 41711106 41711106 Missense_Mutation SNP G A G DSCAM c.C1447T p.R483C
XH_P49 21 44592356 44592356 Missense_Mutation SNP G A G CRYAA c.G488A p.R163Q
XH_P49 22 38153807 38153818 In_Frame_Del DEL CCCGCACCCC - GCCCGCACCCCA TRIOBP c.736_747del p.246_249del
XH_P49 X 3530324 3530324 Missense_Mutation SNP T C T PRKX c.A994G p.N332D
XH_P49 X 10106856 10106856 Silent SNP C T C WWC3 c.C2964T p.C988C
XH_P49 X 16870993 16870993 Missense_Mutation SNP T A T RBBP7 c.A896T p.D299V
XH_P49 X 17745550 17745550 Frame_Shift_Ins INS - AGTAAAGA - NHS 0_2731insAGTA p.L910fs
XH_P49 X 17745551 17745551 Nonsense_Mutation INS - TTGAACTTCCAAT - NHS 732insCTTGAACTp.H911delinsPX
XH_P49 X 22117166 22117166 In_Frame_Ins INS - CTATTGTCTTTT - PHEX _977insCTATTGT.L326delinsPIVFF
XH_P49 X 23411203 23411203 Frame_Shift_Ins INS - GAGAAACC - PTCHD1 8_1569insGAGA p.S523fs
XH_P49 X 49179717 49179717 Silent SNP A G A GAGE12J c.A45G p.R15R
XH_P49 X 49179719 49179719 Missense_Mutation SNP C G C GAGE12J c.C47G p.P16R
XH_P49 X 50654021 50654021 Missense_Mutation SNP T A T BMP15 c.T238A p.S80T
XH_P49 X 54784914 54784914 Silent SNP C A C ITIH6 c.G1593T p.V531V
XH_P49 X 55748688 55748688 Missense_Mutation SNP G T G RRAGB c.G196T p.A66S
XH_P49 X 77276481 77276481 Frame_Shift_Ins INS - TTCCAATGAATTA - ATP7A TTTTGTTTCCAAT p.F863fs
XH_P49 X 109695944 109695944 Frame_Shift_Ins INS - TTTGTGG - RTL9 99_2100insTTTG p.Q700fs
XH_P49 X 109695945 109695945 In_Frame_Ins INS - CAG - RTL9 2100_2101insCAp.Q700delinsQQ
XH_P49 X 135291512 135291512 Missense_Mutation SNP G T G FHL1 c.G799T p.G267C
XH_P49 X 135312740 135312740 Frame_Shift_Ins INS - ACTAAGAAGTTT - MAP7D3 449insTAAACTT p.Q483fs
XH_P49 1 116577828 116577828 Missense_Mutation SNV A T T SLC22A15 c.965A>T P.Y322F
XH_P49 1 155028885 155028885 Missense_Mutation SNV C T T ADAM15 c.968C>T P.T323M
XH_P49 1 167059489 167059489 Silent SNV G T T GPA33 c.36C>A P.L12L
XH_P49 1 225594433 225594433 Silent SNV G A A LBR c.1416C>T P.A472A
XH_P49 1 246720806 246720806 Nonsense_Mutation SNV G A A TFB2M c.433C>T P.R145*
XH_P49 1 32126732 32126732 Splice_Site SNV A G G COL16A1 c.3772-12T>C
XH_P49 10 133950788 133950788 Missense_Mutation SNV G A A JAKMIP3 c.1279G>A P.V427M
XH_P49 10 51853613 51853613 Splice_Site SNV C G G FAM21A c.1123-7C>G
XH_P49 10 75294415 75294415 Missense_Mutation SNV C T T USP54 c.1258G>A P.G420R
XH_P49 12 123333143 123333143 Silent SNV C T T HIP1R c.288C>T P.D96D
XH_P49 12 124829281 124829281 Missense_Mutation SNV C A A NCOR2 c.4546G>T P.A1516S
XH_P49 12 39223248 39223248 Missense_Mutation SNV C T T CPNE8 c.340G>A P.G114R
XH_P49 12 56559303 56559303 Missense_Mutation SNV G T T SMARCC2 c.3031C>A P.P1011T
XH_P49 12 85492233 85492233 Silent SNV A T T LRRIQ1 c.2988A>T P.L996L
XH_P49 15 78213671 78213671 Splice_Site SNV G A A LOC645752 n.590+7C>T
XH_P49 15 84909507 84909507 Silent SNV C T T GOLGA6L4 c.1401C>T P.A467A



XH_P49 16 1440694 1440694 Missense_Mutation SNV G A A UNKL c.1025C>T P.A342V
XH_P49 16 20976195 20976195 Missense_Mutation SNV C T T DNAH3 c.9011G>A P.G3004E
XH_P49 17 9760894 9760894 Splice_Site SNV G T T GLP2R c.765+1G>T
XH_P49 19 11465349 11465349 Missense_Mutation SNV A T T CCDC159 c.866A>T P.K289M
XH_P49 19 12903507 12903507 Missense_Mutation SNV G A A JUNB c.922G>A P.A308T
XH_P49 19 4366559 4366559 Silent SNV G A A SH3GL1 c.126C>T P.V42V
XH_P49 19 46095085 46095085 Missense_Mutation SNV G A A GPR4 c.40C>T P.R14C
XH_P49 19 53456137 53456137 Splice_Site INDEL - A A ZNF816 c.64-8dupT
XH_P49 19 7707889 7707889 Silent SNV C G G STXBP2 c.972C>G P.S324S
XH_P49 19 8191415 8191415 Missense_Mutation SNV G A A FBN3 c.2491C>T P.R831W
XH_P49 2 1926562 1926562 Missense_Mutation SNV G T T MYT1L c.979C>A P.L327M
XH_P49 2 217142540 217142540 Silent SNV G A A MARCH4 c.720C>T P.A240A
XH_P49 2 74659644 74659644 Silent SNV G A A RTKN c.261C>T P.G87G
XH_P49 20 44505644 44505644 Silent SNV G A A ZSWIM3 c.447G>A P.S149S
XH_P49 21 44592356 44592356 Missense_Mutation SNV G A A LOC102724652 c.488G>A P.R163Q
XH_P49 22 38153807 38153818 Missense_Mutation INDEL CCCGCACCCC - - TRIOBP 5894delCCCAGC.P1962_T1965del
XH_P49 3 160233369 160233369 Splice_Site SNV C A A KPNA4 c.904-1G>T
XH_P49 3 170078979 170078979 Missense_Mutation SNV C T T SKIL c.860C>T P.P287L
XH_P49 3 192516360 192516360 Nonsense_Mutation SNV G A A MB21D2 c.1291C>T P.R431*
XH_P49 4 158262598 158262598 Missense_Mutation SNV C A A GRIA2 c.2027C>A P.T676N
XH_P49 5 128797089 128797089 Missense_Mutation SNV C A A ADAMTS19 c.386C>A P.P129Q
XH_P49 5 179318597 179318597 Splice_Site SNV A C C TBC1D9B c.837-11T>G
XH_P49 6 152461140 152461140 Missense_Mutation SNV C T T SYNE1 c.25259G>A P.R8420H
XH_P49 6 152671362 152671362 Missense_Mutation SNV G C C SYNE1 c.11842C>G P.P3948A
XH_P49 6 35280286 35280286 Missense_Mutation SNV C A A DEF6 c.631C>A P.Q211K
XH_P49 6 4995510 4995510 Splice_Site SNV A G G RPP40 c.825T>C P.C275C
XH_P49 6 96997335 96997335 Missense_Mutation SNV C G G UFL1 c.1568C>G P.S523C
XH_P49 8 116426722 116426722 Silent SNV C T T TRPS1 c.3387G>A P.P1129P
XH_P49 8 27146721 27146721 Missense_Mutation SNV G T T TRIM35 c.743C>A P.A248E
XH_P49 8 39634659 39634659 Nonsense_Mutation SNV C A A ADAM2 c.856G>T P.E286*
XH_P49 X 135291512 135291512 Missense_Mutation SNV G T T FHL1 c.799G>T P.G267C
XH_P49 X 17745550 17745550 Frame_Shift_Ins INDEL - AGTAAAGA AGTAAAGA NHS 3_2794insAGTA P.H932fs
XH_P49 X 17745551 17745551 In_Frame_Ins INDEL - TTGAACTTCCAATTTGAACTTCCAAT NHS 795insCTTGAACT932delinsPTerTSNY
XH_P49 X 50654021 50654021 Missense_Mutation SNV T A A BMP15 c.238T>A P.S80T
XH_P49 X 54784914 54784914 Silent SNV C A A ITIH6 c.1593G>T P.V531V
XH_P49 X 55748688 55748688 Missense_Mutation SNV G T T RRAGB c.196G>T P.A66S
XH_P50 12 25398284 25398284 Missense_Mutation SNP C A A KRAS c.35G>T p.G12V
XH_P50 2 198267484 198267484 Missense_Mutation SNP G A A SF3B1 c.1873C>T p.R625C
XH_P50 1 2333651 2333651 Missense_Mutation SNP C T C RER1 c.C371T p.A124V
XH_P50 1 6279342 6279342 Missense_Mutation SNP C T C RNF207 c.C1780T p.P594S
XH_P50 1 11876733 11876733 Frame_Shift_Ins INS - GGCCAAGATGTA - CLCN6 0insTTGGCCAAGA p.G70fs
XH_P50 1 21806710 21806710 Missense_Mutation SNP T G T NBPF3 c.T1165G p.L389V
XH_P50 1 31501697 31501697 Nonsense_Mutation INS - ACCTCTCCCATCG - PUM1 sAGAGCGATGGG6_E127delinsEERWERX
XH_P50 1 33060799 33060799 Frame_Shift_Ins INS - TTGTCAATGTAAT - ZBTB8A 969insTTGTCAAT p.D323fs
XH_P50 1 39854271 39854271 Frame_Shift_Ins INS - CTCTTCT - MACF1 71_9572insCTCT p.L3191fs
XH_P50 1 40735760 40735760 Frame_Shift_Ins INS - AAAA - ZMPSTE24 .588_589insAAA p.F196fs
XH_P50 1 40735761 40735761 Nonsense_Mutation INS - AAATAAATACAAA - ZMPSTE24 CTGATAAATAAAT p.F197delinsX
XH_P50 1 42049976 42049976 Missense_Mutation SNP C T C HIVEP3 c.G493A p.V165M
XH_P50 1 43632906 43632906 Nonsense_Mutation INS - TCAACTCTAAAGT - EBNA1BP2 CAGGTACTTTAG_Q181delinsRVAGTLELIX
XH_P50 1 52272550 52272550 Nonsense_Mutation INS - CATGTGATTATCT - NRDC 026insTAGATAATp.E676delinsX
XH_P50 1 52306000 52306000 In_Frame_Ins INS - AGCTTTATT - NRDC 7_528insAATAAAp.D176delinsEIKL
XH_P50 1 52306002 52306002 Missense_Mutation SNP C T C NRDC c.G526A p.D176N
XH_P50 1 52499413 52499413 Silent SNP G A G KTI12 c.C21T p.C7C
XH_P50 1 53547798 53547800 In_Frame_Del DEL GAA - GAA PODN c.1951_1953del p.651_651del
XH_P50 1 62240999 62240999 Frame_Shift_Ins INS - TCCAATACAATCA - PATJ 3insTTTCCAATAC p.A281fs
XH_P50 1 62672944 62672944 Missense_Mutation SNP G T G L1TD1 c.G644T p.R215I
XH_P50 1 62676780 62676780 Frame_Shift_Ins INS - CTCCTCTATATCT - L1TD1 5insTCTCTCCTCT p.R778fs
XH_P50 1 63284825 63284825 Frame_Shift_Ins INS - AAAG - ATG4C .544_545insAAA p.I182fs
XH_P50 1 63284826 63284826 Nonsense_Mutation INS - AGATTAA - ATG4C 45_546insAGATT182_G183delinsIDX
XH_P50 1 66075787 66075787 Frame_Shift_Ins INS - GGGCCCTG - LEPR 0_1911insGGGC p.K637fs
XH_P50 1 66075789 66075789 Missense_Mutation SNP G A G LEPR c.G1912A p.V638I
XH_P50 1 70644669 70644669 Nonsense_Mutation INS - TAAAGGAGCTAAT - LRRC40 ACAAGATTAGCTC23_H224delinsKQDX
XH_P50 1 78383422 78383422 Nonsense_Mutation INS - AA - NEXN c.199_200insAA.W67_N68delinsX
XH_P50 1 78383423 78383423 Frame_Shift_Ins INS - TATAAAAAATATT - NEXN nsCAATATAAAAA p.W67fs
XH_P50 1 100155294 100155294 Frame_Shift_Ins INS - TCATTGT - PALMD 78_1479insTCAT p.N493fs
XH_P50 1 104166788 104166788 Frame_Shift_Ins INS - ATCATTAACATCC - AMY2A 92insCAATCATTA p.Q431fs
XH_P50 1 109815303 109815303 Frame_Shift_Ins INS - AAGACCAGCAGC - CELSR2 AAGGTCAAGACC p.L2699fs
XH_P50 1 145305994 145305994 In_Frame_Ins INS - TCTACGTGT - NBPF10 5_1636insTCTACp.P545delinsPSTC
XH_P50 1 149761715 149761715 Nonsense_Mutation INS - GCTAAACAGGCAA - FCGR1A 6insATGCTAAACA222_L223delinsGCX
XH_P50 1 150975177 150975177 Frame_Shift_Ins INS - TGCTGATG - MINDY1 60_61insCATCAG p.S21fs
XH_P50 1 152279476 152279476 Missense_Mutation SNP C T C FLG c.G7886A p.R2629H
XH_P50 1 152325102 152325102 Silent SNP A T A FLG2 c.T5160A p.T1720T
XH_P50 1 154067520 154067520 Nonsense_Mutation INS - TCTGCTGAATTTA - NUP210L nsAAACTAAATTL693_N694delinsX
XH_P50 1 154171977 154171977 In_Frame_Ins INS - ACATACCTGGAT - C1orf189 232insATCCAGGp.F78delinsIQVCF
XH_P50 1 155737298 155737298 Nonsense_Mutation INS - AAAATA - GON4L 680_2681insTATp.G894delinsVFX
XH_P50 1 155737299 155737299 Nonsense_Mutation SNP C A C GON4L c.G2680T p.G894X
XH_P50 1 158390302 158390302 Frame_Shift_Ins INS - ACTTTAGT - OR10K2 54_355insACTAA p.G119fs
XH_P50 1 158655138 158655138 Splice_Site SNP C A C SPTA1 . .
XH_P50 1 158655139 158655139 Splice_Site SNP T C T SPTA1 . .
XH_P50 1 158687092 158687092 Frame_Shift_Ins INS - ATGATCT - OR6K3 13_814insAGATC p.A272fs
XH_P50 1 159283723 159283723 In_Frame_Ins INS - TTTTCCTTT - OR10J3 6_727insAAAGGA.A243delinsKGKA
XH_P50 1 159283725 159283725 Frame_Shift_Ins INS - GTTTATAAATATG - OR10J3 725insACATATTT p.C242fs
XH_P50 1 169510865 169510865 Frame_Shift_Ins INS - TTTAG - F5 462_3463insCTA p.E1155fs
XH_P50 1 169511336 169511336 Frame_Shift_Ins INS - GATA - F5 2991_2992insTA p.H998fs
XH_P50 1 169511338 169511338 Frame_Shift_Ins INS - CT - F5 .2989_2990insA p.G997fs
XH_P50 1 169762108 169762108 Frame_Shift_Ins INS - CCCAGATTATTAT - METTL18 9insCTATAATAA p.D243fs
XH_P50 1 169762110 169762110 Missense_Mutation SNP C A C METTL18 c.G727T p.D243Y
XH_P50 1 172425611 172425611 Frame_Shift_Ins INS - TTCCTCACCTCTCT - C1orf105 26insTTTCCTCAC p.T75fs
XH_P50 1 172425613 172425613 Frame_Shift_Ins INS - TCTC - C1orf105 .227_228insTCT p.C76fs
XH_P50 1 175304899 175304899 Frame_Shift_Ins INS - CATTAATAGTCTC - TNR insTAAGAGACTA p.K860fs
XH_P50 1 179528893 179528893 Frame_Shift_Ins INS - ATAATGATATG - NPHS2 _455insCATATCA p.L152fs
XH_P50 1 182827921 182827921 Silent SNP C T C DHX9 c.C954T p.F318F
XH_P50 1 183602293 183602293 Nonsense_Mutation INS - ATAGCCCTATAAT - ARPC5 sCTACATTATAGGp.I50delinsTTLX
XH_P50 1 186320527 186320527 Frame_Shift_Ins INS - T - TPR c.2544_2545insA p.S849fs
XH_P50 1 186320528 186320528 Frame_Shift_Ins INS - CAGTAAAGTTA - TPR _2544insTAACTT p.I848fs
XH_P50 1 196712732 196712732 Frame_Shift_Ins INS - AAAAGAAGTGGT - CFH 285insAAAAAGA p.N1095fs
XH_P50 1 198492676 198492676 Frame_Shift_Ins INS - AAATGAGAACCTT - ATP6V1G3 2insTTAAGGTTCT p.N68fs
XH_P50 1 214819912 214819912 Frame_Shift_Ins INS - GATTCTTCTTTGA - CENPF 7000insGATTCTT p.L2333fs



XH_P50 1 215793715 215793715 Nonsense_Mutation INS - GAAATACAG - KCTD3 7_2198insGAAAT p.F733delinsX
XH_P50 1 222801129 222801129 In_Frame_Ins INS - CTTATCCAC - MIA3 7_568insCTTATCp.S189delinsSLIH
XH_P50 1 227842507 227842507 In_Frame_Ins INS - TTTTATGTTTTGTT - ZNF678 2insTCTTTTATGTTC241delinsFFYVLLG
XH_P50 1 230805222 230805222 Frame_Shift_Ins INS - ATAAAATCAAAAT - COG2 nsTATATAAAATC p.K239fs
XH_P50 1 247694985 247694985 Missense_Mutation SNP G C G OR2C3 c.C829G p.L277V
XH_P50 1 248789733 248789733 Frame_Shift_Ins INS - C - OR2T11 c.696_697insG p.K233fs
XH_P50 1 248789734 248789734 In_Frame_Ins INS - ATACCA - OR2T11 695_696insTGGTp.K232delinsNGI
XH_P50 1 248814136 248814136 Nonsense_Mutation INS - CTTCCTC - OR2T27 49_50insGAGGAAp.L17_F18delinsX
XH_P50 1 248814137 248814137 Missense_Mutation SNP A T A OR2T27 c.T49A p.L17M
XH_P50 2 10132240 10132240 Frame_Shift_Ins INS - TAAAGTGCCACTG - GRHL1 8insTGTTAAAGTG p.D476fs
XH_P50 2 21228564 21228564 Silent SNP A G A APOB c.T11176C p.L3726L
XH_P50 2 21228566 21228566 Frame_Shift_Ins INS - GACTCCTTGATTC - APOB 1174insGGAATCA p.V3725fs
XH_P50 2 21364244 21364244 In_Frame_Ins INS - TTGGTCTATTTTT - TDRD15 06insAATTGGTCT1302delinsSIGLFFF
XH_P50 2 24033367 24033367 Nonsense_Mutation INS - TTGATTATTCATT - ATAD2B AATGCTAATGAAT58_Y759delinsLILECX
XH_P50 2 44569677 44569677 Nonsense_Mutation INS - ATTTAAAGTACTG - PREPL AAAGTCAGTACT211delinsQSQYFKX
XH_P50 2 55561359 55561359 Silent SNP G A G CCDC88A c.C2598T p.N866N
XH_P50 2 55561361 55561361 In_Frame_Ins INS - TCTATCAGTAATT - CCDC88A nsTGCAAATTACT866delinsCKLLIDSN
XH_P50 2 61719478 61719478 Silent SNP G A G XPO1 c.C1705T p.L569L
XH_P50 2 61719479 61719479 Nonsense_Mutation INS - ATTAACACTATTA - XPO1 704insATAATAGK568_L569delinsKX
XH_P50 2 64196115 64196115 Frame_Shift_Ins INS - GTCTTTCTTTCTTT - VPS54 AGAAAAAGAAAG p.R144fs
XH_P50 2 71211378 71211378 Frame_Shift_Ins INS - ATGCAGTGTGCAC - ANKRD53 CAAGGATGCAGT p.F343fs
XH_P50 2 71650848 71650848 Frame_Shift_Ins INS - CCTATTTGAAGAT - ZNF638 nsTGTTCCTATTTG p.P1402fs
XH_P50 2 73799626 73799626 Frame_Shift_Ins INS - ACGGGTAGTAT - ALMS1 _10620insACGGG p.D3540fs
XH_P50 2 99949585 99949585 Frame_Shift_Ins INS - A - TXNDC9 c.88_89insT p.D30fs
XH_P50 2 99949587 99949587 Frame_Shift_Ins INS - TATTACTGTT - TXNDC9 _87insAACAGTA p.L29fs
XH_P50 2 108627182 108627182 Nonsense_Mutation INS - CTGATTATATATA - SLC5A7 94insTTCTGATTA431_I432delinsNFX
XH_P50 2 113590354 113590354 Frame_Shift_Ins INS - AAAAAATATTAAA - IL1B insCTTTTTAATAT p.A117fs
XH_P50 2 113590356 113590356 Missense_Mutation SNP C A C IL1B c.G349T p.A117S
XH_P50 2 125204474 125204474 Missense_Mutation SNP G A G CNTNAP5 c.G878A p.R293H
XH_P50 2 136690399 136690399 In_Frame_Ins INS - ATATTGACTTTCT - DARS 18insAAGAAAGT T73delinsKESQYP
XH_P50 2 159312926 159312926 Splice_Site INS - T - CCDC148 . .
XH_P50 2 160128275 160128284 Frame_Shift_Del DEL ACTCAGTGTA - ACTCAGTGTA WDSUB1 c.192_201del p.S64fs
XH_P50 2 160879354 160879354 In_Frame_Ins INS - TGTAGTAACTACT - PLA2R1 nsTAAAAGTAGTTK372delinsNKSSYYII
XH_P50 2 165578747 165578747 Frame_Shift_Ins INS - AGTTTTGTTTTCTA - COBLL1 CAAAATAGAAAAC p.K278fs
XH_P50 2 168115140 168115140 Nonsense_Mutation INS - CTTTTAAATTCAG - XIRP2 9insTCACTTTTAA.M473delinsIHFX
XH_P50 2 182403985 182403985 Frame_Shift_Ins INS - TTTTCTGAAGCAG - CERKL nsGAAACTGCTT p.F345fs
XH_P50 2 186658847 186658847 Frame_Shift_Ins INS - TG - FSIP2 .6984_6985insT p.F2328fs
XH_P50 2 186658848 186658848 Frame_Shift_Ins INS - GTGTCTT - FSIP2 85_6986insGTGT p.T2329fs
XH_P50 2 196737189 196737189 In_Frame_Ins INS - TGTTATTGAAATG - DNAH7 8insCCCATTTCAAK2140delinsPISITGK
XH_P50 2 202358592 202358592 Frame_Shift_Ins INS - AAGTTTGTCATCA - C2CD6 72insTGTGATGAC p.H824fs
XH_P50 2 203964422 203964422 Nonsense_Mutation INS - CACATTTGTTAAT - NBEAL1 GTGAGCACATTTS390_P391delinsSX
XH_P50 2 207171368 207171368 Frame_Shift_Ins INS - CTTCAGAAGAT - ZDBF2 _2117insCTTCAG p.L706fs
XH_P50 2 207171370 207171370 Silent SNP G T G ZDBF2 c.G2118T p.L706L
XH_P50 2 207175098 207175098 Nonsense_Mutation INS - GTAACCTT - ZDBF2 46_5847insGTAA949_C1950delinsRX
XH_P50 2 207175330 207175330 Nonsense_Mutation INS - TTATTTTTCTTTTC - ZDBF2 GTCTAATTATTTTT026_F2027delinsPLVX
XH_P50 2 209035738 209035738 Frame_Shift_Ins INS - AAATG - C2orf80 503_504insCATT p.S168fs
XH_P50 2 209035740 209035740 Frame_Shift_Ins INS - AGAATAAT - C2orf80 01_502insATTAT p.S168fs
XH_P50 2 216256500 216256500 Nonsense_Mutation INS - ATATTAACCTAG - FN1 4insGCTCTAGGTp.I1278delinsMLX
XH_P50 2 216298165 216298165 In_Frame_Ins INS - ATGGTACAGCTTA - FN1 nsGAATAAGCTGD99delinsENKLYHR
XH_P50 2 228389615 228389615 Frame_Shift_Ins INS - TAACTATAAAGA - AGFG1 9insATTAACTATA p.H226fs
XH_P50 2 234526800 234526800 Frame_Shift_Ins INS - CCAGAGTG - UGT1A8 7_448insCCAGA p.P149fs
XH_P50 2 234526802 234526802 Missense_Mutation SNP T A T UGT1A8 c.T449A p.F150Y
XH_P50 3 4847859 4847859 Frame_Shift_Ins INS - AGACCCAT - ITPR1 91_6992insAGAC p.M2331fs
XH_P50 3 14708937 14708937 Missense_Mutation SNP G A G CCDC174 c.G731A p.R244Q
XH_P50 3 27460042 27460042 Frame_Shift_Ins INS - CATTTTTTACT - SLC4A7 _1210insAGTAAA p.V404fs
XH_P50 3 27475501 27475501 Frame_Shift_Ins INS - CTGCTTTGTTTCT - SLC4A7 72insAAGAAACA p.Q224fs
XH_P50 3 31663787 31663787 Nonsense_Mutation INS - CTGAACTAGATAC - STT3B 1527insCTGAACTN509_L510delinsNX
XH_P50 3 40251559 40251559 Frame_Shift_Ins INS - TGTTGCTTCTT - MYRIP _1320insTGTTGC p.Q440fs
XH_P50 3 43344816 43344816 Frame_Shift_Ins INS - AAATATTT - SNRK 21_122insAAATA p.K41fs
XH_P50 3 43344818 43344818 In_Frame_Ins INS - ACT - SNRK c.123_124insACTp.K41delinsKT
XH_P50 3 44285155 44285155 Frame_Shift_Ins INS - TTGGTTT - TOPAZ1 57_1158insTTGG p.H386fs
XH_P50 3 44285157 44285157 Frame_Shift_Ins INS - CTTTGGT - TOPAZ1 59_1160insCTTT p.N387fs
XH_P50 3 44364722 44364722 Frame_Shift_Ins INS - ACCCATTATAGG - TOPAZ1 611insTACCCATT p.L1537fs
XH_P50 3 52554531 52554531 Missense_Mutation SNP G A G STAB1 c.G5615A p.R1872H
XH_P50 3 88189595 88189595 Frame_Shift_Ins INS - ATTGTTT - ZNF654 37_2438insATTG p.T813fs
XH_P50 3 88189597 88189597 Frame_Shift_Ins INS - CT - ZNF654 .2439_2440insC p.T813fs
XH_P50 3 97591017 97591017 Missense_Mutation SNP G T G CRYBG3 c.G979T p.A327S
XH_P50 3 97591019 97591019 Frame_Shift_Ins INS - CAATGTG - CRYBG3 81_982insCAATG p.A327fs
XH_P50 3 98072961 98072961 Nonsense_Mutation INS - ACATAAATTGTAA - OR5K4 65insACATAAATE88_D89delinsETX
XH_P50 3 100551174 100551174 Frame_Shift_Ins INS - ATGTACATATAAT - ABI3BP 993insGATTATA p.R665fs
XH_P50 3 100551176 100551176 Missense_Mutation SNP T A T ABI3BP c.A1991T p.K664I
XH_P50 3 107492413 107492413 Nonsense_Mutation DEL C - C BBX c.1845delC p.C615X
XH_P50 3 107492415 107492420 In_Frame_Del DEL AAGGTG - AAGGTG BBX c.1847_1852del p.616_618del
XH_P50 3 109056323 109056323 Nonsense_Mutation INS - TTTATTTTATTTTA - DPPA4 insTTAAAATAAAA14_K15delinsAX
XH_P50 3 112731660 112731660 Splice_Site INS - TATTTTCTTATGG - NEPRO . .
XH_P50 3 118931445 118931445 Frame_Shift_Ins INS - AACAA - B4GALT4 985_986insTTGT p.H329fs
XH_P50 3 118931446 118931446 Frame_Shift_Ins INS - ACAGC - B4GALT4 984_985insGCTG p.H329fs
XH_P50 3 119634996 119634996 Frame_Shift_Ins INS - ACAGTAATTCTTA - GSK3B 503insTAAGAATT p.S168fs
XH_P50 3 120053953 120053953 Nonsense_Mutation INS - TTCAGTATTCATG - LRRC58 63insACATGAATAN221delinsKHEYX
XH_P50 3 120489718 120489718 Frame_Shift_Ins INS - CC - GTF2E1 c.592_593insCC p.N198fs
XH_P50 3 120489720 120489720 Frame_Shift_Ins INS - ATTTAGATTCTAC - GTF2E1 5insCATTTAGAT p.N198fs
XH_P50 3 125170265 125170265 Splice_Site INS - TAGGATTTCTGTT - SNX4 . .
XH_P50 3 125279353 125279353 Frame_Shift_Ins INS - A - OSBPL11 c.1024_1025insT p.E342fs
XH_P50 3 125279354 125279354 Nonsense_Mutation INS - TAAATTTTAATTTT - OSBPL11 nsAATTAAAATTAE342_I343delinsNX
XH_P50 3 130150671 130150671 Nonsense_Mutation INS - TAAAGCTCTCTTC - COL6A5 12insATTAAAGCT1871_S1872delinsYX
XH_P50 3 145797021 145797021 In_Frame_Ins INS - TTTTTTTGGTTCT - PLOD2 382insCAGAACCAM461delinsTEPKKL
XH_P50 3 157082256 157082256 In_Frame_Ins INS - ATCACTCTGTTA - VEPH1 1173insTAACAG E391delinsDNRVI
XH_P50 3 169555331 169555331 Frame_Shift_Ins INS - TTTTATTTTCT - LRRIQ4 5_1596insTTTTAT p.K532fs
XH_P50 3 169555333 169555333 Missense_Mutation SNP C T C LRRIQ4 c.C1597T p.P533S
XH_P50 3 183952534 183952534 Silent SNP G A G VWA5B2 c.G279A p.G93G
XH_P50 3 186435449 186435449 Frame_Shift_Ins INS - AATTTGACAAT - KNG1 _119insAATTTGA p.A40fs
XH_P50 3 187440335 187440335 Frame_Shift_Del DEL G - G BCL6 c.1864delC p.R622fs
XH_P50 3 194336331 194336331 Missense_Mutation SNP C A C TMEM44 c.G879T p.L293F
XH_P50 3 195514481 195514481 In_Frame_Ins INS - AGCCTT - MUC4 969_3970insAAG.G1324delinsKAG
XH_P50 3 196612373 196612373 Frame_Shift_Ins INS - GAATTTTCCTCTG - SENP5 nsATAGAATTTTC p.S107fs
XH_P50 4 437249 437249 Missense_Mutation SNP C T C ZNF721 c.G1007A p.G336E
XH_P50 4 3132146 3132146 Nonsense_Mutation INS - AGTATGATTATTC - HTT 1983insAGTATGA661_K662delinsKVX
XH_P50 4 13606472 13606472 Frame_Shift_Ins INS - CATAAATATAAA - BOD1L1 AATCACCTTTATA p.E684fs



XH_P50 4 15638268 15638268 In_Frame_Ins INS - TTTTTCTAGATGA - FBXL5 AATATTCATCTAGlinsIINVNEYSSRKIHENILK
XH_P50 4 37848718 37848718 Frame_Shift_Ins INS - ACTCTAAA - PGM2 74_1175insACTC p.G392fs
XH_P50 4 40434705 40434725 In_Frame_Del DEL GCGGCGGCT - CTGCGGCGGCTG RBM47 c.1278_1298del p.426_433del
XH_P50 4 69964374 69964374 Frame_Shift_Ins INS - TAATTACTTCAGG - UGT2B7 CAAGATAATTACT p.L280fs
XH_P50 4 71115135 71115135 Frame_Shift_Ins INS - GCCCAAACCTGCA - CSN3 ACGTCGCCCAAAC p.P170fs
XH_P50 4 74043241 74043241 Frame_Shift_Ins INS - GGTATTTAGAATG - ANKRD17 GTATCATTCTAAA p.F22fs
XH_P50 4 104116352 104116352 Missense_Mutation SNP C T C CENPE c.G396A p.M132I
XH_P50 4 106879713 106879713 Frame_Shift_Ins INS - TTTAATTATATAT - NPNT sAAATATTTAATT p.P415fs
XH_P50 4 110880494 110880494 Missense_Mutation SNP G A G EGF c.G967A p.G323R
XH_P50 4 110880495 110880495 In_Frame_Ins INS - AGCAGTGTCCTCT - EGF sATTTAGCAGTGT323delinsGFSSVLCQ
XH_P50 4 114274678 114274678 Frame_Shift_Ins INS - CTCTTCCTCA - ANK2 4_4905insCTCTT p.G1635fs
XH_P50 4 121742465 121742465 Frame_Shift_Ins INS - CCTTT - PRDM5 335_336insAAAG p.D112fs
XH_P50 4 121742467 121742467 Frame_Shift_Ins INS - TGTTGATTGTCTT - PRDM5 TCTAGAAGACAA p.D112fs
XH_P50 4 123179958 123179958 Frame_Shift_Ins INS - TTCCTTGACAAAT - KIAA1109 3insATATTCCTTG p.S2241fs
XH_P50 4 140468167 140468167 Nonsense_Mutation INS - CTGCCATCAAAGA - SETD7 sTCTTCTTTGATG6_T27delinsFFFDGRX
XH_P50 4 142950041 142950041 Nonsense_Mutation INS - TCTTTTTTGTTTGT - INPP4B TAAAAACAAACAp.L890delinsQX
XH_P50 4 144465126 144465126 Splice_Site SNP G C G SMARCA5 . .
XH_P50 4 144465127 144465127 Splice_Site INS - TCTTTAAGGAAAT - SMARCA5 . .
XH_P50 4 144618277 144618277 Nonsense_Mutation INS - CAGAGACAA - FREM3 1_3552insTTGTCp.I1184delinsICLX
XH_P50 4 153884187 153884187 Missense_Mutation SNP G A G FHDC1 c.G934A p.G312S
XH_P50 4 154249812 154249812 Missense_Mutation SNP G C G TRIM2 c.G2072C p.S691T
XH_P50 4 154249813 154249813 Frame_Shift_Ins INS - GTATGAAATATTT - TRIM2 074insTGTATGAA p.S691fs
XH_P50 4 155157600 155157600 Nonsense_Mutation INS - GACCTATTCTA - DCHS2 _6839insTAGAAT280_F2281delinsIEX
XH_P50 4 155719264 155719264 Frame_Shift_Ins INS - AACTCATCTTCAT - RBM46 4insCTAACTCATC p.E151fs
XH_P50 4 159894390 159894390 Nonsense_Mutation INS - TTGAATTCTTTAT - C4orf45 138insATAAAGAAA46_L47delinsAX
XH_P50 4 175184109 175184109 Frame_Shift_Ins INS - ACTTTGAGATGCT - FBXO8 35insGAGCATCT p.K45fs
XH_P50 4 177608650 177608650 In_Frame_Ins INS - AATGCT - VEGFC 835_836insAGCAp.I279delinsKHF
XH_P50 4 187179342 187179342 Nonsense_Mutation INS - AATAGTAGAAAG - KLKB1 nsATAAAATAGT631_A632delinsKIKX
XH_P50 5 10256245 10256245 Nonsense_Mutation INS - CTTCACTTTTAGT - CCT5 346insCTTCACTT15_T116delinsKLHFX
XH_P50 5 33751560 33751560 Frame_Shift_Ins INS - TCTTTTTTTTTTTA - ADAMTS12 insATTAAAAAAA p.Y195fs
XH_P50 5 36976156 36976156 Frame_Shift_Ins INS - ATAGAAGTAACA - NIPBL sATTCGATAGAA p.S383fs
XH_P50 5 36985858 36985858 Frame_Shift_Ins INS - TTTTTGTT - NIPBL 76_2577insTTTTT p.D859fs
XH_P50 5 36985860 36985860 Frame_Shift_Ins INS - TTATCATG - NIPBL 78_2579insTTAT p.S860fs
XH_P50 5 54416265 54416265 Frame_Shift_Ins INS - AGTT - CDC20B 1328_1329insAA p.S443fs
XH_P50 5 54416266 54416266 Nonsense_Mutation INS - TTAATATAATTTG - CDC20B nsAACACAAATTAS443delinsKHKLYX
XH_P50 5 54929718 54929718 Frame_Shift_Ins INS - TAAA - SLC38A9 1104_1105insTT p.N369fs
XH_P50 5 54929720 54929720 Frame_Shift_Ins INS - GTGA - SLC38A9 1102_1103insTC p.D368fs
XH_P50 5 64020298 64020298 Frame_Shift_Ins INS - CTGGCAATATA - SREK1IP1 _381insTATATTG p.K127fs
XH_P50 5 64625294 64625294 In_Frame_Ins INS - ATGATGTTATTAT - ADAMTS6 nsCACAATAATAAA378delinsATIITSSI
XH_P50 5 68651571 68651571 Frame_Shift_Ins INS - TGTTGTTGTTTGT - AK6 ACAAAACAAACAA p.D74fs
XH_P50 5 74137492 74137492 Frame_Shift_Ins INS - ACTTTATGGCTTT - FAM169A TTTAAAGCCATAA p.P4fs
XH_P50 5 94859466 94859466 Frame_Shift_Ins INS - TAAATGAAAATA - TTC37 ATAAAAATATTTT p.D509fs
XH_P50 5 102895168 102895168 Frame_Shift_Ins INS - TTCTT - NUDT12 153_154insAAGA p.C52fs
XH_P50 5 102895170 102895170 Splice_Site INS - CGTTAGGAACCA - NUDT12 . .
XH_P50 5 114607044 114607044 In_Frame_Ins INS - TAGTCTAGTGGGA - CCDC112 nsTCTTTCCCACT400delinsSFPLDYNL
XH_P50 5 123983834 123983834 Frame_Shift_Ins INS - AAGGACAAAGAA - ZNF608 2243insCTTCTTT p.Q748fs
XH_P50 5 132545934 132545934 Frame_Shift_Ins INS - GAGTTCTTCTCTC - FSTL4 CCACTGAGAGAA p.Q555fs
XH_P50 5 140764484 140764484 Missense_Mutation SNP C T C PCDHGA7 c.C2018T p.A673V
XH_P50 6 7583436 7583436 Frame_Shift_Ins INS - CTTC - DSP 4144_4145insCT p.Y1382fs
XH_P50 6 7583437 7583437 Nonsense_Mutation INS - ATTCTCT - DSP 45_4146insATTC1382_E1383delinsX
XH_P50 6 7606393 7606393 Frame_Shift_Ins INS - AATGTTAATCA - SNRNP48 _937insAATGTTA p.K312fs
XH_P50 6 7606395 7606395 Missense_Mutation SNP A T A SNRNP48 c.A938T p.D313V
XH_P50 6 8430307 8430307 Silent SNP G A G SLC35B3 c.C87T p.S29S
XH_P50 6 8430308 8430308 Nonsense_Mutation INS - AATTTATGGGTA - SLC35B3 insAATACCCATAS29_K30delinsKYPX
XH_P50 6 8430367 8430367 Frame_Shift_Ins INS - GGCATTTACTAGT - SLC35B3 27insACTAGTAAA p.D9fs
XH_P50 6 22287722 22287722 Frame_Shift_Ins INS - CTCC - PRL 592_593insGGA p.N198fs
XH_P50 6 37247342 37247342 Nonsense_Mutation INS - TTATTATTGTAATA - TBC1D22B TTTGCTTATTATTGK126delinsICLLLX
XH_P50 6 38029466 38029466 Frame_Shift_Ins INS - AATAAAG - ZFAND3 10_211insAATAA p.N70fs
XH_P50 6 38029468 38029468 Frame_Shift_Ins INS - TGAT - ZFAND3 .212_213insTGA p.T71fs
XH_P50 6 46679325 46679325 Frame_Shift_Ins INS - CAATGTACCTGCT - PLA2G7 AAATGAGCAGGTA p.K191fs
XH_P50 6 49456372 49456372 Frame_Shift_Ins INS - TGAATTTTGTTCT - CENPQ 1insTCTGAATTTT p.K217fs
XH_P50 6 51936934 51936934 Frame_Shift_Ins INS - C - PKHD1 c.580_581insG p.I194fs
XH_P50 6 51936936 51936936 Frame_Shift_Ins INS - CCTTATCTTT - PKHD1 _579insAAAGAT p.L193fs
XH_P50 6 53516782 53516782 Missense_Mutation SNP A T A KLHL31 c.T1519A p.C507S
XH_P50 6 54001630 54001630 Missense_Mutation SNP G T G MLIP c.G730T p.V244F
XH_P50 6 54001632 54001632 Nonsense_Mutation INS - CTCTAGTTAACTT - MLIP 733insCTCTAGTT244_L245delinsVLX
XH_P50 6 56366034 56366034 Splice_Site INS - GTGTTTCAAG - DST . .
XH_P50 6 56418059 56418059 Nonsense_Mutation INS - CTTTAACTT - DST 1_7662insAAGTTp.T2554delinsTSX
XH_P50 6 56418060 56418060 Frame_Shift_Ins INS - GCAATAGAAT - DST 0_7661insATTCTA p.T2554fs
XH_P50 6 70410746 70410746 Frame_Shift_Ins INS - TAGCTGTATCTTT - LMBRD1 99insATAAAGAT p.Y367fs
XH_P50 6 75904568 75904568 Frame_Shift_Ins INS - TTTAATGTTATTG - COL12A1 9insCTCAATAACA p.I57fs
XH_P50 6 76385167 76385167 Frame_Shift_Ins INS - TAGGTTCAGGGG - SENP6 89insTTTAGGTTC p.I463fs
XH_P50 6 76412668 76412668 Missense_Mutation SNP C G C SENP6 c.C2575G p.H859D
XH_P50 6 76412669 76412669 In_Frame_Ins INS - ATGACTAAATATG - SENP6 577insAATGACTAH859delinsQMTKYV
XH_P50 6 87970254 87970254 Nonsense_Mutation INS - AAATGAAGATTT - ZNF292 8insAGTAAATGAp.S2303delinsX
XH_P50 6 94066754 94066754 Frame_Shift_Ins INS - A - EPHA7 c.1004_1005insT p.P335fs
XH_P50 6 94066756 94066756 Nonsense_Mutation INS - TCACATCGTTTC - EPHA7 1003insGAAACG.P335delinsETMX
XH_P50 6 96997609 96997609 In_Frame_Ins INS - GATAAGTTTTATT - UFL1 3insGAGATAAGTL584delinsLEISFIK
XH_P50 6 111694778 111694778 Nonsense_Mutation INS - GTAGCTTTTA - REV3L _4780insTAAAA1594_I1595delinsX
XH_P50 6 116446642 116446642 In_Frame_Ins INS - TAAATTGAATTG - COL10A1 ATATACAATTCAAI5delinsNIQFNLPL
XH_P50 6 117860539 117860539 Nonsense_Mutation INS - TCTCTCTAATCCA - DCBLD1 9insTTATCTCTCT66_K367delinsELSLX
XH_P50 6 127794487 127794487 Frame_Shift_Ins INS - TGACATTTTTCTG - SOGA3 783insACAGAAA p.S928fs
XH_P50 6 131926605 131926605 Nonsense_Mutation INS - ATGTGCGTATTA - MED23 ATGAAATAATAC63_N464delinsTMKX
XH_P50 6 132891584 132891584 In_Frame_Ins INS - TTATCACAAAAAA - TAAR6 sTTGATTATCACA42delinsVDYHKKYR
XH_P50 6 146993502 146993502 Frame_Shift_Ins INS - CAAAAACATT - ADGB 6_987insCAAAAA p.E329fs
XH_P50 6 155131308 155131308 Nonsense_Mutation INS - TGTCTTATATTTAG - SCAF8 387insTTGTCTTA62_G463delinsKLSYIX
XH_P50 6 155565165 155565165 Frame_Shift_Ins INS - TTTTTTTTTTTTTT - TIAM2 CTTTTTTTTTTTTT p.E48fs
XH_P50 7 11582714 11582714 Nonsense_Mutation INS - AATGGCTAAAGA - THSD7A 1484insGTCTTTA495_G496delinsSLX
XH_P50 7 25175856 25175856 Frame_Shift_Ins INS - AACAGAATTTCCT - C7orf31 08insGAAGGAAA p.H503fs
XH_P50 7 27169932 27169934 In_Frame_Del DEL GCA - GCA HOXA4 c.419_421del p.140_141del
XH_P50 7 30062395 30062395 Frame_Shift_Ins INS - AGCA - FKBP14 .234_235insTGC p.L79fs
XH_P50 7 30062397 30062397 Frame_Shift_Ins INS - AATGATGAGCTTT - FKBP14 nsAGAGAAAGCTC p.T78fs
XH_P50 7 35674974 35674974 In_Frame_Ins INS - ACTTTTTGTGGTT - HERPUD2 sATTAAACCACAA238delinsIKPQKVNE
XH_P50 7 44797065 44797109 In_Frame_Del DEL CACTGCCACC - CCACTGCCACCG ZMIZ2 c.457_501del p.153_167del
XH_P50 7 57528754 57528754 In_Frame_Ins INS - ATCTTCTCA - ZNF716 7_588insATCTTC.M196delinsISSQ
XH_P50 7 57528755 57528755 Frame_Shift_Ins INS - TATCA - ZNF716 588_589insTATC p.M196fs
XH_P50 7 57529400 57529400 Nonsense_Mutation INS - TCTTATGTTTCTTA - ZNF716 insCTATCTTATG1_E412delinsELSYVSX
XH_P50 7 64864674 64864674 Frame_Shift_Ins INS - T - ZNF92 c.1420dupT p.F473fs



XH_P50 7 64864676 64864676 Nonsense_Mutation INS - TCTCTAGTATGAA - ZNF92 GGTTTTTCTCTAGp.S474delinsSHLX
XH_P50 7 66453413 66453413 Frame_Shift_Ins INS - CTTA - SBDS .697_698insTAA p.S233fs
XH_P50 7 66489954 66489954 In_Frame_Ins INS - TTTTTTTTTTTTTT - TYW1 930insTTTTTTTTTS310delinsSFFFFF
XH_P50 7 82764924 82764924 Missense_Mutation SNP C T C PCLO c.G1942A p.G648R
XH_P50 7 87838760 87838760 Frame_Shift_Ins INS - ATTCTTCCCAAAT - SRI AAAAAATTTGGG p.R135fs
XH_P50 7 99631039 99631039 Frame_Shift_Ins INS - GCTTCTAC - ZKSCAN1 72_273insGCTTC p.K91fs
XH_P50 7 99673208 99673208 Frame_Shift_Ins INS - TTCCT - ZNF3 100_101insAGGA p.G34fs
XH_P50 7 100681947 100681947 Missense_Mutation SNP A T A MUC17 c.A7250T p.H2417L
XH_P50 7 100683775 100683775 Silent SNP C A C MUC17 c.C9078A p.S3026S
XH_P50 7 104730655 104730655 Nonsense_Mutation INS - TCATTAAAATAAT - KMT2E TTTTTTTCATTAA20_K521delinsKFFSLKX
XH_P50 7 111644163 111644163 Missense_Mutation SNP C A C DOCK4 c.G61T p.V21F
XH_P50 7 111644165 111644165 In_Frame_Ins INS - CATCAT - DOCK4 .58_59insATGATp.T20delinsNDA
XH_P50 7 124464104 124464104 Nonsense_Mutation INS - AGCATGGGTATGG - POT1 nsAATCCCATACC p.F475delinsX
XH_P50 7 128852055 128852055 Silent SNP G A G SMO c.G2127A p.R709R
XH_P50 7 132174219 132174219 Missense_Mutation SNP G T G PLXNA4 c.C1203A p.D401E
XH_P50 7 132174220 132174220 Frame_Shift_Ins INS - A - PLXNA4 c.1201_1202insT p.D401fs
XH_P50 7 134618431 134618431 In_Frame_Ins INS - TTTTTAATGACAT - CALD1 12insTTTTTTAATQ304delinsHFLMTL
XH_P50 7 135376061 135376061 Frame_Shift_Ins INS - AGAAGCCAGAGC - SLC13A4 4insCTATGCTCTG p.E445fs
XH_P50 7 140434569 140434569 Missense_Mutation SNP A C A BRAF c.T2129G p.I710S
XH_P50 7 141750062 141750062 Nonsense_Mutation INS - CTTATGGATGAAT - MGAM 616insCCTTATGGL872delinsFLMDEX
XH_P50 7 141920186 141920186 Missense_Mutation SNP G A G MGAM2 c.G5875A p.D1959N
XH_P50 7 143269947 143269947 Frame_Shift_Ins INS - GAATTTT - CTAGE15 37_1038insGAAT p.D346fs
XH_P50 7 143881371 143881371 Frame_Shift_Ins INS - TTCACTCATTT - CTAGE4 _776insTTCACTC p.L259fs
XH_P50 7 143881373 143881373 Silent SNP G A G CTAGE4 c.G777A p.L259L
XH_P50 7 150269974 150269974 Frame_Shift_Ins INS - CCTTCCTT - GIMAP4 16_817insCCTTC p.Q272fs
XH_P50 8 3165235 3165235 Missense_Mutation SNP T C T CSMD1 c.A3932G p.D1311G
XH_P50 8 10466413 10466413 Missense_Mutation SNP G A G RP1L1 c.C5195T p.P1732L
XH_P50 8 22398136 22398136 Missense_Mutation SNP G T G PPP3CC c.G1330T p.G444W
XH_P50 8 24774966 24774966 Frame_Shift_Ins INS - ATTCCTCT - NEFM 70_471insATTCC p.Q157fs
XH_P50 8 24774968 24774968 Nonsense_Mutation SNP G T G NEFM c.G472T p.E158X
XH_P50 8 25346120 25346120 Frame_Shift_Ins INS - ATATATTACCCAA - CDCA2 nsATACATATATT p.V514fs
XH_P50 8 25346122 25346122 Nonsense_Mutation SNP C T C CDCA2 c.C1543T p.Q515X
XH_P50 8 27634219 27634219 Nonsense_Mutation INS - ATTTCAGTTGTTTT - ESCO2 sATTTATTTCAGTT2_S133delinsYLFQLFX
XH_P50 8 42720633 42720633 Splice_Site INS - A - RNF170 . .
XH_P50 8 63492167 63492167 Frame_Shift_Ins INS - TTATTTCATGTGC - NKAIN3 sATTCTTATTTCAT p.L42fs
XH_P50 8 77764926 77764926 Frame_Shift_Ins INS - AAATATCTTC - ZFHX4 9_5770insAAATA p.Q1923fs
XH_P50 8 95895095 95895095 In_Frame_Ins INS - GTTCTGCTTTAAG - CCNE2 GAACTCTTAAAGC86delinsKELLKQNYNV
XH_P50 8 96259885 96259885 Frame_Shift_Ins INS - TCTGTTTAATA - C8orf37 _584insTATTAAA p.Q195fs
XH_P50 8 96259887 96259887 Frame_Shift_Ins INS - GGTTTGATTATGG - C8orf37 582insCCATAATC p.L194fs
XH_P50 8 97312024 97312024 In_Frame_Ins INS - TTCTCAGCTCTTC - PTDSS1 TGTGTTTCTCAGCdelinsGSCVSQLFFMHL
XH_P50 8 101253136 101253136 Missense_Mutation SNP T G T SPAG1 c.T2667G p.I889M
XH_P50 8 101253138 101253138 Frame_Shift_Ins INS - GGATCTTTTT - SPAG1 9_2670insGGATC p.S890fs
XH_P50 8 101535000 101535000 Splice_Site SNP C T C ANKRD46 . .
XH_P50 8 104831857 104831857 Frame_Shift_Ins INS - TTCCATATTTCTC - RIMS2 123insTTCCATAT p.R41fs
XH_P50 8 104831858 104831858 Splice_Site SNP G C G RIMS2 . .
XH_P50 8 106813387 106813387 Frame_Shift_Ins INS - TGAAAATGGAAG - ZFPM2 sAGGAGTGAAAA p.T359fs
XH_P50 8 108264179 108264179 Silent SNP G A G ANGPT1 c.C801T p.N267N
XH_P50 8 110424633 110424633 Nonsense_Mutation INS - TTACTTTAACTTTA - PKHD1L1 nsCTGATTACTTTAP742_Y743delinsPX
XH_P50 8 125332390 125332390 Silent SNP C A C TMEM65 c.G558T p.L186L
XH_P50 8 139648997 139648997 Frame_Shift_Ins INS - TTTCCTTTCCTTTC - COL22A1 GAAAGGAAAGGA p.Q1181fs
XH_P50 8 139648999 139648999 Missense_Mutation SNP G T G COL22A1 c.C3541A p.Q1181K
XH_P50 9 14750209 14750209 Frame_Shift_Ins INS - AAATGCTTAATTT - FREM1 1insAAGAAATTAA p.F361fs
XH_P50 9 26905572 26905572 Nonsense_Mutation INS - AAAAACAC - PLAA 55_2256insGTGTY752_S753delinsX
XH_P50 9 26905574 26905574 In_Frame_Ins INS - ATTAAAAATATCC - PLAA nsGGACGGATAT752delinsGRIFLIDY
XH_P50 9 27185586 27185586 Frame_Shift_Ins INS - CATATTCACCATC - TEK nsAGCCATATTCA p.V282fs
XH_P50 9 27185588 27185588 In_Frame_Ins INS - ATC - TEK c.847_848insATCp.A283delinsDP
XH_P50 9 35398264 35398264 Frame_Shift_Ins INS - TCATTTTTAAGCTG - UNC13B 3565insTCATTTTT p.F1188fs
XH_P50 9 35853506 35853506 Missense_Mutation SNP T C T TMEM8B c.T1088C p.V363A
XH_P50 9 43853575 43853575 Frame_Shift_Ins INS - AAAAATGACA - CNTNAP3B _1836insAAAAA p.S612fs
XH_P50 9 72365850 72365850 Frame_Shift_Ins INS - ATAGTAGGAA - PTAR1 2_103insTTCCTA p.I35fs
XH_P50 9 72365851 72365851 Silent SNP C G C PTAR1 c.G102C p.L34L
XH_P50 9 78923635 78923635 Frame_Shift_Ins INS - TTTTTTTTCTCTTA - PCSK5 nsTTATTTTTTTTT p.C1200fs
XH_P50 9 78923636 78923636 Missense_Mutation SNP G T G PCSK5 c.G3599T p.C1200F
XH_P50 9 86917270 86917270 Silent SNP C A C SLC28A3 c.G369T p.L123L
XH_P50 9 86917272 86917272 In_Frame_Ins INS - AGAGATAGTAGT - SLC28A3 _367insACTACTAp.L123delinsTTISL
XH_P50 9 94118418 94118418 In_Frame_Ins INS - TCC - AUH c.281_282insGGAp.I94delinsME
XH_P50 9 94118419 94118419 In_Frame_Ins INS - TTAGAATGTTCT - AUH _281insAGAACATp.I94delinsKNILI
XH_P50 9 96860746 96860746 Frame_Shift_Ins INS - TGTGCTTCCTTTG - PTPDC1 899insTGTGCTT p.A633fs
XH_P50 9 103109107 103109107 Nonsense_Mutation INS - TTTTCATATAGTT - TEX10 TGAGTAACTATA257_K258delinsHEX
XH_P50 9 103947813 103947813 Frame_Shift_Ins INS - AAGCAAATAATA - PLPPR1 TAAAAAGCAAAT p.I13fs
XH_P50 9 114989900 114989900 Silent SNP G A G PTBP3 c.C954T p.N318N
XH_P50 9 114989901 114989901 Nonsense_Mutation INS - AATAATCTACAAT - PTBP3 53insTATTGTAGAp.N318delinsILX
XH_P50 9 116930659 116930659 Missense_Mutation SNP C T C COL27A1 c.C824T p.A275V
XH_P50 9 125618144 125618144 Nonsense_Mutation INS - AGAATGAATGTT - RC3H2 AATAGAAAACATTV823_S824delinsEX
XH_P50 9 125920648 125920648 Missense_Mutation SNP G T G STRBP c.C854A p.T285N
XH_P50 9 125920650 125920650 Frame_Shift_Ins INS - AAGGGCTTTATG - STRBP 52insTCATAAAG p.M284fs
XH_P50 9 127670752 127670752 Splice_Site INS - TAGAAGGGATTA - GOLGA1 . .
XH_P50 9 131609088 131609088 Nonsense_Mutation INS - ACTGTTGGTAAGT - KYAT1 GAAATACTTACC H49_L50delinsQX
XH_P50 9 137642661 137642661 Missense_Mutation SNP C T C COL5A1 c.C1595T p.A532V
XH_P50 10 22830767 22830767 Silent SNP C T C PIP4K2A c.G825A p.P275P
XH_P50 10 25839987 25839987 Nonsense_Mutation INS - AAATAAAATCTAA - GPR158 8insTTAAATAAAp.Y496delinsYX
XH_P50 10 27375495 27375495 Nonsense_Mutation INS - A - ANKRD26 c.681dupT K228_H229delinsX
XH_P50 10 27375497 27375497 Nonsense_Mutation INS - TTAGTATGTTATG - ANKRD26 80insACATAACA27_K228delinsHITYX
XH_P50 10 31137741 31137741 Frame_Shift_Ins INS - AAAGAAGTGCA - ZNF438 _1593insTGCACT p.N531fs
XH_P50 10 31137743 31137743 Missense_Mutation SNP T A T ZNF438 c.A1591T p.N531Y
XH_P50 10 38345331 38345331 In_Frame_Ins INS - TGG - ZNF33A 2297_2298insTGp.Q766delinsHG
XH_P50 10 38345332 38345332 Frame_Shift_Ins INS - AAAT - ZNF33A 2298_2299insAA p.Q766fs
XH_P50 10 50732583 50732583 Frame_Shift_Ins INS - GCAGAGGGAGAC - ERCC6 893insAGTCTCCC p.A298fs
XH_P50 10 70513785 70513785 Frame_Shift_Ins INS - TACACAAACATTT - CCAR1 1insGGTTACACAA p.N417fs
XH_P50 10 93572950 93572950 Nonsense_Mutation INS - TCAAATTAGATAA - TNKS2 11insATCAAATTAp.I137delinsISNX
XH_P50 10 94291615 94291615 Nonsense_Mutation INS - TTATATTTTATGT - IDE sTATATACATAAA184_A185delinsIYTX
XH_P50 10 120488899 120488899 Frame_Shift_Ins INS - CTTGTTAATTTGA - CACUL1 CATAATCAAATTA p.K169fs
XH_P50 10 129902700 129902700 Silent SNP C T C MKI67 c.G6324A p.Q2108Q
XH_P50 10 129904575 129904575 In_Frame_Ins INS - GAGAAA - MKI67 448_4449insTTTp.C1483delinsCFS
XH_P50 10 129905550 129905550 Silent SNP C T C MKI67 c.G3474A p.V1158V
XH_P50 10 129905551 129905551 Missense_Mutation SNP A G A MKI67 c.T3473C p.V1158A
XH_P50 10 133784428 133784428 Missense_Mutation SNP A C A BNIP3 c.T524G p.L175W
XH_P50 10 133784429 133784429 Frame_Shift_Ins INS - TCTCT - BNIP3 522_523insAGAG p.L175fs



XH_P50 11 5686784 5686784 Frame_Shift_Ins INS - AGTTACATTATAT - TRIM5 7insGGATATAATG p.I333fs
XH_P50 11 9005101 9005101 In_Frame_Ins INS - GGAATTTGCTTTT - NRIP3 sTAATAAAAGCAA239delinsSNKSKFLE
XH_P50 11 10822531 10822531 Frame_Shift_Ins INS - GAGAATACATTAA - EIF4G2 3insTCTTTAATGT p.T468fs
XH_P50 11 16036585 16036585 Frame_Shift_Ins INS - ACTAGAGAAAAG - SOX6 1554insGCTTTTC p.R518fs
XH_P50 11 26569001 26569001 Nonsense_Mutation INS - TTAATTAATCCAA - ANO3 756insTTAATTAAW252_L253delinsCX
XH_P50 11 33308115 33308115 Nonsense_Mutation INS - ATATTAATGTCAA - HIPK3 AGAAATATTAAT .N52delinsKKKYX
XH_P50 11 34991787 34991787 In_Frame_Ins INS - TTTTGCAGGGCA - PDHX TGTCTTTTTGCAG1delinsDRLLSFCRAHSLK
XH_P50 11 46369302 46369302 Silent SNP C G C DGKZ c.C93G p.P31P
XH_P50 11 58892340 58892340 In_Frame_Ins INS - TTTTCACAT - FAM111B 0_681insTTTTCAp.D227delinsDFHI
XH_P50 11 58892342 58892342 Frame_Shift_Ins INS - GCGT - FAM111B .682_683insGCG p.E228fs
XH_P50 11 59245190 59245190 Frame_Shift_Ins INS - CCTC - OR4D10 .288_289insCCT p.H96fs
XH_P50 11 59982088 59982088 Splice_Site INS - TGATTAATCCTTT - MS4A4E . .
XH_P50 11 62299214 62299214 Missense_Mutation SNP G C G AHNAK c.C2675G p.A892G
XH_P50 11 73814541 73814541 Frame_Shift_Ins INS - CA - C2CD3 .2214_2215insT p.D739fs
XH_P50 11 73814543 73814543 Frame_Shift_Ins INS - AGAGGAATATA - C2CD3 _2213insTATATT p.Q738fs
XH_P50 11 75591057 75591057 Frame_Shift_Ins INS - TTTAC - UVRAG 405_406insTTTA p.L135fs
XH_P50 11 75591058 75591058 In_Frame_Ins INS - ATTATTTCA - UVRAG 6_407insATTATT.D136delinsDYFN
XH_P50 11 82536159 82536159 In_Frame_Ins INS - TTTGATTTTCTA - PRCP 965insTAGAAAAG322delinsVENQS
XH_P50 11 82536161 82536161 Frame_Shift_Ins INS - TGTAATTACC - PRCP _963insGGTAAT p.N321fs
XH_P50 11 83170879 83170879 Frame_Shift_Ins INS - TTCCTTCATACTG - DLG2 CATTGCAGTATG p.P329fs
XH_P50 11 83182764 83182764 Nonsense_Mutation INS - C - DLG2 c.427_428insGY143_T144delinsX
XH_P50 11 83182765 83182765 Frame_Shift_Ins INS - ATTTAATAAAAAT - DLG2 TTATTATTTTTAT p.Y143fs
XH_P50 11 84245762 84245762 Frame_Shift_Ins INS - TTTTGGGACATAT - DLG2 AAAAATATGTCC p.Q19fs
XH_P50 11 89820188 89820188 Frame_Shift_Ins INS - T - UBTFL1 c.1072dupT p.N357fs
XH_P50 11 89820190 89820190 Frame_Shift_Ins INS - TGGTATCCAT - UBTFL1 3_1074insTGGTA p.C358fs
XH_P50 11 95519416 95519416 Frame_Shift_Ins INS - CA - FAM76B c.229_230insTG p.N77fs
XH_P50 11 95519418 95519418 Nonsense_Mutation INS - TAAAGCATACCT - FAM76B GAAGAAAGGTAT p.C76delinsX
XH_P50 11 101833817 101833817 Frame_Shift_Ins INS - ACCTTTTTCCTTTG - CEP126 2052insACCTTTT p.A684fs
XH_P50 11 103027365 103027365 Nonsense_Mutation INS - AAAAGTTAAGTGG - DYNC2H1 3994insAAAAGTT331_L1332delinsKKSX
XH_P50 11 103027367 103027367 Frame_Shift_Ins INS - CTATTTTACA - DYNC2H1 5_3996insCTATT p.L1332fs
XH_P50 11 110007772 110007772 Missense_Mutation SNP A G A ZC3H12C c.A406G p.I136V
XH_P50 11 110007774 110007774 In_Frame_Ins INS - GTTACG - ZC3H12C 408_409insGTTAp.I136delinsIVT
XH_P50 11 110035528 110035528 Missense_Mutation SNP T A T ZC3H12C c.T1718A p.M573K
XH_P50 11 110035530 110035530 In_Frame_Ins INS - AGCAATGGCCTT - ZC3H12C TCTTTAAGCAATdelinsHYIFKQWPSIWSS
XH_P50 11 116827759 116827759 In_Frame_Ins INS - TAATTTGTTCTTTA - SIK3 insTTTAAAGAACK99delinsFKEQIKK
XH_P50 11 118344557 118344557 Frame_Shift_Ins INS - GT - KMT2A .2683_2684insG p.K895fs
XH_P50 11 118344558 118344558 In_Frame_Ins INS - AAAGTT - KMT2A 684_2685insAAAp.K895delinsKKL
XH_P50 11 118897735 118897736 Frame_Shift_Del DEL AC - AC SLC37A4 c.695_696del p.G232fs
XH_P50 11 124412781 124412781 Frame_Shift_Ins INS - TTTGCTTATTAGTG - OR8B12 CACACACTAATAA p.M257fs
XH_P50 12 968566 968566 Frame_Shift_Ins INS - AACACCATTAG - WNK1 _1557insAACACC p.N519fs
XH_P50 12 970321 970321 Missense_Mutation SNP G T G WNK1 c.G1763T p.S588I
XH_P50 12 994572 994572 Missense_Mutation SNP T G T WNK1 c.T3861G p.H1287Q
XH_P50 12 994573 994573 In_Frame_Ins INS - TGTGGATGT - WNK1 2_3863insTGTGG1288delinsMWMC
XH_P50 12 7045891 7045891 In_Frame_Ins INS - CAGCAGCAG - ATN1 1_1462insCAGCAQ487delinsQQQQ
XH_P50 12 9094537 9094537 Splice_Site INS - CTGACTCCTCCCC - M6PR . .
XH_P50 12 10762506 10762506 In_Frame_Ins INS - TTAATTTTA - MAGOHB 9_50insTAAAATTp.K17delinsIKLK
XH_P50 12 10762508 10762508 Frame_Shift_Ins INS - TCTT - MAGOHB c.47_48insAAGA p.L16fs
XH_P50 12 10959090 10959090 Missense_Mutation SNP G T G TAS2R8 c.C490A p.H164N
XH_P50 12 10959092 10959092 Nonsense_Mutation INS - GACCTTTAGCTAT - TAS2R8 sTAAGATAGCTA163_H164delinsIRX
XH_P50 12 18865886 18865886 Missense_Mutation SNP C G C PLCZ1 c.G292C p.D98H
XH_P50 12 18865888 18865888 Frame_Shift_Ins INS - ATCCATG - PLCZ1 89_290insCATGG p.I97fs
XH_P50 12 26275216 26275218 In_Frame_Del DEL GCG - GCG BHLHE41 c.1230_1232del p.410_411del
XH_P50 12 30872139 30872139 Nonsense_Mutation INS - TTTTGTAAAATTTA - CAPRIN2 64insATAAATTTT688_Q689delinsKX
XH_P50 12 39688311 39688311 Nonsense_Mutation INS - TCTTCATTCATGT - KIF21A ATTAAACATGAA10_V1611delinsRYCQX
XH_P50 12 39726519 39726519 In_Frame_Ins INS - ATTTTGTTCCCT - KIF21A 2622insAGGGAA.T874delinsTGNKI
XH_P50 12 40076802 40076802 Nonsense_Mutation INS - GTAAATTCCTAT - C12orf40 _1077insGTAAATp.N359delinsKX
XH_P50 12 46318839 46318839 In_Frame_Ins INS - TTAGCAACTCAA - SCAF11 _3578insTTGAGTQ1193delinsLELLK
XH_P50 12 46318841 46318841 Missense_Mutation SNP G T G SCAF11 c.C3576A p.D1192E
XH_P50 12 49439901 49439901 Missense_Mutation SNP G A G KMT2D c.C4640T p.A1547V
XH_P50 12 50055833 50055833 Splice_Site INS - CCTTATCAAAGTA - FMNL3 . .
XH_P50 12 55688436 55688436 Frame_Shift_Ins INS - G - OR6C6 c.580_581insC p.E194fs
XH_P50 12 55688437 55688437 Frame_Shift_Ins INS - CCCTT - OR6C6 579_580insAAGG p.E194fs
XH_P50 12 55945642 55945642 Frame_Shift_Ins INS - CATAATAGTCA - OR6C4 _633insCATAATA p.L211fs
XH_P50 12 70070828 70070828 Nonsense_Mutation INS - GATT - BEST3 .416_417insAATY139_T140delinsX
XH_P50 12 70070830 70070830 Frame_Shift_Ins INS - ACAT - BEST3 .414_415insATG p.Y139fs
XH_P50 12 70988361 70988361 Nonsense_Mutation INS - AATAAGTCAA - PTPRB 7_748insTTGACT250_H251delinsLTYX
XH_P50 12 75824837 75824837 Frame_Shift_Ins INS - CTGGATTTCATAT - GLIPR1L2 932insCTGGATTT p.E311fs
XH_P50 12 85450107 85450107 Nonsense_Mutation INS - TCTGTCTATCTAC - LRRIQ1 ATATAGTCTGTCT12_G513delinsLILLIX
XH_P50 12 100806640 100806640 Nonsense_Mutation INS - TTTTTTTAACTTTA - SLC17A8 TTTTTTTTTTTTTA7_G378delinsKFFFFFFX
XH_P50 12 110600869 110600869 In_Frame_Ins INS - TAGATGCCT - IFT81 7_258insTAGATGp.E86delinsDRCL
XH_P50 12 110974887 110974887 Frame_Shift_Ins INS - G - PPTC7 c.869_870insC p.D290fs
XH_P50 12 116457180 116457180 Frame_Shift_Ins INS - CAGACAATTGTA - MED13L 58insATACAATT p.L286fs
XH_P50 12 120760118 120760118 Nonsense_Mutation INS - GTATTTATTTTTTC - PLA2G1B nsTAGAAAAAAT p.K109delinsX
XH_P50 12 123834966 123834966 Nonsense_Mutation INS - TTTTTTTTT - SBNO1 2_23insAAAAAAA p.L8delinsX
XH_P50 12 123834968 123834968 Frame_Shift_Ins INS - GATAG - SBNO1 c.20_21insCTATC p.D7fs
XH_P50 12 124144425 124144425 Frame_Shift_Ins INS - CATTCCTT - GTF2H3 39_640insCATTC p.F213fs
XH_P50 13 28931811 28931811 In_Frame_Ins INS - AGTCTG - FLT1 127_2128insCAGp.G710delinsQTG
XH_P50 13 31037421 31037421 In_Frame_Ins INS - GAAAAATACTATC - HMGB1 19insGGATAGTAR73delinsRDSIFQ
XH_P50 13 42877042 42877042 Frame_Shift_Ins INS - CTTCTACTTTATAA - AKAP11 nsTTCTCTTCTAC p.T1387fs
XH_P50 13 46627900 46627900 Nonsense_Mutation INS - TATCAGATTATTT - CPB2 0insTAAAAATAAp.Y337delinsLKIIX
XH_P50 13 52605055 52605055 Frame_Shift_Ins INS - GCTTCCC - UTP14C 15_2116insGCTT p.T705fs
XH_P50 13 52674003 52674003 Missense_Mutation SNP A T A NEK5 c.T902A p.I301K
XH_P50 13 52674004 52674004 Frame_Shift_Ins INS - GTTTGTTTGTTTG - NEK5 901insCAAACAAA p.I301fs
XH_P50 13 99907754 99907754 Frame_Shift_Ins INS - ACATTTTTTTTCT - GPR18 373insAGAAAAAA p.Q125fs
XH_P50 13 103443461 103443461 Frame_Shift_Ins INS - TTTGTTTTTCTAAT - KDELC1 ATACATTAGAAA p.Q291fs
XH_P50 13 115090560 115090560 Frame_Shift_Ins INS - C - CHAMP1 c.1243_1244insC p.V415fs
XH_P50 13 115090561 115090561 Frame_Shift_Ins INS - CCTGGAA - CHAMP1 44_1245insCCTG p.V415fs
XH_P50 14 20295722 20295722 In_Frame_Ins INS - CTCTCCTAT - OR4N2 5_116insCTCTCCp.L39delinsPLLF
XH_P50 14 20388827 20388827 Nonsense_Mutation INS - GATATAATGTGC - OR4K5 63insGATATAATp.Q21delinsQIX
XH_P50 14 24458283 24458283 Missense_Mutation SNP G T G DHRS4L2 c.G127T p.G43W
XH_P50 14 30194864 30194864 Nonsense_Mutation INS - TTAGAAGTTGT - PRKD1 _281insACAACTT94_Y95delinsYNFX
XH_P50 14 57863532 57863532 In_Frame_Ins INS - GCACCTACACAC - NAA30 _835insGCACCTAM278delinsMAPTH
XH_P50 14 60752440 60752440 Frame_Shift_Ins INS - AGTTATACTTGTT - PPM1A 934insAGTTATAC p.Y311fs
XH_P50 14 74404370 74404370 Frame_Shift_Ins INS - CCAAAATAAATAG - FAM161B 89insTACTATTTA p.K597fs
XH_P50 14 75150153 75150153 Frame_Shift_Ins INS - TTTTT - AREL1 326_327insAAAA p.V109fs
XH_P50 14 75150154 75150154 Frame_Shift_Ins INS - AAAATAATAC - AREL1 5_326insGTATTA p.V109fs
XH_P50 14 76249769 76249769 Frame_Shift_Ins INS - A - TTLL5 c.2883dupA p.P961fs
XH_P50 14 76249771 76249771 Nonsense_Mutation INS - TGAACACAGTCT - TTLL5 ATTTTACTGAACA 62_C963delinsQFYX



XH_P50 14 94008994 94008994 Silent SNP C T C UNC79 c.C1707T p.F569F
XH_P50 14 95085756 95085756 Missense_Mutation SNP A C A SERPINA3 c.A868C p.M290L
XH_P50 14 95085757 95085757 Missense_Mutation SNP T A T SERPINA3 c.T869A p.M290K
XH_P50 15 28090159 28090159 Missense_Mutation SNP C A C OCA2 c.G2306T p.C769F
XH_P50 15 32688657 32688657 Missense_Mutation SNP T G T GOLGA8K c.A962C p.E321A
XH_P50 15 40488938 40488938 Frame_Shift_Ins INS - TGGTGCTTAGGAT - BUB1B 2insTTCTGGTGCT p.A417fs
XH_P50 15 50773953 50773953 In_Frame_Ins INS - CTTTTC - USP8 263_1264insCTTp.E421delinsELF
XH_P50 15 50773955 50773955 Frame_Shift_Ins INS - CTCTGAGG - USP8 5_1266insCTCTG p.Q422fs
XH_P50 15 54919308 54919308 Frame_Shift_Ins INS - G - UNC13C c.6642_6643insG p.A2214fs
XH_P50 15 54919310 54919310 Nonstop_Mutation INS - TGGATT - UNC13C 644_6645insTGG.X2215delinsCGL
XH_P50 15 56132917 56132917 Nonsense_Mutation INS - GTCTTTTTC - NEDD4 7_2888insGAAAAp.Y963delinsX
XH_P50 15 56132918 56132918 In_Frame_Ins INS - CTT - NEDD4 2886_2887insAAp.Y963delinsKY
XH_P50 15 56393751 56393751 Missense_Mutation SNP T A T RFX7 c.A617T p.E206V
XH_P50 15 56393753 56393753 Nonsense_Mutation INS - ACATTACTGT - RFX7 4_615insACAGTA205_E206delinsAQX
XH_P50 15 60770159 60770159 Nonsense_Mutation INS - AATCTATTTTCTTA - ICE2 ACATAAGAAAATp.V6delinsVDIRKX
XH_P50 15 62214705 62214705 Frame_Shift_Ins INS - TATGAGTACAT - VPS13C _6737insATGTAC p.C2246fs
XH_P50 15 63946322 63946322 Frame_Shift_Ins INS - TGGTTTGATATA - HERC1 6insCTATTATATC p.N3429fs
XH_P50 15 68657093 68657093 Missense_Mutation SNP C T C ITGA11 c.G309A p.M103I
XH_P50 16 818524 818524 Missense_Mutation SNP G A G MSLN c.G1766A p.G589D
XH_P50 16 2812890 2812890 Silent SNP A G A SRRM2 c.A2361G p.K787K
XH_P50 16 3458697 3458697 Silent SNP C T C ZNF174 c.C1002T p.S334S
XH_P50 16 3534892 3534892 Missense_Mutation SNP G A G NAA60 c.G539A p.R180Q
XH_P50 16 11862341 11862341 Frame_Shift_Ins INS - ACGCAGAGAG - ZC3H7A 9_1190insCTCTCT p.S397fs
XH_P50 16 15180042 15180042 Frame_Shift_Ins INS - GTTTTATGAATTT - RRN3 6insATAAATTCA p.A109fs
XH_P50 16 15180043 15180043 Missense_Mutation SNP C T C RRN3 c.G325A p.A109T
XH_P50 16 24580749 24580749 Frame_Shift_Ins INS - ATTTTTCATACCA - RBBP6 TATAATATTTTTCA p.N879fs
XH_P50 16 24582372 24582372 Nonsense_Mutation INS - TTTTTTCTT - RBBP6 83_3884insTTTTT.E1295delinsVFSX
XH_P50 16 24582373 24582373 Missense_Mutation SNP A C A RBBP6 c.A3884C p.E1295A
XH_P50 16 24582709 24582709 Frame_Shift_Ins INS - CCTCATGTTGT - RBBP6 _4221insCCTCAT p.K1407fs
XH_P50 16 48595285 48595285 Nonsense_Mutation INS - ATGGAATACAAC - N4BP1 CGAGGATGTTGT3_D424delinsTISWEX
XH_P50 16 49669843 49669843 Missense_Mutation SNP G A G ZNF423 c.C2869T p.R957C
XH_P50 16 55866934 55866934 Missense_Mutation SNP A C A CES1 c.T34G p.S12A
XH_P50 16 56377755 56377755 Missense_Mutation SNP T A T GNAO1 c.T958A p.Y320N
XH_P50 17 5086248 5086248 Missense_Mutation SNP C T C ZNF594 c.G1304A p.S435N
XH_P50 17 5086250 5086250 Silent SNP A G A ZNF594 c.T1302C p.C434C
XH_P50 17 6553696 6553696 Missense_Mutation SNP G A G MED31 c.C86T p.A29V
XH_P50 17 6553697 6553697 Frame_Shift_Ins INS - CTACAGATTTTTT - MED31 85insAAAAAATCT p.A29fs
XH_P50 17 8790868 8790868 Silent SNP C T C PIK3R5 c.G591A p.P197P
XH_P50 17 10354722 10354722 Frame_Shift_Ins INS - TGAGACAGTAAA - MYH4 3786insTTTTACT p.E1262fs
XH_P50 17 10544656 10544656 Frame_Shift_Ins INS - ACATGTTCTATAT - MYH3 93insGCATATAGA p.T665fs
XH_P50 17 15234782 15234782 Nonsense_Mutation INS - TAACCAACTATCA - TEKT3 121insTGATAGTTp.N41_L42delinsX
XH_P50 17 15234783 15234783 Silent SNP G A G TEKT3 c.C120T p.S40S
XH_P50 17 15620500 15620500 Nonsense_Mutation INS - TCTGATGCTTAGT - ZNF286A 370insTCTGATGH457_T458delinsLX
XH_P50 17 27185649 27185649 Frame_Shift_Ins INS - ACACACCCTTTGC - ERAL1 5insCCACACACCC p.E255fs
XH_P50 17 29632121 29632121 Frame_Shift_Ins INS - AGCTATAATCATC - EVI2B 07insTGATGATT p.Q169fs
XH_P50 17 30521112 30521112 Nonsense_Mutation INS - GTAAATTAGTAAA - RHOT1 ATAAAGTAAATTA285_Y286delinsEIKX
XH_P50 17 36614457 36614457 Missense_Mutation SNP C T C ARHGAP23 c.C175T p.R59C
XH_P50 17 38548595 38548595 Splice_Site INS - TG - TOP2A . .
XH_P50 17 39432066 39432066 Silent SNP G T G KRTAP9-7 c.G117T p.V39V
XH_P50 17 42960502 42960502 In_Frame_Ins INS - TTTCCTGTT - EFTUD2 5_346insAACAGG.E116delinsNRKE
XH_P50 17 42960503 42960503 Frame_Shift_Ins INS - TAGT - EFTUD2 .344_345insACT p.I115fs
XH_P50 17 56694982 56694982 Splice_Site INS - GTCTTACTA - TEX14 . .
XH_P50 17 58034731 58034731 Frame_Shift_Ins INS - CATTAATGATTAC - RNFT1 TATCAGTAATCAT p.M287fs
XH_P50 17 60447650 60447650 Frame_Shift_Ins INS - CAAAAATCTTTAA - EFCAB3 2insCAAAAATCTT p.M1fs
XH_P50 17 67108413 67108413 In_Frame_Ins INS - GGTAGCTGT - ABCA6 2_2043insACAGC.D681delinsEQLP
XH_P50 17 78313696 78313696 Silent SNP C T C RNF213 c.C5529T p.A1843A
XH_P50 17 79514221 79514221 Silent SNP G A G FAAP100 c.C1887T p.S629S
XH_P50 18 9255924 9255924 Nonsense_Mutation INS - AGGTTTTTCTTTAC - ANKRD12 CTTCTCAGGTTTT4delinsIASQVFLYFPLX
XH_P50 18 9258456 9258456 In_Frame_Ins INS - CCAGTTTGTTTTC - ANKRD12 insCTCTCCAGTTT708delinsTLQFVFFF
XH_P50 18 10736650 10736650 Frame_Shift_Ins INS - ATTAAATTGTAAT - PIEZO2 692insTCATTACA p.E1564fs
XH_P50 18 12697401 12697401 Frame_Shift_Ins INS - TTTGTAAATATAT - CEP76 2insAAATATATT p.G101fs
XH_P50 18 12697402 12697402 Missense_Mutation SNP C T C CEP76 c.G301A p.G101R
XH_P50 18 13731869 13731869 Frame_Shift_Ins INS - AAACTCTTTTCTC - RNMT 354insAAACTCTT p.S118fs
XH_P50 18 14851989 14851989 In_Frame_Ins INS - ATTTCTTTGTCTTG - ANKRD30B 90insGTATTTCTT1230delinsQYFFVLF
XH_P50 18 18629840 18629840 Nonsense_Mutation INS - TTCCTTTAGACAT - ROCK1 nsACAATGTCTAA p.Y59delinsX
XH_P50 18 19153731 19153731 Frame_Shift_Ins INS - AG - ESCO1 .1073_1074insC p.Q358fs
XH_P50 18 19153733 19153733 In_Frame_Ins INS - ACTCAAAGT - ESCO1 1_1072insACTTT.Q358delinsTLSQ
XH_P50 18 57022886 57022886 Frame_Shift_Ins INS - GATTCTTTTGACA - LMAN1 ATCATTGTCAAAA p.A73fs
XH_P50 18 67760029 67760029 Nonsense_Mutation INS - TTTTGACTTTTCT - RTTN TAAAAAGAAAAGS393_F394delinsSX
XH_P50 18 71928177 71928177 Frame_Shift_Ins INS - GTAAACTACTTTT - CYB5A 61insAAAAAGTA p.D87fs
XH_P50 18 76753822 76753822 Missense_Mutation SNP G A G SALL3 c.G1831A p.A611T
XH_P50 19 6495405 6495405 Missense_Mutation SNP C T C TUBB4A c.G889A p.G297S
XH_P50 19 8993443 8993443 Silent SNP C T C MUC16 c.G41646A p.L13882L
XH_P50 19 11943349 11943349 Nonsense_Mutation INS - AGGGTTTCTCTCC - ZNF440 59insATAGGGTTT453_G454delinsSX
XH_P50 19 12089558 12089558 Nonsense_Mutation INS - TAGGGTTT - ZNF763 28_829insTAGGGA276_H277delinsAX
XH_P50 19 19137021 19137021 Nonsense_Mutation INS - CAGGTCA - SUGP2 35_136insTGACCp.V46_P47delinsX
XH_P50 19 21366659 21366659 Frame_Shift_Ins INS - GGACCGGT - ZNF431 6_1557insGGAC p.G519fs
XH_P50 19 21992242 21992242 Frame_Shift_Ins INS - T - ZNF43 c.401_402insA p.V134fs
XH_P50 19 21992244 21992244 In_Frame_Ins INS - AAATGTAAAGAA - ZNF43 _400insTTCTTTA.V134delinsFFTFV
XH_P50 19 22156350 22156350 Missense_Mutation SNP G A G ZNF208 c.C1486T p.P496S
XH_P50 19 22156351 22156351 Missense_Mutation SNP T A T ZNF208 c.A1485T p.K495N
XH_P50 19 22363643 22363643 Silent SNP C T C ZNF676 c.G876A p.S292S
XH_P50 19 22375831 22375831 Silent SNP C T C ZNF676 c.G117A p.V39V
XH_P50 19 22375832 22375832 Nonsense_Mutation INS - CTTTTAAAATTTCT - ZNF676 TCTTAGAAATTTT9_E40delinsEFLEILKAX
XH_P50 19 22498426 22498426 Missense_Mutation SNP C G C ZNF729 c.C2207G p.A736G
XH_P50 19 22940265 22940265 Missense_Mutation SNP A G A ZNF99 c.T2446C p.S816P
XH_P50 19 22940554 22940554 Silent SNP A G A ZNF99 c.T2157C p.T719T
XH_P50 19 23543927 23543927 Missense_Mutation SNP T A T ZNF91 c.A1758T p.R586S
XH_P50 19 23543928 23543928 Missense_Mutation SNP C G C ZNF91 c.G1757C p.R586T
XH_P50 19 24310638 24310638 Frame_Shift_Ins INS - TCAGTATGAATT - ZNF254 TTTCTCTTCAGTA p.F527fs
XH_P50 19 37210568 37210568 In_Frame_Ins INS - GGTTGCTCTTCTTT - ZNF567 ATATTGGTTGCTCdelinsCFFSILVALLFLLYT
XH_P50 19 37482178 37482178 In_Frame_Ins INS - CAGGCC - ZNF568 314_315insCAGGp.N105delinsNRP
XH_P50 19 37482179 37482179 Missense_Mutation SNP T A T ZNF568 c.T315A p.N105K
XH_P50 19 44662086 44662086 In_Frame_Ins INS - AATGGTTTTTCC - ZNF234 _1918insAATGGT.L639delinsLNGFS
XH_P50 19 52003310 52003310 Frame_Shift_Ins INS - CTCTCTCCACCTG - SIGLEC12 CTTCCAGGTGGA p.G106fs
XH_P50 19 52941506 52941506 In_Frame_Ins INS - AGG - ZNF534 c.709_710insAGGp.T237delinsKA
XH_P50 19 52941507 52941507 Nonsense_Mutation INS - TTTTCCCTAATG - ZNF534 _711insTTTTCCCTp.T237delinsTFPX
XH_P50 19 53573079 53573079 Nonsense_Mutation INS - AATCTAACTAT - ZNF160 _708insATAGTTA236_E237delinsQX



XH_P50 19 53573081 53573081 Missense_Mutation SNP G C G ZNF160 c.C706G p.H236D
XH_P50 19 53885191 53885191 Frame_Shift_Ins INS - TATGA - ZNF525 359_1360insTAT p.S453fs
XH_P50 19 53885192 53885192 Frame_Shift_Ins INS - TTCAAGGTTTGA - ZNF525 361insTTTCAAG p.L454fs
XH_P50 19 55814140 55814140 Silent SNP C T C BRSK1 c.C933T p.S311S
XH_P50 19 57286752 57286752 Frame_Shift_Ins INS - AAACAGTGTGC - ZIM2 _888insGCACACT p.K296fs
XH_P50 19 58005234 58005234 Missense_Mutation SNP A T A ZNF419 c.A1174T p.S392C
XH_P50 19 58018201 58018201 In_Frame_Ins INS - CCCTAC - ZNF773 735_736insCCCTp.P245delinsPPY
XH_P50 20 3128699 3128699 In_Frame_Ins INS - GCAGAAGAA - FASTKD5 7_1018insTTCTTp.I340delinsFFCI
XH_P50 20 31385071 31385093 Frame_Shift_Del DEL CTGCTTTGCA - GCTGCTTTGCAGC DNMT3B c.1168_1190del p.E390fs
XH_P50 20 33703671 33703671 In_Frame_Ins INS - AGAAAA - EDEM2 190_1191insTTTp.V397delinsVFL
XH_P50 20 33703673 33703673 In_Frame_Ins INS - ACTGTT - EDEM2 188_1189insAACp.V397delinsNSV
XH_P50 20 37580853 37580853 Missense_Mutation SNP C T C FAM83D c.C1448T p.S483F
XH_P50 20 44520238 44520243 In_Frame_Del DEL CTGCTG - CTGCTG CTSA c.85_90del p.29_30del
XH_P50 20 47685312 47685312 Frame_Shift_Ins INS - TATTTATTTTTTTG - CSE1L nsACTTATTTATTT p.S210fs
XH_P50 21 10942923 10942923 Nonsense_Mutation INS - TTGATTTA - TPTE 49_250insTAAAT.R84_V85delinsX
XH_P50 21 10942924 10942924 Frame_Shift_Ins INS - TTGTATTA - TPTE 48_249insTAATA p.R83fs
XH_P50 21 46066764 46066764 Missense_Mutation SNP C T C KRTAP10-11 c.C389T p.S130F
XH_P50 22 19221009 19221009 Frame_Shift_Ins INS - AAGGTAACGT - CLTCL1 3_1304insACGTT p.L435fs
XH_P50 22 21065645 21065645 Silent SNP A G A PI4KA c.T5907C p.G1969G
XH_P50 22 36055616 36055616 Nonsense_Mutation SNP T A T APOL6 c.T1005A p.C335X
XH_P50 22 36055618 36055618 In_Frame_Ins INS - TTC - APOL6 1007_1008insTTp.V336delinsVS
XH_P50 22 36922180 36922180 Splice_Site INS - CTCCTGAATTTCT - EIF3D . .
XH_P50 22 50658424 50658424 Missense_Mutation SNP T C T TUBGCP6 c.A4129G p.T1377A
XH_P50 X 11157019 11157019 Silent SNP G A G ARHGAP6 c.C2349T p.T783T
XH_P50 X 17745550 17745550 Frame_Shift_Ins INS - AGTAAAGA - NHS 0_2731insAGTA p.L910fs
XH_P50 X 17745551 17745551 Nonsense_Mutation INS - TTGAACTTCCAAT - NHS 732insCTTGAACTp.H911delinsPX
XH_P50 X 129055322 129055322 In_Frame_Ins INS - CAGGGACAAGGA - UTP14A ATGACAGGGACAelinsALHSLMTGTRSSSTSS
XH_P50 X 133927918 133927918 Frame_Shift_Ins INS - T - FAM122B c.103_104insA p.L35fs
XH_P50 X 133927920 133927920 Frame_Shift_Ins INS - AGTTCTT - FAM122B 01_102insAAGAA p.D34fs
XH_P50 X 140993642 140993642 Missense_Mutation SNP C T C MAGEC1 c.C452T p.T151I
XH_P50 1 207930551 207930551 Splice_Site INDEL - GT GT CD46 86+5_286+6dupGT
XH_P50 13 103443461 103443461 Frame_Shift_Ins INDEL - TTTGTTTTTCTAATTTTGTTTTTCTAAT KDELC1 ATACATTAGAAA P.Q72fs
XH_P50 19 24310638 24310638 Frame_Shift_Ins INDEL - TCAGTATGAATTTTCAGTATGAATTA ZNF254 TTTCTCTTCAGTA P.W572fs
XH_P50 5 102895170 102895170 Splice_Site INDEL - CGTTAGGAACCACGTTAGGAACCA NUDT12 GAAGCCTTGGTTCCTAACGAATGAAGT
XH_P50 8 108264179 108264179 Silent SNV G A A ANGPT1 c.1401C>T P.N467N
XH_P50 8 125332390 125332390 Silent SNV C A A TMEM65 c.558G>T P.L186L
XH_P50 9 35853506 35853506 Missense_Mutation SNV T C C TMEM8B c.1088T>C P.V363A
XH_P50 X 11157019 11157019 Silent SNV G A A ARHGAP6 c.2889C>T P.T963T
XH_P51 12 57574227 57574227 Missense_Mutation SNP G A A LRP1 c.5351G>A p.S1784N
XH_P51 13 110435786 110435786 Missense_Mutation SNP G C C IRS2 c.2615C>G p.P872R
XH_P51 14 20923826 20923826 Missense_Mutation SNP G A A APEX1 c.22G>A p.G8R
XH_P51 14 50971559 50971559 Missense_Mutation SNP G A A MAP4K5 c.125C>T p.T42I
XH_P51 16 2124385 2124385 Missense_Mutation SNP T C C TSC2 c.2540T>C p.L847P
XH_P51 17 15965470 15965470 Missense_Mutation SNP T C C NCOR1 c.5336A>G p.N1779S
XH_P51 17 16024548 16024548 Missense_Mutation SNP G A A NCOR1 c.1670C>T p.T557I
XH_P51 18 23658032 23658032 Splice_Site SNP A C C SS18 c.231+8T>G -
XH_P51 19 1219423 1219423 Splice_Site SNP G A A STK11 c.464+11G>A -
XH_P51 - - Frame_Shift_Del INS - - - RANBP2 c.8262_8265del p.E2756Ffs*15
XH_P51 20 57429128 57429128 Missense_Mutation SNP G A A GNAS c.808G>A p.A270T
XH_P51 22 41572288 41572288 Missense_Mutation SNP C T T EP300 c.4817C>T p.A1606V
XH_P51 5 225639 225639 Missense_Mutation SNP C T T SDHA c.418C>T p.H140Y
XH_P51 - - Frame_Shift_Ins INS - - - APC c.5138dup p.L1713Ffs*3
XH_P51 - - Frame_Shift_Del INS - - - KMT2C c.7307del p.P2436Hfs*16
XH_P51 - - In_Frame_Ins INS - - - MED12 c.6223_6228dupQ2075_Q2076dup
XH_P51 - - Splice_Site SNP - - - ATRX 5787-8_5787-5d -
XH_P51 1 10364381 10364381 Missense_Mutation SNP A T A KIF1B c.A3138T p.Q1046H
XH_P51 1 10364382 10364382 Nonsense_Mutation INS - TCTGTTATGATG - KIF1B 140insTTCTGTTA047_R1048delinsLLLX
XH_P51 1 12907844 12907844 Nonsense_Mutation SNP G T G HNRNPCL1 c.C299A p.S100X
XH_P51 1 13183574 13183574 Missense_Mutation SNP G T G HNRNPCL2 c.C299A p.S100Y
XH_P51 1 14105203 14105203 Nonsense_Mutation INS - TGATTCAAGTTAT - PRDM2 insAATGATTCAAp.V104delinsEX
XH_P51 1 16255414 16255414 Frame_Shift_Ins INS - TTTTTCCTTCCGT - SPEN 2680insTTTTTCC p.H893fs
XH_P51 1 16255416 16255416 Missense_Mutation SNP C T C SPEN c.C2681T p.T894I
XH_P51 1 19671681 19671681 Missense_Mutation SNP C G C CAPZB c.G654C p.E218D
XH_P51 1 21268266 21268266 Frame_Shift_Ins INS - CAAACAGA - EIF4G3 12_1213insTCTG p.P405fs
XH_P51 1 21806606 21806606 Missense_Mutation SNP T G T NBPF3 c.T1061G p.F354C
XH_P51 1 25785324 25785324 Nonsense_Mutation INS - CATTATTTAATCT - TMEM57 96insATCATTATT365_D366delinsKIIIX
XH_P51 1 25785325 25785325 Missense_Mutation SNP G T G TMEM57 c.G1096T p.D366Y
XH_P51 1 26361733 26361733 Silent SNP C T C EXTL1 c.C1926T p.F642F
XH_P51 1 27219232 27219232 Frame_Shift_Ins INS - TGTCC - GPATCH3 161_1162insGGA p.R388fs
XH_P51 1 35580088 35580088 Frame_Shift_Ins INS - TGTTGAACAAAGA - ZMYM1 AATAGTGTTGAA p.I811fs
XH_P51 1 38338723 38338723 Nonsense_Mutation INS - ATGCCTACC - INPP5B 3_1574insGGTAGp.K525delinsRX
XH_P51 1 39318125 39318125 Frame_Shift_Ins INS - T - RRAGC c.574_575insA p.F192fs
XH_P51 1 39888208 39888208 Splice_Site INS - CTATTAGACTCTC - MACF1 . .
XH_P51 1 40735788 40735788 Frame_Shift_Ins INS - TTAAGACAATGG - ZMPSTE24 GCAGCTTAAGAC p.V206fs
XH_P51 1 52956450 52956450 Missense_Mutation SNP C T C ZCCHC11 c.G1342A p.D448N
XH_P51 1 61554336 61554336 Nonsense_Mutation INS - TTCATGTTTTTTGA - NFIA sGCTTTTCATGTT1_F182delinsYAFHVFX
XH_P51 1 61818233 61818233 Frame_Shift_Ins INS - AGTGTTGCAT - NFIA _813insAGTGTT p.S271fs
XH_P51 1 62910675 62910675 In_Frame_Ins INS - TTTTTACTTCTTCT - USP1 5insATTTTTTACTT275delinsTFFTSSF
XH_P51 1 71531416 71531416 Nonsense_Mutation INS - CACTTCCATTACC - ZRANB2 insTTGGTAATGG7_K318delinsLVMEVX
XH_P51 1 74797152 74797152 Nonsense_Mutation SNP C T C FPGT-TNNI3K c.C463T p.Q155X
XH_P51 1 78245357 78245357 Missense_Mutation SNP C T C MIGA1 c.C17T p.S6L
XH_P51 1 82409218 82409218 Frame_Shift_Ins INS - AGTCAAATTTCAC - ADGRL2 4insAAGTCAAAT p.L321fs
XH_P51 1 94514438 94514438 Missense_Mutation SNP G C G ABCA4 c.C2729G p.P910R
XH_P51 1 94514439 94514439 Missense_Mutation SNP G A G ABCA4 c.C2728T p.P910S
XH_P51 1 109823832 109823832 Frame_Shift_Ins INS - AAATCTTCCA - PSRC1 _561insTGGAAG p.P187fs
XH_P51 1 115166190 115166190 Nonsense_Mutation INS - TAATTGTAGGATG - DENND2C nsTACCATCCTAC94_N295delinsIPSYNX
XH_P51 1 118492660 118492660 Nonsense_Mutation INS - ACATTTTAAAA - WDR3 _1654insACATTT551_V552delinsDTFX
XH_P51 1 118492661 118492661 Nonsense_Mutation INS - CTAAGAAAGTATT - WDR3 655insTCTAAGAAp.V552delinsVX
XH_P51 1 118581947 118581947 Missense_Mutation SNP T C T SPAG17 c.A3287G p.E1096G
XH_P51 1 118584567 118584567 Silent SNP G A G SPAG17 c.C2913T p.G971G
XH_P51 1 120381953 120381953 Missense_Mutation SNP T C T NBPF7 c.A692G p.Y231C
XH_P51 1 144854528 144854528 Silent SNP A T A PDE4DIP c.T7428A p.I2476I
XH_P51 1 145282025 145282025 In_Frame_Ins INS - TGGCTAGAA - NOTCH2NL 5_706insTGGCTA.E235delinsEWLE
XH_P51 1 145305994 145305994 Frame_Shift_Ins INS - TCTACGTGTAG - NBPF10 _1636insTCTACG p.P545fs
XH_P51 1 145522575 145522575 Frame_Shift_Ins INS - TGCTCTGTGTATC - PEX11B CCTTTTGCTCTGT p.M132fs
XH_P51 1 147380265 147380265 Silent SNP C T C GJA8 c.C183T p.C61C
XH_P51 1 149290779 149290779 Missense_Mutation SNP T A T FAM231D c.T251A p.L84H
XH_P51 1 150900412 150900412 Missense_Mutation SNP G T G SETDB1 c.G222T p.E74D



XH_P51 1 150900413 150900413 Frame_Shift_Ins INS - GATTTTTAAGAGT - SETDB1 CTGAGATTTTTA p.V75fs
XH_P51 1 151111164 151111164 Frame_Shift_Ins INS - C - SEMA6C c.397_398insG p.S133fs
XH_P51 1 151111166 151111166 Missense_Mutation SNP G C G SEMA6C c.C396G p.D132E
XH_P51 1 152190868 152190868 Silent SNP G A G HRNR c.C3237T p.H1079H
XH_P51 1 152193650 152193650 Frame_Shift_Ins INS - GTCAC - HRNR 454_455insGTGA p.T152fs
XH_P51 1 152276391 152276391 Silent SNP T C T FLG c.A10971G p.R3657R
XH_P51 1 152276393 152276393 Nonsense_Mutation SNP G A G FLG c.C10969T p.R3657X
XH_P51 1 152276548 152276548 Missense_Mutation SNP T G T FLG c.A10814C p.N3605T
XH_P51 1 152279383 152279383 In_Frame_Ins INS - GGA - FLG 7978_7979insTCp.Q2660delinsLQ
XH_P51 1 152280882 152280882 Silent SNP C T C FLG c.G6480A p.R2160R
XH_P51 1 152281113 152281113 Missense_Mutation SNP G C G FLG c.C6249G p.S2083R
XH_P51 1 152328399 152328399 Silent SNP G A G FLG2 c.C1863T p.H621H
XH_P51 1 152882761 152882761 In_Frame_Ins INS - TCTGGCATGGGG - IVL 489insTCTGGCATL163delinsLLAWG
XH_P51 1 153303372 153303372 In_Frame_Ins INS - GTCCTGTGCCTCC - PGLYRP4 3insAGGAGGCAQ331delinsQGGTGL
XH_P51 1 153982586 153982586 In_Frame_Ins INS - ATT - NUP210L 4791_4792insAAp.P1598delinsNP
XH_P51 1 153982587 153982587 Frame_Shift_Ins INS - CATTTATATCTGTA - NUP210L 791insTACAGAT p.T1597fs
XH_P51 1 155207975 155207975 In_Frame_Ins INS - TTTTTATTTTTCTT - GBA AAAGAAGAAAAA50delinsKKKKKNKKKV
XH_P51 1 155365321 155365321 Frame_Shift_Ins INS - CC - ASH1L .6031_6032insG p.L2011fs
XH_P51 1 155365322 155365322 Nonsense_Mutation INS - TACTCTGAAGAA - ASH1L ATAAAATTCTTCAK2012delinsTVYKILQSKFKX
XH_P51 1 156206089 156206089 Missense_Mutation SNP G A G PMF1 c.G172A p.G58R
XH_P51 1 156535870 156535870 Nonsense_Mutation INS - AAACTAACTTAAT - IQGAP3 nsTTAGATTAAGTT103_D104delinsTX
XH_P51 1 158368808 158368808 Frame_Shift_Ins INS - ACATCTCA - OR10T2 48_449insTGAGA p.G150fs
XH_P51 1 158390535 158390535 Frame_Shift_Ins INS - CTGCTCTCACTCC - OR10K2 22insGGAGTGAG p.T41fs
XH_P51 1 158736113 158736113 Silent SNP G A G OR6N1 c.C360T p.Y120Y
XH_P51 1 158747024 158747024 In_Frame_Ins INS - TCACTTTCTTCTT - OR6N2 GATAAAGAAGAA134delinsMIKKKVIR
XH_P51 1 159825849 159825849 Silent SNP G T G VSIG8 c.C795A p.I265I
XH_P51 1 160000763 160000763 Frame_Shift_Ins INS - CTAATGTTATGG - PIGM ATAAACCATAACA p.H256fs
XH_P51 1 160276275 160276275 In_Frame_Ins INS - GTT - COPA 1310_1311insAAp.I437delinsIT
XH_P51 1 160276277 160276277 Nonsense_Mutation INS - CTGTTTTTACAGTA - COPA sTAAGTACTGTAAI437_K438delinsX
XH_P51 1 160518093 160518093 Frame_Shift_Ins INS - AAATGACTCCCTT - CD84 98insGAAGGGAG p.Q200fs
XH_P51 1 161495096 161495096 Silent SNP T C T HSPA6 c.T648C p.A216A
XH_P51 1 161496107 161496107 Frame_Shift_Ins INS - CACCTCTA - HSPA6 59_1660insCACC p.G553fs
XH_P51 1 162749975 162749975 Missense_Mutation SNP C T C DDR2 c.C2507T p.T836M
XH_P51 1 163309266 163309266 Frame_Shift_Ins INS - T - NUF2 c.605_606insT p.T202fs
XH_P51 1 163309267 163309267 Nonsense_Mutation INS - AGAAATTGTCTA - NUF2 GATGAAGAAATT202_I203delinsTRX
XH_P51 1 166926071 166926071 Frame_Shift_Ins INS - ATTTTTTTCTCTCC - ILDR2 sAAAGGAGAGAA p.G133fs
XH_P51 1 171509761 171509761 Frame_Shift_Ins INS - TTTTTGGTTTCTCC - PRRC2C nsTCCTTTTTTGG p.P1050fs
XH_P51 1 171535748 171535748 Nonsense_Mutation INS - TTCTTGACCATTC - PRRC2C 19insCTTTCTTGA.P2106delinsPLSX
XH_P51 1 173931087 173931087 Nonsense_Mutation INS - TTTATTACATAGA - RC3H1 TTAAGTCTATGTAQ660_Q661delinsNX
XH_P51 1 174190274 174190274 Frame_Shift_Ins INS - C - RABGAP1L c.304dupC p.L101fs
XH_P51 1 174190276 174190276 In_Frame_Ins INS - GGCTTTTTCCAAT - RABGAP1L 06insTGGCTTTTTQ102delinsHGFFQL
XH_P51 1 174957960 174957960 Frame_Shift_Ins INS - ATCATCTTACCCTA - RABGAP1L 595insATCATCTT p.A198fs
XH_P51 1 175304899 175304899 Frame_Shift_Ins INS - CTCATTAATAGTC - TNR 80insGAGACTAT p.K860fs
XH_P51 1 175332878 175332878 Silent SNP G A G TNR c.C1674T p.F558F
XH_P51 1 179347867 179347867 In_Frame_Ins INS - ACTCTTTCCTTTC - AXDND1 71insAACTCTTTCH157delinsQTLSFP
XH_P51 1 179609152 179609152 Frame_Shift_Ins INS - TTAAT - TDRD5 364_365insTTAA p.G122fs
XH_P51 1 179609153 179609153 Frame_Shift_Ins INS - TCATTAATACCAA - TDRD5 66insCTCATTAAT p.G122fs
XH_P51 1 179620102 179620102 Nonsense_Mutation INS - ATAACCATATACA - TDRD5 TTATAATAACCAT190delinsMNYNNHIQQX
XH_P51 1 180063411 180063411 In_Frame_Ins INS - TGAGGCTTCTAT - CEP350 _8172insTGAGGCT2724delinsTEASI
XH_P51 1 182357862 182357862 In_Frame_Ins INS - TGGGCTCACTGTC - GLUL CTGGACAGTGAGnsCKTRTLDSEPKCVEGET
XH_P51 1 182856511 182856511 Frame_Shift_Ins INS - ACCATCTCCA - DHX9 5_3756insACCAT p.G1252fs
XH_P51 1 183255845 183255845 Missense_Mutation SNP G T G NMNAT2 c.C400A p.P134T
XH_P51 1 183255847 183255847 Nonsense_Mutation INS - TTAATTTAACAAG - NMNAT2 GAGGGCTTGTTAA33delinsNHVEGLLNX
XH_P51 1 184690464 184690464 Missense_Mutation SNP C G C EDEM3 c.G910C p.V304L
XH_P51 1 184690466 184690466 Nonsense_Mutation INS - AGTTTTACCTAAT - EDEM3 ACAAGATTAGGT3_V304delinsLYKQDX
XH_P51 1 186107032 186107032 In_Frame_Ins INS - ATTTCAATTGGGA - HMCN1 3insGTATATTTCA4618delinsGIFQLGIL
XH_P51 1 186286733 186286733 Splice_Site INS - ACTTGTTTGTGAA - TPR . .
XH_P51 1 186645719 186645719 Nonsense_Mutation INS - AGCCTGCTTGTCT - PTGS2 sTCCAGACAAGC4_M285delinsSRQAGX
XH_P51 1 186645721 186645721 Frame_Shift_Ins INS - AACTGCTCAT - PTGS2 _848insATGAGC p.G283fs
XH_P51 1 186908300 186908300 Nonsense_Mutation INS - AAATAAAGCATGG - PLA2G4A 77insTAAATAAAGG226delinsVNKAWX
XH_P51 1 198201755 198201755 Silent SNP G A G NEK7 c.G45A p.Q15Q
XH_P51 1 198492676 198492676 Nonsense_Mutation INS - ACCTTAAATTTAC - ATP6V1G3 TAAATGTAAATTN68_L69delinsFLX
XH_P51 1 200080441 200080441 Frame_Shift_Ins INS - AAGCACA - NR5A2 06_1007insAAGC p.G336fs
XH_P51 1 200827006 200827006 Nonsense_Mutation INS - GAGAGTACATTCT - CAMSAP2 09insATGAGAGT1403_K1404delinsPX
XH_P51 1 201178297 201178297 Missense_Mutation SNP G A G IGFN1 c.G4276A p.E1426K
XH_P51 1 202409914 202409914 Frame_Shift_Ins INS - TT - PPP1R12B c.1539_1540insT p.N513fs
XH_P51 1 202409915 202409915 Nonsense_Mutation INS - TTTCTGGATCCAA - PPP1R12B ATCTTATTTCTGG4delinsNIPISSYFWIQHX
XH_P51 1 206243243 206243243 Nonsense_Mutation INS - TTTTAACCAACTA - C1orf186 sAAATAGTTGGTTp.E7_V8delinsKX
XH_P51 1 210273632 210273632 Nonsense_Mutation INS - AGAGTTTTTAACT - SYT14 91insTAGAGTTTTp.F330delinsFX
XH_P51 1 211960981 211960981 Frame_Shift_Ins INS - AGCTTTTTTTTTT - LPGAT1 sAAAAAAAAAAA p.I149fs
XH_P51 1 212560386 212560386 In_Frame_Ins INS - GTATTTGTGGTA - TMEM206 _190insTACCACA.N64delinsYHKYN
XH_P51 1 215848566 215848566 Frame_Shift_Ins INS - GGAATGAAATG - USH2A _12687insCATTT p.G4229fs
XH_P51 1 215848567 215848567 Frame_Shift_Ins INS - T - USH2A 12685_12686ins p.G4229fs
XH_P51 1 220142295 220142295 In_Frame_Ins INS - TATGGTTTTTGTA - EPRS AATGAATACAAA464delinsEMNTKTILV
XH_P51 1 228433209 228433209 Missense_Mutation SNP C G C OBSCN c.C3577G p.P1193A
XH_P51 1 230795342 230795342 In_Frame_Ins INS - GCAATGATATCA - COG2 206insGCAATGA.A69delinsGNDIT
XH_P51 1 230827216 230827216 Nonsense_Mutation INS - TCTTAAGATCATT - COG2 TAAGTTTCTTAAG73_P674delinsTVSIX
XH_P51 1 231048461 231048461 Nonsense_Mutation INS - TTGTACATCTTAT - TTC13 TCAAGCATAAGA59_R660delinsFQAX
XH_P51 1 231298885 231298951 Frame_Shift_Del DEL CTGGAGCACG - CTCTGGAGCACGA TRIM67 c.170_236del p.L57fs
XH_P51 1 235543399 235543399 Missense_Mutation SNP G A G TBCE c.G35A p.R12Q
XH_P51 1 235916570 235916598 Frame_Shift_Del DEL AATAAATAATA - TAATAAATAATAC LYST c.7230_7234del p.E2410fs
XH_P51 1 241146391 241146391 Frame_Shift_Ins INS - A - RGS7 c.213dupT p.I72fs
XH_P51 1 241146393 241146393 Frame_Shift_Ins INS - ACACATACATCTC - RGS7 12insTGAGATGT p.T71fs
XH_P51 1 241695773 241695773 In_Frame_Ins INS - TAAATCCATTAC - KMO _30insTAAATCCAp.K10delinsNKSIT
XH_P51 1 241695775 241695775 Missense_Mutation SNP G A G KMO c.G31A p.V11I
XH_P51 1 245246990 245246990 Missense_Mutation SNP G C G EFCAB2 c.G373C p.D125H
XH_P51 1 247004268 247004268 Missense_Mutation SNP G A G AHCTF1 c.C6641T p.P2214L
XH_P51 1 247004269 247004269 Nonsense_Mutation INS - ACCTATTTGTAAA - AHCTF1 ATGACTTTACAAA14delinsILMTLQIGVHX
XH_P51 1 247013112 247013112 Nonsense_Mutation INS - TAAAATTTGGTTA - AHCTF1 nsCAAATAACCAAE2066delinsQITKFX
XH_P51 1 248525127 248525127 Frame_Shift_Ins INS - TGTGTGTGTGTGT - OR2T4 AATTGTGTGTGTG p.H82fs
XH_P51 1 248801937 248801937 Frame_Shift_Ins INS - AGATGTG - OR2T35 22_623insCACAT p.L208fs
XH_P51 2 3756140 3756140 Missense_Mutation SNP T A T DCDC2C c.T289A p.Y97N
XH_P51 2 9570093 9570093 Frame_Shift_Ins INS - AAGTACAAAACAG - CPSF3 46insAAGTACAAA p.A15fs
XH_P51 2 15378741 15378741 Nonsense_Mutation INS - AAGTTA - NBAS 793_5794insTAAp.P1932delinsX
XH_P51 2 15378742 15378742 Nonsense_Mutation INS - ATTAGTCG - NBAS 92_5793insCGAC931_P1932delinsNDX
XH_P51 2 15448400 15448400 Frame_Shift_Ins INS - AA - NBAS c.4736_4737insT p.S1579fs
XH_P51 2 15448401 15448401 In_Frame_Ins INS - TGATTACATATG - NBAS _4736insCATATGS1579delinsTYVIS
XH_P51 2 15736874 15736874 In_Frame_Ins INS - CATTCTAATCTAG - DDX1 CTCATCATTCTAA0delinsSSHHSNLDYY



XH_P51 2 21363072 21363072 Frame_Shift_Ins INS - TGTCAACTTCTTTT - TDRD15 nsACTATGTCAAC p.N911fs
XH_P51 2 21364804 21364804 Nonsense_Mutation INS - TTT - TDRD15 4465_4466insTTp.K1489delinsIX
XH_P51 2 21365664 21365664 In_Frame_Ins INS - GCATCTAAATAT - TDRD15 _5326insGCATCTT1775delinsTASKY
XH_P51 2 25057716 25057716 Silent SNP G A G ADCY3 c.C1752T p.H584H
XH_P51 2 25170521 25170521 Nonsense_Mutation INS - TGTAATTATAGTA - DNAJC27 AGTGATACTATAA262_N263delinsVX
XH_P51 2 27802466 27802466 In_Frame_Ins INS - ATAAATTCT - C2orf16 7_3028insATAAAQ1009delinsQINS
XH_P51 2 27802468 27802468 Nonsense_Mutation INS - ATTGACAGGTAT - C2orf16 nsATAGATTGAC1010_V1011delinsEX
XH_P51 2 48036797 48036797 Nonsense_Mutation INS - TCTGAATTTTTACT - FBXO11 AGAATAAGTAAAA6delinsIKERISKNSEECX
XH_P51 2 48925934 48925934 Frame_Shift_Ins INS - ACAAACTGTTCTG - LHCGR 86insACAGAACA p.I229fs
XH_P51 2 50724711 50724711 Nonsense_Mutation INS - AGATGGATTAAT - NRXN1 TATAGAATTAATCp.I843delinsTVIX
XH_P51 2 63053322 63053322 Frame_Shift_Ins INS - A - EHBP1 c.413_414insA p.F138fs
XH_P51 2 63053323 63053323 Frame_Shift_Ins INS - TTTTTTCTTTAATC - EHBP1 ACTTTTTTTTTCTT p.F138fs
XH_P51 2 63832425 63832425 Nonsense_Mutation INS - GATCCATGTCTTT - MDH1 CCAAGATCCATG41delinsQLRFIPRSMSLSDLX
XH_P51 2 69053204 69053204 Frame_Shift_Ins INS - CTCATTTGTCATT - ARHGAP25 1799insCTCATTT p.L600fs
XH_P51 2 71043269 71043269 Frame_Shift_Ins INS - TGTGAAGTAATG - CLEC4F GTGGTCATTACT p.Q415fs
XH_P51 2 71595637 71595637 Nonsense_Mutation INS - ATTTCTTCTACCA - ZNF638 nsTATAATTTCTT7_I708delinsLYNFFYHX
XH_P51 2 71909786 71909786 In_Frame_Ins INS - CAGGACTTA - DYSF 1_6142insCAGGAA2047delinsAQDL
XH_P51 2 73471773 73471773 Frame_Shift_Ins INS - CAAA - CCT7 .287_288insCAA p.V96fs
XH_P51 2 73471774 73471774 Frame_Shift_Ins INS - ATCTCAT - CCT7 88_289insATCTC p.V96fs
XH_P51 2 73496580 73496582 In_Frame_Del DEL GCG - GCG FBXO41 c.177_179del p.59_60del
XH_P51 2 73799911 73799911 Nonsense_Mutation INS - ATAATCTGTCTTA - ALMS1 05insGGTATAATC635_Q3636delinsLVX
XH_P51 2 84838942 84838942 Frame_Shift_Ins INS - ATCTTTTTCCTTG - DNAH6 sACTGTATCTTTT p.R1147fs
XH_P51 2 86968093 86968093 Silent SNP A C A RMND5A c.A186C p.T62T
XH_P51 2 96781276 96781276 In_Frame_Ins INS - CTG - ADRA2B c.612_613insCAGp.R205delinsQR
XH_P51 2 96781278 96781278 In_Frame_Ins INS - AGAAGCCACAGA - ADRA2B _611insTCTGTGGR204delinsLCGFC
XH_P51 2 97009009 97009009 In_Frame_Ins INS - AAAAAACAA - NCAPH 4_155insAAAAAAp.P52delinsQKTT
XH_P51 2 97009011 97009011 Silent SNP G T G NCAPH c.G156T p.P52P
XH_P51 2 97853117 97853117 In_Frame_Ins INS - ATACATAATCACT - ANKRD36 123insGATACATAD708delinsGYIITH
XH_P51 2 99185111 99185111 In_Frame_Ins INS - ATGCATTCCATT - INPP4A _2349insATGCAT.K783delinsKCIPL
XH_P51 2 99949585 99949585 Frame_Shift_Ins INS - A - TXNDC9 c.88_89insT p.D30fs
XH_P51 2 99949587 99949587 Frame_Shift_Ins INS - TATTACTGTT - TXNDC9 _87insAACAGTA p.L29fs
XH_P51 2 99988192 99988192 Frame_Shift_Ins INS - GAATGTTTTAATT - EIF5B 52insAAGAATGT p.K517fs
XH_P51 2 101186095 101186095 In_Frame_Ins INS - CACACATTTCATT - PDCL3 insGACACACATTV94delinsGHTFHFI
XH_P51 2 112539977 112539977 Missense_Mutation SNP G A G ANAPC1 c.C5171T p.A1724V
XH_P51 2 112551673 112551673 Silent SNP G A G ANAPC1 c.C4500T p.S1500S
XH_P51 2 112767580 112767580 Frame_Shift_Ins INS - CTTTCAGA - MERTK 16_2017insCTTTC p.P672fs
XH_P51 2 113147803 113147803 Frame_Shift_Ins INS - GAGAAAGATGAT - RGPD5 2719insCATCATC p.K907fs
XH_P51 2 113260636 113260636 Frame_Shift_Ins INS - TTTCTGCATATTA - TTL 754insTTTCTGCA p.K251fs
XH_P51 2 113260638 113260639 Frame_Shift_Del DEL AC - AC TTL c.755_756del p.N252fs
XH_P51 2 114000290 114000290 Nonsense_Mutation INS - CAGATTC - PAX8 54_455insGAATCS152_L153delinsX
XH_P51 2 114201410 114201410 In_Frame_Ins INS - CATTTTATAACTT - CBWD2 09insGCATTTTATL103delinsLHFITY
XH_P51 2 122215333 122215333 Frame_Shift_Ins INS - TGTGTGTGTGT - CLASP1 _1315insACACAC p.H439fs
XH_P51 2 122215334 122215334 Splice_Site SNP C G C CLASP1 . .
XH_P51 2 130868253 130868253 Silent SNP T C T POTEF c.A918G p.R306R
XH_P51 2 141072631 141072631 In_Frame_Ins INS - ATGTTACAAATAT - LRP1B 2678insTATATTTR4226delinsSIFVTL
XH_P51 2 152320280 152320280 In_Frame_Ins INS - CTTTTATTCCCT - RIF1 _4247insCTTTTAR1416delinsPFIPW
XH_P51 2 152425875 152425875 Missense_Mutation SNP C G C NEB c.G12303C p.K4101N
XH_P51 2 152541441 152541441 Frame_Shift_Ins INS - TATC - NEB 2685_2686insGA p.P896fs
XH_P51 2 152541443 152541443 In_Frame_Ins INS - CATTGT - NEB 683_2684insACAp.A895delinsDNA
XH_P51 2 153417545 153417545 Nonsense_Mutation INS - AGTATGGAAAGT - FMNL2 insCTTAGTATGGp.L198delinsPX
XH_P51 2 155303251 155303251 Nonsense_Mutation INS - TGGAAGGCACAT - GALNT13 AAAGATGGAAGD558_Y559delinsGX
XH_P51 2 158595014 158595014 Nonsense_Mutation INS - TATATAGAAGGG - ACVR1 insTAAACCCTTCR445_K446delinsX
XH_P51 2 158595015 158595015 Missense_Mutation SNP C G C ACVR1 c.G1332C p.M444I
XH_P51 2 160806155 160806155 In_Frame_Ins INS - GGGAATTGTAGC - PLA2R1 3insCATGCTACA1225delinsHATIPTS
XH_P51 2 163208900 163208900 Missense_Mutation SNP T A T GCA c.T323A p.I108N
XH_P51 2 163291936 163291936 Missense_Mutation SNP C T C KCNH7 c.G1705A p.V569I
XH_P51 2 166172107 166172107 Frame_Shift_Ins INS - CTCCATTTTATTC - SCN2A 1insATTCTCCATT p.R504fs
XH_P51 2 166892558 166892558 Missense_Mutation SNP C A C SCN1A c.G3429T p.E1143D
XH_P51 2 167162394 167162394 Frame_Shift_Ins INS - TGGAATGTCTGT - SCN9A nsAAATACAGACA p.L168fs
XH_P51 2 168100279 168100279 Frame_Shift_Ins INS - GTTGATCTAGATG - XIRP2 12insAAGTTGATC p.R571fs
XH_P51 2 168101172 168101172 In_Frame_Ins INS - TTGAATGGCATAC - XIRP2 605insCTTGAATGD868delinsDLEWHT
XH_P51 2 170031853 170031853 Frame_Shift_Ins INS - TTTATGAAGTTTT - LRP2 AAAAAAAAAACT p.D3540fs
XH_P51 2 170367063 170367063 In_Frame_Ins INS - TTTTTCTACATTTA - KLHL41 nsCTTCTTTTTCTA259delinsSSFSTFRL
XH_P51 2 178481522 178481522 Nonsense_Mutation INS - TTGTCTTATTTTG - TTC30A 08insTTCAAAATA636_E637delinsDSKX
XH_P51 2 179433822 179433822 In_Frame_Ins INS - GGGGAAGAATAT - TTN 9842insAGATATT16614delinsKDILPL
XH_P51 2 179439490 179439490 Missense_Mutation SNP C T C TTN c.G44174A p.R14725H
XH_P51 2 179631224 179631224 Frame_Shift_Ins INS - TTTTTTTCAC - TTN _9449insGTGAA p.Y3150fs
XH_P51 2 180047856 180047856 Frame_Shift_Ins INS - AATACGTCTGCAG - SESTD1 AAAACCTGCAGA p.N39fs
XH_P51 2 185801306 185801306 Frame_Shift_Ins INS - AA - ZNF804A .1183_1184insA p.G395fs
XH_P51 2 185801307 185801307 Nonsense_Mutation INS - TAATAATAATGC - ZNF804A 185insGTAATAAG395_P396delinsGX
XH_P51 2 186654966 186654966 Frame_Shift_Ins INS - TTCAGTTTGTATA - FSIP2 ATTTAGTTCAGTT p.W1035fs
XH_P51 2 186658847 186658847 Nonsense_Mutation INS - TTTATCTACTACA - FSIP2 GTCTTCTTTATCT2328_T2329delinsFX
XH_P51 2 196737189 196737189 In_Frame_Ins INS - TGTTATTGAAATG - DNAH7 8insCCCATTTCAAK2140delinsPISITGK
XH_P51 2 197171284 197171284 Frame_Shift_Ins INS - A - HECW2 c.1673_1674insT p.T558fs
XH_P51 2 197171285 197171285 Frame_Shift_Ins INS - AAATTTATTTCTCA - HECW2 673insTGAGAAA p.T558fs
XH_P51 2 197584337 197584337 In_Frame_Ins INS - TTATTTTTAGGTG - CCDC150 nsTATTTTATTTT704delinsVYFIFRWF
XH_P51 2 197584338 197584338 Frame_Shift_Ins INS - TT - CCDC150 c.2113_2114insT p.Q705fs
XH_P51 2 200213706 200213706 In_Frame_Ins INS - GTGGCATTC - SATB2 0_891insGAATGCp.L297delinsLNAT
XH_P51 2 202358092 202358092 Nonsense_Mutation INS - TTAGTGAA - C2CD6 71_2972insTTCA 991_I992delinsIHX
XH_P51 2 202358094 202358094 Frame_Shift_Ins INS - AGATGAAATAA - C2CD6 _2970insTTATTT p.Q990fs
XH_P51 2 203061654 203061654 Frame_Shift_Ins INS - AGGGATCATT - KIAA2012 _3320insAGGGA p.L1107fs
XH_P51 2 203948089 203948089 Nonsense_Mutation INS - CATATTAAATCT - NBEAL1 _833insCATATTAp.I278delinsTYX
XH_P51 2 206630233 206630233 In_Frame_Ins INS - AGTTTCTGTTAGC - NRP2 344insAAGTTTCTS781delinsSKFLLA
XH_P51 2 207174503 207174503 Nonsense_Mutation INS - TCCACAGCTCTTA - ZDBF2 ATTATATCCACAGdelinsPLEPLYPQLLSSESIX
XH_P51 2 209113237 209113237 In_Frame_Ins INS - TGAGAAATGCAT - IDH1 ACATATATGCATelinsHIQLYIYAFLNFIPCL
XH_P51 2 209200854 209200854 Nonsense_Mutation INS - AATTTTTGATTTTT - PIKFYVE ATTATTAATTTTTG4_S1485delinsLLLIFDFX
XH_P51 2 209200856 209200856 Silent SNP G A G PIKFYVE c.G4452A p.Q1484Q
XH_P51 2 210565028 210565028 Frame_Shift_Ins INS - AA - MAP2 c.482_483insAA p.P161fs
XH_P51 2 210565030 210565030 Nonsense_Mutation INS - AATAGT - MAP2 484_485insAATA p.S162delinsKX
XH_P51 2 210896226 210896226 Missense_Mutation SNP A C A KANSL1L c.T2074G p.C692G
XH_P51 2 210896228 210896228 Nonsense_Mutation INS - TGTTTCACTCAAA - KANSL1L sAGACATTTGAG91_C692delinsKTFEX
XH_P51 2 211471523 211471523 Frame_Shift_Ins INS - AGAAACCTCTCTA - CPS1 8insTTAGAAACCT p.S233fs
XH_P51 2 215818750 215818750 Nonsense_Mutation INS - TCTAAGCTTTTCC - ABCA12 ACCAATGGAAAAG41delinsYYQWKSLDYX
XH_P51 2 216240409 216240409 Frame_Shift_Ins INS - TCTCAGATTCTTT - FN1 insTTAAAAGAAT p.L1793fs
XH_P51 2 218762667 218762667 Frame_Shift_Ins INS - TTCTCTTTGTTTAT - TNS1 2insATAAACAAA p.E8fs
XH_P51 2 220264605 220264605 Missense_Mutation SNP G A G DNPEP c.C43T p.L15F
XH_P51 2 230656595 230656595 Nonsense_Mutation INS - CACCATGTATAA - TRIP12 AGTACATTATACA23_H1124delinsALNFIX
XH_P51 2 232030689 232030689 Silent SNP C A C PSMD1 c.C2580A p.V860V



XH_P51 2 232030690 232030690 Frame_Shift_Ins INS - AGGTAGTGGTCG - PSMD1 nsAAGAGGTAGT p.L861fs
XH_P51 3 383700 383700 Frame_Shift_Ins INS - TCATTTTCTTTTAC - CHL1 CTTTTTCATTTTC p.F205fs
XH_P51 3 7620570 7620570 Silent SNP A C A GRM7 c.A1977C p.R659R
XH_P51 3 15071914 15071914 In_Frame_Ins INS - GATACCTTAGCT - NR2C2 GCATTTGATACClinsIFAHRAFDTLAKALNTT
XH_P51 3 19491744 19491744 In_Frame_Ins INS - TGTTTGGAAACG - KCNH8 CCTTGGTGTTTGG8delinsHALVFGNVTAI
XH_P51 3 19491746 19491746 Frame_Shift_Ins INS - ATACAGA - KCNH8 24_1525insATAC p.L508fs
XH_P51 3 23960000 23960000 Nonsense_Mutation INS - GG - RPL15 c.242_243insGG.Y81_G82delinsX
XH_P51 3 23960001 23960001 Frame_Shift_Ins INS - TACTCACACAG - RPL15 _244insTACTCAC p.Y81fs
XH_P51 3 30029670 30029670 Frame_Shift_Ins INS - GTAGCCC - RBMS3 81_1082insGTAG p.I361fs
XH_P51 3 30029672 30029672 Silent SNP T A T RBMS3 c.T1083A p.I361I
XH_P51 3 32776413 32776413 Nonsense_Mutation INS - TAAAATAAGGCT - CNOT10 nsTATTTTAAAAT 487_S488delinsIFX
XH_P51 3 37034060 37034060 Nonsense_Mutation INS - TTGGAATGTCATT - EPM2AIP1 TAATGAATGACA.R170delinsNNEX
XH_P51 3 37045944 37045944 Frame_Shift_Ins INS - TTTTCTTTCAGTC - MLH1 TGAGTTTTTCTTT p.A120fs
XH_P51 3 37170629 37170629 Frame_Shift_Ins INS - TTAAATGTGATAT - LRRFIP2 nsACAAATATCAC p.R34fs
XH_P51 3 37170630 37170630 Missense_Mutation SNP C T C LRRFIP2 c.G101A p.R34K
XH_P51 3 37365707 37365707 In_Frame_Ins INS - TTT - GOLGA4 2330_2331insTTp.A777delinsAF
XH_P51 3 37365709 37365709 Frame_Shift_Ins INS - TCTTTTCATTCATT - GOLGA4 TAAAGTCTTTTCA p.H778fs
XH_P51 3 44544132 44544132 Frame_Shift_Ins INS - CTTTTTAAACTTT - ZNF852 sTAAAAAGTTTAA p.E15fs
XH_P51 3 46965153 46965153 Nonsense_Mutation INS - GTCACTT - CCDC12 49_250insAAGTG.E84_K85delinsKX
XH_P51 3 47163043 47163043 In_Frame_Ins INS - ATTGGGAAGATG - SETD2 1insTCTCATCTTC984delinsLSSSQWS
XH_P51 3 47318794 47318794 In_Frame_Ins INS - GAAGAATTGACA - KIF9 ACAAATGTCAATT24delinsNKCQFFCV
XH_P51 3 47956342 47956342 Missense_Mutation SNP T C T MAP4 c.A1964G p.N655S
XH_P51 3 47956344 47956344 Nonsense_Mutation INS - AACAGGGAACTA - MAP4 TGTCTCTAGTTCC4_N655delinsCRHCLX
XH_P51 3 48215815 48215815 Missense_Mutation SNP C T C CDC25A c.G769A p.A257T
XH_P51 3 48310120 48310120 Frame_Shift_Ins INS - TGTGATAAATC - ZNF589 _940insTGTGATA p.F313fs
XH_P51 3 48493257 48493257 Nonsense_Mutation INS - ACTTTGTTTTAAC - ATRIP TAGGTACTTTGTT75_E76delinsQEKTTX
XH_P51 3 49699508 49699508 Nonsense_Mutation INS - AAAGACGTAGAG - BSN GAGGCCAAAGACp.Y3410delinsYX
XH_P51 3 49724906 49724906 Missense_Mutation SNP C T C MST1 c.G361A p.V121I
XH_P51 3 53694211 53694211 Silent SNP C T C CACNA1D c.C675T p.N225N
XH_P51 3 57303683 57303683 Frame_Shift_Ins INS - CTTCTTCTGTCATA - APPL1 insCCACTTCTTCT p.E700fs
XH_P51 3 73651572 73651572 Missense_Mutation SNP G T G PDZRN3 c.C851A p.S284Y
XH_P51 3 78766995 78766995 Nonsense_Mutation INS - AAGACAGTCAGCT - ROBO1 sGCCGAGCTGACTp.K193delinsKPSX
XH_P51 3 97591053 97591053 In_Frame_Ins INS - CCTCGATAT - CRYBG3 5_1016insCCTCG.G339delinsASIW
XH_P51 3 98217448 98217448 Nonsense_Mutation INS - AAGAAGAATATAG - OR5K2 insGTAAGAAGAA08_K309delinsIVRRIX
XH_P51 3 99567142 99567142 Nonsense_Mutation INS - TCTTTTCATTTAC - FILIP1L 8insATGTAAATG886_T887delinsICKX
XH_P51 3 108282064 108282064 Nonsense_Mutation INS - ATTGAAGACTTCA - KIAA1524 TTACAATGAAGTC515delinsITMKSSIHX
XH_P51 3 111263901 111263901 Frame_Shift_Ins INS - A - CD96 c.71dupA p.E24fs
XH_P51 3 111831984 111831984 Nonsense_Mutation SNP T A T C3orf52 c.T641A p.L214X
XH_P51 3 112730155 112730155 In_Frame_Ins INS - TAC - NEPRO c.148_149insGTA p.F50delinsCI
XH_P51 3 112730157 112730157 Nonsense_Mutation INS - CACATAC - NEPRO 46_147insGTATGp.Y49_F50delinsX
XH_P51 3 119177071 119177071 Frame_Shift_Ins INS - TTGTTTTTCTTAA - TMEM39A AAATTATTAAGAA p.G44fs
XH_P51 3 119379206 119379206 In_Frame_Ins INS - GCCAAAAAGATA - POPDC2 GCTTCTATCTTTTT22delinsMLLSFWLPE
XH_P51 3 121340966 121340966 In_Frame_Ins INS - CCTCCCATTTCC - FBXO40 _691insCCTCCCA.A230delinsAPPIS
XH_P51 3 123665933 123665933 Frame_Shift_Ins INS - ACAGTGAAGGAT - CCDC14 462insCATCCTTC p.Y154fs
XH_P51 3 124398320 124398320 Missense_Mutation SNP G A G KALRN c.G2239A p.E747K
XH_P51 3 124462896 124462896 Nonsense_Mutation INS - TCACATGACTTCT - UMPS 1409insTCACATG470_W471delinsVTX
XH_P51 3 124854614 124854614 Nonsense_Mutation INS - ACTAAAATTTTGT - SLC12A8 AAAATAACAAAAT_G213delinsKYIHKQIKX
XH_P51 3 130159562 130159562 In_Frame_Ins INS - TGTCATAAGTGA - COL6A5 1insGGTTGTCATA2127delinsLVVISDE
XH_P51 3 134911453 134911453 Frame_Shift_Ins INS - CTCATTGTAACTA - EPHB1 TCTTCTCTCATTG p.L640fs
XH_P51 3 135721693 135721693 Frame_Shift_Ins INS - TTGTTTGGAATG - PPP2R3A TGGAGTTGTTTG p.F451fs
XH_P51 3 140785450 140785450 Silent SNP C T C SPSB4 c.C504T p.D168D
XH_P51 3 145797021 145797021 In_Frame_Ins INS - TTTTTTGGTTCTGT - PLOD2 2insACACAGAACM461delinsNTEPKKL
XH_P51 3 148744726 148744726 Missense_Mutation SNP C T C GYG1 c.C788T p.T263I
XH_P51 3 148744727 148744727 Nonsense_Mutation INS - AGAACAAAGTAA - GYG1 nsGGGAGAACAAT263delinsTGRTKX
XH_P51 3 151083726 151083726 Nonsense_Mutation INS - TCTA - MED12L 3169_3170insTC1057_C1058delinsFX
XH_P51 3 151083727 151083727 In_Frame_Ins INS - TAACGACATAGC - MED12L 1insGATTAACGA1057delinsWINDIAN
XH_P51 3 151163319 151163319 Nonsense_Mutation INS - ATCTGTTACATTC - IGSF10 50insTAGAATGT1484_A1485delinsX
XH_P51 3 151163773 151163773 Nonsense_Mutation INS - AGCACAATCAGTT - IGSF10 3996insAACTGAT1332_E1333delinsX
XH_P51 3 154886570 154886570 Nonsense_Mutation INS - TCTTTGTTAAAGT - MME 5insCCATCTTTGT55_G656delinsLHLCX
XH_P51 3 155198921 155198921 Missense_Mutation SNP T C T PLCH1 c.A4894G p.K1632E
XH_P51 3 155198922 155198922 In_Frame_Ins INS - GTTAATGCGTTTG - PLCH1 3insATACAAACG1631delinsLYKRINR
XH_P51 3 155232562 155232562 Missense_Mutation SNP G A G PLCH1 c.C1546T p.R516W
XH_P51 3 157131835 157131835 In_Frame_Ins INS - GTAAGTTTGGCT - VEPH1 _741insAGCCAAAD247delinsEAKLT
XH_P51 3 158402343 158402343 Nonsense_Mutation INS - TTAAAAATGTTTA - GFM1 AATTTTTTAAAAA599_S600delinsQKX
XH_P51 3 160135688 160135688 Missense_Mutation SNP G C G SMC4 c.G1615C p.A539P
XH_P51 3 160135689 160135689 In_Frame_Ins INS - ATACATTTTATA - SMC4 _1617insATACAT.A539delinsAYILY
XH_P51 3 160679649 160679649 Frame_Shift_Ins INS - TCGTCATTTTTAG - PPM1L 145insTCGTCATT p.S48fs
XH_P51 3 167293805 167293805 Silent SNP G A G WDR49 c.C1410T p.N470N
XH_P51 3 170929023 170929023 Missense_Mutation SNP T A T TNIK c.A188T p.E63V
XH_P51 3 170929024 170929024 Frame_Shift_Ins INS - CAACCTTTTATTG - TNIK AAACACAATAAA p.E63fs
XH_P51 3 178938869 178938869 Missense_Mutation SNP G T G PIK3CA c.G2111T p.R704M
XH_P51 3 178938870 178938870 Nonsense_Mutation INS - GATTAAATAAACA - PIK3CA 113insTGATTAAAp.R704delinsRX
XH_P51 3 179287915 179287915 Nonsense_Mutation SNP G T G ACTL6A c.G163T p.E55X
XH_P51 3 179287916 179287916 Frame_Shift_Ins INS - TATTATATTTTGTT - ACTL6A nsTTTTATTATAT p.E55fs
XH_P51 3 180666252 180666252 Frame_Shift_Ins INS - GTTCTAATTAC - FXR1 _389insGTTCTAA p.T130fs
XH_P51 3 183035999 183035999 In_Frame_Ins INS - TCTTCTTTAGTGA - MCF2L2 nsAAGTCACTAAAE204delinsKSLKKKE
XH_P51 3 195518002 195518002 In_Frame_Ins INS - AGAGGTCCTCCAG - MUC4 ACTTCCTGGAGGA50delinsTTSWRTSIQD
XH_P51 4 437167 437167 Silent SNP G A G ZNF721 c.C1089T p.C363C
XH_P51 4 437749 437749 Silent SNP T C T ZNF721 c.A507G p.E169E
XH_P51 4 9784393 9784393 Missense_Mutation SNP G A G DRD5 c.G740A p.R247H
XH_P51 4 15689418 15689418 Frame_Shift_Ins INS - TCTTTTGCCACAC - FAM200B 9insCTCTTTTGCC p.F273fs
XH_P51 4 20706429 20706429 In_Frame_Ins INS - AAGCTCTGTACC - PACRGL _200insAAGCTCTp.I67delinsKALYL
XH_P51 4 39314448 39314448 In_Frame_Ins INS - GAC - RFC1 1306_1307insGTp.K436delinsSQ
XH_P51 4 39314449 39314449 Frame_Shift_Ins INS - TAGTGTATTTAAG - RFC1 CTTAAACTTAAAT p.K436fs
XH_P51 4 42448637 42448637 Missense_Mutation SNP G A G ATP8A1 c.C2876T p.T959I
XH_P51 4 46930766 46930766 Nonsense_Mutation INS - TAACA - GABRA4 930_931insTGTTN311_A312delinsCX
XH_P51 4 46930768 46930768 In_Frame_Ins INS - TTTATTGGGTTGT - GABRA4 29insAACAACCCAT310delinsKQPNKP
XH_P51 4 57366772 57366772 In_Frame_Ins INS - GCAGGTTTG - SRP72 6_1567insGCAGG.R522delinsRAGL
XH_P51 4 70146430 70146430 Missense_Mutation SNP C A C UGT2B28 c.C212A p.T71N
XH_P51 4 70146432 70146432 Nonsense_Mutation INS - CAAAGTAAATATA - UGT2B28 215insCAAAGTAAL72_K73delinsPKX
XH_P51 4 71509605 71509605 Frame_Shift_Ins INS - TTTTGATGGATT - ENAM CCTTGGTTTTGAT p.P821fs
XH_P51 4 73012828 73012828 In_Frame_Ins INS - GGC - NPFFR2 c.868_869insGGCp.K290delinsRQ
XH_P51 4 73012829 73012829 In_Frame_Ins INS - TGCATTGTC - NPFFR2 9_870insTGCATT.K290delinsNALS
XH_P51 4 76924783 76924783 Nonsense_Mutation INS - TAAAGGCTATGA - CXCL9 GACAATCATAGC6_Q117delinsDNHSLX
XH_P51 4 83826023 83826023 Nonsense_Mutation INS - TTTTTTAATCCAA - THAP9 6insTTTTTTTTAAE72_S73delinsDFFX
XH_P51 4 90034394 90034394 Nonsense_Mutation INS - GTGTCTAATATTT - TIGD2 TTTTAAGTGTCTAQ90delinsHFKCLIFX
XH_P51 4 123161371 123161371 Frame_Shift_Ins INS - GCCTTCATCACTG - KIAA1109 4535insGCCTTCA p.V1512fs
XH_P51 4 126355476 126355476 Silent SNP C A C FAT4 c.C7095A p.A2365A



XH_P51 5 34922844 34922844 In_Frame_Ins INS - CCT - BRIX1 c.481_482insCCTp.G161delinsAC
XH_P51 5 34922845 34922845 Frame_Shift_Ins INS - AGATATGGAGTAA - BRIX1 insAAAGATATGG p.G161fs
XH_P51 5 36265153 36265153 Silent SNP G A G RANBP3L c.C316T p.L106L
XH_P51 5 37327835 37327835 Frame_Shift_Ins INS - TATTTCTCTTA - NUP155 _1920insTAAGAG p.G640fs
XH_P51 5 42759266 42759266 Frame_Shift_Ins INS - CAAATGCATTGTC - CCDC152 nsGTCAAATGCA p.V15fs
XH_P51 5 56177849 56177854 In_Frame_Del DEL CAACAA - CAACAA MAP3K1 c.2822_2827del p.941_943del
XH_P51 5 68616209 68616209 Nonsense_Mutation INS - TAAAATAAATAAC - CCDC125 ATATGGTTATTTA3_G54delinsEYGYLFX
XH_P51 5 75427950 75427950 In_Frame_Ins INS - CTTCTTTACTGTT - SV2C 76insCCTTCTTTAS125delinsSPSLLF
XH_P51 5 79033590 79033590 In_Frame_Ins INS - GTCTTCACCTTTT - CMYA5 TGTAAAGTCTTCA001delinsHCKVFTFCIC
XH_P51 5 102895168 102895168 Frame_Shift_Ins INS - TT - NUDT12 c.153_154insAA p.C52fs
XH_P51 5 102895169 102895169 Nonsense_Mutation INS - ATTCGTTAGGAA - NUDT12 CTTGGTTCCTAACM51delinsISLGSX
XH_P51 5 121355972 121355972 Nonsense_Mutation INS - ATTGATATTAAAT - SRFBP1 TTGGAATTGATAT81delinsIHNSKEKIIX
XH_P51 5 121488546 121488546 Frame_Shift_Ins INS - ATGTGGTAAGGAA - ZNF474 TACATATGTGGTA p.C287fs
XH_P51 5 123983905 123983905 Frame_Shift_Ins INS - AAAACCCA - ZNF608 71_2172insTGGG p.K724fs
XH_P51 5 138209068 138209068 In_Frame_Ins INS - TGTTCA - LRRTM2 181_1182insTGAp.D394delinsDEH
XH_P51 5 138209346 138209346 Frame_Shift_Ins INS - ACAATGGCTTTAT - LRRTM2 904insATAAAGCC p.S302fs
XH_P51 5 138643806 138643806 Nonsense_Mutation INS - CAGGAGTAATC - MATR3 _703insCAGGAG 34_F235delinsSQEX
XH_P51 5 138651795 138651795 Frame_Shift_Ins INS - GAATACAAATTA - MATR3 TAAAAGAATACA p.T61fs
XH_P51 5 139876855 139876855 In_Frame_Ins INS - TTTCCAAGTATTC - ANKHD1 nsTTGGTTTCCAA999delinsLWFPSILW
XH_P51 5 140070865 140070865 Frame_Shift_Ins INS - GGCCTTCTGCTGC - HARS CAAGCAGCAGAA p.E9fs
XH_P51 5 140188914 140188914 Silent SNP G A G PCDHA4 c.G2142A p.T714T
XH_P51 5 140431471 140431471 Frame_Shift_Ins INS - CTCCA - PCDHB1 416_417insCTCC p.L139fs
XH_P51 5 140476277 140476277 Missense_Mutation SNP C G C PCDHB2 c.C1903G p.R635G
XH_P51 5 140572418 140572418 Frame_Shift_Ins INS - AGGGGTCTTT - PCDHB10 _294insAGGGGT p.P98fs
XH_P51 5 140579549 140579549 Nonsense_Mutation INS - AAGGATTTTAA - PCDHB11 _203insAAGGATT.S68_N69delinsX
XH_P51 5 140588659 140588659 In_Frame_Ins INS - ACCAAATCC - PCDHB12 0_181insACCAAAp.S60delinsSTKS
XH_P51 5 140865128 140865128 Missense_Mutation SNP G T G PCDHGC4 c.G388T p.A130S
XH_P51 5 140868999 140868999 Frame_Shift_Ins INS - AAGTCTCTTATGT - PCDHGC5 193insAAGTCTCT p.L64fs
XH_P51 5 147661781 147661781 Nonsense_Mutation INS - TCTGATTGTA - SPINK13 3_224insTCTGAT C75_V76delinsFX
XH_P51 5 149505011 149505011 Silent SNP G A G PDGFRB c.C1804T p.L602L
XH_P51 5 175717557 175717557 Missense_Mutation SNP C T C SIMC1 c.C1030T p.H344Y
XH_P51 6 562826 562826 Frame_Shift_Ins INS - ACCTTTTTCATCCT - EXOC2 TATACAGGATGA p.E603fs
XH_P51 6 1390406 1390420 In_Frame_Del DEL CGGGCGGCG - CGCGGGCGGCGG FOXF2 c.224_238del p.75_80del
XH_P51 6 4032190 4032190 Frame_Shift_Ins INS - TTCTTTTGTGTTT - PRPF4B CCTCTTTTCTTTTG p.E147fs
XH_P51 6 10586886 10586886 Frame_Shift_Ins INS - ACAGATTCCTTAT - GCNT2 65insACAGATTC p.P222fs
XH_P51 6 10709610 10709610 Silent SNP A T A PAK1IP1 c.A1104T p.I368I
XH_P51 6 10724865 10724865 Frame_Shift_Ins INS - TATTCTTCAC - TMEM14C 9_20insTATTCTT p.V7fs
XH_P51 6 10724867 10724867 Splice_Site INS - TACCA - TMEM14C . .
XH_P51 6 11103981 11103981 Frame_Shift_Ins INS - ATTTTCCCAGATA - ERVFRD-1 63insATTATCTGG p.Q521fs
XH_P51 6 11191331 11191331 Silent SNP C T C NEDD9 c.G324A p.P108P
XH_P51 6 17675556 17675556 Nonsense_Mutation INS - CTTATAATTTATCA - NUP153 CAGAATGATAAA.S209delinsSETEX
XH_P51 6 18161675 18161675 Missense_Mutation SNP G A G KDM1B c.G205A p.A69T
XH_P51 6 18236780 18236780 Nonsense_Mutation INS - GATGTATCCTTAG - DEK nsTAAACTAAGGA283_K284delinsINX
XH_P51 6 24533903 24533903 Nonsense_Mutation INS - AAAATAACCTG - ALDH5A1 _1572insAAAATAY524_L525delinsX
XH_P51 6 25652698 25652698 Missense_Mutation SNP C T C SCGN c.C67T p.R23C
XH_P51 6 25914888 25914888 In_Frame_Ins INS - AAAAATATAAGC - SLC17A2 074insAAGCTTATV358delinsVSLYFS
XH_P51 6 25914890 25914890 Missense_Mutation SNP C T C SLC17A2 c.G1072A p.V358I
XH_P51 6 26043725 26043725 Missense_Mutation SNP C T C HIST1H2BB c.G161A p.G54D
XH_P51 6 26199811 26199811 Missense_Mutation SNP C A C HIST1H2BF c.C25A p.P9T
XH_P51 6 26273495 26273495 Missense_Mutation SNP G C G HIST1H2BI c.G292C p.A98P
XH_P51 6 26273496 26273496 Frame_Shift_Ins INS - CTCATTA - HIST1H2BI 93_294insCTCAT p.A98fs
XH_P51 6 26452090 26452090 In_Frame_Ins INS - CAGCCATTTTTCC - BTN3A3 77insTCAGCCATTG192delinsGSAIFP
XH_P51 6 28269232 28269232 In_Frame_Ins INS - GAACTGTGA - PGBD1 1_1602insGAACT.L534delinsLNCD
XH_P51 6 37336596 37336596 Frame_Shift_Ins INS - ACAAGGATATATT - RNF8 578insACAAGGA p.G193fs
XH_P51 6 39856467 39856467 Nonsense_Mutation INS - TTAGACTAGTATG - DAAM2 nsTAGATTAGACTp.S691delinsSX
XH_P51 6 43006195 43006195 In_Frame_Ins INS - GGATTCGGACGA - CUL7 GCCTCATCGTCCG2delinsLNCLIVRILKAHG
XH_P51 6 43308578 43308578 Frame_Shift_Ins INS - GATGAAAACCCA - ZNF318 nsTATAATGGGTT p.I1149fs
XH_P51 6 44254254 44254254 Frame_Shift_Ins INS - AAAGCACTTTA - TCTE1 _293insTAAAGTG p.K98fs
XH_P51 6 46977570 46977570 Frame_Shift_Ins INS - GTCGT - ADGRF1 600_1601insACG p.C534fs
XH_P51 6 46977571 46977571 Frame_Shift_Ins INS - TTTGC - ADGRF1 599_1600insGCA p.C534fs
XH_P51 6 46979811 46979811 Frame_Shift_Ins INS - CCTTCAAGCACA - ADGRF1 48insCCTGTGCTT p.S350fs
XH_P51 6 52303345 52303345 Frame_Shift_Ins INS - GTACCTATAACAT - EFHC1 0insCAGTACCTAT p.Y177fs
XH_P51 6 55198712 55198712 Nonsense_Mutation INS - ATAACACTATAGA - GFRAL 7insACATAACACT96_L97delinsHITLX
XH_P51 6 64422419 64422419 Frame_Shift_Ins INS - GTTTTGACTGAAT - PHF3 CCTCTTGTTTTGA p.F1645fs
XH_P51 6 97339198 97339198 In_Frame_Ins INS - TGAGCTCCCTGA - NDUFAF4 310insTCAGGGAp.I104delinsSGSSI
XH_P51 6 97610011 97610011 Frame_Shift_Ins INS - GGTTAAAAACTG - MMS22L AACATCTCAGTTT p.S801fs
XH_P51 6 112390713 112390713 Nonsense_Mutation INS - GAAAACATGTAG - WISP3 AGTTTTGAAAAC_P338delinsYNSFENMX
XH_P51 6 123127437 123127437 Missense_Mutation SNP G C G SMPDL3A c.G586C p.E196Q
XH_P51 6 125366487 125366487 Frame_Shift_Ins INS - AGTAGAAATCAAA - RNF217 1014insAGTAGAA p.R338fs
XH_P51 6 132619048 132619048 Frame_Shift_Ins INS - AAATTAGTTCTAA - MOXD1 insAGTTTTAGAA p.S519fs
XH_P51 6 144999699 144999699 Nonsense_Mutation INS - GCAAGTGTTAGG - UTRN GATAATGCAAGTG546_S2547delinsNRX
XH_P51 6 160174562 160174562 Frame_Shift_Ins INS - ATTTTCATCTCAAA - WTAP 24insTATTTTCAT p.L175fs
XH_P51 6 160174564 160174564 Silent SNP G A G WTAP c.G525A p.L175L
XH_P51 7 1275562 1275562 Missense_Mutation SNP G A G UNCX c.G545A p.C182Y
XH_P51 7 1784418 1784418 Silent SNP C T C ELFN1 c.C186T p.I62I
XH_P51 7 5239240 5239240 Frame_Shift_Ins INS - CAGACAATATTAT - WIPI2 nsATACAGACAA p.K36fs
XH_P51 7 5940560 5940560 Frame_Shift_Ins INS - TTAAAATTGCAAC - CCZ1 nsATTTTAAAATT p.L129fs
XH_P51 7 5963575 5963575 In_Frame_Ins INS - TCGTTCGTT - CCZ1 5_1376insTCGTTp.N459delinsIVRY
XH_P51 7 6180585 6180585 Nonsense_Mutation INS - AATCAAAACTGG - USP42 nsTAGAATCAAAAD255_P256delinsDX
XH_P51 7 6189416 6189416 In_Frame_Ins INS - TCATAC - USP42 589_1590insTCAp.L530delinsFHT
XH_P51 7 6189417 6189417 Silent SNP G A G USP42 c.G1590A p.L530L
XH_P51 7 6845669 6845669 Splice_Site SNP C T C CCZ1B . .
XH_P51 7 7278319 7278319 Nonsense_Mutation INS - TAACTTTCTGATA - C1GALT1 nsTTCTAACTTTC218_A219delinsEFX
XH_P51 7 12384057 12384057 Frame_Shift_Ins INS - GTGATGAAGGTG - VWDE 80insTATCACCTT p.V1194fs
XH_P51 7 21675711 21675711 Nonsense_Mutation INS - GAATGTGAGTGC - DNAH11 insGTAGAATGTG75_E1576delinsSRMX
XH_P51 7 21940868 21940868 In_Frame_Ins INS - CCGTGGACAGAA - DNAH11 GCCACCCCCGTGG6delinsAEPPPWTEPILQ
XH_P51 7 26246130 26246130 In_Frame_Ins INS - GCTGACAATACTT - CBX3 68insTGCTGACAAD56delinsDADNTC
XH_P51 7 27239007 27239007 Silent SNP G A G HOXA13 c.C690T p.F230F
XH_P51 7 31378366 31378366 In_Frame_Ins INS - GCGTATGAATCC - NEUROD6 517insGGATTCA.T173delinsGFIRT
XH_P51 7 31691620 31691620 Frame_Shift_Ins INS - TT - CCDC129 c.2779_2780insT p.Q927fs
XH_P51 7 31691621 31691621 In_Frame_Ins INS - AAAGAGAAT - CCDC129 0_2781insAAAGAQ927delinsQKRM
XH_P51 7 40118403 40118403 Missense_Mutation SNP G T G CDK13 c.G2982T p.Q994H
XH_P51 7 42977166 42977166 Nonsense_Mutation INS - TCACTTTAA - MRPL32 8_559insTCACTTp.T186delinsTSLX
XH_P51 7 45724630 45724630 Frame_Shift_Ins INS - ATATTGAATTCTT - ADCY1 037insTATATTGA p.I679fs
XH_P51 7 45724632 45724632 Missense_Mutation SNP G T G ADCY1 c.G2038T p.V680L
XH_P51 7 47921648 47921648 Frame_Shift_Ins INS - TTTCTTCT - PKD1L1 0_3301insAGAA p.L1101fs
XH_P51 7 47921649 47921649 Frame_Shift_Ins INS - AA - PKD1L1 c.3299_3300insT p.S1100fs
XH_P51 7 63538228 63538228 Silent SNP T C T ZNF727 c.T801C p.C267C



XH_P51 7 63808630 63808630 Nonsense_Mutation INS - TAAAATACCACA - ZNF736 GATAATAAAATAY130_N131delinsX
XH_P51 7 64167823 64167823 Frame_Shift_Ins INS - GTTTTAAGGATCG - ZNF107 3insTAAGTTTTAA p.E418fs
XH_P51 7 64864545 64864545 In_Frame_Ins INS - ATATGATTTCTCT - ZNF92 TCTTCCATATGAT0delinsGFIFHMISLMFS
XH_P51 7 77885338 77885338 In_Frame_Ins INS - CCA - MAGI2 1968_1969insTGp.L657delinsWL
XH_P51 7 77885339 77885339 Frame_Shift_Ins INS - TGTTTGTC - MAGI2 7_1968insGACA p.N656fs
XH_P51 7 82582537 82582537 In_Frame_Ins INS - CAAGACTGAGGT - PCLO _7732insACCTCAE2578delinsTSVLE
XH_P51 7 88965095 88965095 Frame_Shift_Ins INS - TCTGTCGTGCT - ZNF804B _2800insTCTGTC p.Q933fs
XH_P51 7 91630663 91630663 Frame_Shift_Ins INS - GGTTCTTTTGCAC - AKAP9 TTTCTTGGTTCTT p.Y478fs
XH_P51 7 91924392 91924392 In_Frame_Ins INS - AATTTTTAACACT - ANKIB1 01insAAATTTTTA.L34delinsQIFNTV
XH_P51 7 92821589 92821589 Frame_Shift_Ins INS - CAGTGGACTAGA - HEPACAM2 1302insATCTAGT p.L434fs
XH_P51 7 98649946 98649946 Frame_Shift_Ins INS - TTTTTTTTTTGAGA - SMURF1 sTTGTCTCAAAAA p.P201fs
XH_P51 7 99262917 99262917 Frame_Shift_Ins INS - AAAGGTACAATT - CYP3A5 nsATGGAATTGTA p.M181fs
XH_P51 7 99662038 99662038 Frame_Shift_Ins INS - TGTGTTCTGTAG - ZSCAN21 21insAGTGTGTT p.Q407fs
XH_P51 7 100678246 100678246 Silent SNP T C T MUC17 c.T3549C p.T1183T
XH_P51 7 100678314 100678314 Missense_Mutation SNP T G T MUC17 c.T3617G p.V1206G
XH_P51 7 102427887 102427887 Missense_Mutation SNP T C T FAM185A c.T686C p.V229A
XH_P51 7 103202100 103202100 Missense_Mutation SNP A T A RELN c.T5408A p.I1803N
XH_P51 7 103293161 103293161 Frame_Shift_Ins INS - GAAGCCCTATTTT - RELN 0insTACAAAATAG p.P534fs
XH_P51 7 104717497 104717497 Missense_Mutation SNP G C G KMT2E c.G856C p.E286Q
XH_P51 7 104730627 104730627 Frame_Shift_Ins INS - ATAAGCAATCCTT - KMT2E TTAATTATAAGCA p.T510fs
XH_P51 7 107240863 107240863 Missense_Mutation SNP G T G BCAP29 c.G502T p.D168Y
XH_P51 7 107240864 107240864 Frame_Shift_Ins INS - ACGTCAGTCTTTC - BCAP29 504insACGTCAGT p.D168fs
XH_P51 7 107577674 107577674 Frame_Shift_Ins INS - GGATTTAACGATA - LAMB1 3810insTATCGTT p.K1270fs
XH_P51 7 107799961 107799961 Nonsense_Mutation INS - AACATTTTCATTT - NRCAM 261insAAAATGA087_D1088delinsAKX
XH_P51 7 107799962 107799962 Missense_Mutation SNP G T G NRCAM c.C3260A p.A1087D
XH_P51 7 113558486 113558486 Nonsense_Mutation INS - GAGGATATATCT - PPP1R3A TATGTAAGATATS189_F190delinsX
XH_P51 7 117251821 117251821 Nonsense_Mutation INS - TGGTTAAAAAG - CFTR _3327insTGGTTA109_F1110delinsIGX
XH_P51 7 117431781 117431781 Frame_Shift_Ins INS - ACAAAACTGTGG - CTTNBP2 469insGCCACAG p.N490fs
XH_P51 7 124537267 124537267 Splice_Site INS - AAATTCATTTCTT - POT1 . .
XH_P51 7 127015066 127015066 Frame_Shift_Ins INS - AATTCAATTCTAG - ZNF800 CCTCGTCTAGAAT p.K108fs
XH_P51 7 141351404 141351404 In_Frame_Ins INS - TTGTGATACATT - AGK _1127insTTGTGA.P376delinsLVIHS
XH_P51 7 143269947 143269947 Frame_Shift_Ins INS - GAATTTTCATT - CTAGE15 _1038insGAATTT p.D346fs
XH_P51 7 143807610 143807610 In_Frame_Ins INS - CACCAT - OR2A2 935_936insCACCp.T312delinsTTM
XH_P51 7 143807612 143807612 Frame_Shift_Ins INS - C - OR2A2 c.937_938insC p.V313fs
XH_P51 7 149462760 149462760 Silent SNP G A G ZNF467 c.C831T p.C277C
XH_P51 8 17722257 17722257 Nonsense_Mutation INS - TGAAAAATACTCA - FGL1 3insAATGAGTATTC261_H262delinsX
XH_P51 8 18656864 18656864 Splice_Site INS - TTGGTGTCTGGAG - PSD3 . .
XH_P51 8 59477592 59477592 Nonsense_Mutation INS - AATAAGAATATAT - SDCBP AAAAAATAAGAAT.K21delinsKHIKKX
XH_P51 8 67576776 67576776 Frame_Shift_Ins INS - TCTTAATTGTAAA - VCPIP1 ATTATATTTACAA p.R806fs
XH_P51 8 77764925 77764925 Nonsense_Mutation INS - CTTATAAATTCCT - ZFHX4 CCTTCACTTATAA23_Y1924delinsHLHLX
XH_P51 8 77765726 77765726 Frame_Shift_Ins INS - GGTAGGCAGATT - ZFHX4 AACCCGGGTAGG p.D2190fs
XH_P51 8 81412363 81412363 Frame_Shift_Ins INS - ATTAACTGGTTTT - ZBTB10 ATCTCTATTAACT p.S536fs
XH_P51 8 87076531 87076531 Missense_Mutation SNP C A C PSKH2 c.G515T p.R172M
XH_P51 8 91078178 91078178 Frame_Shift_Ins INS - CCAAAGCCAG - CALB1 _398insCTGGCT p.K133fs
XH_P51 8 91078179 91078179 Frame_Shift_Ins INS - GTAA - CALB1 .396_397insTTA p.K133fs
XH_P51 8 93004024 93004024 In_Frame_Ins INS - TGAACTTAACTTG - RUNX1T1 23insTCAAGTTAAP241delinsPQVKFR
XH_P51 8 94809634 94809634 Frame_Shift_Ins INS - CATAT - TMEM67 036_2037insCAT p.E679fs
XH_P51 8 94809636 94809636 Frame_Shift_Ins INS - ACCTGAAAAAGTA - TMEM67 AAAACACCTGAA p.I680fs
XH_P51 8 99101949 99101949 Frame_Shift_Ins INS - GAAC - ERICH5 .704_705insGAA p.Q235fs
XH_P51 8 99101951 99101951 In_Frame_Ins INS - TCTCAG - ERICH5 706_707insTCTCAp.F236delinsFSV
XH_P51 8 103373850 103373850 Silent SNP G T G UBR5 c.C67A p.R23R
XH_P51 8 105261005 105261005 Frame_Shift_Ins INS - AGCCCAAGTA - RIMS2 _362insAGCCCA p.L121fs
XH_P51 8 113516192 113516192 Frame_Shift_Ins INS - GCCCATTGTTAGT - CSMD3 sTAACCACTAACA p.P1533fs
XH_P51 8 120807825 120807825 In_Frame_Ins INS - AGAGAATATTTAA - TAF2 38insAACTTAAATL380delinsNLNILFL
XH_P51 8 126015628 126015628 Nonsense_Mutation INS - TTAAAAAAAAAA - SQLE GCTGTTTAAAAAA8_P169delinsRCLKKKRX
XH_P51 8 133092144 133092144 Frame_Shift_Ins INS - GGTAAGATGCA - HHLA1 _746insTGCATCT p.T249fs
XH_P51 8 133806818 133806818 In_Frame_Ins INS - AACAATAAATAC - PHF20L1 _247insAACAATA.E82delinsENNKY
XH_P51 8 133806819 133806819 Frame_Shift_Ins INS - TCCAT - PHF20L1 247_248insTCCA p.D83fs
XH_P51 8 139601616 139601616 In_Frame_Ins INS - TTTTTTCTTTCTTT - COL22A1 sGATAAAAGAAA1587delinsTIKERKKK
XH_P51 8 143957129 143957129 Silent SNP G T G CYP11B1 c.C1120A p.R374R
XH_P51 8 146068308 146068308 Frame_Shift_Ins INS - TTTCT - ZNF7 528_1529insTTT p.A510fs
XH_P51 9 3271103 3271103 In_Frame_Ins INS - AATAAATTAGAGA - RFX3 102insATCTCTAAV368delinsISNLLV
XH_P51 9 5920444 5920444 In_Frame_Ins INS - CTCCTTATATCTA - KIAA2026 52insGTAGATAT1851delinsRRYKEN
XH_P51 9 5920445 5920445 Missense_Mutation SNP G T G KIAA2026 c.C5551A p.H1851N
XH_P51 9 5922669 5922669 Nonsense_Mutation INS - ACCTTTATCAAATA - KIAA2026 ACTTATATTTGAT9_F1110delinsNYLYLIKVX
XH_P51 9 6536172 6536172 Silent SNP C T C GLDC c.G2730A p.S910S
XH_P51 9 8449821 8449821 Missense_Mutation SNP C T C PTPRD c.G2629A p.D877N
XH_P51 9 13183576 13183576 Frame_Shift_Ins INS - TAACGTTGGTTGG - MPDZ 0insTATCCAACCA p.T830fs
XH_P51 9 13206023 13206023 In_Frame_Ins INS - ATCTGCATCTTTT - MPDZ nsTCACAAAAGAT456delinsSQKMQICL
XH_P51 9 14859414 14859414 Nonsense_Mutation INS - CTTTTAATGCC - FREM1 _398insGGCATTA133_I134delinsRHX
XH_P51 9 16738418 16738418 Missense_Mutation SNP C G C BNC2 c.G69C p.E23D
XH_P51 9 19597253 19597253 Frame_Shift_Ins INS - C - SLC24A2 c.1102_1103insG p.K368fs
XH_P51 9 19597254 19597254 In_Frame_Ins INS - TCTGCATTTTTGT - SLC24A2 02insGACAAAAAK368delinsDKNAEK
XH_P51 9 26923315 26923315 Silent SNP T A T PLAA c.A900T p.S300S
XH_P51 9 27524793 27524793 Frame_Shift_Ins INS - T - IFNK c.459_460insT p.R153fs
XH_P51 9 27524794 27524794 Frame_Shift_Ins INS - ACTCT - IFNK 460_461insACTC p.V154fs
XH_P51 9 34725246 34725246 Frame_Shift_Ins INS - ATGCCAAC - FAM205A 90_1991insGTTG p.P664fs
XH_P51 9 35398264 35398264 Frame_Shift_Ins INS - TCATTTTTAA - UNC13B 4_3565insTCATT p.F1188fs
XH_P51 9 35398265 35398265 Nonsense_Mutation INS - CTGGGTGGT - UNC13B 5_3566insCTGGGE1189delinsAGWX
XH_P51 9 35609478 35609478 Silent SNP C T C TESK1 c.C1140T p.S380S
XH_P51 9 43625429 43625429 In_Frame_Ins INS - AAAACATCAAGCA - SPATA31A6 258insTTGCTTGA1086delinsNCLMFS
XH_P51 9 75309593 75309593 In_Frame_Ins INS - TCCACATCGTGA - TMC1 insTTCTCCACATCR67delinsILHIVMG
XH_P51 9 79954748 79954748 Frame_Shift_Ins INS - G - VPS13A c.6578_6579insG p.I2193fs
XH_P51 9 88204559 88204559 In_Frame_Ins INS - TTAACC - AGTPBP1 761_2762insGGTp.Q921delinsRLK
XH_P51 9 88204560 88204560 Frame_Shift_Ins INS - TATAATGGAAATG - AGTPBP1 sATTATCATTTCC p.Q921fs
XH_P51 9 90537466 90537466 Missense_Mutation SNP G A G SPATA31C1 c.G2644A p.A882T
XH_P51 9 90753358 90753358 Frame_Shift_Ins INS - TT - SPATA31C2 c.3_4insAA p.E2fs
XH_P51 9 90753359 90753359 In_Frame_Ins INS - TTTCTTTTTATT - SPATA31C2 3insAATAAAAAGp.M1delinsIIKRK
XH_P51 9 95012553 95012553 Nonsense_Mutation INS - CTCCTAGTATCCT - IARS 448insAGGATAC16_K817delinsKGYX
XH_P51 9 95072486 95072502 Frame_Shift_Del DEL AGAGTCCATG - CGAGAGTCCATGC NOL8 c.2523_2539del p.F841fs
XH_P51 9 97062425 97062425 Frame_Shift_Ins INS - AAGATCTGTGT - ZNF169 _13insAAGATCTG p.G4fs
XH_P51 9 98734848 98734848 Nonsense_Mutation INS - TCTTTTGGATTTA - ERCC6L2 TGCTTTTCTTTTG_R951delinsNMLFFWIX
XH_P51 9 105767852 105767852 In_Frame_Ins INS - TTTACA - CYLC2 939_940insTTTAp.A313delinsAFT
XH_P51 9 105767853 105767853 In_Frame_Ins INS - CTTGTA - CYLC2 940_941insCTTGp.D314delinsACN
XH_P51 9 107513359 107513359 Frame_Shift_Ins INS - TCATTACTCATGT - NIPSNAP3A sAGACTCATTACT p.H61fs
XH_P51 9 120475904 120475904 Missense_Mutation SNP T A T TLR4 c.T898A p.F300I
XH_P51 9 120476821 120476821 Frame_Shift_Ins INS - AACA - TLR4 1815_1816insAA p.H605fs
XH_P51 9 125659686 125659686 Nonsense_Mutation INS - TTTTTTTGTGATT - RC3H2 ACATAAATCACAH35_T36delinsTX



XH_P51 9 135173644 135173644 Silent SNP C T C SETX c.G5604A p.P1868P
XH_P51 9 139794876 139794876 Frame_Shift_Ins INS - TTTTTTTTTTTTTT - TRAF2 71insCTTTTTTTTT p.A90fs
XH_P51 9 139973033 139973033 Missense_Mutation SNP G A G UAP1L1 c.G574A p.A192T
XH_P51 10 294956 294956 Nonsense_Mutation INS - CATTATTACTTGA - ZMYND11 sAGTATCATTATT53_F454delinsESIIITX
XH_P51 10 871095 871095 Nonsense_Mutation INS - TGATCATTTTATA - LARP4B TGAGTTATAAAA 5delinsPVNKNGFMCX
XH_P51 10 1042095 1042095 Frame_Shift_Ins INS - ACTT - GTPBP4 .373_374insACT p.R125fs
XH_P51 10 1042096 1042096 Frame_Shift_Ins INS - AAGAACAATTT - GTPBP4 _375insAAGAACA p.R125fs
XH_P51 10 5494870 5494870 Frame_Shift_Ins INS - AT - NET1 c.419_420insAT p.K140fs
XH_P51 10 5494872 5494872 Frame_Shift_Ins INS - AGGTTGCCGTAT - NET1 22insAAGGTTGC p.L141fs
XH_P51 10 21804217 21804217 Frame_Shift_Ins INS - GTTTTGGAAGATA - SKIDA1 35insAATATCTTC p.H845fs
XH_P51 10 24909657 24909657 Frame_Shift_Ins INS - G - ARHGAP21 c.1166_1167insC p.Y389fs
XH_P51 10 24909658 24909658 Nonsense_Mutation INS - ACTCGTTCATGGG - ARHGAP21 TATAATCCCATGA389_K390delinsSIX
XH_P51 10 25312935 25312935 Nonsense_Mutation INS - TTAAGTAAGTCTT - THNSL1 sAAATTTAAGTAA61_D262delinsSKFKX
XH_P51 10 27329030 27329030 Nonsense_Mutation INS - AGGCCCTCAATAT - ANKRD26 ATTACATATTGAG746_L747delinsTLX
XH_P51 10 30317059 30317059 Frame_Shift_Ins INS - AAGGACT - JCAD 17_2018insAGTC p.R673fs
XH_P51 10 30748263 30748263 Nonsense_Mutation INS - TTTTTCTTTTCCTT - MAP3K8 ATTTCTTTTTTCTTL369_E370delinsLX
XH_P51 10 32329384 32329384 Frame_Shift_Ins INS - AAAACGTTACCTC - KIF5B CAATGGAGGTAA p.D72fs
XH_P51 10 33015699 33015699 Frame_Shift_Ins INS - ATTATTTACACTG - CCDC7 8insTTGATTATTT p.S869fs
XH_P51 10 33199189 33199189 Frame_Shift_Ins INS - A - ITGB1 c.2125_2126insT p.G709fs
XH_P51 10 33199190 33199190 Frame_Shift_Ins INS - ATGGGAAATATG - ITGB1 GCTTAAACATATT p.G709fs
XH_P51 10 35805537 35805537 In_Frame_Ins INS - AGTACAAAAACA - CCNY insAACAGTACAAK92delinsKNSTKTL
XH_P51 10 38121835 38121835 Missense_Mutation SNP T A T ZNF248 c.A448T p.I150F
XH_P51 10 45430177 45430177 Missense_Mutation SNP G C G TMEM72 c.G69C p.E23D
XH_P51 10 46322265 46322265 In_Frame_Ins INS - AGTCCTCAT - AGAP4 9_1090insATGAG.P364delinsMRTP
XH_P51 10 51769019 51769019 Frame_Shift_Ins INS - CATTT - AGAP6 134_1135insCAT p.S378fs
XH_P51 10 69832808 69832808 In_Frame_Ins INS - AGTTGTAACTAT - HERC4 nsCATATAGTTACE20delinsHIVTTRE
XH_P51 10 70098417 70098417 Frame_Shift_Ins INS - A - HNRNPH3 c.16_17insA p.R6fs
XH_P51 10 70098418 70098418 Nonsense_Mutation INS - TTTTTCTATATCT - HNRNPH3 TAAGTTTTTCTAT.R6delinsRKFFYIX
XH_P51 10 70776125 70776125 Nonsense_Mutation INS - TGCTGACTTATTA - KIF1BP 0insAGTGCTGACp.L607delinsQCX
XH_P51 10 71265949 71265949 Nonsense_Mutation INS - CTGTTCTCTAGAG - TSPAN15 nsGTACTGTTCTC43_Y144delinsSTVLX
XH_P51 10 72643772 72643772 Missense_Mutation SNP C T C PCBD1 c.G250A p.G84S
XH_P51 10 74666408 74666408 In_Frame_Ins INS - TCCACCATC - OIT3 9_600insTCCACCp.L200delinsLPPS
XH_P51 10 76744920 76744920 Nonsense_Mutation INS - GCAAGTACAGCT - KAT6B 908insAGCAAGTY636_D637delinsX
XH_P51 10 78647070 78647070 Nonsense_Mutation INS - TTTTACACATATT - KCNMA1 ATGCAAATATGT14_E1115delinsICKYVX
XH_P51 10 79784808 79784808 Frame_Shift_Ins INS - GTTTATT - POLR3A 10_411insAATAA p.L137fs
XH_P51 10 88232471 88232471 Nonsense_Mutation INS - GATTTAAATATG - WAPL insCTAGCATATT591_A592delinsNX
XH_P51 10 91498831 91498831 Frame_Shift_Ins INS - TAAACCACTTTTC - KIF20B 3894insTAAACCA p.Q1298fs
XH_P51 10 91498832 91498832 Missense_Mutation SNP G T G KIF20B c.G3894T p.Q1298H
XH_P51 10 93726497 93726497 In_Frame_Ins INS - AATATTCTCATGG - BTAF1 4insCTAAATATTCL545delinsSKYSHGI
XH_P51 10 102539335 102539335 In_Frame_Ins INS - TGACTG - PAX2 491_492insTGACp.T164delinsTDC
XH_P51 10 103868810 103868810 Nonsense_Mutation INS - ACAGTTTTTCTCA - LDB1 81insATGAGAAAT327_F328delinsTX
XH_P51 10 104632344 104632344 Frame_Shift_Ins INS - AACCACTAAAT - AS3MT _311insAACCACT p.T104fs
XH_P51 10 105762500 105762500 In_Frame_Ins INS - TCTTCTCTCTTTC - SLK 565insCTCTTCTC.L522delinsPLLSFI
XH_P51 10 105765668 105765668 Splice_Site INS - AGGAATACT - SLK . .
XH_P51 10 112262536 112262536 Frame_Shift_Ins INS - AG - DUSP5 c.437_438insAG p.I146fs
XH_P51 10 112262538 112262538 Nonsense_Mutation INS - AATCAATA - DUSP5 39_440insAATCAS147_Q148delinsX
XH_P51 10 121608956 121608956 Frame_Shift_Ins INS - TA - MCMBP c.706_707insTA p.G236fs
XH_P51 10 121608958 121608958 Missense_Mutation SNP C A C MCMBP c.G705T p.K235N
XH_P51 10 124377771 124377771 Silent SNP C T C DMBT1 c.C2859T p.H953H
XH_P51 10 134188673 134188673 Missense_Mutation SNP C T C LRRC27 c.C1520T p.P507L
XH_P51 11 1028703 1028703 Missense_Mutation SNP G A G MUC6 c.C1534T p.R512C
XH_P51 11 5664548 5664548 In_Frame_Ins INS - ATATATATATATA - TRIM34 nsAAAAATATATAT359delinsTKIYIYIY
XH_P51 11 5686784 5686784 Frame_Shift_Ins INS - AGTTACATTATAT - TRIM5 7insGGATATAATG p.I333fs
XH_P51 11 6472654 6472654 Frame_Shift_Ins INS - AAGATTCTGCT - TRIM3 _1191insAGCAGA p.E397fs
XH_P51 11 6816731 6816731 Nonsense_Mutation INS - TTTCTTATTTCTG - OR6A2 GAGGCCAGAAATp.L70delinsQX
XH_P51 11 10875998 10875998 In_Frame_Ins INS - GTGCAAAAG - ZBED5 4_495insCTTTTGp.I165delinsIFCT
XH_P51 11 20483678 20483678 Frame_Shift_Ins INS - AGGAAAAACAA - PRMT3 _1040insAGGAAA p.P347fs
XH_P51 11 20483680 20483680 Silent SNP G C G PRMT3 c.G1041C p.P347P
XH_P51 11 22387222 22387222 Frame_Shift_Ins INS - CTTCTCTTTTGCC - SLC17A6 879insCTTCTCTT p.L293fs
XH_P51 11 28119330 28119330 Frame_Shift_Ins INS - GGGCCTTACTG - KIF18A _165insCAGTAAG p.H55fs
XH_P51 11 32956466 32956466 In_Frame_Ins INS - GGTTTCTGTTATT - QSER1 ACTCTTGGTTTCT92delinsQTLGFCYYLM
XH_P51 11 34093506 34093506 Frame_Shift_Ins INS - TTCC - CAPRIN1 .338_339insTTC p.Q113fs
XH_P51 11 34093507 34093507 Nonsense_Mutation INS - TTTTGA - CAPRIN1 339_340insTTTTGp.Q113delinsQFX
XH_P51 11 47861497 47861497 Missense_Mutation SNP C T C NUP160 c.G646A p.A216T
XH_P51 11 49080632 49080632 Frame_Shift_Ins INS - GACAATATCTGTG - TRIM64C 33insCACAGATAT p.N11fs
XH_P51 11 49974093 49974093 In_Frame_Ins INS - TTTGAGTTTTGGA - OR4C13 sAAGTTTTGAGTT40delinsKSFEFWRF
XH_P51 11 58126539 58126539 In_Frame_Ins INS - AGTAACCTGTCT - OR5B17 4insAGACAGGTTp.E2delinsRQVTE
XH_P51 11 58190685 58190685 Frame_Shift_Ins INS - GG - OR5B2 c.49_50insCC p.S17fs
XH_P51 11 58206924 58206924 Nonsense_Mutation INS - TAGGATTCATATT - OR5B12 nsTTAAAATATGA234_A235delinsIKIX
XH_P51 11 61026259 61026259 Missense_Mutation SNP C T C VWCE c.G2756A p.R919H
XH_P51 11 62292349 62292349 Silent SNP G A G AHNAK c.C9540T p.D3180D
XH_P51 11 62444408 62444408 Missense_Mutation SNP G A G UBXN1 c.C544T p.L182F
XH_P51 11 63487898 63487898 Missense_Mutation SNP A C A RTN3 c.A1588C p.N530H
XH_P51 11 73120693 73120693 Frame_Shift_Ins INS - TCCATCCCTTTCC - FAM168A 34insGGAAAGGG p.T145fs
XH_P51 11 73120695 73120695 Nonsense_Mutation SNP G C G FAM168A c.C432G p.Y144X
XH_P51 11 87025562 87025562 Silent SNP C T C TMEM135 c.C984T p.S328S
XH_P51 11 93104374 93104374 In_Frame_Ins INS - CCATTT - DEUP1 717_718insCCATp.L239delinsLPF
XH_P51 11 94759020 94759020 Missense_Mutation SNP G A G KDM4E c.G299A p.R100H
XH_P51 11 101762183 101762183 Missense_Mutation SNP C T C ANGPTL5 c.G994A p.G332S
XH_P51 11 104971508 104971508 Splice_Site INS - ATAATTCACCCAG - CARD17 . .
XH_P51 11 118374206 118374206 Frame_Shift_Ins INS - TCCCATATGTTCG - KMT2A sCTAGATCCCATA p.E2533fs
XH_P51 11 118374778 118374778 Frame_Shift_Ins INS - ATGGAATGTCTTC - KMT2A 172insATGGAAT p.D2724fs
XH_P51 11 123848134 123848134 Frame_Shift_Ins INS - ATTGCCTACTTCT - OR10S1 265insAGAAGTAG p.V89fs
XH_P51 11 124910495 124910495 Missense_Mutation SNP G A G CCDC15 c.G2744A p.R915Q
XH_P51 12 332325 332325 Missense_Mutation SNP C T C SLC6A13 c.G1111A p.E371K
XH_P51 12 4385289 4385289 Frame_Shift_Ins INS - TGAGGAA - CCND2 14_315insTGAGG p.C105fs
XH_P51 12 4385291 4385291 Frame_Shift_Ins INS - TGCGAAGAAGAG - CCND2 sGAAGTGCGAAG p.M106fs
XH_P51 12 10780283 10780283 Frame_Shift_Ins INS - GATG - STYK1 .673_674insCAT p.E225fs
XH_P51 12 10780284 10780284 In_Frame_Ins INS - ATTAATATTCTCA - STYK1 CACTTGAGAATAdelinsYTPLENINMRNME
XH_P51 12 11174277 11174277 Frame_Shift_Ins INS - AC - TAS2R19 c.893_894insGT p.T298fs
XH_P51 12 12312003 12312003 In_Frame_Ins INS - GTG - LRP6 2550_2551insCAp.S851delinsHS
XH_P51 12 13237846 13237846 Frame_Shift_Ins INS - TCTT - GSG1 .816_817insAAG p.E273fs
XH_P51 12 15262210 15262210 Missense_Mutation SNP T C T RERG c.A377G p.Y126C
XH_P51 12 15803941 15803941 Splice_Site INS - T - EPS8 . .
XH_P51 12 18891347 18891347 Frame_Shift_Ins INS - AACATTCAAGCT - CAPZA3 6insTTAACATTCA p.E49fs
XH_P51 12 19427854 19427854 Nonsense_Mutation INS - TCCTTGTTTTTTT - PLEKHA5 TCATTTCCTTGTTM303delinsILLISLFFX
XH_P51 12 26218047 26218047 In_Frame_Ins INS - TTTCTC - RASSF8 720_721insTTTCp.L240delinsLFL
XH_P51 12 26218049 26218049 Frame_Shift_Ins INS - T - RASSF8 c.722_723insT p.K241fs



XH_P51 12 26568363 26568363 Frame_Shift_Ins INS - AATGTTTTCTTTTA - ITPR2 insGAATAAAAGA p.R2393fs
XH_P51 12 30881785 30881785 Frame_Shift_Ins INS - CTCTTTTTTTTTTT - CAPRIN2 AAAAAAAAAAAA p.K194fs
XH_P51 12 30881787 30881787 Missense_Mutation SNP G A G CAPRIN2 c.C578T p.T193I
XH_P51 12 32134066 32134066 Frame_Shift_Ins INS - GTTTGATATAGTA - KIAA1551 TGTCGGTTTGATA p.I59fs
XH_P51 12 32137985 32137985 Frame_Shift_Ins INS - ATTTTTTTCTTTTG - KIAA1551 nsCTCAATTTTTTT p.L1366fs
XH_P51 12 32886735 32886735 Nonsense_Mutation INS - TAGCTTTAAAATT - DNM1L TACTCTAGCTTTA308_I309delinsNLLX
XH_P51 12 32890042 32890042 Nonsense_Mutation SNP C T C DNM1L c.C934T p.Q312X
XH_P51 12 32893136 32893136 Frame_Shift_Ins INS - CATCATATCT - DNM1L 7_1238insCATCA p.S413fs
XH_P51 12 32893138 32893138 Missense_Mutation SNP T A T DNM1L c.T1239A p.S413R
XH_P51 12 41966300 41966300 Nonsense_Mutation INS - AATAAGTGATTCT - PDZRN4 sTTCAAATAAGTG.A315delinsAFKX
XH_P51 12 42512805 42512805 Silent SNP G T G GXYLT1 c.C390A p.G130G
XH_P51 12 46318839 46318839 In_Frame_Ins INS - TTA - SCAF11 3577_3578insTAp.Q1193delinsLK
XH_P51 12 46318840 46318840 Frame_Shift_Ins INS - CAACTCAA - SCAF11 76_3577insTTGA p.Q1193fs
XH_P51 12 46321413 46321413 Frame_Shift_Ins INS - AAGGTTGAAACT - SCAF11 071insACAGTTTC p.H691fs
XH_P51 12 47629680 47629680 Silent SNP G A G PCED1B c.G834A p.P278P
XH_P51 12 49065719 49065719 Nonsense_Mutation INS - TTATGTAAGTAT - KANSL2 CGCCGATACTTA91_V192delinsAPILTX
XH_P51 12 49446023 49446023 Frame_Shift_Ins INS - CCTGTCCCCACCA - KMT2D 443insTGGTGGG p.E481fs
XH_P51 12 51382182 51382182 Silent SNP G A G SLC11A2 c.C1600T p.L534L
XH_P51 12 51442149 51442149 Missense_Mutation SNP T A T LETMD1 c.T10A p.S4T
XH_P51 12 51873913 51873913 Silent SNP C T C SLC4A8 c.C2151T p.D717D
XH_P51 12 53205697 53205697 Missense_Mutation SNP G A G KRT4 c.C527T p.T176M
XH_P51 12 54382998 54382998 In_Frame_Ins INS - GAGAGGAAG - HOXC10 7_798insGAGAGG.K266delinsKRGR
XH_P51 12 54757616 54757616 In_Frame_Ins INS - GCTCCT - GPR84 19_20insAGGAG p.A7delinsEEP
XH_P51 12 54757618 54757618 Missense_Mutation SNP G C G GPR84 c.C18G p.D6E
XH_P51 12 55688773 55688773 Frame_Shift_Ins INS - GATTCTCTCTTACA - OR6C6 CAAGTGTAAGAG p.T82fs
XH_P51 12 56295873 56295873 Missense_Mutation SNP G T G PYM1 c.C395A p.A132E
XH_P51 12 56676760 56676760 Missense_Mutation SNP C T C CS c.G283A p.G95S
XH_P51 12 57906594 57906594 Frame_Shift_Ins INS - GTCC - MARS 1814_1815insGT p.D605fs
XH_P51 12 57906596 57906596 Missense_Mutation SNP A T A MARS c.A1816T p.M606L
XH_P51 12 62954528 62954528 Nonsense_Mutation INS - GACTAGGTACTAA - MON2 668insTGACTAGGS1223delinsMTRYX
XH_P51 12 64011087 64011087 Silent SNP C T C DPY19L2 c.G1215A p.T405T
XH_P51 12 65226073 65226073 Missense_Mutation SNP G A G TBC1D30 c.G583A p.D195N
XH_P51 12 65226074 65226074 Nonsense_Mutation INS - TCAAAAATAACTC - TBC1D30 TATTTTCAAAAAT5_A196delinsEQYFQKX
XH_P51 12 65634790 65634790 Frame_Shift_Ins INS - ATTTTTTTCCTAT - LEMD3 26insTCATTTTTT p.L742fs
XH_P51 12 65634791 65634791 Silent SNP G T G LEMD3 c.G2226T p.L742L
XH_P51 12 66707889 66707889 Missense_Mutation SNP T A T HELB c.T1804A p.S602T
XH_P51 12 66707890 66707890 Nonsense_Mutation INS - AAAATTAATAGC - HELB 06insCAAAAATTA02_V603delinsSKNX
XH_P51 12 70149378 70149378 In_Frame_Ins INS - GAATCAGGAACT - RAB3IP TGTATGAATCAGdelinsLGVYESGTQEQT
XH_P51 12 72164452 72164452 Nonsense_Mutation INS - TATGTAATGTTTTA - RAB21 nsCAATATGTAAT0_I101delinsDQYVMFX
XH_P51 12 82147850 82147850 Missense_Mutation SNP C T C PPFIA2 c.G151A p.E51K
XH_P51 12 82793022 82793022 In_Frame_Ins INS - ACAAAAAAGAGC - METTL25 AAGGACAAAAAA240delinsSRTKKSLG
XH_P51 12 83251309 83251310 Frame_Shift_Del DEL TT - TT TMTC2 c.604_605del p.F202fs
XH_P51 12 85449885 85449885 In_Frame_Ins INS - ACAATATTCTTTTT - LRRIQ1 TGTTTCACAATAT8delinsLFPVSQYSFFLHI
XH_P51 12 88442134 88442134 In_Frame_Ins INS - TTGTCT - C12orf29 913_914insTTGTp.N305delinsIVY
XH_P51 12 88442136 88442136 Frame_Shift_Ins INS - CTTC - C12orf29 .915_916insCTT p.N305fs
XH_P51 12 90049618 90049618 Frame_Shift_Ins INS - CTATATA - ATP2B1 45_46insTATATA p.N16fs
XH_P51 12 90049620 90049620 Nonsense_Mutation INS - AAATGAGCATGC - ATP2B1 ATAAGCATGCTCK15_N16delinsIIX
XH_P51 12 93173078 93173078 Splice_Site INS - CTTCCTTTTTCAC - EEA1 . .
XH_P51 12 99028181 99028181 Missense_Mutation SNP G T G IKBIP c.C190A p.Q64K
XH_P51 12 99175904 99175904 Nonsense_Mutation INS - CAGCAGTCAGTTT - ANKS1B GAAGTAAACTGAQ99_K100delinsQX
XH_P51 12 100041961 100041961 Silent SNP C T C FAM71C c.C9T p.D3D
XH_P51 12 102558385 102558385 Frame_Shift_Ins INS - CATAA - PARPBP 422_423insCATA p.L141fs
XH_P51 12 102558386 102558386 Nonsense_Mutation INS - CAGTAAAAAT - PARPBP _424insCAGTAA141_V142delinsLQX
XH_P51 12 104373718 104373718 Frame_Shift_Ins INS - CT - TDG c.276_277insCT p.K92fs
XH_P51 12 107078680 107078680 Missense_Mutation SNP C T C RFX4 c.C89T p.T30M
XH_P51 12 112036797 112036797 Frame_Shift_Del DEL C - C ATXN2 c.522delG p.Q174fs
XH_P51 12 112036799 112036800 Frame_Shift_Del DEL GC - GC ATXN2 c.519_520del p.Q173fs
XH_P51 12 112654155 112654155 Missense_Mutation SNP T G T HECTD4 c.A7004C p.Y2335S
XH_P51 12 112654157 112654157 Frame_Shift_Ins INS - CCTCCATT - HECTD4 1_7002insAATG p.H2334fs
XH_P51 12 112673558 112673558 Frame_Shift_Ins INS - AGATTATG - HECTD4 72_5073insCATA p.Q1691fs
XH_P51 12 118405915 118405915 In_Frame_Ins INS - CTGCGC - KSR2 58_59insGCGCAp.N20delinsSAD
XH_P51 12 120785257 120785257 Frame_Shift_Ins INS - GGCAGTGGCCTT - MSI1 GGGGAGAAGGCC p.R284fs
XH_P51 12 120785259 120785259 Silent SNP A G A MSI1 c.T849C p.V283V
XH_P51 12 122657270 122657270 Frame_Shift_Ins INS - TAAAATCATT - IL31 3_184insAATGAT p.V62fs
XH_P51 12 123461515 123461515 Missense_Mutation SNP C T C OGFOD2 c.C401T p.S134L
XH_P51 12 123741459 123741459 Frame_Shift_Ins INS - TTTTATTTACTATT - C12orf65 sGCTTTTTTATTTA p.H128fs
XH_P51 12 123950480 123950480 Frame_Shift_Ins INS - TCCTTTAATTTGT - SNRNP35 394insTCCTTTAA p.T131fs
XH_P51 12 124416643 124416643 Frame_Shift_Ins INS - AGAC - DNAH10 2930_12931insA p.Q4310fs
XH_P51 12 124416645 124416645 Missense_Mutation SNP A T A DNAH10 c.A12932T p.Y4311F
XH_P51 12 132249227 132249227 Frame_Shift_Ins INS - AAAGTTCTAGTA - SFSWAP GCCAAGAAAGTTC p.K649fs
XH_P51 12 133732280 133732280 Frame_Shift_Ins INS - CACAGTTGCTTTC - ZNF10 ATGTACACAGTTG p.V150fs
XH_P51 13 21370389 21370389 Missense_Mutation SNP C A C XPO4 c.G2623T p.A875S
XH_P51 13 21370391 21370391 Frame_Shift_Ins INS - ACAGGTAAAATG - XPO4 ACGTTACATTTTA p.K874fs
XH_P51 13 25487030 25487030 In_Frame_Ins INS - CTG - CENPJ c.133_134insCAGp.R45delinsPG
XH_P51 13 31714404 31714404 In_Frame_Ins INS - AGAAGAGAGAAC - HSPH1 669insAGGTTCTCD557delinsRFSLLD
XH_P51 13 32367005 32367006 Frame_Shift_Del DEL GG - GG RXFP2 c.1494_1495del p.L498fs
XH_P51 13 32367006 32367006 Frame_Shift_Ins INS - TTCATCTTATA - RXFP2 _1496insTTCATC p.V499fs
XH_P51 13 37446999 37446999 Missense_Mutation SNP G A G SMAD9 c.C466T p.L156F
XH_P51 13 37447000 37447000 Frame_Shift_Ins INS - TCCTT - SMAD9 464_465insAAGG p.S155fs
XH_P51 13 38320568 38320568 Frame_Shift_Ins INS - GAAAT - TRPC4 402_403insATTT p.Q135fs
XH_P51 13 38320569 38320569 Frame_Shift_Ins INS - A - TRPC4 c.401_402insT p.K134fs
XH_P51 13 41767878 41767878 Frame_Shift_Ins INS - CAGCC - KBTBD7 515_516insGGCT p.N172fs
XH_P51 13 41767879 41767879 Nonsense_Mutation INS - CCACTGCACAGC - KBTBD7 sTGTAGCTGTGCA172_C173delinsMX
XH_P51 13 46544565 46544565 Nonsense_Mutation INS - ATTTTCTACTAT - ZC3H13 2504insATAGTAR835delinsNSRKX
XH_P51 13 47470002 47470002 Nonsense_Mutation INS - TAACTATTGCTGG - HTR2A GTTTCCAGCAATA4_T15delinsVCFQQX
XH_P51 13 76370851 76370851 Nonsense_Mutation INS - TATAGGTGAGTA - LMO7 TCAAATATAGGT143_F144delinsAQIX
XH_P51 13 96530095 96530095 Frame_Shift_Ins INS - TGCTG - UGGT2 243_3244insCAG p.T1082fs
XH_P51 13 103388132 103388132 Missense_Mutation SNP C G C CCDC168 c.G14915C p.S4972T
XH_P51 13 103388133 103388133 In_Frame_Ins INS - CAAAAGAGAAAG - CCDC168 nsCTGAATCTTTC972delinsLNLSLLFFS
XH_P51 13 103528199 103528199 In_Frame_Ins INS - CGTTTTGCCTTATC - BIVM-ERCC5 08insTTCGTTTTG1169delinsFFVLPYQ
XH_P51 14 20296052 20296052 Nonsense_Mutation INS - A - OR4N2 c.445_446insAW149_L150delinsX
XH_P51 14 20296054 20296054 Frame_Shift_Ins INS - AGATTAT - OR4N2 47_448insAGATT p.W149fs
XH_P51 14 21991984 21991984 Silent SNP G A G SALL2 c.C1878T p.A626A
XH_P51 14 21991985 21991985 Frame_Shift_Ins INS - TTCAC - SALL2 876_1877insGTG p.A626fs
XH_P51 14 22038549 22038549 Silent SNP G T G OR10G3 c.C327A p.G109G
XH_P51 14 23103273 23103273 Nonsense_Mutation INS - TGACCATAGTCAT - OR6J1 444insATGACTATW148_V149delinsX
XH_P51 14 23314498 23314498 Missense_Mutation SNP G A G MMP14 c.G1340A p.S447N
XH_P51 14 23445709 23445709 Nonsense_Mutation INS - ACTTTA - AJUBA 194_1195insTAA p.A399delinsX



XH_P51 14 24736007 24736007 Frame_Shift_Ins INS - AGCCCCT - RABGGTA 41_1442insAGGG p.A481fs
XH_P51 14 36169458 36169458 Missense_Mutation SNP G T G RALGAPA1 c.C2317A p.R773S
XH_P51 14 36169459 36169459 Frame_Shift_Ins INS - TCAAATTTTGCTTA - RALGAPA1 316insTAAGCAA p.I772fs
XH_P51 14 39510041 39510041 Frame_Shift_Ins INS - GTTTGTG - SEC23A 36_2037insCACA p.E679fs
XH_P51 14 39543686 39543686 In_Frame_Ins INS - TTG - SEC23A 1035_1036insCAp.D346delinsQD
XH_P51 14 39543687 39543687 Frame_Shift_Ins INS - AGTCATTATTTTG - SEC23A 1035insCAAAATA p.I345fs
XH_P51 14 50262568 50262568 Frame_Shift_Ins INS - TAGGAGATTATG - NEMF 497insGCCATAAT p.T833fs
XH_P51 14 56078986 56078986 Frame_Shift_Ins INS - GTACTTTTGTC - KTN1 _221insGTACTTT p.E74fs
XH_P51 14 56101350 56101350 Nonsense_Mutation INS - GATGA - KTN1 435_1436insGATA479_E480delinsGX
XH_P51 14 56101351 56101351 In_Frame_Ins INS - CATAAATAG - KTN1 6_1437insCATAAp.A479delinsAINS
XH_P51 14 60749815 60749815 Frame_Shift_Ins INS - CATCCTCCAT - PPM1A 4_395insCATCCT p.V132fs
XH_P51 14 60752480 60752480 Nonstop_Mutation INS - TTG - PPM1A c.973_974insTTGp.X325delinsFE
XH_P51 14 60752481 60752481 In_Frame_Ins INS - GAATATTTT - PPM1A 4_975insGAATA p.X325delinsX
XH_P51 14 64655341 64655341 Nonsense_Mutation INS - CATTCATTTTAATC - SYNE2 7787insTCATTCA29_C5930delinsFHSFX
XH_P51 14 64989054 64989054 Frame_Shift_Ins INS - G - ZBTB1 c.832_833insG p.S278fs
XH_P51 14 64989055 64989055 In_Frame_Ins INS - TGTTCTGTT - ZBTB1 3_834insTGTTCTp.S278delinsSVLF
XH_P51 14 71206734 71206734 Nonsense_Mutation INS - TCTACCTTTT - MAP3K9 _797insAAAAGGW266_G267delinsX
XH_P51 14 73138001 73138001 In_Frame_Ins INS - GTT - DPF3 1081_1082insAAp.A361delinsEP
XH_P51 14 73138002 73138002 Nonsense_Mutation INS - TATATTTTTTTTAA - DPF3 sTTTCATTAAAAAp.A361delinsFHX
XH_P51 14 75538072 75538072 Frame_Shift_Ins INS - GTTGCCCTGG - ZC2HC1C _797insGTTGCC p.I266fs
XH_P51 14 75587280 75587280 Missense_Mutation SNP C A C NEK9 c.G457T p.V153L
XH_P51 14 75587282 75587282 In_Frame_Ins INS - ACACTTTTATTT - NEK9 455insAAATAAAM152delinsKIKVL
XH_P51 14 76249769 76249769 Frame_Shift_Ins INS - A - TTLL5 c.2883dupA p.P961fs
XH_P51 14 76249771 76249771 Nonsense_Mutation INS - TGAACACAGTCT - TTLL5 ATTTTACTGAACA 62_C963delinsQFYX
XH_P51 14 77493762 77493767 In_Frame_Del DEL TGCTGC - TGCTGC IRF2BPL c.369_374del p.123_125del
XH_P51 14 77948765 77948765 Silent SNP A G A ISM2 c.T873C p.D291D
XH_P51 14 81682849 81682849 Frame_Shift_Ins INS - GATGAACGTATA - GTF2A1 CAACTATACGTTC p.Y14fs
XH_P51 14 88477825 88477825 Nonsense_Mutation INS - GTAAAAATTCATG - GPR65 35insTGTAAAAATp.H212delinsLX
XH_P51 14 91196540 91196540 Frame_Shift_Ins INS - AATG - TTC7B .576_577insCAT p.V193fs
XH_P51 14 91196541 91196541 Splice_Site INS - CCAGTTTAGTTAT - TTC7B . .
XH_P51 14 96993858 96993858 Frame_Shift_Ins INS - ATTTTGCATCCTAT - PAPOLA sAATTATTTTGCA p.E141fs
XH_P51 14 100742956 100742956 Frame_Shift_Ins INS - TTTTAATTTTACT - YY1 CCCCCATTTTAAT p.L345fs
XH_P51 14 103969487 103969487 Nonsense_Mutation INS - ATTGAACTAGT - MARK3 _2066insATTGAAR689_F690delinsHX
XH_P51 14 104139522 104139522 Frame_Shift_Ins INS - ATTTCTCAAATTC - KLC1 insAGAATTTCTC p.L387fs
XH_P51 14 105410029 105410029 Missense_Mutation SNP A G A AHNAK2 c.T11459C p.V3820A
XH_P51 14 105996050 105996055 In_Frame_Del DEL GCCGCC - GCCGCC TMEM121 c.879_884del p.293_295del
XH_P51 15 27222278 27222278 Frame_Shift_Ins INS - AAAGAAA - GABRG3 83_184insAAAGA p.K61fs
XH_P51 15 27222279 27222279 In_Frame_Ins INS - ACAAAATACGAA - GABRG3 185insACAAAAT.L62delinsHKIRM
XH_P51 15 28478906 28478906 Frame_Shift_Ins INS - TTAT - HERC2 4254_4255insAT p.C1419fs
XH_P51 15 28515961 28515961 Frame_Shift_Ins INS - G - HERC2 c.1136_1137insC p.L379fs
XH_P51 15 28515962 28515962 In_Frame_Ins INS - TGCTTTTTCTGGT - HERC2 6insAATACCAGAA379delinsQYQKKQV
XH_P51 15 34396044 34396044 Frame_Shift_Ins INS - ATCAGTCCTA - PGBD4 2_1313insATCAG p.L438fs
XH_P51 15 40488938 40488938 Frame_Shift_Ins INS - TTCTGGTGCTTAG - BUB1B 1252insTTCTGGT p.A417fs
XH_P51 15 40915312 40915312 Frame_Shift_Ins INS - CTAATAAAGGTCT - KNL1 1insTCTCTAATAA p.V950fs
XH_P51 15 40916868 40916868 Nonsense_Mutation INS - TTTGGTACTGGT - KNL1 CTGTCCTTTGGTA469delinsNCPLVLVX
XH_P51 15 40916870 40916870 Missense_Mutation SNP G A G KNL1 c.G4408A p.A1470T
XH_P51 15 41863285 41863285 Frame_Shift_Ins INS - AGCCACCA - TYRO3 94_1495insAGCC p.S498fs
XH_P51 15 43903135 43903135 Nonsense_Mutation INS - TTGTCCTAGACTA - STRC 54insATTAGTCTA118_V1119delinsALVX
XH_P51 15 48782169 48782169 Silent SNP G A G FBN1 c.C2961T p.A987A
XH_P51 15 50189512 50189512 Nonsense_Mutation INS - CTGGAATTTTATT - ATP8B4 ATAAATAAATAAA92_F893delinsKKINKX
XH_P51 15 55972369 55972369 Nonsense_Mutation INS - TTACATGCATACC - PRTG sTAATGGTATGCAp.N286delinsX
XH_P51 15 56132854 56132854 Nonsense_Mutation INS - ATGGAATCTGTGG - NEDD4 GACATACCACAG p.F984delinsX
XH_P51 15 56390461 56390461 Frame_Shift_Ins INS - ATATAATTAAATA - RFX7 insTACTATTTAAT p.R309fs
XH_P51 15 57730654 57730654 Frame_Shift_Ins INS - TGTAGAGGCAGG - CGNL1 GGAATGTAGAG p.Q153fs
XH_P51 15 59368396 59368396 Missense_Mutation SNP C T C RNF111 c.C1930T p.H644Y
XH_P51 15 59466354 59466354 Missense_Mutation SNP C T C MYO1E c.G2135A p.R712Q
XH_P51 15 62945479 62945479 Nonsense_Mutation INS - TTATTCCTAAACA - TLN2 ATTTGTTATTCCTA.E161delinsEYSSX
XH_P51 15 65916784 65916784 In_Frame_Ins INS - AACATT - SLC24A1 366_367insAACAp.I122delinsINI
XH_P51 15 65943011 65943011 Frame_Shift_Ins INS - CATCTTCCTGC - SLC24A1 _506insCATCTTC p.K169fs
XH_P51 15 66625188 66625188 Frame_Shift_Ins INS - TC - DIS3L .2418_2419insT p.K806fs
XH_P51 15 66625189 66625189 Frame_Shift_Ins INS - CTTTTCCTGTGGT - DIS3L 2420insCTTTTCC p.I807fs
XH_P51 15 68468914 68468914 Nonsense_Mutation INS - GTTACAGTTTAGA - PIAS1 404insAGTTACAGS468delinsSVTVX
XH_P51 15 69728578 69728578 Frame_Shift_Ins INS - CAAAGATTGCTTA - KIF23 TGAAGCAAAGAT p.Q348fs
XH_P51 15 74174030 74174030 Missense_Mutation SNP G A G TBC1D21 c.G106A p.G36S
XH_P51 15 78885517 78885517 Frame_Shift_Ins INS - AAACGGTAAGTG - CHRNA3 1406insTCACTTA p.E469fs
XH_P51 15 81651731 81651731 Frame_Shift_Ins INS - CAGACAGTATA - TMC3 _476insTATACTG p.T159fs
XH_P51 15 83793482 83793482 Frame_Shift_Ins INS - CTTTTCCAGTAAT - TM6SF1 nsATACTTTTCCA p.V221fs
XH_P51 15 83805386 83805386 Frame_Shift_Ins INS - TTTAATGTCAGA - TM6SF1 83insCTTTAATGT p.F328fs
XH_P51 15 84245438 84245438 Frame_Shift_Ins INS - TTTCTATTAAAATG - SH3GL3 3insATTTCTATTA p.F121fs
XH_P51 15 84566757 84566757 Nonsense_Mutation INS - TTTAGACAAATAT - ADAMTSL3 6insACTTTTAGAC539_K540delinsDFX
XH_P51 15 85681050 85681050 Frame_Shift_Ins INS - GTGGCTGCAGAA - PDE8A GGATGGTGGCTG p.L756fs
XH_P51 15 89074384 89074384 Missense_Mutation SNP G A G DET1 c.C553T p.R185W
XH_P51 15 91293011 91293011 Frame_Shift_Ins INS - GATACATTGTTAT - BLM 514insGATACATT p.T171fs
XH_P51 15 91424593 91424593 Missense_Mutation SNP G A G FURIN c.G1870A p.D624N
XH_P51 15 91479513 91479513 Splice_Site INS - TCTGAGGCTGAA - UNC45A . .
XH_P51 15 91542243 91542243 Frame_Shift_Ins INS - AGGAAGAG - VPS33B 34_1735insCTCT p.A579fs
XH_P51 15 93540250 93540250 Frame_Shift_Ins INS - ATCTCTGGCTTAT - CHD2 0insTATATCTCTG p.K1220fs
XH_P51 16 1910461 1910461 In_Frame_Ins INS - AATGGCTTTGGT - MEIOB ACTAAAACCAAA2delinsQSTKTKAIFHVT
XH_P51 16 2259379 2259379 Missense_Mutation SNP T C T BRICD5 c.A671G p.Y224C
XH_P51 16 3533570 3533570 Frame_Shift_Ins INS - CCAC - NAA60 .350_351insCCA p.N117fs
XH_P51 16 3533572 3533572 Frame_Shift_Ins INS - CAGGACCACTGCA - NAA60 insCCCAGGACCA p.G118fs
XH_P51 16 15811079 15811079 Missense_Mutation SNP C T C MYH11 c.G5422A p.V1808I
XH_P51 16 18853092 18853092 Frame_Shift_Ins INS - GTGAAATACTTG - SMG1 AGTCTACAAGTA p.E2164fs
XH_P51 16 19548544 19548544 In_Frame_Ins INS - TGCCTGTTCTTTT - CCP110 554insTTGCCTGTN518delinsNCLFFS
XH_P51 16 30234381 30234381 Missense_Mutation SNP G A G NPIPB13 c.C3386T p.S1129L
XH_P51 16 31927531 31927531 Nonsense_Mutation INS - TTTGCTACATGCT - ZNF267 AAAGATTTGCTAp.H654delinsHX
XH_P51 16 50756613 50756613 In_Frame_Ins INS - TTACATTACAGA - NOD2 _2715insTTACATT.L905delinsLYITD
XH_P51 16 53488708 53488708 Frame_Shift_Ins INS - TTCAATTAATTAT - RBL2 4insCATTTCAATT p.A378fs
XH_P51 16 53515737 53515737 Frame_Shift_Ins INS - GCCGAATACAGTT - RBL2 CCCCTCGCCGAAT p.S1056fs
XH_P51 16 56501135 56501135 Nonsense_Mutation INS - AATTAATGTGCA - OGFOD1 CCTGAAATTAAT 38_P239delinsGGPX
XH_P51 16 57250087 57250087 Splice_Site INS - ATTATCCATTTGG - RSPRY1 . .
XH_P51 16 58314639 58314639 Frame_Shift_Ins INS - GAAGACATAT - PRSS54 9_380insATATGT p.M127fs
XH_P51 16 58314641 58314641 Frame_Shift_Ins INS - TG - PRSS54 c.377_378insCA p.M126fs
XH_P51 16 58579395 58579395 Frame_Shift_Ins INS - GGATTGTTCTTCT - CNOT1 992insAAGAAGA p.T1331fs
XH_P51 16 66887334 66887334 Frame_Shift_Ins INS - TATTTACTCACTAA - CA7 61insTTATTTACTC p.M187fs
XH_P51 16 67982038 67982038 Silent SNP G A G SLC12A4 c.C1779T p.F593F
XH_P51 16 68009812 68009812 In_Frame_Ins INS - ACAAGCATA - DPEP3 4_1395insTATGCQ465delinsHMLV
XH_P51 16 76592536 76592536 Nonsense_Mutation INS - ACTATTTTCCACT - CNTNAP4 CATAACACTATTT66_Q1167delinsKSSX



XH_P51 16 77369663 77369663 Nonsense_Mutation INS - ATGGCTACATAAT - ADAMTS18 TAACCATTATGTAN445delinsHKYVX
XH_P51 16 88958375 88958375 Missense_Mutation SNP G A G CBFA2T3 c.C368T p.S123L
XH_P51 16 89294098 89294098 In_Frame_Ins INS - AATTCT - ZNF778 318_1319insAATp.V440delinsEFL
XH_P51 16 89294100 89294100 Frame_Shift_Ins INS - CATGTTGAGTT - ZNF778 _1321insCATGTT p.V440fs
XH_P51 17 767289 767289 Missense_Mutation SNP A G A NXN c.T2C p.M1T
XH_P51 17 3195854 3195854 Frame_Shift_Ins INS - CAATG - OR3A1 c.22_23insCATTG p.N8fs
XH_P51 17 3953100 3953100 In_Frame_Ins INS - GTGTTTGTTTTAT - ZZEF1 917insAATAAAAC1973delinsNKTNTE
XH_P51 17 5085160 5085160 Frame_Shift_Ins INS - AA - ZNF594 c.2391_2392insT p.Q798fs
XH_P51 17 12656062 12656062 Frame_Shift_Ins INS - CTGACCTGTCAG - MYOCD CCTCCTCTGACCT p.P486fs
XH_P51 17 15619691 15619691 Frame_Shift_Ins INS - AG - ZNF286A c.560_561insAG p.H187fs
XH_P51 17 15619692 15619692 Nonsense_Mutation INS - TAGAGTCATAG - ZNF286A _562insTAGAGTCH187_T188delinsHX
XH_P51 17 26856176 26856176 Missense_Mutation SNP G A G FOXN1 c.G764A p.R255Q
XH_P51 17 29162971 29162971 Nonsense_Mutation INS - TTGAAAAACTCTG - ATAD5 CTGCTTTTGAAAA.K624delinsKCCFX
XH_P51 17 29632121 29632121 Frame_Shift_Ins INS - CATCATTGTACTT - EVI2B TTCCAAAGTACAA p.Q169fs
XH_P51 17 31322658 31322658 Frame_Shift_Ins INS - CA - SPACA3 c.266_267insCA p.L89fs
XH_P51 17 31322660 31322660 Missense_Mutation SNP T A T SPACA3 c.T268A p.Y90N
XH_P51 17 37618897 37618897 Missense_Mutation SNP G C G CDK12 c.G573C p.K191N
XH_P51 17 37627338 37627338 Frame_Shift_Ins INS - ATCAATAAAACAA - CDK12 sACAGATCAATA p.K418fs
XH_P51 17 37627340 37627340 Missense_Mutation SNP G A G CDK12 c.G1255A p.E419K
XH_P51 17 38285635 38285635 Frame_Shift_Ins INS - GC - MSL1 c.341_342insGC p.C114fs
XH_P51 17 38548490 38548490 Frame_Shift_Ins INS - TTATGTTGATACT - TOP2A GTGAACAGTATC p.P1356fs
XH_P51 17 38556298 38556298 Frame_Shift_Ins INS - TGGTGAGAGTAA - TOP2A insACCATTACTCT p.C1008fs
XH_P51 17 39551507 39551507 Missense_Mutation SNP T C T KRT31 c.A866G p.Q289R
XH_P51 17 39580756 39580756 In_Frame_Ins INS - AGACCA - KRT37 .19_20insTGGTCp.T7delinsMVS
XH_P51 17 39580758 39580758 Frame_Shift_Ins INS - AAGTT - KRT37 c.17_18insAACTT p.S6fs
XH_P51 17 39921232 39921232 Missense_Mutation SNP G A G JUP c.C997T p.R333C
XH_P51 17 41170185 41170185 Frame_Shift_Ins INS - CAGTCGTGTGATA - VAT1 TCGACTATCACAC p.V212fs
XH_P51 17 41349082 41349082 Nonsense_Mutation INS - TATCTAAACTTTG - NBR1 1923insTATCTAA641_P642delinsAIX
XH_P51 17 42475056 42475056 Frame_Shift_Ins INS - GATGGGA - GPATCH8 54_4155insTCCC p.Y1385fs
XH_P51 17 42828603 42828603 Frame_Shift_Ins INS - TCTCA - DBF4B 830_1831insTCT p.L610fs
XH_P51 17 42828604 42828604 Frame_Shift_Ins INS - CTTTACCTGCTGC - DBF4B GATACCTTTACCT p.A611fs
XH_P51 17 42882714 42882714 Nonsense_Mutation INS - AGATGCTTCA - GJC1 1_472insTGAAGCP158_K159delinsX
XH_P51 17 44061055 44061055 Missense_Mutation SNP G T G MAPT c.G885T p.Q295H
XH_P51 17 45219654 45219654 Frame_Shift_Ins INS - TTTGTTTA - CDC27 35_1136insTAAA p.G379fs
XH_P51 17 45219655 45219655 In_Frame_Ins INS - TATGTTGTT - CDC27 4_1135insAACAA.G379delinsNNIG
XH_P51 17 45452060 45452060 Missense_Mutation SNP G C G EFCAB13 c.G812C p.R271T
XH_P51 17 49097589 49097589 Nonsense_Mutation INS - ATGGTTTAAATTT - SPAG9 ACAAAAAATTTAAp.V184delinsDNIX
XH_P51 17 54912351 54912351 Silent SNP G A G DGKE c.G195A p.T65T
XH_P51 17 56342311 56342311 Frame_Shift_Ins INS - TCGCCTTCCGCTT - LPO 7insCCTTCGCCTT p.N416fs
XH_P51 17 56342312 56342312 Missense_Mutation SNP A C A LPO c.A1247C p.N416T
XH_P51 17 56621371 56621371 Frame_Shift_Ins INS - AGAGCAA - C17orf47 76_177insTTGCT p.T59fs
XH_P51 17 60484558 60484558 Frame_Shift_Ins INS - CCAGCATGTG - EFCAB3 _853insCCAGCA p.R284fs
XH_P51 17 61994806 61994806 Nonsense_Mutation INS - TCTATAATATTAT - GH1 7insCCATAATATTD133_T134delinsPX
XH_P51 17 62533891 62533891 In_Frame_Ins INS - AATAATCTAGCAA - CEP95 ATTTTCAATAATC56delinsSKIFNNLATAA
XH_P51 17 62856031 62856031 Silent SNP T G T LRRC37A3 c.A1587C p.G529G
XH_P51 17 62856032 62856032 Missense_Mutation SNP C A C LRRC37A3 c.G1586T p.G529V
XH_P51 17 65103456 65103456 Missense_Mutation SNP C G C HELZ c.G5073C p.Q1691H
XH_P51 17 65103458 65103458 In_Frame_Ins INS - ATATCAGTATTTA - HELZ nsTCAATAAATAC1691delinsSINTDIFQ
XH_P51 17 65337042 65337042 Frame_Shift_Ins INS - TCGTCTGAAT - PSMD12 _1228insATTCAG p.Q410fs
XH_P51 17 65337044 65337044 Missense_Mutation SNP G C G PSMD12 c.C1226G p.S409C
XH_P51 17 66925302 66925302 In_Frame_Ins INS - TAAAAGCTTGGA - ABCA8 sATAATTTCCAAG38delinsNNFQAFKSS
XH_P51 17 67282158 67282158 Nonsense_Mutation INS - ATGTAAATGCCAA - ABCA5 TAATAATTGGCA8_A719delinsLHFNFX
XH_P51 17 71231945 71231945 Nonsense_Mutation INS - GATTTTAATCGTT - C17orf80 GTGGGATTTTAAA108delinsASGILIVX
XH_P51 17 73237730 73237730 Silent SNP G A G GGA3 c.C429T p.L143L
XH_P51 17 73664694 73664694 Frame_Shift_Ins INS - TACAATGTAAGAA - SAP30BP AGAGTTACAATGT p.S69fs
XH_P51 17 73945597 73945597 Frame_Shift_Ins INS - ATAAGTCTTTTTTG - ACOX1 AACAACAAAAAA p.V483fs
XH_P51 17 78110087 78110087 Frame_Shift_Ins INS - TTTGTTGTTGTGG - EIF4A3 AAAAACCCACAAC p.P344fs
XH_P51 17 78197101 78197101 In_Frame_Ins INS - GGA - SLC26A11 c.478_479insGGAp.A160delinsGT
XH_P51 17 78197102 78197102 In_Frame_Ins INS - GAGCCGGGACCA - SLC26A11 GGGTGGAGCCGG60delinsAGWSRDQLD
XH_P51 17 80195474 80195474 Silent SNP C T C SLC16A3 c.C828T p.F276F
XH_P51 18 619263 619263 Nonsense_Mutation INS - AATTGTTCTCTTA - CLUL1 158insAATTGTTCp.L53_T54delinsX
XH_P51 18 9530888 9530888 Frame_Shift_Ins INS - TTCTCATTTCCTAG - RALBP1 1405insTTCTCATT p.S468fs
XH_P51 18 10807258 10807258 Frame_Shift_Ins INS - AATCGATACTCTA - PIEZO2 932insTAGAGTAT p.K311fs
XH_P51 18 12125675 12125675 Nonsense_Mutation INS - TGACATATTATGA - ANKRD62 6insAATGACATAp.T619delinsKX
XH_P51 18 12325450 12325450 Missense_Mutation SNP C T C TUBB6 c.C551T p.T184I
XH_P51 18 14105629 14105629 Missense_Mutation SNP T C T ZNF519 c.A910G p.S304G
XH_P51 18 18547825 18547827 In_Frame_Del DEL AAA - AAA ROCK1 c.3078_3080delp.1026_1027del
XH_P51 18 21494499 21494499 Frame_Shift_Ins INS - TCAAATAACTAAT - LAMA3 61insTTTCAAATA p.A820fs
XH_P51 18 21698152 21698152 Nonsense_Mutation INS - CTAAGAAATTAT - TTC39C AAAACCTAAGAA4_E75delinsKFNLKTX
XH_P51 18 22057402 22057402 Frame_Shift_Ins INS - CATG - HRH4 .785_786insCAT p.N262fs
XH_P51 18 22057404 22057404 Frame_Shift_Ins INS - C - HRH4 c.788dupC p.S263fs
XH_P51 18 28911739 28911739 Nonsense_Mutation INS - ATATCTTAGCTCT - DSG1 sATGGATATCTTA.I198delinsIWISX
XH_P51 18 29419411 29419411 Frame_Shift_Ins INS - AAAGGTTTGAGCT - TRAPPC8 AAAATAAAGCTCA p.E1283fs
XH_P51 18 43667319 43667319 Missense_Mutation SNP G T G ATP5A1 c.C789A p.D263E
XH_P51 18 43667321 43667321 Frame_Shift_Ins INS - TAAGGCATTG - ATP5A1 6_787insCAATGC p.D263fs
XH_P51 18 44027560 44027560 Nonsense_Mutation SNP C T C RNF165 c.C520T p.Q174X
XH_P51 18 44554806 44554806 Missense_Mutation SNP C G C ELOA3B c.G1408C p.A470P
XH_P51 18 72021289 72021289 Nonsense_Mutation INS - TGCACTATTAGAT - C18orf63 88insACTGCACTA96_F597delinsILHYX
XH_P51 19 804908 804908 Missense_Mutation SNP C T C PTBP1 c.C686T p.A229V
XH_P51 19 5455764 5455764 Missense_Mutation SNP G T G ZNRF4 c.G262T p.V88F
XH_P51 19 8953551 8953551 Frame_Shift_Ins INS - GACTTTCATC - MBD3L1 7_198insGACTTT p.C66fs
XH_P51 19 9049212 9049212 Nonsense_Mutation INS - ACAACTATTCCAA - MUC16 32419insTTGGAA807_N10808delinsLEX
XH_P51 19 9049413 9049413 In_Frame_Ins INS - GACAACTTCCAT - MUC16 32218insATGGA10740delinsMEVVQ
XH_P51 19 9058383 9058383 In_Frame_Ins INS - TCCACATTA - MUC16 2_29063insTAATG9688delinsVMWR
XH_P51 19 9578810 9578810 Frame_Shift_Ins INS - AGATA - ZNF560 494_495insTATC p.G165fs
XH_P51 19 9578812 9578812 Frame_Shift_Ins INS - CT - ZNF560 c.492_493insAG p.G165fs
XH_P51 19 11943349 11943349 Nonsense_Mutation INS - GTTTCTCTCCAGT - ZNF440 sATAGGGTTTCTC453_G454delinsSX
XH_P51 19 12089559 12089559 Frame_Shift_Ins INS - TCTCCGGTGTG - ZNF763 _830insTCTCCGG p.H277fs
XH_P51 19 13004308 13004308 Frame_Shift_Ins INS - AAACCTCAGCTAG - GCDH TGAATAAACCTCA p.A116fs
XH_P51 19 14992160 14992160 In_Frame_Ins INS - CACTACACA - OR7A17 7_8insTGTGTAGTp.P3delinsLCSA
XH_P51 19 15366119 15366119 Nonsense_Mutation INS - ATTATAATATCTG - BRD4 36insCACAGATA79_K680delinsTQILX
XH_P51 19 19790249 19790249 In_Frame_Ins INS - TTTGACTTTTCTT - ZNF101 2insGTTTGACTTTp.I31delinsSLTFLV
XH_P51 19 20003438 20003438 Frame_Shift_Ins INS - ACATTCTCTACAT - ZNF253 5insGCCACATTCT p.F385fs
XH_P51 19 22497090 22497090 Missense_Mutation SNP A C A ZNF729 c.A871C p.T291P
XH_P51 19 22941766 22941766 Silent SNP G A G ZNF99 c.C945T p.C315C
XH_P51 19 22941917 22941917 Missense_Mutation SNP A G A ZNF99 c.T794C p.V265A
XH_P51 19 23544724 23544724 Missense_Mutation SNP T C T ZNF91 c.A961G p.K321E
XH_P51 19 24102268 24102268 Frame_Shift_Ins INS - ATAGAAT - ZNF726 97_98insATAGAA p.M33fs



XH_P51 19 24115468 24115468 Nonsense_Mutation INS - TCTTCTTAGTATTA - ZNF726 1insAATCTTCTTA.M184delinsKSSX
XH_P51 19 24115887 24115914 Frame_Shift_Del DEL AACCCTAACT - TCAACCCTAACTAG ZNF726 c.969_996del p.V323fs
XH_P51 19 24309932 24309932 Missense_Mutation SNP G C G ZNF254 c.G875C p.R292P
XH_P51 19 29698665 29698665 Frame_Shift_Ins INS - C - UQCRFS1 c.614_615insG p.V205fs
XH_P51 19 29698666 29698666 Frame_Shift_Ins INS - GTCTTTATGTCAC - UQCRFS1 614insGTGACATA p.V205fs
XH_P51 19 32844763 32844763 Frame_Shift_Ins INS - TTTGGACAGT - ZNF507 _1028insTTTGG p.E343fs
XH_P51 19 33502663 33502663 Frame_Shift_Ins INS - TACATTGGTATTT - RHPN2 5insATAAATACC p.M172fs
XH_P51 19 36297412 36297412 Silent SNP A G A PRODH2 c.T1149C p.Y383Y
XH_P51 19 36727787 36727787 In_Frame_Ins INS - GCTTCTCGCCAG - ZNF146 _446insGCTTCTCG.I149delinsSFSPV
XH_P51 19 37210338 37210338 Frame_Shift_Ins INS - ATCCATTATA - ZNF567 9_620insATCCAT p.S207fs
XH_P51 19 37210340 37210340 Nonsense_Mutation INS - CACTAA - ZNF567 621_622insCACTp.S207delinsSHX
XH_P51 19 37487664 37487664 Frame_Shift_Ins INS - GG - ZNF568 c.879_880insGG p.P293fs
XH_P51 19 37487666 37487666 In_Frame_Ins INS - TCTGATTTCTCT - ZNF568 _882insTCTGATT.Q294delinsHLISL
XH_P51 19 37880484 37880484 Frame_Shift_Ins INS - ATTCTTTACATTCA - ZNF527 nsTTACATTCTTTA p.L511fs
XH_P51 19 40149282 40149282 Missense_Mutation SNP G A G LGALS16 c.G275A p.R92H
XH_P51 19 40149284 40149284 Frame_Shift_Ins INS - CAAATCCC - LGALS16 77_278insCAAAT p.I93fs
XH_P51 19 40328485 40328485 Splice_Site SNP T A T FBL . .
XH_P51 19 40399735 40399735 Missense_Mutation SNP C T C FCGBP c.G5960A p.C1987Y
XH_P51 19 43579694 43579694 Missense_Mutation SNP G A G PSG2 c.C521T p.P174L
XH_P51 19 43679576 43679576 Nonsense_Mutation INS - GTCTCTACAGACT - PSG5 AGAGAGTCTGTA2_S253delinsQGEESLX
XH_P51 19 44662086 44662086 Frame_Shift_Ins INS - AATGGTTTTTCCC - ZNF234 1918insAATGGTT p.L639fs
XH_P51 19 44778267 44778267 Nonsense_Mutation INS - AC - ZNF233 .1454_1455insAC485_D486delinsX
XH_P51 19 44778269 44778269 Frame_Shift_Ins INS - AAGCCTTTATC - ZNF233 _1457insAAGCCT p.D486fs
XH_P51 19 44980777 44980777 Frame_Shift_Ins INS - GTGTCTCAAA - ZNF180 5_1846insTTTGA p.T616fs
XH_P51 19 44980779 44980779 Frame_Shift_Ins INS - TG - ZNF180 .1843_1844insC p.K615fs
XH_P51 19 46057149 46057149 Missense_Mutation SNP G A G OPA3 c.C163T p.R55W
XH_P51 19 49657890 49657895 In_Frame_Del DEL TCCTCC - TCCTCC HRC c.600_605del p.200_202del
XH_P51 19 52658179 52658179 Frame_Shift_Ins INS - TCCCCTTTATTGG - ZNF836 57insCTCCAATAA p.T919fs
XH_P51 19 53884809 53884809 Frame_Shift_Ins INS - GT - ZNF525 c.977_978insGT p.P326fs
XH_P51 19 53884812 53884813 Frame_Shift_Del DEL AT - AT ZNF525 c.980_981del p.H327fs
XH_P51 19 56127315 56127315 Silent SNP G A G ZNF865 c.G2331A p.A777A
XH_P51 19 57037175 57037175 Frame_Shift_Ins INS - ACATTCTTTACAT - ZNF471 8insTCCACATTCT p.F506fs
XH_P51 19 57641066 57641066 Frame_Shift_Ins INS - TCTGTCTTATATT - USP29 AAGGAATCTGTCT p.F341fs
XH_P51 19 57911113 57911113 Frame_Shift_Ins INS - CTCCAGTGTGA - ZNF548 _1459insCTCCAG p.F486fs
XH_P51 19 58367524 58367524 Missense_Mutation SNP G T G ZNF587 c.G83T p.W28L
XH_P51 19 58367525 58367525 Frame_Shift_Ins INS - AAACCACATCCAC - ZNF587 85insAAACCACAT p.W28fs
XH_P51 19 58370398 58370398 Frame_Shift_Ins INS - CTTCTGCTTGTGA - ZNF587 616insCTTCTGCTT p.Q205fs
XH_P51 19 58453341 58453341 Nonsense_Mutation INS - GTCACCTCA - ZNF256 4_835insTGAGGTp.S279delinsX
XH_P51 19 58805904 58805904 Frame_Shift_Ins INS - TTCAAGTTATTCT - ZNF8 sCTGCTTCAAGTT p.I244fs
XH_P51 20 2816753 2816753 Nonsense_Mutation INS - CCCTTTTTTGTAGA - PCED1A nsTATCTACAAAAQ299delinsLSTKKGX
XH_P51 20 2841142 2841142 Frame_Shift_Ins INS - CAGCTCC - VPS16 17_418insCAGCT p.E139fs
XH_P51 20 5903631 5903631 Frame_Shift_Ins INS - TATGTGTCTT - CHGB 1_842insTATGTG p.P281fs
XH_P51 20 13279730 13279730 Missense_Mutation SNP G A G ISM1 c.G1019A p.R340H
XH_P51 20 20180491 20180491 Missense_Mutation SNP A T A CFAP61 c.A1877T p.Y626F
XH_P51 20 20180492 20180492 Frame_Shift_Ins INS - TTCCAGAACCCCT - CFAP61 nsCAGTTCCAGA p.Y626fs
XH_P51 20 30366774 30366774 Missense_Mutation SNP G T G TPX2 c.G1041T p.K347N
XH_P51 20 30366776 30366776 In_Frame_Ins INS - AAAAGGCCT - TPX2 3_1044insAAAAGp.K348delinsKKGL
XH_P51 20 31021297 31021297 Frame_Shift_Ins INS - ATAAATCTGTGT - ASXL1 297insAATAAAT p.Q432fs
XH_P51 20 33203844 33203844 Splice_Site INS - TTTACTAACCCGT - PIGU . .
XH_P51 20 33703671 33703671 In_Frame_Ins INS - AGAAAA - EDEM2 190_1191insTTTp.V397delinsVFL
XH_P51 20 33703673 33703673 In_Frame_Ins INS - ACTGTT - EDEM2 188_1189insAACp.V397delinsNSV
XH_P51 20 34242644 34242644 Nonsense_Mutation INS - AGCACCTA - RBM12 00_601insTAGGTP201_M202delinsX
XH_P51 20 34243128 34243128 Nonsense_Mutation INS - AGTTACTGCCACC - RBM12 insGTGGTGGCA9_L40delinsEWWQX
XH_P51 20 39792428 39792428 Frame_Shift_Ins INS - GGTTGGACAGG - PLCG1 nsCTTGGGTTGGA p.M322fs
XH_P51 20 49626281 49626295 In_Frame_Del DEL CCCTCGCTGT - GCCCTCGCTGTCG KCNG1 c.581_595del p.194_199del
XH_P51 20 58449064 58449064 Frame_Shift_Ins INS - AGATATATCTGA - SYCP2 CTACCTTCAGATA p.T1134fs
XH_P51 21 10906966 10906966 Missense_Mutation SNP G A G TPTE c.C1181T p.A394V
XH_P51 21 16338661 16338661 Missense_Mutation SNP C A C NRIP1 c.G1853T p.G618V
XH_P51 21 16339227 16339227 Nonsense_Mutation INS - GTAACACTTCTTC - NRIP1 nsCAATTGAAGAA429_G430delinsSNX
XH_P51 21 27348281 27348281 Nonsense_Mutation INS - ATATTTG - APP 91_892insCAAAT298_A299delinsQIX
XH_P51 21 27348282 27348282 Nonsense_Mutation INS - CCCAATTATTTCAA - APP 1insCTTGAAATA297_K298delinsNLKX
XH_P51 21 30419601 30419601 Frame_Shift_Ins INS - TGGATTTAATATT - USP16 68insGTTGGATTT p.C656fs
XH_P51 21 33064731 33064731 Nonsense_Mutation INS - AGGTTTAT - SCAF4 99_1500insATAAL500_D501delinsLX
XH_P51 21 33073452 33073452 Frame_Shift_Ins INS - TTCTGTATCCCTT - SCAF4 ACAGAAGGGATA p.P196fs
XH_P51 21 34804640 34804640 In_Frame_Ins INS - TGGACACATTTT - IFNGR2 _719insTGGACACD240delinsVDTFY
XH_P51 21 36171692 36171692 Frame_Shift_Ins INS - CATTATTGAGTAA - RUNX1 nsGTTTTACTCAA p.I264fs
XH_P51 21 37742058 37742058 In_Frame_Ins INS - TCATCT - MORC3 179_2180insTCAp.S727delinsIIC
XH_P51 21 37742060 37742060 Frame_Shift_Ins INS - AGATTTAT - MORC3 81_2182insAGAT p.S727fs
XH_P51 21 45959923 45959923 Silent SNP G A G KRTAP10-1 c.C111T p.C37C
XH_P51 22 28290612 28290612 Frame_Shift_Ins INS - AAGTCTAGTACG - PITPNB nsCAGACGTACTA p.D129fs
XH_P51 22 30866065 30866065 Missense_Mutation SNP A G A SEC14L3 c.T175C p.Y59H
XH_P51 22 30891588 30891588 Frame_Shift_Ins INS - T - SEC14L4 c.215_216insA p.V72fs
XH_P51 22 30891589 30891589 In_Frame_Ins INS - CTT - SEC14L4 c.214_215insAAGp.V72delinsEV
XH_P51 22 31059731 31059731 Frame_Shift_Ins INS - TTCCC - DUSP18 259_260insGGGA p.A87fs
XH_P51 22 32352315 32352315 Frame_Shift_Ins INS - TTCCCTTCAACATA - YWHAH 78insCTTCCCTTCA p.L93fs
XH_P51 22 44161190 44161190 Missense_Mutation SNP T C T EFCAB6 c.A435G p.I145M
XH_P51 22 46653415 46653415 Frame_Shift_Ins INS - TTCCCTTTCATGC - PKDREJ 805insGCATGAA p.F1935fs
XH_P51 22 46653417 46653417 Missense_Mutation SNP A G A PKDREJ c.T5803C p.F1935L
XH_P51 X 3241511 3241511 Missense_Mutation SNP T C T MXRA5 c.A2215G p.K739E
XH_P51 X 12939633 12939633 Nonsense_Mutation INS - CTACTGACT - TLR8 4_2475insCTACTp.D825delinsDYX
XH_P51 X 13778433 13778433 In_Frame_Ins INS - ACAAAA - OFD1 734_1735insACAp.G578delinsGTK
XH_P51 X 13778435 13778435 Frame_Shift_Ins INS - CCAA - OFD1 1736_1737insCC p.S579fs
XH_P51 X 14625379 14625379 Frame_Shift_Ins INS - GACATACG - GLRA2 04_705insGACAT p.H235fs
XH_P51 X 18926165 18926165 In_Frame_Ins INS - TTATACCTCTTA - PHKA2 2370insTAAGAGS790delinsSKRYN
XH_P51 X 20190952 20190952 Missense_Mutation SNP T C T RPS6KA3 c.A1265G p.Y422C
XH_P51 X 22291465 22291465 In_Frame_Ins INS - CAGGCATCT - ZNF645 7_358insCAGGCAQ119delinsQQAS
XH_P51 X 22291467 22291467 Frame_Shift_Ins INS - TT - ZNF645 c.359_360insTT p.C120fs
XH_P51 X 23697398 23697398 Nonsense_Mutation INS - TGAAATACACACA - PRDX4 94insATGAAATACp.T198delinsTX
XH_P51 X 38262965 38262965 In_Frame_Ins INS - TGTAGC - OTC 635_636insTGTAp.G212delinsGVA
XH_P51 X 47774919 47774919 Missense_Mutation SNP C G C ZNF81 c.C874G p.P292A
XH_P51 X 47774920 47774920 Nonsense_Mutation INS - TTTATTATGAATA - ZNF81 TTGCTTTTATTAT92_Q293delinsPLLLLX
XH_P51 X 50051956 50051956 In_Frame_Ins INS - AACTAATGGCTTT - CCNB3 88insAAACTAATGM263delinsKTNGFL
XH_P51 X 64737955 64737955 Silent SNP T A T LAS1L c.A1662T p.T554T
XH_P51 X 71895979 71895979 Missense_Mutation SNP C T C PHKA1 c.G559A p.G187R
XH_P51 X 71895981 71895981 Nonsense_Mutation INS - TATTATATGCCAT - PHKA1 nsCTTATGGCATA86_G187delinsPYGIX
XH_P51 X 72804332 72804332 Nonsense_Mutation INS - ACCACCAATAAAA - CHIC1 32insACCACCAAW144_L145delinsX
XH_P51 X 72804333 72804333 Frame_Shift_Ins INS - A - CHIC1 c.432_433insA p.W144fs
XH_P51 X 74291447 74291447 Nonsense_Mutation INS - TCTGTATCAG - ABCB7 _984insCTGATAL328_K329delinsFX



XH_P51 X 84362814 84362814 Missense_Mutation SNP T G T SATL1 c.A1161C p.R387S
XH_P51 X 84362816 84362818 In_Frame_Del DEL TCA - TCA SATL1 c.1157_1159del p.386_387del
XH_P51 X 91642909 91642909 Frame_Shift_Ins INS - ATGAAAATTACAG - PCDH11X 0insGAATGAAAA p.D1070fs
XH_P51 X 100117658 100117658 Nonsense_Mutation INS - TCTTCTATATCCTT - NOX1 GCCAAGGATATA_T127delinsTLSQGYRRX
XH_P51 X 100403118 100403118 In_Frame_Ins INS - CCATCAGGTCATA - CENPI nsACTCCCATCAG688delinsYSHQVIYI
XH_P51 X 100604918 100604918 Frame_Shift_Ins INS - AAGACAGACTGA - BTK 1407insTTCAGTC p.K469fs
XH_P51 X 100667205 100667205 Frame_Shift_Ins INS - TATTAATAGAAAA - HNRNPH2 CAAACTATTAATA p.T77fs
XH_P51 X 100667681 100667681 Frame_Shift_Ins INS - TATTCTTTCCTTGT - HNRNPH2 06insCTATTCTTTC p.A235fs
XH_P51 X 101970590 101970590 Frame_Shift_Ins INS - GTTCTCT - RMCX5-GPRASP93_794insGTTCT p.N265fs
XH_P51 X 102842091 102842091 Frame_Shift_Ins INS - TTTCCTTTATCCTT - TCEAL4 489insTTTCCTTT p.A163fs
XH_P51 X 103267740 103267740 Splice_Site SNP A T A H2BFWT . .
XH_P51 X 105167270 105167270 Nonsense_Mutation INS - CTTTCATTTTCTTC - NRK sGTAGCTTTCATTY924_D925delinsX
XH_P51 X 105451465 105451465 Frame_Shift_Ins INS - GACTTCTTGT - MUM1L1 0_2041insGACTT p.A680fs
XH_P51 X 106038910 106038910 Frame_Shift_Ins INS - ATGATTTATGCTA - RNF128 AATTATATGATTT p.N392fs
XH_P51 X 108781327 108781327 Frame_Shift_Ins INS - TAAAATTTTTCAC - NXT2 insTTTAAAATTTT p.N23fs
XH_P51 X 114856604 114856604 Frame_Shift_Ins INS - ATAAAATATTTTC - PLS3 CTTACATAAAATA p.L40fs
XH_P51 X 118604940 118604940 Missense_Mutation SNP G C G SLC25A5 c.G816C p.K272N
XH_P51 X 129150016 129150016 Nonsense_Mutation INS - ATGGGACAT - BCORL1 8_3269insATGGGR1090delinsHGTX
XH_P51 X 132352223 132352223 Missense_Mutation SNP T A T TFDP3 c.A65T p.Q22L
XH_P51 X 133906305 133906305 Frame_Shift_Ins INS - CCAT - FAM122B .607_608insATG p.I203fs
XH_P51 X 135405275 135405275 In_Frame_Ins INS - AAAAAATCCAGC - ADGRG4 10insAAAAAAATCL137delinsQKNPAL
XH_P51 X 135954464 135954464 Nonsense_Mutation INS - TAGAGTGAGGTT - RBMX 581insTAACCTCA94_S195delinsVTSLX
XH_P51 X 137717733 137717733 Frame_Shift_Ins INS - CTTCTTCACATGG - FGF13 GGCAACCATGTG p.Q162fs
XH_P51 X 138644155 138644155 Frame_Shift_Ins INS - ATGGTTGTACTTA - F9 98insTCATGGTTG p.M399fs
XH_P51 X 138708911 138708911 Frame_Shift_Ins INS - TTAAGTGTTAAA - MCF2 326insCTTTAACA p.D109fs
XH_P51 X 138708912 138708912 Missense_Mutation SNP C T C MCF2 c.G325A p.D109N
XH_P51 X 140995380 140995380 Silent SNP T C T MAGEC1 c.T2190C p.P730P
XH_P51 X 144904117 144904117 Frame_Shift_Ins INS - C - SLITRK2 c.175dupC p.Q58fs
XH_P51 X 147733581 147733581 Nonsense_Mutation INS - AACTTGCTTATTT - AFF2 ACAAAAACTTGCTV37delinsENKNLLIX
XH_P51 X 149826456 149826456 Frame_Shift_Ins INS - G - MTM1 c.1216_1217insG p.L406fs
XH_P51 X 151337014 151337014 Nonsense_Mutation INS - TATTCAATCTGGT - GABRA3 5insTAGACCAGA p.A389delinsX
XH_P51 X 154293983 154293983 Nonsense_Mutation INS - TCTACGAAGATA - MTCP1 87insATATCTTCGS63_Q64delinsISSX
XH_P51 X 154293985 154293985 Missense_Mutation SNP G C G MTCP1 c.C185G p.T62S
XH_P51 X 154305554 154305554 In_Frame_Ins INS - AATTGCATTTTAT - BRCC3 TATAGAATTGCATT102delinsTIELHFIII
XH_P51 X 154456712 154456712 In_Frame_Ins INS - GGACATTTAAAAC - VBP1 41insAGGACATTTL147delinsLGHLKQ
XH_P51 1 118581947 118581947 Missense_Mutation SNV T C C SPAG17 c.3287A>G P.E1096G
XH_P51 1 118584567 118584567 Silent SNV G A A SPAG17 c.2913C>T P.G971G
XH_P51 1 12907844 12907844 Nonsense_Mutation SNV G T T HNRNPCL1 c.299C>A P.S100*
XH_P51 1 13183574 13183574 Missense_Mutation SNV G T T HNRNPCL2 c.299C>A P.S100Y
XH_P51 1 147380265 147380265 Silent SNV C T T GJA8 c.183C>T P.C61C
XH_P51 1 175332878 175332878 Silent SNV G A A TNR c.1674C>T P.F558F
XH_P51 1 19671681 19671681 Missense_Mutation SNV C G G CAPZB c.654G>C P.E218D
XH_P51 1 235916570 235916598 Frame_Shift_Del INDEL AATAAATAATA - - LYST CTTAACTGTATTA P.F2411fs
XH_P51 1 245246990 245246990 Missense_Mutation SNV G C C EFCAB2 c.373G>C P.D125H
XH_P51 1 78245357 78245357 Missense_Mutation SNV C T T MIGA1 c.17C>T P.S6L
XH_P51 10 124377771 124377771 Silent SNV C T T DMBT1 c.4743C>T P.H1581H
XH_P51 10 134188673 134188673 Missense_Mutation SNV C T T LRRC27 c.1520C>T P.P507L
XH_P51 10 38121835 38121835 Missense_Mutation SNV T A A ZNF248 c.448A>T P.I150F
XH_P51 10 45430177 45430177 Missense_Mutation SNV G C C TMEM72 c.423G>C P.E141D
XH_P51 10 72643772 72643772 Missense_Mutation SNV C T T PCBD1 c.250G>A P.G84S
XH_P51 11 118509875 118509875 Splice_Site SNV C T T PHLDB1 c.2647-5C>T
XH_P51 11 62444408 62444408 Missense_Mutation SNV G A A UBXN1 c.721C>T P.L241F
XH_P51 11 87025562 87025562 Silent SNV C T T TMEM135 c.984C>T P.S328S
XH_P51 12 100041961 100041961 Silent SNV C T T FAM71C c.9C>T P.D3D
XH_P51 12 107078680 107078680 Missense_Mutation SNV C T T RFX4 c.89C>T P.T30M
XH_P51 12 32890042 32890042 Nonsense_Mutation SNV C T T DNM1L c.1543C>T P.Q515*
XH_P51 12 51382182 51382182 Silent SNV G A A SLC11A2 c.1612C>T P.L538L
XH_P51 12 56676760 56676760 Missense_Mutation SNV C T T CS c.283G>A P.G95S
XH_P51 12 65637256 65637256 Splice_Site SNV A G G LEMD3 c.2384+7A>G
XH_P51 12 82147850 82147850 Missense_Mutation SNV C T T PPFIA2 c.151G>A P.E51K
XH_P51 12 83251309 83251310 Frame_Shift_Del INDEL TT - - TMTC2 c.605_606delTT P.F202fs
XH_P51 14 23314498 23314498 Missense_Mutation SNV G A A MMP14 c.1340G>A P.S447N
XH_P51 14 77948765 77948765 Silent SNV A G G ISM2 c.873T>C P.D291D
XH_P51 15 48782169 48782169 Silent SNV G A A FBN1 c.2961C>T P.A987A
XH_P51 15 59368396 59368396 Missense_Mutation SNV C T T RNF111 c.1930C>T P.H644Y
XH_P51 15 74174030 74174030 Missense_Mutation SNV G A A TBC1D21 c.106G>A P.G36S
XH_P51 15 89074384 89074384 Missense_Mutation SNV G A A DET1 c.553C>T P.R185W
XH_P51 16 67982038 67982038 Silent SNV G A A SLC12A4 c.1773C>T P.F591F
XH_P51 16 88958375 88958375 Missense_Mutation SNV G A A CBFA2T3 c.626C>T P.S209L
XH_P51 17 44061055 44061055 Missense_Mutation SNV G T T MAPT c.885G>T P.Q295H
XH_P51 17 45452060 45452060 Missense_Mutation SNV G C C EFCAB13 c.812G>C P.R271T
XH_P51 18 12325450 12325450 Missense_Mutation SNV C T T TUBB6 c.662C>T P.T221I
XH_P51 18 44027560 44027560 Nonsense_Mutation SNV C T T RNF165 c.520C>T P.Q174*
XH_P51 19 36297412 36297412 Silent SNV A G G PRODH2 c.1149T>C P.Y383Y
XH_P51 19 40328485 40328485 Splice_Site SNV T A A FBL c.550-2A>T
XH_P51 19 40399735 40399735 Missense_Mutation SNV C T T FCGBP c.5960G>A P.C1987Y
XH_P51 19 5455764 5455764 Missense_Mutation SNV G T T ZNRF4 c.262G>T P.V88F
XH_P51 19 56127315 56127315 Silent SNV G A A ZNF865 c.2331G>A P.A777A
XH_P51 19 57672168 57672168 Splice_Site SNV G A A DUXA c.26-3C>T
XH_P51 2 109389469 109389472 Frame_Shift_Del INDEL TCAA - - RANBP2 8262_8265delAT P.E2756fs
XH_P51 2 112539977 112539977 Missense_Mutation SNV G A A ANAPC1 c.5171C>T P.A1724V
XH_P51 2 152425875 152425875 Missense_Mutation SNV C G G NEB c.17442G>C P.K5814N
XH_P51 2 163208900 163208900 Missense_Mutation SNV T A A GCA c.245T>A P.I82N
XH_P51 2 220264605 220264605 Missense_Mutation SNV G A A DNPEP c.43C>T P.L15F
XH_P51 2 241660459 241660459 Splice_Site SNV C T T KIF1A c.4744-4G>A
XH_P51 2 25057716 25057716 Silent SNV G A A ADCY3 c.1752C>T P.H584H
XH_P51 2 3756140 3756140 Missense_Mutation SNV T A A DCDC2C c.289T>A P.Y97N
XH_P51 2 86968093 86968093 Silent SNV A C C RMND5A c.186A>C P.T62T
XH_P51 20 58468574 58468574 Splice_Site SNV C G G SYCP2 c.1735+5G>C
XH_P51 21 16338661 16338661 Missense_Mutation SNV C A A NRIP1 c.1853G>T P.G618V
XH_P51 22 30866065 30866065 Missense_Mutation SNV A G G SEC14L3 c.175T>C P.Y59H
XH_P51 22 44161190 44161190 Missense_Mutation SNV T C C EFCAB6 c.435A>G P.I145M
XH_P51 3 111263901 111263901 Frame_Shift_Ins INDEL - A A CD96 c.76dupA P.T26fs
XH_P51 3 111831984 111831984 Nonsense_Mutation SNV T A A C3orf52 c.641T>A P.L214*
XH_P51 3 140785450 140785450 Silent SNV C T T SPSB4 c.504C>T P.D168D
XH_P51 3 167293805 167293805 Silent SNV G A A WDR49 c.387C>T P.N129N
XH_P51 3 48215815 48215815 Missense_Mutation SNV C T T CDC25A c.889G>A P.A297T
XH_P51 3 53694211 53694211 Silent SNV C T T CACNA1D c.675C>T P.N225N



XH_P51 3 73651572 73651572 Missense_Mutation SNV G T T PDZRN3 c.851C>A P.S284Y
XH_P51 3 7620570 7620570 Silent SNV A C C GRM7 c.1977A>C P.R659R
XH_P51 4 126355476 126355476 Silent SNV C A A FAT4 c.7095C>A P.A2365A
XH_P51 4 42448637 42448637 Missense_Mutation SNV G A A ATP8A1 c.2876C>T P.T959I
XH_P51 5 112176427 112176427 Frame_Shift_Ins INDEL - T T APC c.5138dupT P.L1713fs
XH_P51 5 140476277 140476277 Missense_Mutation SNV C G G PCDHB2 c.1903C>G P.R635G
XH_P51 5 149505011 149505011 Silent SNV G A A PDGFRB c.1804C>T P.L602L
XH_P51 5 36265153 36265153 Silent SNV G A A RANBP3L c.463C>T P.L155L
XH_P51 6 57246959 57246959 Missense_Mutation SNV C T T PRIM2 c.686C>T P.A229V
XH_P51 7 104717497 104717497 Missense_Mutation SNV G C C KMT2E c.856G>C P.E286Q
XH_P51 7 1275562 1275562 Missense_Mutation SNV G A A UNCX c.545G>A P.C182Y
XH_P51 7 151877054 151877054 Frame_Shift_Del INDEL G - - KMT2C c.7307delC P.P2436fs
XH_P51 7 27239007 27239007 Silent SNV G A A HOXA13 c.690C>T P.F230F
XH_P51 7 40118403 40118403 Missense_Mutation SNV G T T CDK13 c.2982G>T P.Q994H
XH_P51 7 5396537 5396537 Splice_Site SNV C T T TNRC18 c.5194+10G>A
XH_P51 7 63538228 63538228 Silent SNV T C C ZNF727 c.801T>C P.C267C
XH_P51 8 103373850 103373850 Silent SNV G T T UBR5 c.67C>A P.R23R
XH_P51 9 120475904 120475904 Missense_Mutation SNV T A A TLR4 c.1378T>A P.F460I
XH_P51 9 26923315 26923315 Silent SNV T A A PLAA c.900A>T P.S300S
XH_P51 X 103267740 103267740 Splice_Site SNV A T T H2BFWT c.491+2T>A
XH_P51 X 118604940 118604940 Missense_Mutation SNV G C C SLC25A5 c.816G>C P.K272N
XH_P51 X 132352223 132352223 Missense_Mutation SNV T A A TFDP3 c.65A>T P.Q22L
XH_P51 X 140995380 140995380 Silent SNV T C C MAGEC1 c.2190T>C P.P730P
XH_P51 X 144904117 144904117 Frame_Shift_Ins INDEL - C C SLITRK2 c.181dupC P.Q61fs
XH_P51 X 20190952 20190952 Missense_Mutation SNV T C C RPS6KA3 c.1265A>G P.Y422C
XH_P51 X 64737955 64737955 Silent SNV T A A LAS1L c.1788A>T P.T596T
XH_P52 17 29546122 29546122 Nonsense_Mutation SNP C T T NF1 c.1627C>T p.Q543*
XH_P52 17 7578534 7578534 Missense_Mutation SNP C A A TP53 c.396G>T p.K132N
XH_P52 20 57430245 57430245 Missense_Mutation SNP C T T GNAS c.1738C>T p.R580W
XH_P52 X 53227063 53227063 Splice_Site SNP G A A KDM5C c.2517-5C>T -
XH_P52 1 897738 897738 Silent SNP C T C KLHL17 c.C715T p.L239L
XH_P52 1 914847 914847 Silent SNP G A G PERM1 c.C1563T p.A521A
XH_P52 1 1147485 1147485 Silent SNP C T C TNFRSF4 c.G471A p.P157P
XH_P52 1 1153113 1153113 Silent SNP G A G SDF4 c.C984T p.L328L
XH_P52 1 3649562 3649562 Silent SNP G A G TP73 c.G1440A p.A480A
XH_P52 1 8073643 8073643 Missense_Mutation SNP G A G ERRFI1 c.C1016T p.P339L
XH_P52 1 8424831 8424831 Silent SNP G A G RERE c.C1515T p.Y505Y
XH_P52 1 16260916 16260916 Silent SNP C T C SPEN c.C8181T p.A2727A
XH_P52 1 19180948 19180948 Missense_Mutation SNP C T C TAS1R2 c.G1016A p.R339H
XH_P52 1 19510645 19510645 Nonsense_Mutation INS - TAGCTGCTTAAAT - UBR4 1963insATTTAAGL655_N656delinsIX
XH_P52 1 24419496 24419496 Missense_Mutation SNP A G A MYOM3 c.T1031C p.M344T
XH_P52 1 26513975 26513975 Splice_Site INS - ACTTTCCAGACTA - CNKSR1 . .
XH_P52 1 28792974 28792974 Missense_Mutation SNP G A G PHACTR4 c.G548A p.R183K
XH_P52 1 31215364 31215364 Silent SNP T C T LAPTM5 c.A120G p.S40S
XH_P52 1 31468044 31468044 Missense_Mutation SNP A T A PUM1 c.T744A p.D248E
XH_P52 1 32669603 32669603 Silent SNP G A G CCDC28B c.G288A p.L96L
XH_P52 1 36773405 36773405 Silent SNP T G T SH3D21 c.T138G p.P46P
XH_P52 1 38338795 38338795 Missense_Mutation SNP A G A INPP5B c.T1502C p.M501T
XH_P52 1 39854271 39854271 Frame_Shift_Ins INS - CTCTTCT - MACF1 71_9572insCTCT p.L3191fs
XH_P52 1 41847669 41847669 Missense_Mutation SNP G A G FOXO6 c.G796A p.E266K
XH_P52 1 44056806 44056806 Silent SNP C T C PTPRF c.C1113T p.T371T
XH_P52 1 46087577 46087577 Missense_Mutation SNP G A G CCDC17 c.C1058T p.P353L
XH_P52 1 57233602 57233602 Nonsense_Mutation INS - ACCATCTTATTTC - C1orf168 nsAAAGAAATAA.N321delinsKKKX
XH_P52 1 67390416 67390416 Missense_Mutation SNP G C G WDR78 c.C99G p.C33W
XH_P52 1 78279445 78279445 Missense_Mutation SNP C T C MIGA1 c.C664T p.R222C
XH_P52 1 110580576 110580576 Nonsense_Mutation INS - TTTATCATAACTT - STRIP1 45insATTTATCATp.L82delinsHLSX
XH_P52 1 111060669 111060669 Silent SNP T C T KCNA10 c.A741G p.L247L
XH_P52 1 113057513 113057513 Missense_Mutation SNP G A G WNT2B c.G200A p.G67E
XH_P52 1 114964257 114964257 Frame_Shift_Ins INS - AGAGTTTTTTTTTT - TRIM33 ATTAAAAAAAAA p.H621fs
XH_P52 1 114964259 114964259 Splice_Site SNP C A C TRIM33 . .
XH_P52 1 145438994 145438994 In_Frame_Ins INS - AAATTATTT - TXNIP 2_193insAAATTAp.K64delinsKKLF
XH_P52 1 145438996 145438996 Frame_Shift_Ins INS - CTTTAAG - TXNIP 94_195insCTTTA p.Q65fs
XH_P52 1 150998002 150998002 Missense_Mutation SNP C A C PRUNE1 c.C532A p.L178M
XH_P52 1 151773851 151773851 Missense_Mutation SNP T A T LINGO4 c.A1330T p.T444S
XH_P52 1 152191944 152191944 Missense_Mutation SNP T C T HRNR c.A2161G p.S721G
XH_P52 1 152279019 152279019 Silent SNP G A G FLG c.C8343T p.D2781D
XH_P52 1 152280900 152280900 Nonsense_Mutation INS - AGACACTCAC - FLG _6462insGTGAG2154_E2155delinsQX
XH_P52 1 152281522 152281522 Nonsense_Mutation SNP C T C FLG c.G5840A p.W1947X
XH_P52 1 152285571 152285571 Silent SNP G A G FLG c.C1791T p.S597S
XH_P52 1 152484091 152484091 Frame_Shift_Ins INS - ATTTATTATTATG - LCE5A CAGAATTTATTAT p.K27fs
XH_P52 1 153750769 153750769 Missense_Mutation SNP G A G SLC27A3 c.G1678A p.V560M
XH_P52 1 155149718 155149718 Silent SNP G A G TRIM46 c.G483A p.T161T
XH_P52 1 155260402 155260402 Silent SNP G A G PKLR c.C1686T p.S562S
XH_P52 1 156287015 156287015 Missense_Mutation SNP G A G CCT3 c.C802T p.R268W
XH_P52 1 156911215 156911215 Missense_Mutation SNP C A C ARHGEF11 c.G3343T p.D1115Y
XH_P52 1 156928654 156928654 Missense_Mutation SNP G T G ARHGEF11 c.C1262A p.T421K
XH_P52 1 156928655 156928655 In_Frame_Ins INS - GCCTGATTC - ARHGEF11 0_1261insGAATCp.T421delinsESGT
XH_P52 1 158655096 158655096 Nonsense_Mutation INS - GTTTTTCTTTATGT - SPTA1 ATTAACATAAAG22_E23delinsDTHX
XH_P52 1 158747024 158747024 In_Frame_Ins INS - CACTTTCTTCTTTA - OR6N2 ATGATAAAGAAG134delinsIMIKKKVIR
XH_P52 1 159284421 159284421 Nonsense_Mutation INS - CTCTTCTTCTATC - OR10J3 9insGATAGAAGA.T10_E11delinsRX
XH_P52 1 159898100 159898100 Silent SNP A G A IGSF9 c.T3078C p.S1026S
XH_P52 1 161168004 161168004 Silent SNP C T C ADAMTS4 c.G414A p.S138S
XH_P52 1 161173284 161173284 Nonsense_Mutation INS - GTTTTGTTTTTTGT - NDUFS2 GTTTTGTTTTGTTM52delinsVFLFCFVFCFFX
XH_P52 1 161681780 161681780 Missense_Mutation SNP A G A FCRLA c.A187G p.S63G
XH_P52 1 161695747 161695747 Frame_Shift_Ins INS - TTCTTTTTCTTTCT - FCRLB TTCTTTTCTTTTTC p.H141fs
XH_P52 1 161723023 161723023 Missense_Mutation SNP C G C DUSP12 c.C833G p.S278C
XH_P52 1 161723025 161723025 Frame_Shift_Ins INS - CGGTATTT - DUSP12 35_836insCGGTA p.A279fs
XH_P52 1 162344102 162344102 Silent SNP C T C SPATA46 c.G522A p.R174R
XH_P52 1 171621525 171621525 Missense_Mutation SNP C T C MYOC c.G227A p.R76K
XH_P52 1 201178630 201178630 Missense_Mutation SNP T C T IGFN1 c.T4609C p.S1537P
XH_P52 1 203468972 203468972 Missense_Mutation SNP C T C OPTC c.C725T p.A242V
XH_P52 1 207890866 207890866 Missense_Mutation SNP T C T CR1L c.T1472C p.L491P
XH_P52 1 226074563 226074563 Missense_Mutation SNP T G T LEFTY1 c.A965C p.D322A
XH_P52 1 226736652 226736652 Missense_Mutation SNP C T C STUM c.C47T p.A16V
XH_P52 1 228402508 228402508 Silent SNP C T C OBSCN c.C1537T p.L513L
XH_P52 1 228412227 228412227 Silent SNP T C T OBSCN c.T2721C p.S907S
XH_P52 1 228412228 228412228 Missense_Mutation SNP G A G OBSCN c.G2722A p.A908T
XH_P52 1 228412308 228412308 Silent SNP G A G OBSCN c.G2802A p.S934S



XH_P52 1 231557255 231557255 Missense_Mutation SNP C G C EGLN1 c.G380C p.C127S
XH_P52 1 231829577 231829577 Missense_Mutation SNP C T C DISC1 c.C73T p.R25W
XH_P52 1 235377196 235377196 Frame_Shift_Ins INS - A - ARID4B c.1728_1729insT p.V577fs
XH_P52 1 241933952 241933952 Missense_Mutation SNP C T C WDR64 c.C2183T p.S728L
XH_P52 1 246755170 246755170 Frame_Shift_Ins INS - TGGTTCTATTT - CNST _307insTGGTTCT p.L102fs
XH_P52 1 248185768 248185768 Frame_Shift_Ins INS - AACAATCGTAGA - OR2L5 TTAGGAACAATC p.I173fs
XH_P52 1 249107350 249107350 Silent SNP C T C SH3BP5L c.G192A p.A64A
XH_P52 2 21227262 21227262 Missense_Mutation SNP C T C APOB c.G11966A p.R3989H
XH_P52 2 21364858 21364858 Nonsense_Mutation INS - GTAAATTTTAGA - TDRD15 0insTTCGTAAATG1507delinsVRKFX
XH_P52 2 27361117 27361117 Frame_Shift_Ins INS - TCCCT - PRR30 .80_81insAGGG p.L27fs
XH_P52 2 27361119 27361119 Missense_Mutation SNP G T G PRR30 c.C79A p.L27I
XH_P52 2 36808536 36808536 Nonsense_Mutation INS - TACATTTTTGTTG - FEZ2 AACAACAACAAAA7_D178delinsPTTTKMX
XH_P52 2 36808538 36808538 Missense_Mutation SNP G T G FEZ2 c.C529A p.P177T
XH_P52 2 39515349 39515349 Missense_Mutation SNP G A G MAP4K3 c.C1324T p.P442S
XH_P52 2 42990101 42990101 Missense_Mutation SNP G C G OXER1 c.C1219G p.L407V
XH_P52 2 44078853 44078853 Silent SNP G A G ABCG8 c.G453A p.V151V
XH_P52 2 71654459 71654459 Frame_Shift_Ins INS - TTAAGCTCTT - ZNF638 0_5461insTTAAG p.K1820fs
XH_P52 2 73496580 73496594 In_Frame_Del DEL GCGGCGGCG - CGGCGGCGGCGG FBXO41 c.165_179del p.55_60del
XH_P52 2 73675227 73675227 In_Frame_Ins INS - CTC - ALMS1 1570_1571insCTp.S524delinsSP
XH_P52 2 74685789 74685789 Silent SNP G A G WBP1 c.G60A p.P20P
XH_P52 2 103274338 103274338 Missense_Mutation SNP T C T SLC9A2 c.T605C p.I202T
XH_P52 2 103274340 103274340 In_Frame_Ins INS - AAAATAATC - SLC9A2 7_608insAAAATA.T203delinsKNNP
XH_P52 2 108487598 108487598 In_Frame_Ins INS - AATCCCTTG - RGPD4 8_3139insAATCC.E1046delinsENPL
XH_P52 2 108487830 108487830 Nonsense_Mutation INS - TACAGAACTTTTT - RGPD4 1insGAATACAGA1124_G1125delinsX
XH_P52 2 109988080 109988080 Missense_Mutation SNP C A C SH3RF3 c.C888A p.N296K
XH_P52 2 112621469 112621469 Nonsense_Mutation INS - GCTCACCTTCTA - ANAPC1 835insTAGAAGG p.E279delinsX
XH_P52 2 113955177 113955177 In_Frame_Ins INS - AAGAAAACA - PSD4 3_2424insAAGAA.T808delinsTRKH
XH_P52 2 113955179 113955179 Missense_Mutation SNP T A T PSD4 c.T2425A p.L809I
XH_P52 2 152375584 152375584 Splice_Site INS - TTGGAACTAAATT - NEB . .
XH_P52 2 163291934 163291934 Nonsense_Mutation INS - GTTGTCTATTAGG - KCNH7 sTCTATCCTAATA569_E570delinsVLSX
XH_P52 2 167163583 167163583 Nonsense_Mutation INS - TTAGTTTATTAAT - SCN9A CTGAAATTAATAA7_F88delinsIILKLINX
XH_P52 2 178416283 178416283 Silent SNP A G A TTC30B c.T1209C p.N403N
XH_P52 2 179444749 179444749 Frame_Shift_Ins INS - TGGATATGTAGTT - TTN 070insTCAACTAC p.K13357fs
XH_P52 2 179631214 179631214 Silent SNP T C T TTN c.A9459G p.E3153E
XH_P52 2 179634871 179634871 Silent SNP G A G TTN c.C8419T p.L2807L
XH_P52 2 200213696 200213696 In_Frame_Ins INS - TCTTTGCAA - SATB2 0_901insTTGCAA.Q301delinsLQRQ
XH_P52 2 207175098 207175098 Nonsense_Mutation INS - GTAACCTTTT - ZDBF2 6_5847insGTAAC949_C1950delinsRX
XH_P52 2 207629977 207629977 Missense_Mutation SNP C G C MDH1B c.G19C p.A7P
XH_P52 2 207823120 207823120 Silent SNP C T C CPO c.C363T p.F121F
XH_P52 2 215890474 215890474 Nonsense_Mutation SNP G A G ABCA12 c.C256T p.R86X
XH_P52 2 219000310 219000310 Silent SNP C T C CXCR2 c.C786T p.L262L
XH_P52 2 220419460 220419460 Missense_Mutation SNP T A T OBSL1 c.A4612T p.R1538W
XH_P52 2 220435375 220435375 Silent SNP G A G OBSL1 c.C580T p.L194L
XH_P52 2 220505265 220505265 Silent SNP T C T SLC4A3 c.T3472C p.L1158L
XH_P52 2 226447663 226447663 Silent SNP G A G NYAP2 c.G1530A p.P510P
XH_P52 2 234731210 234731210 Nonsense_Mutation SNP C T C MROH2A c.C3883T p.R1295X
XH_P52 2 240951108 240951108 Nonsense_Mutation INS - TTGTGGGGTTTAT - NDUFA10 AACCAATAAACCC25_E226delinsQINQX
XH_P52 2 242572888 242572888 Silent SNP C T C THAP4 c.G684A p.A228A
XH_P52 3 11382189 11382189 Nonsense_Mutation INS - AGAGCATGAGCT - ATG7 GTCTGAGAGCAT_E282delinsSTGTLVVX
XH_P52 3 13540035 13540035 Missense_Mutation SNP G A G HDAC11 c.G239A p.R80Q
XH_P52 3 13661319 13661319 Missense_Mutation SNP G A G FBLN2 c.G2143A p.V715M
XH_P52 3 38040912 38040912 Frame_Shift_Del DEL C - C VILL c.1164delC p.D388fs
XH_P52 3 46008790 46008790 Missense_Mutation SNP G A G FYCO1 c.C2036T p.A679V
XH_P52 3 46009864 46009864 Missense_Mutation SNP C G C FYCO1 c.G962C p.G321A
XH_P52 3 48605185 48605185 Silent SNP A G A COL7A1 c.T7941C p.G2647G
XH_P52 3 48694516 48694516 Silent SNP G A G CELSR3 c.C4014T p.A1338A
XH_P52 3 49690496 49690496 Silent SNP C T C BSN c.C3507T p.S1169S
XH_P52 3 52366368 52366368 Missense_Mutation SNP A G A DNAH1 c.A1244G p.K415R
XH_P52 3 56835761 56835761 Silent SNP G A G ARHGEF3 c.C66T p.P22P
XH_P52 3 73453495 73453495 Frame_Shift_Ins INS - CCCCT - PDZRN3 .63_64insAGGG p.F22fs
XH_P52 3 121207766 121207766 Frame_Shift_Ins INS - CATTCTCCAAT - POLQ _4012insATTGGA p.E1338fs
XH_P52 3 121207768 121207768 Missense_Mutation SNP G C G POLQ c.C4010G p.T1337S
XH_P52 3 121208338 121208338 Frame_Shift_Ins INS - TTACCAAACAGAA - POLQ sTATTTTTCTGTT p.T1147fs
XH_P52 3 121208340 121208340 Silent SNP C A C POLQ c.G3438T p.V1146V
XH_P52 3 122215306 122215306 Missense_Mutation SNP C T C KPNA1 c.G107A p.R36Q
XH_P52 3 130300843 130300843 Nonsense_Mutation INS - AACTGTTA - COL6A6 01_3902insAACT1301_F1302delinsX
XH_P52 3 134911453 134911453 In_Frame_Ins INS - TCTCTCATTGTAA - EPHB1 sAGTCTTCTCTCA640delinsQSSLIVTIL
XH_P52 3 140406947 140406947 Missense_Mutation SNP G A G TRIM42 c.G1423A p.V475M
XH_P52 3 142511775 142511775 Frame_Shift_Ins INS - A - TRPC1 c.1445_1446insA p.M482fs
XH_P52 3 142511776 142511776 Frame_Shift_Ins INS - TTTAAAAATAGA - TRPC1 sGGTTTTTTAAAA p.M482fs
XH_P52 3 157177911 157177911 Silent SNP T G T VEPH1 c.A588C p.S196S
XH_P52 3 169644749 169644749 Frame_Shift_Ins INS - TCTCCTCA - SAMD7 99_700insTCTCC p.S233fs
XH_P52 3 182871676 182871676 Nonsense_Mutation INS - ACTATAACACTAT - LAMP3 553insATAGTGTT185_V186delinsIVLX
XH_P52 3 183493744 183493749 In_Frame_Del DEL GGAGGA - GGAGGA YEATS2 c.2410_2415del p.804_805del
XH_P52 3 194062519 194062519 Missense_Mutation SNP C T C CPN2 c.G913A p.A305T
XH_P52 3 194408704 194408704 Silent SNP A G A FAM43A c.A1149G p.S383S
XH_P52 4 265743 265743 Silent SNP G A G ZNF732 c.C900T p.T300T
XH_P52 4 436577 436577 Missense_Mutation SNP T C T ZNF721 c.A1679G p.E560G
XH_P52 4 983060 983060 Missense_Mutation SNP T C T SLC26A1 c.A1667G p.Q556R
XH_P52 4 1330759 1330759 Missense_Mutation SNP T C T MAEA c.T676C p.W226R
XH_P52 4 2692477 2692477 Silent SNP A T A FAM193A c.A1710T p.P570P
XH_P52 4 2692479 2692479 In_Frame_Ins INS - TTTTTTTTTTTTTT - FAM193A nsCTCCTTTTTTTT571delinsPSFFFFFFF
XH_P52 4 4322570 4322570 Missense_Mutation SNP G A G ZBTB49 c.G1825A p.E609K
XH_P52 4 4322665 4322665 Silent SNP T C T ZBTB49 c.T1920C p.S640S
XH_P52 4 6107403 6107403 Missense_Mutation SNP G A G JAKMIP1 c.C421T p.R141C
XH_P52 4 6864763 6864763 Nonsense_Mutation INS - ACTTTCATTACAT - KIAA0232 TGTGGACTTTCA85delinsLHVDFHYILVX
XH_P52 4 17528480 17528480 Silent SNP G A G CLRN2 c.G474A p.A158A
XH_P52 4 24810094 24810094 Missense_Mutation SNP G A G CCDC149 c.C1507T p.R503W
XH_P52 4 39839499 39839499 Nonsense_Mutation INS - AGCAGTGACCGA - PDS5A CTTTCCTCGGTCAnsAAVTVLFFPRSLLMLPWVAX
XH_P52 4 40440215 40440215 Silent SNP T C T RBM47 c.A696G p.E232E
XH_P52 4 40440854 40440854 Silent SNP G C G RBM47 c.C57G p.S19S
XH_P52 4 48494870 48494870 Missense_Mutation SNP A G A ZAR1 c.A1051G p.N351D
XH_P52 4 48494872 48494872 Nonsense_Mutation INS - AGCTAGAATCTA - ZAR1 4insTCCAGCTAG .N351delinsNSSX
XH_P52 4 54966667 54966667 Silent SNP C T C GSX2 c.C156T p.S52S
XH_P52 4 57220334 57220334 In_Frame_Ins INS - AGA - AASDH c.953_954insTCTp.V318delinsVL
XH_P52 4 57220336 57220336 Nonsense_Mutation INS - TATTGAATATCTA - AASDH ATTAATAGATATT_P319delinsYINRYSIFKX
XH_P52 4 57896395 57896395 Missense_Mutation SNP A T A POLR2B c.A3040T p.M1014L
XH_P52 4 70146409 70146409 Frame_Shift_Ins INS - CAAG - UGT2B28 .191_192insCAA p.F64fs



XH_P52 4 70146410 70146410 In_Frame_Ins INS - CTTTCTCATACTTA - UGT2B28 TGTTTCTTTCTCAT64delinsFHCFFLILIYR
XH_P52 4 71346964 71346964 In_Frame_Ins INS - TATTTTTAT - MUC7 3_504insTATTTTp.A168delinsAIFI
XH_P52 4 90034393 90034393 In_Frame_Ins INS - ATTTTA - TIGD2 268_269insATTTp.Q90delinsHFK
XH_P52 4 90034395 90034395 Frame_Shift_Ins INS - TGTCT - TIGD2 270_271insTGTC p.Q90fs
XH_P52 4 95377617 95377617 Missense_Mutation SNP A G A PDLIM5 c.A319G p.K107E
XH_P52 4 95377618 95377618 Missense_Mutation SNP A G A PDLIM5 c.A320G p.K107R
XH_P52 4 103514714 103514714 Frame_Shift_Ins INS - TCTAATGGTATTT - NFKB1 ACTGATTCTAATG p.S399fs
XH_P52 4 114275298 114275298 Frame_Shift_Ins INS - TTTACTTTGTCCTT - ANK2 525insCTTTACTT p.H1842fs
XH_P52 4 119948012 119948012 Frame_Shift_Ins INS - GTTTTTGTTTT - SYNPO2 _489insGTTTTTG p.S163fs
XH_P52 4 119948013 119948013 In_Frame_Ins INS - ATTTTCAGA - SYNPO2 9_490insATTTTCp.S163delinsSIFR
XH_P52 4 141543997 141543997 Silent SNP G A G TBC1D9 c.C3153T p.H1051H
XH_P52 4 144619921 144619921 Silent SNP C T C FREM3 c.G1908A p.G636G
XH_P52 4 155254158 155254158 Missense_Mutation SNP C A C DCHS2 c.G3202T p.V1068L
XH_P52 4 166999165 166999165 Missense_Mutation SNP G A G TLL1 c.G2425A p.G809S
XH_P52 4 170037572 170037572 Missense_Mutation SNP G A G SH3RF1 c.C1987T p.P663S
XH_P52 5 1244425 1244425 Missense_Mutation SNP C T C SLC6A18 c.C1433T p.P478L
XH_P52 5 1255520 1255520 Silent SNP G A G TERT c.C2850T p.H950H
XH_P52 5 5463200 5463200 Silent SNP C T C ICE1 c.C3753T p.L1251L
XH_P52 5 40853393 40853393 Nonsense_Mutation INS - AAAGTAGCATCT - CARD6 sAGAACAAAGTA53_G654delinsLRTKX
XH_P52 5 74060901 74060901 Missense_Mutation SNP A G A GFM2 c.T31C p.W11R
XH_P52 5 78181477 78181477 Missense_Mutation SNP C T C ARSB c.G1072A p.V358M
XH_P52 5 82940460 82940460 Missense_Mutation SNP C T C HAPLN1 c.G497A p.R166Q
XH_P52 5 100238636 100238636 Nonsense_Mutation SNP C T C ST8SIA4 c.G24A p.W8X
XH_P52 5 112257856 112257856 In_Frame_Ins INS - TCAACAGGCAGG - REEP5 GTGGCCTGCCTGQLRGRCEVACLLTVLTHCGVKR
XH_P52 5 118969960 118969960 Missense_Mutation SNP C T C FAM170A c.C376T p.P126S
XH_P52 5 121786936 121786936 Frame_Shift_Ins INS - AAGGTGTG - SNCAIP 2_1183insAAGG p.A394fs
XH_P52 5 121786937 121786937 Missense_Mutation SNP C T C SNCAIP c.C1183T p.L395F
XH_P52 5 125896792 125896792 In_Frame_Ins INS - TTGTTTTTTCTTCT - ALDH7A1 6insAAGAAGAAAG299delinsEEEKTR
XH_P52 5 127622491 127622491 Missense_Mutation SNP T C T FBN2 c.A6931G p.M2311V
XH_P52 5 130726760 130726760 Silent SNP G A G CDC42SE2 c.G231A p.Q77Q
XH_P52 5 130726761 130726761 Frame_Shift_Ins INS - TAAGTAATTCTTT - CDC42SE2 233insTAAGTAA p.L78fs
XH_P52 5 140229368 140229368 Missense_Mutation SNP G C G PCDHA9 c.G1288C p.G430R
XH_P52 5 140230370 140230370 Missense_Mutation SNP A C A PCDHA9 c.A2290C p.K764Q
XH_P52 5 140230371 140230371 Missense_Mutation SNP A C A PCDHA9 c.A2291C p.K764T
XH_P52 5 140502960 140502960 Silent SNP C G C PCDHB4 c.C1380G p.R460R
XH_P52 5 140762754 140762754 Silent SNP C T C PCDHGA7 c.C288T p.C96C
XH_P52 5 140763029 140763029 Missense_Mutation SNP A G A PCDHGA7 c.A563G p.E188G
XH_P52 5 140779354 140779354 Missense_Mutation SNP A C A PCDHGB5 c.A1660C p.N554H
XH_P52 5 147510866 147510866 Silent SNP T C T SPINK5 c.T3009C p.G1003G
XH_P52 5 148206646 148206646 Silent SNP G A G ADRB2 c.G252A p.L84L
XH_P52 5 150102536 150102536 Nonsense_Mutation INS - TAGGTTTTTAATT - DCTN4 AACTAAATTAAAA224_H225delinsNX
XH_P52 5 150696498 150696498 Silent SNP G A G SLC36A2 c.C1332T p.D444D
XH_P52 5 150946966 150946966 Silent SNP G A G FAT2 c.C1527T p.P509P
XH_P52 5 157078475 157078475 Silent SNP C G C SOX30 c.G612C p.P204P
XH_P52 5 159776637 159776637 Silent SNP C T C C1QTNF2 c.G531A p.K177K
XH_P52 5 180052946 180052946 Silent SNP G A G FLT4 c.C1344T p.Y448Y
XH_P52 6 16328068 16328068 Silent SNP T C T ATXN1 c.A474G p.A158A
XH_P52 6 18171650 18171650 Silent SNP G A G KDM1B c.G474A p.Q158Q
XH_P52 6 22570064 22570064 Missense_Mutation SNP C T C HDGFL1 c.C260T p.T87M
XH_P52 6 25773745 25773745 Nonsense_Mutation INS - ATAAAGGGATGA - SLC17A4 831insATAAAGG p.C277delinsX
XH_P52 6 26216532 26216532 Nonsense_Mutation SNP C A C HIST1H2BG c.G340T p.E114X
XH_P52 6 34008406 34008406 Missense_Mutation SNP C T C GRM4 c.G940A p.G314S
XH_P52 6 39024238 39024238 Silent SNP C G C GLP1R c.C144G p.R48R
XH_P52 6 39158891 39158891 Silent SNP C T C KCNK5 c.G1275A p.T425T
XH_P52 6 43607804 43607804 Nonsense_Mutation INS - GCTGTGCTCAGG - MAD2L1BP AAGCTGCTGTGCTnsSSRKCKQAAVLRLWSTLX
XH_P52 6 46657421 46657421 Missense_Mutation SNP G A G TDRD6 c.G1556A p.R519K
XH_P52 6 56484267 56484267 Frame_Shift_Ins INS - TCAGAGAATATA - DST 4565insCTATATT p.I1522fs
XH_P52 6 78172260 78172260 Silent SNP C G C HTR1B c.G861C p.V287V
XH_P52 6 78172992 78172992 Silent SNP G A G HTR1B c.C129T p.S43S
XH_P52 6 82461727 82461727 In_Frame_Ins INS - CGCCGAAGTCGCC - FAM46A 2insCGGCGACTTG44delinsGGDFGD
XH_P52 6 83847675 83847675 Nonsense_Mutation INS - TGAGAACTTTCAT - DOPEY1 888insCTGAGAAp.K1296delinsNX
XH_P52 6 90642358 90642358 Silent SNP G A G BACH2 c.C2295T p.N765N
XH_P52 6 106555025 106555025 Silent SNP G A G PRDM1 c.G1740A p.P580P
XH_P52 6 109763218 109763218 Missense_Mutation SNP C G C SMPD2 c.C266G p.P89R
XH_P52 6 114378782 114378782 Nonsense_Mutation INS - TAATATTATCTTT - HS3ST5 TTATTAAAGATAA227_A228delinsTYX
XH_P52 6 132891659 132891659 Missense_Mutation SNP A G A TAAR6 c.A199G p.T67A
XH_P52 6 138200252 138200252 Missense_Mutation SNP C T C TNFAIP3 c.C1670T p.P557L
XH_P52 6 138539361 138539361 Nonsense_Mutation SNP T A T PBOV1 c.A172T p.K58X
XH_P52 6 138539362 138539362 Nonsense_Mutation INS - CCAAAACTATACA - PBOV1 171insTGTATAGTE57_K58delinsDVX
XH_P52 6 146262903 146262903 Silent SNP G A G SHPRH c.C2346T p.V782V
XH_P52 6 151936677 151936677 Missense_Mutation SNP G A G CCDC170 c.G1810A p.V604I
XH_P52 6 152792863 152792863 Missense_Mutation SNP T A T SYNE1 c.A1522T p.M508L
XH_P52 6 160480051 160480051 Frame_Shift_Ins INS - TAGGTTAAACAT - IGF2R TCCCACTAGGTTA p.P1004fs
XH_P52 6 161413047 161413047 Silent SNP G A G MAP3K4 c.G84A p.P28P
XH_P52 7 286468 286468 Nonsense_Mutation INS - CCCTTCCTTCCTC - FAM20C GTGAGCCCTTCCT17_D318delinsLDRX
XH_P52 7 4008986 4008986 Silent SNP C T C SDK1 c.C1644T p.A548A
XH_P52 7 15725798 15725803 In_Frame_Del DEL TGGTGG - TGGTGG MEOX2 c.225_230del p.75_77del
XH_P52 7 20199055 20199055 Missense_Mutation SNP C T C MACC1 c.G929A p.C310Y
XH_P52 7 23871865 23871865 Nonsense_Mutation INS - TACAACTCAACTA - STK31 AAAGATACAACT7delinsVPNPEKDTEYX
XH_P52 7 27222510 27222510 Missense_Mutation SNP G A G HOXA11 c.C847T p.R283C
XH_P52 7 27222512 27222513 Frame_Shift_Del DEL TC - TC HOXA11 c.844_845del p.D282fs
XH_P52 7 36677494 36677494 Nonsense_Mutation INS - CACTACA - AOAH 16_317insTGTAGQ106_K107delinsLX
XH_P52 7 43917013 43917013 Silent SNP G A G URGCP c.C2022T p.H674H
XH_P52 7 44180652 44180652 Silent SNP G T G MYL7 c.C25A p.R9R
XH_P52 7 51096036 51096036 Missense_Mutation SNP G C G COBL c.C2757G p.H919Q
XH_P52 7 77539714 77539714 Frame_Shift_Ins INS - TCTTAATTTC - PHTF2 0_651insTCTTAA p.F217fs
XH_P52 7 99123985 99123985 Missense_Mutation SNP G A G ZKSCAN5 c.G1103A p.R368H
XH_P52 7 99436371 99436371 Silent SNP A G A CYP3A43 c.A237G p.E79E
XH_P52 7 99821634 99821634 Silent SNP G A G GATS c.C282T p.S94S
XH_P52 7 100634838 100634838 Missense_Mutation SNP C A C MUC12 c.C994A p.P332T
XH_P52 7 100635243 100635243 Missense_Mutation SNP C A C MUC12 c.C1399A p.P467T
XH_P52 7 100645902 100645902 Missense_Mutation SNP C G C MUC12 c.C12058G p.Q4020E
XH_P52 7 100685371 100685371 Silent SNP A T A MUC17 c.A10674T p.P3558P
XH_P52 7 100685372 100685372 Missense_Mutation SNP G A G MUC17 c.G10675A p.A3559T
XH_P52 7 113519356 113519356 Nonsense_Mutation INS - AGGAGTTTGAAA - PPP1R3A TAGTAGCTTTCAA97_P598delinsTILLX
XH_P52 7 114298258 114298258 Silent SNP T C T FOXP2 c.T1401C p.S467S
XH_P52 7 114655971 114655971 Frame_Shift_Ins INS - CACAACAATCTTC - MDFIC 724insCACAACAA p.G241fs
XH_P52 7 122194737 122194737 Nonsense_Mutation INS - TGAATTATTGAAT - CADPS2 AATGAAATTCAA8_Y449delinsNNTLKX



XH_P52 7 128587352 128587381 In_Frame_Del DEL CGCCCACTCT - GCCGCCCACTCTG IRF5 c.502_531del p.168_177del
XH_P52 7 141954986 141954986 Frame_Shift_Ins INS - TTTCTATCATTTT - PRSS58 nsGAGAAAATGAT p.T109fs
XH_P52 7 142651310 142651310 Frame_Shift_Ins INS - TTCCTTCTCTTTTC - KEL nsAGGAAAAGAG p.Q295fs
XH_P52 7 143956137 143956137 Frame_Shift_Ins INS - AATCCCCTTA - OR2A7 _585insTAAGGG p.E195fs
XH_P52 7 144062352 144062352 Missense_Mutation SNP A G A ARHGEF5 c.A2590G p.S864G
XH_P52 7 148801346 148801346 Silent SNP C T C ZNF425 c.G1617A p.A539A
XH_P52 7 150704250 150704250 Silent SNP C G C NOS3 c.C1998G p.A666A
XH_P52 7 156469190 156469190 Silent SNP A G A RNF32 c.A930G p.A310A
XH_P52 8 3046428 3046428 Missense_Mutation SNP G C G CSMD1 c.C5504G p.T1835R
XH_P52 8 10467335 10467335 Missense_Mutation SNP C G C RP1L1 c.G4273C p.D1425H
XH_P52 8 10469340 10469340 Silent SNP G A G RP1L1 c.C2268T p.N756N
XH_P52 8 12878677 12878677 Silent SNP T C T KIAA1456 c.T111C p.A37A
XH_P52 8 12878807 12878807 Missense_Mutation SNP T G T KIAA1456 c.T241G p.C81G
XH_P52 8 25265657 25265657 Missense_Mutation SNP A C A DOCK5 c.A5252C p.E1751A
XH_P52 8 25265658 25265658 Nonsense_Mutation INS - TTATGACTCTTTAG - DOCK5 54insGTTATGAC1_P1752delinsEVMTLX
XH_P52 8 37699516 37699516 Silent SNP C T C ADGRA2 c.C3660T p.G1220G
XH_P52 8 52733228 52733228 Missense_Mutation SNP G A G PCMTD1 c.C529T p.R177C
XH_P52 8 56015304 56015304 Missense_Mutation SNP C T C XKR4 c.C256T p.P86S
XH_P52 8 86389403 86389403 Silent SNP T C T CA2 c.T259C p.L87L
XH_P52 8 104898202 104898202 Missense_Mutation SNP C T C RIMS2 c.C799T p.H267Y
XH_P52 8 117783902 117783902 Frame_Shift_Ins INS - CAAATTCT - UTP23 71_572insCAAAT p.S191fs
XH_P52 8 117783903 117783903 Frame_Shift_Ins INS - ATCC - UTP23 .572_573insATC p.S191fs
XH_P52 8 121021282 121021282 Silent SNP G A G DEPTOR c.G708A p.A236A
XH_P52 8 131073058 131073058 In_Frame_Ins INS - AGGAAC - ASAP1 958_2959insGTTp.K987delinsVPK
XH_P52 8 131073060 131073060 Missense_Mutation SNP A C A ASAP1 c.T2957G p.M986R
XH_P52 8 131921955 131921955 Missense_Mutation SNP C T C ADCY8 c.G1639A p.G547R
XH_P52 8 144239783 144239783 Missense_Mutation SNP C G C LY6H c.G370C p.D124H
XH_P52 8 144877249 144877249 Missense_Mutation SNP G A G SCRIB c.C3805T p.R1269C
XH_P52 8 144945460 144945460 Silent SNP G A G EPPK1 c.C1962T p.I654I
XH_P52 8 145665407 145665407 Missense_Mutation SNP C T C TONSL c.G1477A p.G493S
XH_P52 8 145676044 145676044 Silent SNP G A G CYHR1 c.C933T p.N311N
XH_P52 9 14810 14810 Silent SNP C G C WASHC1 c.G1395C p.S465S
XH_P52 9 463650 463650 Nonsense_Mutation INS - GAAATTACTTACG - DOCK8 3insAATGAAATTA968_Y1969delinsQX
XH_P52 9 8528771 8528771 Nonsense_Mutation INS - TTTCTCTCTCCTTA - PTPRD AAATAAGGAGAGP122delinsLKLKIRREKNX
XH_P52 9 34725432 34725432 Missense_Mutation SNP C T C FAM205A c.G1805A p.R602H
XH_P52 9 35906348 35906353 In_Frame_Del DEL CTGCTG - CTGCTG HRCT1 c.64_69del p.22_23del
XH_P52 9 86279960 86279960 Missense_Mutation SNP G A G UBQLN1 c.C1349T p.P450L
XH_P52 9 91083368 91083368 Frame_Shift_Ins INS - AACAGAATAGAA - SPIN1 sATTCAACAGAA p.G146fs
XH_P52 9 93641151 93641151 Silent SNP T C T SYK c.T1428C p.N476N
XH_P52 9 104238523 104238523 Silent SNP G A G TMEM246 c.C852T p.A284A
XH_P52 9 105767373 105767373 Frame_Shift_Ins INS - ATTAC - CYLC2 460_461insATTA p.K154fs
XH_P52 9 105767375 105767375 Frame_Shift_Ins INS - AGATA - CYLC2 462_463insAGAT p.K154fs
XH_P52 9 105767852 105767852 In_Frame_Ins INS - TTTACA - CYLC2 939_940insTTTAp.A313delinsAFT
XH_P52 9 105767853 105767853 In_Frame_Ins INS - CTTGTA - CYLC2 940_941insCTTGp.D314delinsACN
XH_P52 9 112898488 112898488 Frame_Shift_Ins INS - CGTGGACAGGGG - AKAP2 CGCCTCGTGGAC p.A80fs
XH_P52 9 114994482 114994482 Missense_Mutation SNP G A G PTBP3 c.C716T p.P239L
XH_P52 9 115933969 115933969 In_Frame_Ins INS - GTTTGTTTGTTTG - FKBP15 550insTCAAACAAA850delinsAQTNKH
XH_P52 9 115933971 115933971 Missense_Mutation SNP C A C FKBP15 c.G2548T p.A850S
XH_P52 9 129453229 129453229 Silent SNP A G A LMX1B c.A441G p.E147E
XH_P52 9 130495633 130495633 Missense_Mutation SNP C G C TOR2A c.G624C p.W208C
XH_P52 9 131469191 131469191 Silent SNP G A G PKN3 c.G540A p.A180A
XH_P52 9 135946599 135946599 Silent SNP C T C CEL c.C1719T p.P573P
XH_P52 9 136379890 136379890 Silent SNP A G A MYMK c.T534C p.Y178Y
XH_P52 9 136412170 136412170 Silent SNP C T C ADAMTSL2 c.C774T p.D258D
XH_P52 9 136561367 136561367 Silent SNP G A G SARDH c.C1785T p.S595S
XH_P52 9 137711997 137711997 Silent SNP G C G COL5A1 c.G4482C p.P1494P
XH_P52 9 139750515 139750515 Missense_Mutation SNP A T A MAMDC4 c.A1634T p.E545V
XH_P52 10 5541181 5541181 Missense_Mutation SNP T C T CALML5 c.A221G p.K74R
XH_P52 10 5541183 5541183 Silent SNP C T C CALML5 c.G219A p.A73A
XH_P52 10 13214710 13214710 Frame_Shift_Ins INS - GTTTAATTGTTGT - MCM10 8insTGTTTAATT p.V179fs
XH_P52 10 13214712 13214712 Missense_Mutation SNP C T C MCM10 c.C539T p.P180L
XH_P52 10 26463315 26463315 Frame_Shift_Ins INS - CTTTTTCC - MYO3A 22_4123insCTTT p.F1374fs
XH_P52 10 26463317 26463317 Missense_Mutation SNP A T A MYO3A c.A4124T p.K1375M
XH_P52 10 27688100 27688100 Missense_Mutation SNP C T C PTCHD3 c.G1427A p.R476Q
XH_P52 10 30317059 30317059 Frame_Shift_Ins INS - AAGGACT - JCAD 17_2018insAGTC p.R673fs
XH_P52 10 73544086 73544086 Missense_Mutation SNP G A G CDH23 c.G5411A p.R1804Q
XH_P52 10 73767859 73767859 Missense_Mutation SNP G A G CHST3 c.G1070A p.R357Q
XH_P52 10 74890538 74890538 Nonsense_Mutation INS - AAGAAATGAGAG - NUDT13 ATAATTAAGAAAT23_G224delinsKRHNX
XH_P52 10 75530064 75530064 Silent SNP C T C SEC24C c.C2889T p.T963T
XH_P52 10 78647070 78647070 Nonsense_Mutation INS - TTTTACACATATT - KCNMA1 ATGCAAATATGT14_E1115delinsICKYVX
XH_P52 10 88994266 88994268 In_Frame_Del DEL CTC - CTC NUTM2A c.2438_2440del p.813_814del
XH_P52 10 98741863 98741863 Nonsense_Mutation INS - TGTCTTGATGGAG - LCOR nsGAGCTGTCTTG549delinsPSCLDGGX
XH_P52 10 99079214 99079214 Missense_Mutation SNP C T C FRAT1 c.C4T p.P2S
XH_P52 10 101480780 101480780 In_Frame_Ins INS - TTCTCTCTTCCAA - COX15 6insTTTGGAAGAG266delinsFGREKG
XH_P52 10 104414960 104414977 In_Frame_Del DEL ACGCAGCGCA - AACGCAGCGCAG TRIM8 c.694_711del p.232_237del
XH_P52 10 104934709 104934709 Missense_Mutation SNP T C T NT5C2 c.A7G p.T3A
XH_P52 10 105762762 105762762 Missense_Mutation SNP A G A SLK c.A1826G p.N609S
XH_P52 10 108367020 108367020 Silent SNP C T C SORCS1 c.G3069A p.A1023A
XH_P52 10 126714714 126714714 Missense_Mutation SNP G C G CTBP2 c.C1615G p.Q539E
XH_P52 10 127426948 127426948 Missense_Mutation SNP G A G EDRF1 c.G1813A p.E605K
XH_P52 10 134942832 134942832 Silent SNP G A G ADGRA1 c.G1209A p.P403P
XH_P52 11 1262907 1262907 Silent SNP T C T MUC5B c.T4797C p.S1599S
XH_P52 11 1271940 1271940 Silent SNP G A G MUC5B c.G13830A p.G4610G
XH_P52 11 6520164 6520164 Missense_Mutation SNP T A T DNHD1 c.T719A p.V240E
XH_P52 11 6559701 6559701 Silent SNP C T C DNHD1 c.C3087T p.S1029S
XH_P52 11 8751640 8751640 Missense_Mutation SNP G C G ST5 c.C1197G p.D399E
XH_P52 11 19955278 19955278 Missense_Mutation SNP G C G NAV2 c.G1296C p.K432N
XH_P52 11 45248372 45248372 Silent SNP T C T PRDM11 c.T2196C p.D732D
XH_P52 11 57093913 57093913 Frame_Shift_Ins INS - ACAT - SSRP1 2097_2098insAT p.S700fs
XH_P52 11 57093915 57093915 Frame_Shift_Ins INS - TCTCCTG - SSRP1 95_2096insCAGG p.S699fs
XH_P52 11 57583452 57583452 Frame_Shift_Ins INS - AAAA - CTNND1 2490_2491insAA p.G830fs
XH_P52 11 57583454 57583454 Nonsense_Mutation INS - TTCATAAACAGGG - CTNND1 2493insTTCATAA831_V832delinsHSX
XH_P52 11 57983115 57983115 Nonsense_Mutation INS - ACAATAAACAA - OR1S1 _900insACAATAA300_F301delinsPQX
XH_P52 11 58379144 58379144 Nonsense_Mutation INS - AGAGTTATCACTG - ZFP91 nsCTTAGAGTTATV263_E264delinsAX
XH_P52 11 62289451 62289451 Silent SNP G A G AHNAK c.C12438T p.D4146D
XH_P52 11 62295157 62295157 Silent SNP A G A AHNAK c.T6732C p.P2244P
XH_P52 11 62295701 62295701 Missense_Mutation SNP G C G AHNAK c.C6188G p.A2063G
XH_P52 11 62297449 62297449 Missense_Mutation SNP T C T AHNAK c.A4440G p.I1480M



XH_P52 11 65168281 65168281 Silent SNP C T C FRMD8 c.C846T p.F282F
XH_P52 11 68704028 68704028 Missense_Mutation SNP C T C IGHMBP2 c.C2080T p.R694W
XH_P52 11 75298454 75298454 Missense_Mutation SNP C A C MAP6 c.G2092T p.V698F
XH_P52 11 82443672 82443672 Missense_Mutation SNP C G C FAM181B c.G1100C p.R367P
XH_P52 11 82535963 82535963 Silent SNP C T C PRCP c.G1161A p.A387A
XH_P52 11 85593692 85593692 Frame_Shift_Ins INS - TC - CCDC83 c.317_318insTC p.E106fs
XH_P52 11 85593694 85593694 Frame_Shift_Ins INS - CTATGTACACTAT - CCDC83 320insCTATGTAC p.R107fs
XH_P52 11 102272889 102272889 Nonsense_Mutation INS - ACATCTCAGA - TMEM123 _206insTCTGAG.S69_T70delinsIX
XH_P52 11 120187999 120187999 Silent SNP C T C POU2F3 c.C1203T p.H401H
XH_P52 11 120998531 120998531 Silent SNP C T C TECTA c.C1845T p.S615S
XH_P52 11 124739504 124739504 Splice_Site INS - AGGAC - ROBO3 . .
XH_P52 11 132290143 132290143 In_Frame_Ins INS - TTTTGTTTTTTTCT - OPCML TAACAGAAAAAA8delinsSRITEKNKKKPKL
XH_P52 12 569586 569599 Frame_Shift_Del DEL GTGAAGCTGC - GGTGAAGCTGCT B4GALNT3 c.44_57del p.P15fs
XH_P52 12 1955786 1955786 Silent SNP G A G CACNA2D4 c.C2316T p.F772F
XH_P52 12 6573636 6573636 Nonstop_Mutation INS - AAGTCATTA - VAMP1 6_357insTAATGA.X119delinsCNDL
XH_P52 12 8374781 8374781 In_Frame_Ins INS - ACG - FAM90A1 1031_1032insCGp.T344delinsTV
XH_P52 12 9232268 9232268 Missense_Mutation SNP T C T A2M c.A2548G p.I850V
XH_P52 12 11150054 11150054 Missense_Mutation SNP C T C TAS2R20 c.G421A p.V141I
XH_P52 12 11183485 11183485 Frame_Shift_Ins INS - GA - TAS2R31 c.449_450insTC p.K150fs
XH_P52 12 11420289 11420289 In_Frame_Ins INS - CAATGACAGGTA - PRB3 _767insTACCTGTp.K256delinsIPVIE
XH_P52 12 13220191 13220191 Missense_Mutation SNP G A G FAM234B c.G1103A p.R368Q
XH_P52 12 13717508 13717508 Silent SNP G A G GRIN2B c.C2664T p.T888T
XH_P52 12 32134943 32134943 Missense_Mutation SNP A G A KIAA1551 c.A1054G p.S352G
XH_P52 12 32138031 32138031 Frame_Shift_Ins INS - ACCTCAATTTTTTT - KIAA1551 4143insACCTCAA p.N1381fs
XH_P52 12 32138033 32138033 Missense_Mutation SNP G T G KIAA1551 c.G4144T p.V1382L
XH_P52 12 40114672 40114672 Missense_Mutation SNP T G T C12orf40 c.T1578G p.N526K
XH_P52 12 48596416 48596416 Frame_Shift_Ins INS - A - OR10AD1 c.659dupT p.V220fs
XH_P52 12 48596418 48596418 Nonsense_Mutation INS - CCCATCATTT - OR10AD1 _658insAAATGAV220_H221delinsKX
XH_P52 12 49444545 49444545 Silent SNP G A G KMT2D c.C2826T p.I942I
XH_P52 12 51707626 51707626 Missense_Mutation SNP C T C BIN2 c.G65A p.S22N
XH_P52 12 52866060 52866060 Missense_Mutation SNP C T C KRT6C c.G545A p.R182Q
XH_P52 12 52938320 52938320 Missense_Mutation SNP C T C KRT71 c.G1568A p.R523Q
XH_P52 12 52994955 52994955 Silent SNP G A G KRT72 c.C282T p.P94P
XH_P52 12 53162773 53162775 In_Frame_Del DEL ACT - ACT KRT76 c.1639_1641del p.547_547del
XH_P52 12 56558464 56558464 Missense_Mutation SNP G C G SMARCC2 c.C3191G p.A1064G
XH_P52 12 56558465 56558465 Missense_Mutation SNP C T C SMARCC2 c.G3190A p.A1064T
XH_P52 12 57976915 57976915 Missense_Mutation SNP G A G KIF5A c.G3052A p.D1018N
XH_P52 12 62946922 62946922 Nonsense_Mutation SNP C T C MON2 c.C3178T p.Q1060X
XH_P52 12 68696642 68696642 Nonsense_Mutation INS - ATGGTAATTATTT - MDM1 25insCAAAATAA542_A543delinsPKX
XH_P52 12 68696644 68696645 Frame_Shift_Del DEL AC - AC MDM1 c.1622_1623del p.S541fs
XH_P52 12 76424934 76424934 Frame_Shift_Del DEL C - C PHLDA1 c.588delG p.Q196fs
XH_P52 12 76424936 76424940 Frame_Shift_Del DEL GTTGC - GTTGC PHLDA1 c.582_586del p.Q194fs
XH_P52 12 93772199 93772199 Splice_Site INS - GCTGCTGGTG - NUDT4 . .
XH_P52 12 94243853 94243853 Silent SNP C T C CRADD c.C406T p.L136L
XH_P52 12 94976125 94976125 Missense_Mutation SNP C A C TMCC3 c.G175T p.D59Y
XH_P52 12 102079418 102079418 Silent SNP G A G MYBPC1 c.G3378A p.S1126S
XH_P52 12 108686305 108686305 Frame_Shift_Ins INS - TCCTCATC - CMKLR1 4_435insGATGA p.V145fs
XH_P52 12 113831813 113831813 Nonsense_Mutation INS - GAATTTTCCATTA - SDS 62insTTAATGGAAK221delinsINGKFX
XH_P52 12 117484632 117484632 Missense_Mutation SNP T C T TESC c.A280G p.M94V
XH_P52 12 120436485 120436485 Missense_Mutation SNP G A G BICDL1 c.G590A p.R197Q
XH_P52 12 120784018 120784018 Missense_Mutation SNP C T C MSI1 c.G967A p.A323T
XH_P52 12 122672307 122672307 Silent SNP C T C LRRC43 c.C582T p.P194P
XH_P52 12 123834966 123834966 Nonsense_Mutation INS - TTTTTTTTT - SBNO1 2_23insAAAAAAA p.L8delinsX
XH_P52 12 123834968 123834968 Frame_Shift_Ins INS - GATAG - SBNO1 c.20_21insCTATC p.D7fs
XH_P52 12 125570959 125570959 In_Frame_Ins INS - ATCCCACCTGTT - AACS _443insATCCCACM148delinsNPTCL
XH_P52 12 133393323 133393323 Missense_Mutation SNP C T C GOLGA3 c.G209A p.G70E
XH_P52 13 20398621 20398621 Missense_Mutation SNP G A G ZMYM5 c.C2006T p.T669M
XH_P52 13 25419186 25419186 Frame_Shift_Ins INS - ATACAAAATGCA - RNF17 071insAATACAA p.L1024fs
XH_P52 13 40229970 40229970 Missense_Mutation SNP C T C COG6 c.C107T p.S36L
XH_P52 13 53217314 53217314 Frame_Shift_Ins INS - A - HNRNPA1L2 c.687_688insA p.G229fs
XH_P52 13 53217316 53217316 Nonsense_Mutation INS - GCTTTTCTAA - HNRNPA1L2 9_690insGCTTTT230_S231delinsGLFX
XH_P52 13 74387319 74387319 Missense_Mutation SNP G A G KLF12 c.C776T p.T259M
XH_P52 13 77641983 77641983 Nonsense_Mutation INS - TGATTTTCAATTC - MYCBP2 8insCCTGGAATT63_R4064delinsTWNX
XH_P52 13 77831948 77831948 In_Frame_Ins INS - TCTTTTTGTTCCT - MYCBP2 sAAATAGGAACA678delinsLNRNKKKK
XH_P52 13 113527967 113527967 Silent SNP G A G ATP11A c.G3138A p.S1046S
XH_P52 13 113536132 113536132 Silent SNP T C T ATP11A c.T3330C p.N1110N
XH_P52 13 115067278 115067278 Frame_Shift_Ins INS - ATAAATCATAGTA - UPF3A sGGAATAAATCA p.R327fs
XH_P52 14 20852056 20852056 In_Frame_Ins INS - ACTTCCTCT - TEP1 1_3232insAGAGGQ1078delinsRGSQ
XH_P52 14 21992122 21992122 In_Frame_Ins INS - CCTACGCCT - SALL2 9_1740insAGGCG.E580delinsEGVG
XH_P52 14 21992124 21992124 Frame_Shift_Ins INS - AT - SALL2 .1737_1738insA p.E580fs
XH_P52 14 23855569 23855569 Silent SNP A G A MYH6 c.T4914C p.A1638A
XH_P52 14 24545366 24545366 Silent SNP T C T CPNE6 c.T933C p.I311I
XH_P52 14 24617238 24617238 Silent SNP C T C RNF31 c.C246T p.Y82Y
XH_P52 14 45716108 45716108 Nonsense_Mutation INS - AAGAGGTTAGTT - MIS18BP1 insTAAAACTAAC p.E128delinsX
XH_P52 14 52520475 52520475 Silent SNP G A G NID2 c.C1251T p.N417N
XH_P52 14 64908845 64908845 Missense_Mutation SNP G A G MTHFD1 c.G1958A p.R653Q
XH_P52 14 71275774 71275779 In_Frame_Del DEL CCTCCT - CCTCCT MAP3K9 c.110_115del p.37_39del
XH_P52 14 73989117 73989117 Missense_Mutation SNP C T C HEATR4 c.G740A p.R247Q
XH_P52 14 74424908 74424908 Nonsense_Mutation INS - AAAAAATCAGTA - COQ6 GATTAAAAAAAT0_P181delinsFKIKKISNX
XH_P52 14 75052566 75052583 In_Frame_Del DEL ACTGTGGTGC - GACTGTGGTGCG LTBP2 c.804_821del p.268_274del
XH_P52 14 86088869 86088869 Missense_Mutation SNP C G C FLRT2 c.C1011G p.F337L
XH_P52 14 88652389 88652389 Silent SNP C T C KCNK10 c.G1107A p.A369A
XH_P52 14 91444862 91444862 Frame_Shift_Ins INS - TTTGGGT - RPS6KA5 81_182insACCCA p.G61fs
XH_P52 14 91444863 91444863 Frame_Shift_Ins INS - TTAAGTT - RPS6KA5 80_181insAACTT p.G61fs
XH_P52 14 93708768 93708768 Missense_Mutation SNP C T C BTBD7 c.G2197A p.E733K
XH_P52 14 101350670 101350670 In_Frame_Ins INS - TCT - RTL1 c.455_456insAGAp.E152delinsEE
XH_P52 14 102973911 102973911 Missense_Mutation SNP C T C ANKRD9 c.G316A p.G106S
XH_P52 14 104618546 104618546 Silent SNP C G C KIF26A c.C483G p.L161L
XH_P52 14 105414578 105414578 Missense_Mutation SNP G C G AHNAK2 c.C6910G p.L2304V
XH_P52 14 105414804 105414804 Silent SNP A G A AHNAK2 c.T6684C p.F2228F
XH_P52 14 105417894 105417894 Missense_Mutation SNP C G C AHNAK2 c.G3594C p.M1198I
XH_P52 14 105418275 105418275 Silent SNP T C T AHNAK2 c.A3213G p.P1071P
XH_P52 14 105930406 105930406 Missense_Mutation SNP G A G MTA1 c.G1114A p.V372I
XH_P52 15 30010728 30010728 In_Frame_Ins INS - ATGTCTTTAGTG - TJP1 3378insCACTAAG1126delinsGTKDI
XH_P52 15 50773945 50773945 Frame_Shift_Ins INS - TGTTGCTCATGGT - USP8 insGATTGTTGCT p.K419fs
XH_P52 15 56258734 56258734 Missense_Mutation SNP C T C NEDD4 c.G56A p.R19Q
XH_P52 15 64791850 64791850 Frame_Shift_Ins INS - CTTTCCTA - ZNF609 32_233insCTTTC p.V78fs
XH_P52 15 65412101 65412101 Nonsense_Mutation INS - CATAGGCTCAGT - PDCD7 201insGACTGAGL401_L402delinsDX



XH_P52 15 69324003 69324003 Silent SNP C T C NOX5 c.C387T p.S129S
XH_P52 15 73615056 73615056 Silent SNP G A G HCN4 c.C3378T p.S1126S
XH_P52 15 75980112 75980112 Silent SNP A G A CSPG4 c.T3294C p.A1098A
XH_P52 15 76017452 76017452 Missense_Mutation SNP C T C ODF3L1 c.C122T p.P41L
XH_P52 15 77907535 77907535 Silent SNP C G C LINGO1 c.G714C p.L238L
XH_P52 15 79277511 79277511 Silent SNP A G A RASGRF1 c.T948C p.N316N
XH_P52 15 79749155 79749155 Silent SNP C T C KIAA1024 c.C666T p.N222N
XH_P52 15 82532827 82532827 Missense_Mutation SNP G A G EFL1 c.C295T p.R99C
XH_P52 15 82935129 82935129 Missense_Mutation SNP C G C GOLGA6L10 c.G451C p.E151Q
XH_P52 15 86124735 86124735 In_Frame_Ins INS - CAC - AKAP13 3436_3437insCAp.G1146delinsAR
XH_P52 15 86124736 86124736 Missense_Mutation SNP G T G AKAP13 c.G3437T p.G1146V
XH_P52 15 89391160 89391160 Silent SNP C A C ACAN c.C1623A p.P541P
XH_P52 15 90196008 90196008 Missense_Mutation SNP C T C KIF7 c.G154A p.D52N
XH_P52 15 91461605 91461605 Missense_Mutation SNP C T C MAN2A2 c.C3176T p.T1059M
XH_P52 15 91795625 91795625 In_Frame_Ins INS - GACATTGCA - SV2B 6_207insGACATTp.F69delinsLTLH
XH_P52 16 223569 223569 Silent SNP G T G HBA2 c.G399T p.V133V
XH_P52 16 1259077 1259077 Missense_Mutation SNP G A G CACNA1H c.G3409A p.A1137T
XH_P52 16 1265345 1265345 Missense_Mutation SNP C T C CACNA1H c.C5125T p.R1709C
XH_P52 16 1506113 1506113 Splice_Site SNP C G C CLCN7 . .
XH_P52 16 2028210 2028210 Missense_Mutation SNP G A G TBL3 c.G2123A p.R708H
XH_P52 16 2287813 2287813 Missense_Mutation SNP C T C DNASE1L2 c.C637T p.R213W
XH_P52 16 2347906 2347906 Missense_Mutation SNP C T C ABCA3 c.G1913A p.R638H
XH_P52 16 3534892 3534892 Missense_Mutation SNP G A G NAA60 c.G539A p.R180Q
XH_P52 16 11260315 11260332 In_Frame_Del DEL GGGAGCCCCA - CGGGAGCCCCAG CLEC16A c.2712_2729del p.904_910del
XH_P52 16 21128599 21128599 Missense_Mutation SNP G T G DNAH3 c.C1559A p.A520E
XH_P52 16 22144318 22144318 Missense_Mutation SNP C T C VWA3A c.C1970T p.T657I
XH_P52 16 28354179 28354179 Missense_Mutation SNP T G T NPIPB6 c.A1027C p.K343Q
XH_P52 16 28846701 28846701 Missense_Mutation SNP C T C ATXN2L c.C2684T p.A895V
XH_P52 16 50102759 50102759 Nonsense_Mutation INS - TTCTATTTTTAGC - HEATR3 ATTTATTTCTATTT_V128delinsLTFISIFSHIX
XH_P52 16 50187912 50187929 In_Frame_Del DEL GGCGTCCTCG - TCGGCGTCCTCGC PAPD5 c.335_352del p.112_118del
XH_P52 16 57983275 57983277 In_Frame_Del DEL TCC - TCC CNGB1 c.1083_1085del p.361_362del
XH_P52 16 58542901 58542901 Silent SNP G A G NDRG4 c.G819A p.T273T
XH_P52 16 58713798 58713798 Missense_Mutation SNP G A G SLC38A7 c.C233T p.T78I
XH_P52 16 69681120 69681120 Nonsense_Mutation INS - GTAAATACACTAT - NFAT5 nsAGAGTAAATAC130_Q131delinsQEX
XH_P52 16 72993515 72993515 Missense_Mutation SNP G A G ZFHX3 c.C530T p.A177V
XH_P52 16 75563330 75563330 Missense_Mutation SNP G A G CHST5 c.C953T p.T318M
XH_P52 16 87678165 87678165 Silent SNP G A G JPH3 c.G684A p.S228S
XH_P52 16 88599023 88599023 Silent SNP A G A ZFPM1 c.A948G p.G316G
XH_P52 16 88902183 88902183 Silent SNP G A G GALNS c.C153T p.H51H
XH_P52 16 89590528 89590528 Missense_Mutation SNP G A G SPG7 c.G491A p.S164N
XH_P52 16 89717979 89717979 In_Frame_Ins INS - GAGGTA - CHMP1A .82_83insTACCTp.E28delinsVPQ
XH_P52 16 89717980 89717980 Frame_Shift_Ins INS - ATATATATATATA - CHMP1A 82insATATATATA p.E28fs
XH_P52 17 3643130 3643130 Nonsense_Mutation INS - TTATTATCTCAAT - ITGAE 91insATATTGAGA831_E832delinsILRX
XH_P52 17 4439623 4439623 Silent SNP C T C SPNS2 c.C1509T p.Y503Y
XH_P52 17 4461748 4461748 Nonsense_Mutation SNP G A G GGT6 c.C358T p.R120X
XH_P52 17 4875805 4875805 Missense_Mutation SNP C T C CAMTA2 c.G2536A p.E846K
XH_P52 17 4875806 4875806 Frame_Shift_Ins INS - AGAT - CAMTA2 2534_2535insAT p.S845fs
XH_P52 17 4927256 4927256 Missense_Mutation SNP G A G KIF1C c.G3122A p.R1041Q
XH_P52 17 5347576 5347576 Silent SNP G A G DHX33 c.C1554T p.Y518Y
XH_P52 17 7129840 7129840 Silent SNP T C T DVL2 c.A1662G p.Q554Q
XH_P52 17 7132556 7132556 Silent SNP C T C DVL2 c.G855A p.Q285Q
XH_P52 17 7154582 7154582 Missense_Mutation SNP T C T CTDNEP1 c.A34G p.T12A
XH_P52 17 7726785 7726785 Nonsense_Mutation INS - TTTTTTTTTTGAGA - DNAH2 ATTTTTTTTTTTTT3723delinsEFFFFFX
XH_P52 17 7809012 7809012 Silent SNP G A G CHD3 c.G4389A p.G1463G
XH_P52 17 10236472 10236472 Missense_Mutation SNP C T C MYH13 c.G2093A p.R698H
XH_P52 17 16692394 16692394 In_Frame_Ins INS - AGCTTCCTCTGAG - FAM106CP sAAAGAGCTTCCTA60delinsAKELPLRN
XH_P52 17 17124815 17124815 Missense_Mutation SNP C T C FLCN c.G907A p.G303R
XH_P52 17 20109149 20109149 In_Frame_Ins INS - CATTCA - SPECC1 544_1545insCATp.L515delinsLIQ
XH_P52 17 20109150 20109150 Frame_Shift_Ins INS - TTTTTCATTT - SPECC1 5_1546insTTTTT p.L515fs
XH_P52 17 20911204 20911204 Silent SNP G T G USP22 c.C1209A p.I403I
XH_P52 17 26964143 26964143 In_Frame_Ins INS - TTTTTTTTTTTTTC - KIAA0100 sACAAGAAAAAA606delinsDKKKKKKT
XH_P52 17 27248819 27248819 Missense_Mutation SNP G C G PHF12 c.C723G p.S241R
XH_P52 17 27248820 27248820 Frame_Shift_Ins INS - AGACCATGTA - PHF12 1_722insTACATG p.S241fs
XH_P52 17 28380902 28380902 In_Frame_Ins INS - TTCTACTTGACCC - EFCAB5 63insCCTTCTACTT588delinsTFYLTLV
XH_P52 17 28512639 28512639 Frame_Shift_Ins INS - GTTTCTCATTTTG - NSRP1 463insTGTTTCTC p.R488fs
XH_P52 17 33814758 33814758 Missense_Mutation SNP T C T SLFN12L c.A1G p.M1V
XH_P52 17 34072898 34072898 Missense_Mutation SNP C T C GAS2L2 c.G1618A p.A540T
XH_P52 17 37381697 37381697 Missense_Mutation SNP G T G STAC2 c.C59A p.P20Q
XH_P52 17 38818215 38818215 Missense_Mutation SNP G A G KRT222 c.C178T p.R60C
XH_P52 17 39296254 39296254 Silent SNP C T C KRTAP4-6 c.G486A p.P162P
XH_P52 17 39334306 39334306 Silent SNP G A G KRTAP4-2 c.C111T p.R37R
XH_P52 17 39681485 39681494 Frame_Shift_Del DEL TGCAGGACAA - TGCAGGACAA KRT19 c.452_461del p.I151fs
XH_P52 17 42981654 42981654 Missense_Mutation SNP A G A FAM187A c.A457G p.K153E
XH_P52 17 48761105 48761105 Silent SNP C T C ABCC3 c.C3942T p.H1314H
XH_P52 17 51901385 51901385 Silent SNP C T C KIF2B c.C991T p.L331L
XH_P52 17 59560350 59560350 Missense_Mutation SNP C G C TBX4 c.C1111G p.P371A
XH_P52 17 63052634 63052634 Silent SNP C T C GNA13 c.G78A p.E26E
XH_P52 17 65822410 65822410 Silent SNP G A G BPTF c.G570A p.T190T
XH_P52 17 67522793 67522793 Missense_Mutation SNP C T C MAP2K6 c.C656T p.S219L
XH_P52 17 76046971 76046971 In_Frame_Ins INS - CGCTTT - TNRC6C 828_1829insCGCp.G610delinsALW
XH_P52 17 76131070 76131070 Silent SNP G A G TMC8 c.G1107A p.E369E
XH_P52 17 76166939 76166939 Silent SNP C G C SYNGR2 c.C141G p.G47G
XH_P52 17 76178751 76178751 Silent SNP C T C TK1 c.G222A p.E74E
XH_P52 17 76525759 76525759 Missense_Mutation SNP G C G DNAH17 c.C3302G p.A1101G
XH_P52 17 80350331 80350331 Silent SNP G A G OGFOD3 c.C903T p.I301I
XH_P52 18 9258456 9258456 Frame_Shift_Ins INS - CTCTCCAGTTTGT - ANKRD12 5123insCTCTCCA p.I1708fs
XH_P52 18 9886248 9886248 Frame_Shift_Ins INS - GTTACAGTTGG - TXNDC2 _78insGTTACAGT p.T26fs
XH_P52 18 13116432 13116432 Missense_Mutation SNP G T G CEP192 c.G7346T p.R2449L
XH_P52 18 13731869 13731869 In_Frame_Ins INS - ACTCTTTTCTCTTT - RNMT 4insAAACTCTTTTS118delinsSNSFLFL
XH_P52 18 19433150 19433150 Frame_Shift_Ins INS - CATCTTTATAT - MIB1 _2637insCATCTT p.Q879fs
XH_P52 18 29419411 29419411 Nonsense_Mutation INS - ATCAAAAAAGGT - TRAPPC8 3847insAACCTTT83_M1284delinsNLFX
XH_P52 18 29419413 29419413 Nonsense_Mutation INS - AGCTTTATTTTT - TRAPPC8 3845insAAAAAT.P1282delinsQKX
XH_P52 18 47107855 47107855 Silent SNP G A G LIPG c.G642A p.Q214Q
XH_P52 18 50589756 50589756 Frame_Shift_Ins INS - ATAGAAAATATTT - DCC 68insGATAGAAA p.G356fs
XH_P52 18 56054729 56054729 In_Frame_Ins INS - AAACAAACTTTTC - NEDD4L 124insAAAACAAE708delinsEKQTFL
XH_P52 18 77894844 77894844 Silent SNP G A G ADNP2 c.G1548A p.P516P
XH_P52 19 830854 830854 Silent SNP T C T AZU1 c.T507C p.F169F
XH_P52 19 1010836 1010836 Missense_Mutation SNP C T C TMEM259 c.G1376A p.R459H



XH_P52 19 1082936 1082936 Missense_Mutation SNP G A G ARHGAP45 c.G1520A p.R507Q
XH_P52 19 1085966 1085966 Silent SNP A G A ARHGAP45 c.A2277G p.T759T
XH_P52 19 3206400 3206400 Silent SNP G A G NCLN c.G1473A p.Q491Q
XH_P52 19 3753769 3753769 Silent SNP C T C APBA3 c.G1005A p.A335A
XH_P52 19 4028553 4028553 Silent SNP G A G PIAS4 c.G627A p.P209P
XH_P52 19 8176009 8176009 Silent SNP C T C FBN3 c.G4143A p.A1381A
XH_P52 19 9077702 9077702 Nonsense_Mutation INS - CAACCTTTAT - MUC16 _9744insATAAA3248_S3249delinsQX
XH_P52 19 10401994 10401994 Missense_Mutation SNP C A C ICAM5 c.C329A p.A110E
XH_P52 19 13445284 13445284 Missense_Mutation SNP C T C CACNA1A c.G1106A p.R369Q
XH_P52 19 16339715 16339715 Silent SNP C T C AP1M1 c.C1023T p.I341I
XH_P52 19 17000632 17000632 Missense_Mutation SNP G A G F2RL3 c.G358A p.A120T
XH_P52 19 17953357 17953357 Missense_Mutation SNP C T C JAK3 c.G629A p.R210Q
XH_P52 19 19605126 19605126 Silent SNP C T C GATAD2A c.C558T p.T186T
XH_P52 19 21240539 21240539 Nonsense_Mutation INS - TTGTAG - ZNF430 422_1423insTTGp.H474delinsHLX
XH_P52 19 21240541 21240541 Nonsense_Mutation INS - CCAGTATGAATT - ZNF430 TTTCTCTCCAGTA5_V476delinsNFSPVX
XH_P52 19 22155005 22155005 Missense_Mutation SNP A G A ZNF208 c.T2831C p.F944S
XH_P52 19 22498184 22498184 Silent SNP T C T ZNF729 c.T1965C p.P655P
XH_P52 19 22498749 22498749 Missense_Mutation SNP G A G ZNF729 c.G2530A p.V844I
XH_P52 19 22499351 22499351 Silent SNP G A G ZNF729 c.G3132A p.G1044G
XH_P52 19 22940554 22940554 Silent SNP A G A ZNF99 c.T2157C p.T719T
XH_P52 19 22941667 22941667 Silent SNP T C T ZNF99 c.A1044G p.K348K
XH_P52 19 23159304 23159304 Missense_Mutation SNP C T C ZNF728 c.G835A p.A279T
XH_P52 19 23543927 23543927 Missense_Mutation SNP T A T ZNF91 c.A1758T p.R586S
XH_P52 19 23543928 23543928 Missense_Mutation SNP C G C ZNF91 c.G1757C p.R586T
XH_P52 19 23544159 23544159 Missense_Mutation SNP C G C ZNF91 c.G1526C p.S509T
XH_P52 19 24310638 24310638 Frame_Shift_Ins INS - TCAGTATGAATT - ZNF254 TTTCTCTTCAGTA p.F527fs
XH_P52 19 31769081 31769081 Missense_Mutation SNP C T C TSHZ3 c.G1618A p.G540S
XH_P52 19 35828773 35828773 Silent SNP C T C CD22 c.C318T p.S106S
XH_P52 19 35850560 35850560 Silent SNP G A G FFAR3 c.G768A p.A256A
XH_P52 19 36387881 36387881 Missense_Mutation SNP A G A NFKBID c.T131C p.V44A
XH_P52 19 37975057 37975057 Nonsense_Mutation INS - GGGTTAATTC - ZNF570 _408insGGGTTA136_T137delinsWGX
XH_P52 19 38798086 38798086 Silent SNP T C T YIF1B c.A726G p.V242V
XH_P52 19 40023088 40023088 Silent SNP T G T EID2B c.A355C p.R119R
XH_P52 19 42837775 42837775 Missense_Mutation SNP G A G MEGF8 c.G206A p.R69Q
XH_P52 19 43372386 43372386 Silent SNP T C T PSG1 c.A831G p.E277E
XH_P52 19 43430143 43430143 Nonsense_Mutation INS - TTTAGGTGCAGT - PSG7 9insTAGACTGCAC20_Y221delinsIDCTX
XH_P52 19 44160786 44160786 Missense_Mutation SNP G A G PLAUR c.C317T p.A106V
XH_P52 19 44622442 44622442 Silent SNP G A G ZNF225 c.G117A p.E39E
XH_P52 19 44636100 44636100 Nonsense_Mutation INS - ATAAATGAAGCG - ZNF225 1334insATAAATGp.F445delinsYKX
XH_P52 19 45206695 45206695 Silent SNP G A G CEACAM16 c.G114A p.T38T
XH_P52 19 46376217 46376217 Silent SNP C A C FOXA3 c.C954A p.P318P
XH_P52 19 46520018 46520018 Frame_Shift_Del DEL C - C CCDC61 c.1158delC p.R386fs
XH_P52 19 50453317 50453317 Silent SNP C T C SIGLEC11 c.G1719A p.S573S
XH_P52 19 51914580 51914580 Frame_Shift_Ins INS - TGAAGATAACAG - SIGLEC10 1138insTCTGTTA p.P380fs
XH_P52 19 52857556 52857556 Silent SNP G A G ZNF610 c.G243A p.E81E
XH_P52 19 53645347 53645347 Missense_Mutation SNP G T G ZNF347 c.C737A p.S246Y
XH_P52 19 53855801 53855801 Missense_Mutation SNP C T C ZNF845 c.C1873T p.H625Y
XH_P52 19 54140118 54140118 Nonsense_Mutation INS - ATTCTTTTTTTTAA - DPRX TTTATATTCTTTTT52delinsHFVKRILFIYILFFNLX
XH_P52 19 54496300 54496300 Missense_Mutation SNP G A G CACNG6 c.G169A p.V57M
XH_P52 19 55281315 55281315 Missense_Mutation SNP G T G KIR2DL1 c.G13T p.V5F
XH_P52 19 55994240 55994240 Silent SNP C T C ZNF628 c.C1680T p.H560H
XH_P52 19 56011969 56011969 Silent SNP C T C SSC5D c.C2415T p.D805D
XH_P52 19 56200727 56200727 Missense_Mutation SNP A T A EPN1 c.A668T p.E223V
XH_P52 19 56369314 56369314 Silent SNP G A G NLRP4 c.G555A p.T185T
XH_P52 19 57765027 57765027 In_Frame_Ins INS - TGGGAAAACATT - ZNF805 GAGTGTGGGAAAGEKPYECIECGKTFCWSTNLIRHSII
XH_P52 19 58016051 58016051 Silent SNP G T G ZNF773 c.G57T p.V19V
XH_P52 19 58018201 58018201 In_Frame_Ins INS - CCTACTTTTGGAG - ZNF773 36insCCCTACTTTP245delinsPPYFWS
XH_P52 19 58024428 58024428 Missense_Mutation SNP C T C ZNF773 c.C298T p.R100C
XH_P52 19 58049281 58049281 In_Frame_Ins INS - CCCTGCTTC - ZNF549 0_871insCCCTGCp.S290delinsSPCF
XH_P52 19 58132199 58132199 Nonsense_Mutation INS - GTCTTCCTCTTAC - ZNF134 13insTGTCTTCCTG238delinsVSSSYX
XH_P52 19 58849926 58849926 Missense_Mutation SNP C T C ZSCAN22 c.C710T p.T237I
XH_P52 19 58907781 58907825 In_Frame_Del DEL CACGCGCCTG - CCACGCGCCTGG RNF225 c.325_369del p.109_123del
XH_P52 20 334213 334213 Missense_Mutation SNP C G C NRSN2 c.C549G p.F183L
XH_P52 20 3846647 3846647 Silent SNP C T C MAVS c.C1053T p.G351G
XH_P52 20 6022529 6022529 Missense_Mutation SNP C G C LRRN4 c.G1362C p.R454S
XH_P52 20 19673974 19673974 Frame_Shift_Ins INS - ATTAAACCTTATT - SLC24A3 97insGAATTAAA p.N466fs
XH_P52 20 42694409 42694409 Missense_Mutation SNP C A C TOX2 c.C964A p.L322I
XH_P52 20 43850853 43850853 Nonsense_Mutation INS - GTTG - SEMG2 .580_581insGTTY194_V195delinsCX
XH_P52 20 43850854 43850854 In_Frame_Ins INS - CTTCCACCTAGG - SEMG2 _582insCTTCCAC Y194delinsYFHLG
XH_P52 20 44588998 44588998 Frame_Shift_Ins INS - GTGCC - ZNF335 868_1869insGGC p.C623fs
XH_P52 20 47244450 47244450 Silent SNP G A G PREX1 c.C4818T p.H1606H
XH_P52 20 47587811 47587811 In_Frame_Ins INS - AAAAGAAAAAATG - ARFGEF2 346insTAAAAGAAP449delinsLKEKMS
XH_P52 20 47587812 47587812 In_Frame_Ins INS - AACAGTATGTTTC - ARFGEF2 347insAAACAGTAP449delinsPNSMFL
XH_P52 20 47865509 47865509 Missense_Mutation SNP G A G ZNFX1 c.C4052T p.T1351I
XH_P52 20 54961390 54961390 In_Frame_Ins INS - AAGTAACAGTGT - AURKA _242insACACTGT.A81delinsDTVTS
XH_P52 20 56137895 56137895 Missense_Mutation SNP G C G PCK1 c.G550C p.V184L
XH_P52 20 57290347 57290347 Missense_Mutation SNP C G C NPEPL1 c.C1537G p.L513V
XH_P52 20 57769739 57769739 Missense_Mutation SNP A G A ZNF831 c.A3665G p.N1222S
XH_P52 20 62324289 62324289 Silent SNP C T C RTEL1 c.C2115T p.F705F
XH_P52 21 18981363 18981363 Nonsense_Mutation INS - AGGAGTTAGTC - BTG3 _100insGACTAAC.L34_T35delinsDX
XH_P52 21 31964916 31964916 Missense_Mutation SNP A C A KRTAP6-3 c.A152C p.Y51S
XH_P52 21 40665947 40665947 Frame_Shift_Ins INS - TT - BRWD1 c.620_621insAA p.D207fs
XH_P52 21 40665949 40665949 Frame_Shift_Ins INS - AATTGAGAAATA - BRWD1 sCTTACTATTTCTC p.D207fs
XH_P52 21 43543114 43543114 Frame_Shift_Ins INS - CCAT - UMODL1 3169_3170insCC p.A1057fs
XH_P52 21 45217979 45217979 Missense_Mutation SNP C T C RRP1 c.C809T p.A270V
XH_P52 21 45959256 45959256 Missense_Mutation SNP C G C KRTAP10-1 c.G778C p.A260P
XH_P52 21 45999908 45999908 Missense_Mutation SNP A C A KRTAP10-5 c.T548G p.F183C
XH_P52 21 46047710 46047710 Silent SNP T C T KRTAP10-9 c.T622C p.L208L
XH_P52 21 46602607 46602607 Nonsense_Mutation SNP G T G ADARB1 c.G1333T p.E445X
XH_P52 21 46602608 46602608 In_Frame_Ins INS - TTCTTACCACCT - ADARB1 _1335insTTCTTA E445delinsDSYHL
XH_P52 22 18655973 18655973 Silent SNP C T C USP18 c.C948T p.S316S
XH_P52 22 18655975 18655975 Frame_Shift_Ins INS - GACTTTAGAATAT - USP18 951insGACTTTAG p.G317fs
XH_P52 22 19365551 19365551 Missense_Mutation SNP G A G HIRA c.C1454T p.S485L
XH_P52 22 29126456 29126456 Frame_Shift_Ins INS - T - CHEK2 c.399_400insA p.A134fs
XH_P52 22 31338161 31338161 Frame_Shift_Ins INS - CAGAACTAGAC - MORC2 _524insGTCTAGT p.Y175fs
XH_P52 22 37499392 37499392 Silent SNP C T C TMPRSS6 c.G66A p.A22A
XH_P52 22 37524697 37524697 Silent SNP G A G IL2RB c.C1095T p.F365F
XH_P52 22 38120965 38120965 Missense_Mutation SNP T C T TRIOBP c.T2402C p.L801P



XH_P52 22 43435812 43435812 Silent SNP C T C TTLL1 c.G1242A p.S414S
XH_P52 22 45279115 45279115 Missense_Mutation SNP G A G PHF21B c.C1285T p.R429W
XH_P52 X 20069060 20069060 Frame_Shift_Ins INS - GGTTAATAACGTC - MAP7D2 TATAAGACGTTAT p.H200fs
XH_P52 X 24330386 24330386 Silent SNP G A G SUPT20HL2 c.C1047T p.D349D
XH_P52 X 34149267 34149267 Missense_Mutation SNP C A C FAM47A c.G1129T p.A377S
XH_P52 X 40448312 40448312 Missense_Mutation SNP C T C ATP6AP2 c.C112T p.P38S
XH_P52 X 48847497 48847497 Silent SNP T C T GRIPAP1 c.A483G p.E161E
XH_P52 X 76709739 76709739 Nonsense_Mutation INS - GGTACTTAGT - FGF16 _94insGGTACTTE31_L32delinsEGTX
XH_P52 X 78011362 78011362 Silent SNP C G C LPAR4 c.C996G p.S332S
XH_P52 X 103267865 103267865 Missense_Mutation SNP C T C H2BFWT c.G368A p.R123H
XH_P52 X 153135626 153135626 Silent SNP G A G L1CAM c.C861T p.N287N
XH_P52 1 156911215 156911215 Missense_Mutation SNV C A A ARHGEF11 c.3343G>T P.D1115Y
XH_P52 1 19180948 19180948 Missense_Mutation SNV C T T TAS1R2 c.1016G>A P.R339H
XH_P52 1 203468972 203468972 Missense_Mutation SNV C T T OPTC c.725C>T P.A242V
XH_P52 1 28792974 28792974 Missense_Mutation SNV G A A PHACTR4 c.518G>A P.R173K
XH_P52 1 41847669 41847669 Missense_Mutation SNV G A A FOXO6 c.796G>A P.E266K
XH_P52 1 8073643 8073643 Missense_Mutation SNV G A A ERRFI1 c.1016C>T P.P339L
XH_P52 1 914847 914847 Silent SNV G A A PERM1 c.1563C>T P.A521A
XH_P52 10 127426948 127426948 Missense_Mutation SNV G A A EDRF1 c.1915G>A P.E639K
XH_P52 11 1271940 1271940 Silent SNV G A A MUC5B c.13830G>A P.G4610G
XH_P52 11 19955278 19955278 Missense_Mutation SNV G C C NAV2 c.1296G>C P.K432N
XH_P52 12 40114672 40114672 Missense_Mutation SNV T G G C12orf40 c.1578T>G P.N526K
XH_P52 12 57976915 57976915 Missense_Mutation SNV G A A KIF5A c.3052G>A P.D1018N
XH_P52 12 94976125 94976125 Missense_Mutation SNV C A A TMCC3 c.175G>T P.D59Y
XH_P52 13 40229970 40229970 Missense_Mutation SNV C T T COG6 c.107C>T P.S36L
XH_P52 13 74387319 74387319 Missense_Mutation SNV G A A KLF12 c.776C>T P.T259M
XH_P52 14 104618546 104618546 Silent SNV C G G KIF26A c.483C>G P.L161L
XH_P52 14 52520475 52520475 Silent SNV G A A NID2 c.1251C>T P.N417N
XH_P52 14 86088869 86088869 Missense_Mutation SNV C G G FLRT2 c.1011C>G P.F337L
XH_P52 14 93708768 93708768 Missense_Mutation SNV C T T BTBD7 c.3250G>A P.E1084K
XH_P52 15 73615056 73615056 Silent SNV G A A HCN4 c.3378C>T P.S1126S
XH_P52 16 1259077 1259077 Missense_Mutation SNV G A A CACNA1H c.3409G>A P.A1137T
XH_P52 16 2028210 2028210 Missense_Mutation SNV G A A TBL3 c.2123G>A P.R708H
XH_P52 16 28354179 28354179 Missense_Mutation SNV T G G NPIPB6 c.1027A>C P.K343Q
XH_P52 17 38818215 38818215 Missense_Mutation SNV G A A KRT222 c.178C>T P.R60C
XH_P52 17 39681485 39681494 Frame_Shift_Del INDEL TGCAGGACAA - - KRT19 2_461delTTGTCC P.I151fs
XH_P52 19 10401994 10401994 Missense_Mutation SNV C A A ICAM5 c.329C>A P.A110E
XH_P52 19 13397314 13397314 Splice_Site SNV C T T CACNA1A c.3565+3G>A
XH_P52 19 3206400 3206400 Silent SNV G A A NCLN c.1473G>A P.Q491Q
XH_P52 19 42837775 42837775 Missense_Mutation SNV G A A MEGF8 c.206G>A P.R69Q
XH_P52 19 44622442 44622442 Silent SNV G A A ZNF225 c.117G>A P.E39E
XH_P52 19 46520018 46520018 Frame_Shift_Del INDEL C - - CCDC61 c.1159delC P.Q387fs
XH_P52 19 53645347 53645347 Missense_Mutation SNV G T T ZNF347 c.737C>A P.S246Y
XH_P52 19 53855801 53855801 Missense_Mutation SNV C T T ZNF845 c.1873C>T P.H625Y
XH_P52 19 56200727 56200727 Missense_Mutation SNV A T T EPN1 c.668A>T P.E223V
XH_P52 19 58016051 58016051 Silent SNV G T T ZNF773 c.57G>T P.V19V
XH_P52 19 58024428 58024428 Missense_Mutation SNV C T T ZNF773 c.343C>T P.R115C
XH_P52 2 21227262 21227262 Missense_Mutation SNV C T T APOB c.11966G>A P.R3989H
XH_P52 20 3846647 3846647 Silent SNV C T T MAVS c.1053C>T P.G351G
XH_P52 22 19365551 19365551 Missense_Mutation SNV G A A HIRA c.1454C>T P.S485L
XH_P52 22 45279115 45279115 Missense_Mutation SNV G A A PHF21B c.1321C>T P.R441W
XH_P52 3 13661319 13661319 Missense_Mutation SNV G A A FBLN2 c.2143G>A P.V715M
XH_P52 3 169540738 169540738 Splice_Site SNV T G G LRRIQ4 c.1020+9T>G
XH_P52 3 184101308 184101308 Splice_Site SNV C T T CHRD c.1321-3C>T
XH_P52 3 48605185 48605185 Silent SNV A G G COL7A1 c.7941T>C P.G2647G
XH_P52 4 57896395 57896395 Missense_Mutation SNV A T T POLR2B c.3265A>T P.M1089L
XH_P52 5 100238636 100238636 Nonsense_Mutation SNV C T T ST8SIA4 c.24G>A P.W8*
XH_P52 5 140762754 140762754 Silent SNV C T T PCDHGA7 c.288C>T P.C96C
XH_P52 5 5463200 5463200 Silent SNV C T T ICE1 c.3753C>T P.L1251L
XH_P52 5 82940460 82940460 Missense_Mutation SNV C T T HAPLN1 c.497G>A P.R166Q
XH_P52 6 34008406 34008406 Missense_Mutation SNV C T T GRM4 c.1288G>A P.G430S
XH_P52 6 46191047 46191047 Splice_Site SNV C T T RCAN2 c.572-9G>A
XH_P52 6 46657421 46657421 Missense_Mutation SNV G A A TDRD6 c.1556G>A P.R519K
XH_P52 7 114298258 114298258 Silent SNV T C C FOXP2 c.1401T>C P.S467S
XH_P52 8 121021282 121021282 Silent SNV G A A DEPTOR c.708G>A P.A236A
XH_P52 8 131921955 131921955 Missense_Mutation SNV C T T ADCY8 c.1639G>A P.G547R
XH_P52 8 144239783 144239783 Missense_Mutation SNV C G G LY6H c.370G>C P.D124H
XH_P52 8 145676044 145676044 Silent SNV G A A CYHR1 c.807C>T P.N269N
XH_P52 X 78011362 78011362 Silent SNV C G G LPAR4 c.996C>G P.S332S
XH_P53 1 1168256 1168256 Missense_Mutation SNP G A G B3GALT6 c.G598A p.E200K
XH_P53 1 12942047 12942047 Missense_Mutation SNP C T C PRAMEF4 c.G503A p.C168Y
XH_P53 1 22987385 22987438 In_Frame_Del DEL CTAAAGGTGG - CCCTAAAGGTGGC C1QB c.268_321del p.90_107del
XH_P53 1 26671412 26671412 Silent SNP T C T CRYBG2 c.A1737G p.P579P
XH_P53 1 46073304 46073304 Nonsense_Mutation SNP G T G NASP c.G529T p.E177X
XH_P53 1 54301244 54301244 Missense_Mutation SNP A G A NDC1 c.T107C p.L36P
XH_P53 1 120436655 120436655 Nonsense_Mutation INS - CCCAATATTTTTTT - ADAM30 05insTAAAAAAAE769_E770delinsX
XH_P53 1 151377752 151377752 Silent SNP G A G POGZ c.C3474T p.V1158V
XH_P53 1 152327982 152327982 Silent SNP T C T FLG2 c.A2280G p.Q760Q
XH_P53 1 152883009 152883009 Missense_Mutation SNP T C T IVL c.T736C p.S246P
XH_P53 1 152883011 152883011 Silent SNP T A T IVL c.T738A p.S246S
XH_P53 1 161495096 161495096 Silent SNP T C T HSPA6 c.T648C p.A216A
XH_P53 1 196759282 196759282 Missense_Mutation SNP C T C CFHR3 c.C538T p.P180S
XH_P53 1 201178297 201178297 Missense_Mutation SNP G A G IGFN1 c.G4276A p.E1426K
XH_P53 1 205033461 205033461 Missense_Mutation SNP G A G CNTN2 c.G1252A p.D418N
XH_P53 1 207110695 207110695 Missense_Mutation SNP C T C PIGR c.G790A p.A264T
XH_P53 1 237947436 237947436 Missense_Mutation SNP G A G RYR2 c.G12424A p.A4142T
XH_P53 1 248436805 248436805 Silent SNP T A T OR2T33 c.A312T p.T104T
XH_P53 2 25457159 25457159 Missense_Mutation SNP C G C DNMT3A c.G2272C p.A758P
XH_P53 2 29917793 29917793 Missense_Mutation SNP C T C ALK c.G875A p.R292H
XH_P53 2 55403038 55403038 Frame_Shift_Ins INS - GT - CLHC1 .1282_1283insA p.G428fs
XH_P53 2 128388466 128388468 In_Frame_Del DEL CTC - CTC MYO7B c.4842_4844delp.1614_1615del
XH_P53 2 131976079 131976079 Missense_Mutation SNP A G A POTEE c.A104G p.Y35C
XH_P53 2 175440031 175440031 Missense_Mutation SNP C T C WIPF1 c.G259A p.G87R
XH_P53 2 179399194 179399194 Frame_Shift_Ins INS - ATGGGTGCTGGA - TTN 4953insCTCCAG p.V24985fs
XH_P53 2 219543951 219543951 Nonsense_Mutation INS - AAAAACTTTG - STK36 5_746insAAAAACL249_Y250delinsX
XH_P53 2 220037661 220037661 Missense_Mutation SNP T C T CNPPD1 c.A880G p.N294D
XH_P53 2 241631616 241631616 Silent SNP T C T AQP12A c.T249C p.T83T
XH_P53 3 9146465 9146465 Missense_Mutation SNP G A G SRGAP3 c.C322T p.R108W



XH_P53 3 13672942 13672942 Missense_Mutation SNP G A G FBLN2 c.G3058A p.G1020R
XH_P53 3 43122452 43122452 Missense_Mutation SNP G A G POMGNT2 c.C472T p.R158C
XH_P53 3 48600247 48600247 Missense_Mutation SNP C T C UCN2 c.G311A p.R104H
XH_P53 3 50816143 50816143 Missense_Mutation SNP G T G DOCK3 c.G75T p.L25F
XH_P53 3 51464969 51464969 Missense_Mutation SNP C G C DCAF1 c.G1296C p.Q432H
XH_P53 3 52422516 52422516 Missense_Mutation SNP A G A DNAH1 c.A9254G p.E3085G
XH_P53 3 52522347 52522347 Missense_Mutation SNP C T C NISCH c.C2839T p.P947S
XH_P53 3 52526377 52526377 Missense_Mutation SNP G A G NISCH c.G4394A p.R1465H
XH_P53 3 78766995 78766995 Nonsense_Mutation INS - AAGACAGTCAGCT - ROBO1 sGCCGAGCTGACTp.K193delinsKPSX
XH_P53 3 87325603 87325603 In_Frame_Ins INS - AGTTAATAATCTC - POU1F1 sAAAGAGATTAT.Q4delinsKEIINYQ
XH_P53 3 147114028 147114028 Missense_Mutation SNP C T C ZIC4 c.G449A p.G150D
XH_P53 3 158537482 158537482 Missense_Mutation SNP G C G MFSD1 c.G727C p.A243P
XH_P53 4 38690508 38690508 Silent SNP G A G KLF3 c.G360A p.P120P
XH_P53 4 39267734 39267734 Frame_Shift_Ins INS - GCAGAAGATTGT - WDR19 insCTAAGCAGAA p.L919fs
XH_P53 4 72634067 72634067 Missense_Mutation SNP G A G GC c.C212T p.T71I
XH_P53 4 119660385 119660385 Missense_Mutation SNP C A C SEC24D c.G2299T p.G767C
XH_P53 4 146461191 146461191 In_Frame_Ins INS - AGTTACCCAAACT - SMAD1 TAGCAGTTACCC212delinsPIAVTQTLL
XH_P53 4 153247288 153247288 Missense_Mutation SNP C T C FBXW7 c.G1160A p.R387H
XH_P53 5 7889262 7889264 In_Frame_Del DEL CTA - CTA MTRR c.1201_1203del p.401_401del
XH_P53 5 79033383 79033383 Missense_Mutation SNP A C A CMYA5 c.A8795C p.K2932T
XH_P53 5 79033774 79033774 Frame_Shift_Ins INS - GCTCTTTAATGTT - CMYA5 87insCTGCTCTTT p.N3062fs
XH_P53 5 86659187 86659187 Frame_Shift_Ins INS - TTATATTTTA - RASA1 6_1477insTTATA p.N492fs
XH_P53 5 112175842 112175842 Silent SNP G A G APC c.G4497A p.Q1499Q
XH_P53 5 137088929 137088931 In_Frame_Del DEL CCG - CCG HNRNPA0 c.825_827del p.275_276del
XH_P53 5 139060590 139060590 Missense_Mutation SNP C T C CXXC5 c.C482T p.T161M
XH_P53 5 140554636 140554636 Silent SNP C T C PCDHB7 c.C2220T p.T740T
XH_P53 5 149227049 149227049 Silent SNP G A G PPARGC1B c.G2883A p.A961A
XH_P53 5 156376667 156376667 Missense_Mutation SNP G T G TIMD4 c.C755A p.S252Y
XH_P53 5 156376668 156376668 Missense_Mutation SNP A C A TIMD4 c.T754G p.S252A
XH_P53 6 52656780 52656780 Splice_Site INS - GGAAGCTGGAGA - GSTA1 . .
XH_P53 6 166944754 166944754 Silent SNP G A G RPS6KA2 c.C264T p.Y88Y
XH_P53 7 1529248 1529248 Missense_Mutation SNP C T C INTS1 c.G2236A p.A746T
XH_P53 7 12254629 12254629 Nonsense_Mutation SNP C T C TMEM106B c.C193T p.Q65X
XH_P53 7 36406325 36406325 Missense_Mutation SNP A G A KIAA0895 c.T127C p.S43P
XH_P53 7 37283974 37283974 Missense_Mutation SNP T C T ELMO1 c.A436G p.I146V
XH_P53 7 72413243 72413243 Missense_Mutation SNP A C A POM121 c.A1916C p.H639P
XH_P53 7 82582458 82582458 Missense_Mutation SNP C G C PCLO c.G7811C p.W2604S
XH_P53 7 99081765 99081765 Silent SNP A C A ZNF789 c.A213C p.P71P
XH_P53 7 99081767 99081767 Splice_Site INS - TAACTCACTAACG - ZNF789 . .
XH_P53 7 100679169 100679169 Missense_Mutation SNP C A C MUC17 c.C4472A p.A1491E
XH_P53 7 100680133 100680133 Silent SNP C T C MUC17 c.C5436T p.S1812S
XH_P53 7 100680135 100680135 Missense_Mutation SNP C T C MUC17 c.C5438T p.T1813I
XH_P53 7 100682476 100682476 Silent SNP T C T MUC17 c.T7779C p.T2593T
XH_P53 7 100682941 100682941 Missense_Mutation SNP T A T MUC17 c.T8244A p.D2748E
XH_P53 7 120606733 120606733 Nonsense_Mutation INS - GTGACATGTGAA - ING3 GTTGAGTGACATp.S140delinsCLX
XH_P53 7 122194737 122194737 Nonsense_Mutation INS - GAATTATTGAATT - CADPS2 AAATGAAATTCAAp.L448delinsKX
XH_P53 7 141920186 141920186 Missense_Mutation SNP G A G MGAM2 c.G5875A p.D1959N
XH_P53 8 7274308 7274308 Silent SNP A G A DEFB4B c.T42C p.F14F
XH_P53 8 16944485 16944485 Nonsense_Mutation INS - AACCCATAATTAA - MICU3 TGGTAACCCATAR259delinsYPLVLVTHNX
XH_P53 8 125072505 125072505 Missense_Mutation SNP C T C FER1L6 c.C2959T p.P987S
XH_P53 9 21971025 21971038 Frame_Shift_Del DEL CCCAGGCATC - GCCCCAGGCATCG CDKN2A c.320_333del p.R107fs
XH_P53 9 26905572 26905572 Nonsense_Mutation INS - AAAAACAC - PLAA 55_2256insGTGTY752_S753delinsX
XH_P53 9 26905574 26905574 In_Frame_Ins INS - ATTAAAAATATCC - PLAA nsGGACGGATAT752delinsGRIFLIDY
XH_P53 9 27185588 27185588 In_Frame_Ins INS - ATC - TEK c.847_848insATCp.A283delinsDP
XH_P53 9 35090143 35090143 Missense_Mutation SNP G A G PIGO c.C2989T p.R997W
XH_P53 9 35091810 35091810 Missense_Mutation SNP C T C PIGO c.G2074A p.G692S
XH_P53 9 75532020 75532020 Nonsense_Mutation INS - GCTAACACAATG - ALDH1A1 CCCTTGCATTGTGL284_D285delinsX
XH_P53 9 139837261 139837261 Silent SNP C T C FBXW5 c.G486A p.P162P
XH_P53 9 139981571 139981571 Silent SNP G A G MAN1B1 c.G120A p.P40P
XH_P53 10 21104572 21104572 Silent SNP A G A NEBL c.T2223C p.N741N
XH_P53 10 43651090 43651090 Nonsense_Mutation INS - TTTCTTGTAATTC - CSGALNACT2 94insATTTCTTGT165_H166delinsHFLX
XH_P53 10 47087071 47087071 Silent SNP G A G NPY4R c.G288A p.P96P
XH_P53 10 85974073 85974073 Missense_Mutation SNP A C A CDHR1 c.A2276C p.K759T
XH_P53 10 115970727 115970727 Splice_Site INS - TAGCAAGTACTGT - TDRD1 . .
XH_P53 10 120354138 120354138 Missense_Mutation SNP C T C PRLHR c.G619A p.D207N
XH_P53 11 804321 804321 Missense_Mutation SNP G A G PIDD1 c.C68T p.S23L
XH_P53 11 992668 992668 Missense_Mutation SNP G A G AP2A2 c.G1438A p.A480T
XH_P53 11 17167235 17167235 Missense_Mutation SNP C T C PIK3C2A c.G544A p.E182K
XH_P53 11 22297736 22297736 Frame_Shift_Ins INS - ACTTCCACTTTTCA - ANO5 509insTACTTCCA p.I836fs
XH_P53 11 22297738 22297738 Frame_Shift_Ins INS - CAGAGATTACAG - ANO5 511insACAGAGA p.V837fs
XH_P53 11 45249472 45249472 Missense_Mutation SNP G A G PRDM11 c.G3296A p.R1099H
XH_P53 11 55702935 55702935 Silent SNP T C T OR5I1 c.A942G p.S314S
XH_P53 11 55999744 55999744 Silent SNP A G A OR5T2 c.T918C p.A306A
XH_P53 11 56237478 56237478 Missense_Mutation SNP A C A OR5M3 c.T496G p.F166V
XH_P53 11 58275364 58275364 Missense_Mutation SNP G A G OR5B21 c.C215T p.S72L
XH_P53 11 61548192 61548192 Missense_Mutation SNP C T C MYRF c.C2414T p.A805V
XH_P53 11 62289913 62289913 Silent SNP T A T AHNAK c.A11976T p.P3992P
XH_P53 11 92532113 92532113 Silent SNP C T C FAT3 c.C5934T p.S1978S
XH_P53 11 94758910 94758910 Silent SNP C T C KDM4E c.C189T p.I63I
XH_P53 11 95519416 95519416 In_Frame_Ins INS - ATAAAGCATACC - FAM76B AAGAAAGGTATGdelinsRKKKGMLYLCYD
XH_P53 11 119045313 119045313 Missense_Mutation SNP C T C NLRX1 c.C1001T p.A334V
XH_P53 11 129744064 129744064 Silent SNP C T C NFRKB c.G2298A p.S766S
XH_P53 12 1919492 1919492 Silent SNP G A G CACNA2D4 c.C2673T p.F891F
XH_P53 12 2062350 2062350 In_Frame_Ins INS - TGG - DCP1B c.755_756insCCAp.Q252delinsHQ
XH_P53 12 5154512 5154512 Missense_Mutation SNP G A G KCNA5 c.G1199A p.R400Q
XH_P53 12 29904783 29904783 Missense_Mutation SNP G A G TMTC1 c.C754T p.R252C
XH_P53 12 49666675 49666675 Missense_Mutation SNP C T C TUBA1C c.C1225T p.R409C
XH_P53 12 52867105 52867105 Silent SNP G A G KRT6C c.C417T p.T139T
XH_P53 12 52867190 52867190 Missense_Mutation SNP C T C KRT6C c.G332A p.G111D
XH_P53 12 53162773 53162775 In_Frame_Del DEL ACT - ACT KRT76 c.1639_1641del p.547_547del
XH_P53 12 53853108 53853108 Missense_Mutation SNP C T C PCBP2 c.C296T p.T99I
XH_P53 12 96691090 96691090 Silent SNP G A G CDK17 c.C831T p.Y277Y
XH_P53 12 104373829 104373829 Silent SNP C A C TDG c.C387A p.T129T
XH_P53 12 122618062 122618062 Silent SNP G A G MLXIP c.G1260A p.P420P
XH_P53 12 133215747 133215747 Missense_Mutation SNP C T C POLE c.G5516A p.R1839H
XH_P53 13 42293856 42293856 Frame_Shift_Ins INS - CGATAGGTATCCC - VWA8 AATACGGGATAC p.S996fs
XH_P53 13 51952518 51952518 Missense_Mutation SNP G A G INTS6 c.C1459T p.R487W
XH_P53 13 72440539 72440541 In_Frame_Del DEL GCC - GCC DACH1 c.361_363del p.121_121del



XH_P53 13 88328670 88328670 Missense_Mutation SNP C T C SLITRK5 c.C1027T p.R343C
XH_P53 13 112722813 112722881 In_Frame_Del DEL GCGCACCAG - GCGCGCACCAGAA SOX1 c.841_909del p.281_303del
XH_P53 14 52186855 52186855 Silent SNP C T C FRMD6 c.C33T p.S11S
XH_P53 14 77605767 77605767 Silent SNP C T C ZDHHC22 c.G315A p.L105L
XH_P53 14 94712839 94712839 Missense_Mutation SNP G A G PPP4R4 c.G1331A p.R444H
XH_P53 15 28171381 28171381 Nonsense_Mutation INS - AAAGTTCTAAAAT - OCA2 1899insATTTTAG633_A634delinsGFX
XH_P53 15 35178833 35178833 Nonsense_Mutation INS - TTTGAGTAGATTA - AQR ACATTCTAATCTAR904delinsQYHTFX
XH_P53 15 39884814 39884814 Nonsense_Mutation SNP C T C THBS1 c.C2578T p.Q860X
XH_P53 15 42042376 42042376 In_Frame_Ins INS - TTG - MGA 5944_5945insTTp.Q1982delinsLE
XH_P53 15 42042377 42042377 Frame_Shift_Ins INS - GTTTTCTTCT - MGA 5_5946insGTTTT p.Q1982fs
XH_P53 15 48744850 48744850 Silent SNP G A G FBN1 c.C5454T p.C1818C
XH_P53 15 69003971 69003971 Missense_Mutation SNP G A G CORO2B c.G559A p.G187S
XH_P53 15 79750637 79750637 Silent SNP C T C KIAA1024 c.C2148T p.N716N
XH_P53 15 82444622 82444622 Missense_Mutation SNP G T G EFL1 c.C2020A p.Q674K
XH_P53 15 100252710 100252715 In_Frame_Del DEL CAGCAG - CAGCAG MEF2A c.1024_1029del p.342_343del
XH_P53 15 100881250 100881250 Silent SNP G A G ADAMTS17 c.C444T p.G148G
XH_P53 16 2260251 2260251 Frame_Shift_Del DEL G - G BRICD5 c.212delC p.P71fs
XH_P53 16 67964383 67964383 Missense_Mutation SNP C T C CTRL c.G427A p.A143T
XH_P53 16 87637893 87637893 Frame_Shift_Ins INS - TGCTG - JPH3 430_431insTGCT p.P144fs
XH_P53 16 89348521 89348521 Missense_Mutation SNP G A G ANKRD11 c.C4429T p.R1477W
XH_P53 17 3030686 3030686 Frame_Shift_Ins INS - TATTTTTTCATGTT - OR1G1 60insAACATGAA p.Q54fs
XH_P53 17 4837274 4837300 In_Frame_Del DEL CCCGACCATC - GCCCGACCATCCT GP1BA c.1375_1401del p.459_467del
XH_P53 17 7579408 7579430 Frame_Shift_Del DEL CAGGAGGGG - GCCAGGAGGGGG TP53 c.140_162del p.A47fs
XH_P53 17 7696331 7696331 Silent SNP G A G DNAH2 c.G7377A p.E2459E
XH_P53 17 10305081 10305081 Nonsense_Mutation INS - TCAGCTCAGCAT - MYH8 10insCAATGCTG904_E905delinsQCX
XH_P53 17 19641549 19641635 Splice_Site DEL CCCTGGTCCC - GCCCTGGTCCCGC ALDH3A1 . .
XH_P53 17 27421999 27422028 In_Frame_Del DEL TGCAGCTTCT - CTGCAGCTTCTCC MYO18A c.4435_4464delp.1479_1488del
XH_P53 17 29559195 29559198 Frame_Shift_Del DEL AGTT - AGTT NF1 c.3302_3305del p.Q1101fs
XH_P53 17 39296158 39296158 Silent SNP G A G KRTAP4-6 c.C582T p.C194C
XH_P53 17 39316760 39316834 In_Frame_Del DEL CAGCACTGGG - GCAGCACTGGGG KRTAP4-4 c.110_184del p.37_62del
XH_P53 17 42848957 42848957 Silent SNP T A T ADAM11 c.T387A p.A129A
XH_P53 17 45908877 45908877 Missense_Mutation SNP T A T MRPL10 c.A1T p.M1L
XH_P53 17 73831849 73831849 Missense_Mutation SNP G A G UNC13D c.C1606T p.R536W
XH_P53 17 75494652 75494652 Missense_Mutation SNP A T A SEPT9 c.A1337T p.E446V
XH_P53 17 79634802 79634802 Missense_Mutation SNP G A G CCDC137 c.G178A p.E60K
XH_P53 17 80014797 80014797 Missense_Mutation SNP G A G GPS1 c.G1336A p.A446T
XH_P53 18 10705713 10705713 Missense_Mutation SNP G A G PIEZO2 c.C5281T p.R1761C
XH_P53 18 14542654 14542654 Silent SNP C A C POTEC c.G492T p.T164T
XH_P53 18 30275466 30275466 Nonsense_Mutation INS - CATTACACACATA - KLHL14 AACAAGTATGTGL374delinsLIGGAQQVCVX
XH_P53 18 47107855 47107855 Silent SNP G A G LIPG c.G642A p.Q214Q
XH_P53 18 47107857 47107857 Frame_Shift_Ins INS - TCATCCTGCATGC - LIPG GGGCTCATCCTG p.D215fs
XH_P53 18 59483373 59483373 Silent SNP C T C RNF152 c.G324A p.K108K
XH_P53 18 60382987 60383043 In_Frame_Del DEL CAGCAGCAG - AGCAGCAGCAGCG PHLPP1 c.71_127del p.24_43del
XH_P53 19 1802524 1802524 Missense_Mutation SNP C T C ATP8B3 c.G866A p.R289H
XH_P53 19 5914497 5914569 Frame_Shift_Del DEL CCCCGGCCCC - ACCCCGGCCCCTG CAPS c.338_341del p.A113fs
XH_P53 19 5915155 5915228 In_Frame_Del DEL CCAGGCAGTT - CCCAGGCAGTTC CAPS c.724_726del p.242_242del
XH_P53 19 7964875 7964875 Missense_Mutation SNP C T C LRRC8E c.C1081T p.R361C
XH_P53 19 9060417 9060417 Nonsense_Mutation INS - GCTACATCA - MUC16 8_27029insTGAT.S9010delinsLMX
XH_P53 19 10602650 10602650 Frame_Shift_Del DEL G - G KEAP1 c.928delC p.L310fs
XH_P53 19 17267727 17267727 Missense_Mutation SNP C T C MYO9B c.C1208T p.A403V
XH_P53 19 21991325 21991325 Missense_Mutation SNP A G A ZNF43 c.T1319C p.I440T
XH_P53 19 21991327 21991327 Silent SNP G A G ZNF43 c.C1317T p.H439H
XH_P53 19 22498184 22498184 Silent SNP T C T ZNF729 c.T1965C p.P655P
XH_P53 19 22498749 22498749 Missense_Mutation SNP G A G ZNF729 c.G2530A p.V844I
XH_P53 19 22940554 22940554 Silent SNP A G A ZNF99 c.T2157C p.T719T
XH_P53 19 22940899 22940899 Silent SNP G A G ZNF99 c.C1812T p.H604H
XH_P53 19 22941531 22941531 Missense_Mutation SNP G C G ZNF99 c.C1180G p.Q394E
XH_P53 19 22941917 22941917 Missense_Mutation SNP A G A ZNF99 c.T794C p.V265A
XH_P53 19 36018462 36018462 Missense_Mutation SNP T C T SBSN c.A722G p.K241R
XH_P53 19 37240172 37240172 Silent SNP G A G ZNF850 c.C1674T p.H558H
XH_P53 19 42503324 42503324 Missense_Mutation SNP C A C GRIK5 c.G2642T p.R881L
XH_P53 19 45176068 45176068 Missense_Mutation SNP C T C CEACAM19 c.C256T p.R86W
XH_P53 19 47575306 47575341 In_Frame_Del DEL GGGGGTCCCA - TGGGGGTCCCAT ZC3H4 c.1840_1875del p.614_625del
XH_P53 20 2843939 2843939 Silent SNP C T C VPS16 c.C939T p.L313L
XH_P53 20 32873409 32873409 Missense_Mutation SNP C T C AHCY c.G1004A p.R335H
XH_P53 20 50140605 50140605 Missense_Mutation SNP C T C NFATC2 c.G115A p.A39T
XH_P53 22 16277757 16277757 Missense_Mutation SNP C T C POTEH c.G1157A p.R386H
XH_P53 22 30127278 30127278 Missense_Mutation SNP G T G ZMAT5 c.C449A p.P150H
XH_P53 22 37263475 37263475 Missense_Mutation SNP C T C NCF4 c.C313T p.R105W
XH_P53 22 45110539 45110539 Missense_Mutation SNP A G A PRR5 c.A203G p.N68S
XH_P53 X 71895936 71895936 Nonsense_Mutation SNP G T G PHKA1 c.C602A p.S201X
XH_P53 X 75004861 75004861 Missense_Mutation SNP C T C MAGEE2 c.G26A p.R9H
XH_P53 X 79942454 79942454 Frame_Shift_Ins INS - TTGTGAAAGTAGT - BRWD3 CACACTACTACTT p.W1305fs
XH_P53 X 118723709 118723709 Frame_Shift_Ins INS - GAGATAGGCTCCC - NKRF 9insTACGGGAGC p.R560fs
XH_P53 X 132351081 132351081 Missense_Mutation SNP C T C TFDP3 c.G1207A p.E403K
XH_P53 X 152815602 152815602 Missense_Mutation SNP G A G ATP2B3 c.G1681A p.V561M
XH_P53 X 153595807 153595807 Missense_Mutation SNP G A G FLNA c.C826T p.R276W
XH_P53 1 1168256 1168256 Missense_Mutation SNV G A A B3GALT6 c.598G>A P.E200K
XH_P53 1 151377752 151377752 Silent SNV G A A POGZ c.3732C>T P.V1244V
XH_P53 1 205033461 205033461 Missense_Mutation SNV G A A CNTN2 c.1252G>A P.D418N
XH_P53 1 46073304 46073304 Nonsense_Mutation SNV G T T NASP c.529G>T P.E177*
XH_P53 1 54301244 54301244 Missense_Mutation SNV A G G NDC1 c.107T>C P.L36P
XH_P53 10 21104572 21104572 Silent SNV A G G NEBL c.2223T>C P.N741N
XH_P53 10 29169059 29169059 Splice_Site INDEL - C C C10orf126 c.211-5dupC
XH_P53 11 129744064 129744064 Silent SNV C T T NFRKB c.2223G>A P.S741S
XH_P53 11 17167235 17167235 Missense_Mutation SNV C T T PIK3C2A c.1684G>A P.E562K
XH_P53 11 55999744 55999744 Silent SNV A G G OR5T2 c.918T>C P.A306A
XH_P53 11 56237478 56237478 Missense_Mutation SNV A C C OR5M3 c.496T>G P.F166V
XH_P53 11 58275364 58275364 Missense_Mutation SNV G A A OR5B21 c.215C>T P.S72L
XH_P53 12 122618062 122618062 Silent SNV G A A MLXIP c.1260G>A P.P420P
XH_P53 12 1919492 1919492 Silent SNV G A A CACNA2D4 c.2673C>T P.F891F
XH_P53 12 29904783 29904783 Missense_Mutation SNV G A A TMTC1 c.754C>T P.R252C
XH_P53 12 49666675 49666675 Missense_Mutation SNV C T T TUBA1C c.1225C>T P.R409C
XH_P53 12 5154512 5154512 Missense_Mutation SNV G A A KCNA5 c.1199G>A P.R400Q
XH_P53 12 53853108 53853108 Missense_Mutation SNV C T T PCBP2 c.296C>T P.T99I
XH_P53 12 96691090 96691090 Silent SNV G A A CDK17 c.831C>T P.Y277Y
XH_P53 14 77605767 77605767 Silent SNV C T T ZDHHC22 c.315G>A P.L105L
XH_P53 15 39884814 39884814 Nonsense_Mutation SNV C T T THBS1 c.2578C>T P.Q860*



XH_P53 15 69003971 69003971 Missense_Mutation SNV G A A CORO2B c.559G>A P.G187S
XH_P53 15 79750637 79750637 Silent SNV C T T KIAA1024 c.2148C>T P.N716N
XH_P53 15 82444622 82444622 Missense_Mutation SNV G T T EFL1 c.2020C>A P.Q674K
XH_P53 17 29559195 29559198 Frame_Shift_Del INDEL AGTT - - NF1 3303_3306delGT P.Q1101fs
XH_P53 17 4837274 4837300 Missense_Mutation INDEL CCCGACCATC - - GP1BA GACCATCCTGGTGP.P462_S470del
XH_P53 17 65104598 65104598 Splice_Site SNV G A A HELZ c.4724+10C>T
XH_P53 17 74134210 74134210 Splice_Site SNV A G G FOXJ1 c.499-9T>C
XH_P53 17 75494652 75494652 Missense_Mutation SNV A T T SEPT9 c.1673A>T P.E558V
XH_P53 17 7579408 7579430 Frame_Shift_Del INDEL CAGGAGGGG - - TP53 CACCAGCCCCCTC P.A86fs
XH_P53 17 7696331 7696331 Silent SNV G A A DNAH2 c.7377G>A P.E2459E
XH_P53 18 10705713 10705713 Missense_Mutation SNV G A A PIEZO2 c.5281C>T P.R1761C
XH_P53 18 59483373 59483373 Silent SNV C T T RNF152 c.324G>A P.K108K
XH_P53 19 1802524 1802524 Missense_Mutation SNV C T T ATP8B3 c.866G>A P.R289H
XH_P53 2 128388466 128388468 Missense_Mutation INDEL CTC - - MYO7B 4844_4846delCC P.S1615del
XH_P53 2 175440031 175440031 Missense_Mutation SNV C T T WIPF1 c.259G>A P.G87R
XH_P53 2 220037661 220037661 Missense_Mutation SNV T C C CNPPD1 c.880A>G P.N294D
XH_P53 2 29917793 29917793 Missense_Mutation SNV C T T ALK c.875G>A P.R292H
XH_P53 20 2843939 2843939 Silent SNV C T T VPS16 c.1371C>T P.L457L
XH_P53 22 25291187 25291187 Splice_Site SNV C T T SGSM1 c.2119-3C>T
XH_P53 22 30127278 30127278 Missense_Mutation SNV G T T ZMAT5 c.449C>A P.P150H
XH_P53 22 45110539 45110539 Missense_Mutation SNV A G G PRR5 c.176A>G P.N59S
XH_P53 3 13672942 13672942 Missense_Mutation SNV G A A FBLN2 c.3199G>A P.G1067R
XH_P53 3 158537482 158537482 Missense_Mutation SNV G C C MFSD1 c.727G>C P.A243P
XH_P53 3 19322683 19322683 Splice_Site SNV G T T KCNH8 c.311-7G>T
XH_P53 3 19322684 19322684 Splice_Site SNV T C C KCNH8 c.311-6T>C
XH_P53 3 50816143 50816143 Missense_Mutation SNV G T T DOCK3 c.75G>T P.L25F
XH_P53 4 119660385 119660385 Missense_Mutation SNV C A A SEC24D c.2299G>T P.G767C
XH_P53 4 153247288 153247288 Missense_Mutation SNV C T T FBXW7 c.1514G>A P.R505H
XH_P53 4 72634067 72634067 Missense_Mutation SNV G A A GC c.212C>T P.T71I
XH_P53 5 112175842 112175842 Silent SNV G A A APC c.4551G>A P.Q1517Q
XH_P53 5 149227049 149227049 Silent SNV G A A PPARGC1B c.2883G>A P.A961A
XH_P53 5 156376667 156376667 Missense_Mutation SNV G T T TIMD4 c.755C>A P.S252Y
XH_P53 5 156376668 156376668 Missense_Mutation SNV A C C TIMD4 c.754T>G P.S252A
XH_P53 5 16769174 16769174 Splice_Site SNV T A A MYO10 c.1060+9A>T
XH_P53 5 7889262 7889264 Missense_Mutation INDEL CTA - - MTRR 1202_1204delTA P.L401del
XH_P53 5 79033383 79033383 Missense_Mutation SNV A C C CMYA5 c.8795A>C P.K2932T
XH_P53 5 86659187 86659187 Frame_Shift_Ins INDEL - TTATATTTTA TTATATTTTA RASA1 _1487dupTATAT P.L497fs
XH_P53 7 36406325 36406325 Missense_Mutation SNV A G G KIAA0895 c.127T>C P.S43P
XH_P53 7 37283974 37283974 Missense_Mutation SNV T C C ELMO1 c.436A>G P.I146V
XH_P53 7 72413243 72413243 Missense_Mutation SNV A C C POM121 c.1916A>C P.H639P
XH_P53 7 82582458 82582458 Missense_Mutation SNV C G G PCLO c.7811G>C P.W2604S
XH_P53 9 140851291 140851291 Splice_Site SNV T G G CACNA1B c.1243+12T>G
XH_P53 9 21971025 21971038 Frame_Shift_Del INDEL CCCAGGCATC - - CDKN2A 33delGCGATGCC P.R107fs
XH_P53 9 35091810 35091810 Missense_Mutation SNV C T T PIGO c.2074G>A P.G692S
XH_P53 X 132351081 132351081 Missense_Mutation SNV C T T TFDP3 c.1207G>A P.E403K
XH_P53 X 152815602 152815602 Missense_Mutation SNV G A A ATP2B3 c.1681G>A P.V561M
XH_P53 X 71895936 71895936 Nonsense_Mutation SNV G T T PHKA1 c.602C>A P.S201*
XH_P53 X 75004861 75004861 Missense_Mutation SNV C T T MAGEE2 c.26G>A P.R9H
XH_P54 4 153247208 153247208 Missense_Mutation SNP T G G FBXW7 c.1594A>C p.T532P
XH_P54 16 3786703 3786703 Missense_Mutation SNP T A A CREBBP c.4508A>T p.Y1503F
XH_P54 - - Frame_Shift_Ins INS - - - PBRM1 c.3564dupA P.E1189Rfs*6
XH_P54 5 112177244 112177244 Nonsense_Mutation SNP G T T APC c.5953G>T p.E1985*
XH_P54 15 90631839 90631839 Missense_Mutation SNP T A A IDH2 c.514A>T p.R172W
XH_P54 10 89720870 89720870 Missense_Mutation SNP T G G PTEN c.1021T>G p.F341V
XH_P54 9 101894987 101894987 Missense_Mutation SNP A C C TGFBR1 c.540A>C p.L180F
XH_P54 7 42063159 42063159 Nonsense_Mutation SNP C A A GLI3 c.1405G>T p.E469*
XH_P54 8 90982707 90982707 Missense_Mutation SNP T G G NBN c.781A>C p.N261H
XH_P54 1 17087305 17087305 Silent SNP G T G MST1L c.C279A p.P93P
XH_P54 1 26149596 26149596 Missense_Mutation SNP A G A MTFR1L c.A1G p.M1V
XH_P54 1 27023451 27023453 In_Frame_Del DEL GCG - GCG ARID1A c.557_559del p.186_187del
XH_P54 1 28477386 28477386 Missense_Mutation SNP G T G PTAFR c.C147A p.F49L
XH_P54 1 50884781 50884781 Silent SNP G A G DMRTA2 c.C1185T p.A395A
XH_P54 1 53547798 53547800 In_Frame_Del DEL GAA - GAA PODN c.1951_1953del p.651_651del
XH_P54 1 55525272 55525272 Silent SNP T C T PCSK9 c.T1617C p.A539A
XH_P54 1 64475018 64475018 Missense_Mutation SNP T C T ROR1 c.T133C p.S45P
XH_P54 1 65312370 65312370 Missense_Mutation SNP A G A JAK1 c.T1949C p.I650T
XH_P54 1 89655741 89655741 Nonsense_Mutation SNP C A C GBP4 c.G1177T p.E393X
XH_P54 1 92445291 92445291 Missense_Mutation SNP C T C BRDT c.C1126T p.R376C
XH_P54 1 92946446 92946446 Silent SNP C T C GFI1 c.G498A p.A166A
XH_P54 1 111985955 111985955 Silent SNP G T G WDR77 c.C489A p.V163V
XH_P54 1 114246775 114246775 Nonsense_Mutation INS - CACAGAGACGGG - PHTF1 TGGCCCCCGTCTC321delinsHQLNAVAPVSVEX
XH_P54 1 147092562 147092562 Silent SNP G A G BCL9 c.G2601A p.T867T
XH_P54 1 149785000 149785000 Silent SNP A G A HIST2H3D c.T237C p.F79F
XH_P54 1 151105835 151105835 Missense_Mutation SNP T C T SEMA6C c.A1894G p.I632V
XH_P54 1 152882717 152882717 Missense_Mutation SNP G T G IVL c.G444T p.K148N
XH_P54 1 154574428 154574428 Missense_Mutation SNP T G T ADAR c.A690C p.E230D
XH_P54 1 156437998 156437998 Silent SNP A G A MEF2D c.T1320C p.R440R
XH_P54 1 172559068 172559068 Splice_Site SNP T C T SUCO . .
XH_P54 1 204129732 204129732 Missense_Mutation SNP A G A REN c.T448C p.S150P
XH_P54 1 205901138 205901138 Silent SNP C G C SLC26A9 c.G402C p.L134L
XH_P54 1 231298885 231298951 Frame_Shift_Del DEL CTGGAGCACG - CTCTGGAGCACGA TRIM67 c.170_236del p.L57fs
XH_P54 2 40657236 40657236 Missense_Mutation SNP G A G SLC8A1 c.C185T p.P62L
XH_P54 2 46707812 46707812 In_Frame_Ins INS - GTGATGGAGCAG - TMEM247 GGTGGTGATGGAelinsRQHEVVMEQLQREQ
XH_P54 2 48040424 48040424 Missense_Mutation SNP T G T FBXO11 c.A2176C p.K726Q
XH_P54 2 50699452 50699452 Silent SNP G A G NRXN1 c.C3117T p.I1039I
XH_P54 2 71219019 71219019 Missense_Mutation SNP C A C TEX261 c.G245T p.G82V
XH_P54 2 79385866 79385866 Missense_Mutation SNP C G C REG3A c.G106C p.A36P
XH_P54 2 96604747 96604747 Silent SNP C T C ANKRD36C c.G1548A p.P516P
XH_P54 2 132290899 132290899 Missense_Mutation SNP G T G CCDC74A c.G1056T p.K352N
XH_P54 2 141739835 141739835 Silent SNP G A G LRP1B c.C2781T p.C927C
XH_P54 2 162280620 162280620 Missense_Mutation SNP A C A TBR1 c.A1931C p.D644A
XH_P54 2 203383667 203383667 Silent SNP A G A BMPR2 c.A744G p.R248R
XH_P54 2 207026187 207026187 Silent SNP T C T EEF1B2 c.T321C p.D107D
XH_P54 2 207308642 207308642 Missense_Mutation SNP C T C ADAM23 c.C52T p.L18F
XH_P54 2 211018227 211018227 Frame_Shift_Ins INS - T - KANSL1L c.1079dupA p.N360fs
XH_P54 2 211471502 211471502 Missense_Mutation SNP T G T CPS1 c.T676G p.F226V
XH_P54 2 241696841 241696846 In_Frame_Del DEL TCCTCC - TCCTCC KIF1A c.2748_2753del p.916_918del
XH_P54 2 242275398 242275398 Nonsense_Mutation SNP G T G SEPT2 c.G106T p.E36X



XH_P54 3 1443123 1443123 Missense_Mutation SNP G T G CNTN6 c.G2399T p.S800I
XH_P54 3 42576581 42576581 Silent SNP C T C VIPR1 c.C495T p.V165V
XH_P54 3 48677589 48677589 Silent SNP C T C CELSR3 c.G9429A p.A3143A
XH_P54 3 61975366 61975366 Silent SNP T C T PTPRG c.T258C p.I86I
XH_P54 3 108298423 108298423 Missense_Mutation SNP A C A KIAA1524 c.T662G p.V221G
XH_P54 3 111312868 111312868 Missense_Mutation SNP A C A ZBED2 c.T181G p.F61V
XH_P54 3 112357517 112357517 Missense_Mutation SNP C A C CCDC80 c.G1236T p.E412D
XH_P54 3 119534175 119534175 Missense_Mutation SNP T G T NR1I2 c.T943G p.F315V
XH_P54 3 121409820 121409820 Missense_Mutation SNP C A C GOLGB1 c.G8151T p.M2717I
XH_P54 3 123699321 123699321 Missense_Mutation SNP T C T ROPN1 c.A8G p.Q3R
XH_P54 3 128969537 128969537 Missense_Mutation SNP A C A COPG1 c.A50C p.N17T
XH_P54 3 130714921 130714921 Missense_Mutation SNP A C A ATP2C1 c.A2077C p.N693H
XH_P54 3 132244529 132244529 Missense_Mutation SNP C T C DNAJC13 c.C6136T p.P2046S
XH_P54 3 151164791 151164791 Missense_Mutation SNP T C T IGSF10 c.A2978G p.Q993R
XH_P54 3 164710142 164710142 Missense_Mutation SNP A C A SI c.T4885G p.L1629V
XH_P54 3 184290711 184290711 Silent SNP G A G EPHB3 c.G603A p.S201S
XH_P54 3 195512501 195512501 Missense_Mutation SNP G A G MUC4 c.C5950T p.P1984S
XH_P54 3 195516981 195516981 Silent SNP G A G MUC4 c.C1470T p.S490S
XH_P54 4 1806163 1806163 Silent SNP G T G FGFR3 c.G1182T p.T394T
XH_P54 4 25664333 25664333 Nonsense_Mutation INS - AAGAGCACACGT - SLC34A2 ATCGGAAGAGCA9delinsNTEIGRAHVX
XH_P54 4 77817956 77817956 Silent SNP T G T SOWAHB c.A1047C p.S349S
XH_P54 4 94436455 94436455 Missense_Mutation SNP C A C GRID2 c.C1801A p.L601M
XH_P54 4 100510841 100510841 Silent SNP A C A MTTP c.A516C p.I172I
XH_P54 5 9227058 9227058 Missense_Mutation SNP G A G SEMA5A c.C355T p.R119W
XH_P54 5 40853720 40853720 Missense_Mutation SNP G T G CARD6 c.G2286T p.R762S
XH_P54 5 74078912 74078912 Silent SNP A C A FAM169A c.T1308G p.L436L
XH_P54 5 74441843 74441843 Silent SNP T C T ANKRD31 c.A3393G p.Q1131Q
XH_P54 5 79026273 79026273 Missense_Mutation SNP T G T CMYA5 c.T1685G p.L562R
XH_P54 5 82834295 82834295 Missense_Mutation SNP C T C VCAN c.C2512T p.P838S
XH_P54 5 90006806 90006806 Missense_Mutation SNP G A G ADGRV1 c.G8833A p.G2945S
XH_P54 5 90671401 90671401 Silent SNP T C T ARRDC3 c.A540G p.T180T
XH_P54 5 95761624 95761624 Missense_Mutation SNP G A G PCSK1 c.C296T p.A99V
XH_P54 5 140207965 140207965 Missense_Mutation SNP G C G PCDHA6 c.G289C p.G97R
XH_P54 5 140810735 140810735 Nonsense_Mutation SNP G T G PCDHGA12 c.G409T p.E137X
XH_P54 5 147807242 147807242 Silent SNP A G A FBXO38 c.A2385G p.E795E
XH_P54 5 152870470 152870470 Missense_Mutation SNP T G T GRIA1 c.T22G p.F8V
XH_P54 5 153755840 153755840 Missense_Mutation SNP A G A GALNT10 c.A572G p.H191R
XH_P54 5 162868233 162868233 Silent SNP A G A CCNG1 c.A414G p.E138E
XH_P54 5 167553859 167553859 Nonsense_Mutation SNP C A C TENM2 c.C1614A p.C538X
XH_P54 5 178311215 178311215 Missense_Mutation SNP A C A ZNF354B c.A1762C p.S588R
XH_P54 6 34826124 34826124 Missense_Mutation SNP T C T UHRF1BP1 c.T1991C p.L664P
XH_P54 6 43100273 43100273 Missense_Mutation SNP C T C PTK7 c.C1100T p.A367V
XH_P54 6 56416987 56416987 Missense_Mutation SNP A T A DST c.T8734A p.F2912I
XH_P54 6 100838607 100838607 Frame_Shift_Ins INS - G - SIM1 c.1930dupC p.H644fs
XH_P54 6 101296444 101296444 Silent SNP G C G ASCC3 c.C381G p.A127A
XH_P54 6 111665212 111665212 Missense_Mutation SNP C A C REV3L c.G7454T p.S2485I
XH_P54 6 139694661 139694661 Missense_Mutation SNP C T C CITED2 c.G421A p.A141T
XH_P54 6 150464616 150464616 Silent SNP T C T PPP1R14C c.T288C p.G96G
XH_P54 6 151917494 151917494 Missense_Mutation SNP G A G CCDC170 c.G1492A p.E498K
XH_P54 7 7634710 7634710 Missense_Mutation SNP G A G MIOS c.G2143A p.E715K
XH_P54 7 21630591 21630591 Missense_Mutation SNP T C T DNAH11 c.T2225C p.I742T
XH_P54 7 77797375 77797375 Silent SNP G A G MAGI2 c.C2412T p.R804R
XH_P54 7 87174276 87174276 Nonsense_Mutation SNP C A C ABCB1 c.G1927T p.E643X
XH_P54 7 96653634 96653634 Missense_Mutation SNP T G T DLX5 c.A302C p.Y101S
XH_P54 7 127991138 127991138 Missense_Mutation SNP C G C PRRT4 c.G2472C p.R824S
XH_P54 7 139416488 139416488 Missense_Mutation SNP G A G HIPK2 c.C346T p.R116C
XH_P54 7 143657858 143657858 Silent SNP T C T OR2F1 c.T795C p.S265S
XH_P54 8 23217710 23217710 Missense_Mutation SNP C A C LOXL2 c.G424T p.G142C
XH_P54 8 72756128 72756128 Missense_Mutation SNP G T G MSC c.C286A p.P96T
XH_P54 8 86019547 86019547 Missense_Mutation SNP C T C LRRCC1 c.C17T p.A6V
XH_P54 8 95538566 95538566 Missense_Mutation SNP G T G VIRMA c.C1906A p.H636N
XH_P54 8 143833830 143833830 Missense_Mutation SNP C T C LYPD2 c.G40A p.A14T
XH_P54 9 35044077 35044077 Missense_Mutation SNP T G T C9orf131 c.T1346G p.V449G
XH_P54 9 35396547 35396547 Nonsense_Mutation SNP G T G UNC13B c.G3136T p.E1046X
XH_P54 9 90343177 90343177 Missense_Mutation SNP T C T CTSL c.T262C p.F88L
XH_P54 9 99700193 99700193 Silent SNP C T C NUTM2G c.C1350T p.F450F
XH_P54 9 100070326 100070326 Missense_Mutation SNP G A G CCDC180 c.G113A p.G38D
XH_P54 9 104357055 104357055 Missense_Mutation SNP C T C PPP3R2 c.G158A p.R53H
XH_P54 9 107574934 107574934 Missense_Mutation SNP A C A ABCA1 c.T3971G p.L1324R
XH_P54 9 129851332 129851332 Silent SNP G T G ANGPTL2 c.C1368A p.G456G
XH_P54 9 130689479 130689479 Missense_Mutation SNP G T G PIP5KL1 c.C603A p.F201L
XH_P54 9 130716134 130716134 Missense_Mutation SNP G A G FAM102A c.C217T p.P73S
XH_P54 9 136216831 136216831 Missense_Mutation SNP A C A RPL7A c.A339C p.R113S
XH_P54 9 140358583 140358583 Missense_Mutation SNP G T G PNPLA7 c.C3146A p.T1049N
XH_P54 10 46272797 46272797 Missense_Mutation SNP A G A WASHC2C c.A2219G p.K740R
XH_P54 10 50038928 50038928 Missense_Mutation SNP T C T WDFY4 c.T6524C p.L2175S
XH_P54 10 75553649 75553649 Missense_Mutation SNP C A C ZSWIM8 c.C2472A p.S824R
XH_P54 10 77159050 77159050 Silent SNP G A G ZNF503 c.C1398T p.Y466Y
XH_P54 10 100003852 100003852 Missense_Mutation SNP A C A R3HCC1L c.A2274C p.R758S
XH_P54 10 101190234 101190234 Missense_Mutation SNP T G T GOT1 c.A89C p.D30A
XH_P54 10 102005647 102005647 Missense_Mutation SNP G T G CWF19L1 c.C462A p.F154L
XH_P54 10 124896698 124896698 Silent SNP C A C HMX3 c.C525A p.I175I
XH_P54 11 824052 824052 Missense_Mutation SNP T C T PNPLA2 c.T974C p.M325T
XH_P54 11 1272259 1272259 Missense_Mutation SNP G A G MUC5B c.G14149A p.A4717T
XH_P54 11 3849251 3849251 Missense_Mutation SNP A C A RHOG c.T118G p.Y40D
XH_P54 11 4409736 4409736 Missense_Mutation SNP T C T TRIM21 c.A529G p.R177G
XH_P54 11 5067940 5067940 Missense_Mutation SNP T C T OR52J3 c.T185C p.F62S
XH_P54 11 6806883 6806883 Silent SNP C A C OR2AG1 c.C615A p.T205T
XH_P54 11 7021325 7021325 Missense_Mutation SNP T C T ZNF214 c.A1589G p.D530G
XH_P54 11 8662398 8662398 Silent SNP G A G TRIM66 c.C1089T p.C363C
XH_P54 11 8933135 8933135 Missense_Mutation SNP G T G AKIP1 c.G139T p.G47C
XH_P54 11 51515935 51515935 Silent SNP C A C OR4C46 c.C654A p.V218V
XH_P54 11 57798655 57798655 Silent SNP T A T OR6Q1 c.T231A p.S77S
XH_P54 11 63970654 63970654 Frame_Shift_Ins INS - CAGCTTCCCAGCT - STIP1 TGCCTCCAGCTTC p.A494fs
XH_P54 11 67926352 67926352 Missense_Mutation SNP A C A KMT5B c.T741G p.N247K
XH_P54 11 68540788 68540788 Missense_Mutation SNP C A C CPT1A c.G1685T p.C562F
XH_P54 11 70319393 70319393 Missense_Mutation SNP C T C SHANK2 c.G3367A p.V1123M
XH_P54 11 70333348 70333348 Missense_Mutation SNP G T G SHANK2 c.C1286A p.S429Y



XH_P54 11 75115750 75115750 Silent SNP C T C RPS3 c.C195T p.P65P
XH_P54 11 77727935 77727935 Missense_Mutation SNP C T C KCTD14 c.G472A p.A158T
XH_P54 11 100558549 100558549 Missense_Mutation SNP T C T ARHGAP42 c.T140C p.I47T
XH_P54 11 105797521 105797521 Missense_Mutation SNP T G T GRIA4 c.T1902G p.I634M
XH_P54 11 107393259 107393259 Missense_Mutation SNP G C G ALKBH8 c.C1062G p.S354R
XH_P54 11 108384315 108384315 Missense_Mutation SNP T C T EXPH5 c.A1355G p.N452S
XH_P54 12 3806135 3806135 Missense_Mutation SNP T C T CRACR2A c.A31G p.R11G
XH_P54 12 6969385 6969385 Missense_Mutation SNP C T C USP5 c.C1201T p.R401W
XH_P54 12 7548796 7548796 Missense_Mutation SNP C A C CD163L1 c.G1975T p.D659Y
XH_P54 12 39763556 39763556 Missense_Mutation SNP A G A KIF21A c.T425C p.F142S
XH_P54 12 47472334 47472334 Missense_Mutation SNP T A T AMIGO2 c.A452T p.N151I
XH_P54 12 48082974 48082974 Silent SNP A G A RPAP3 c.T195C p.Y65Y
XH_P54 12 48458886 48458886 Missense_Mutation SNP A C A SENP1 c.T1237G p.L413V
XH_P54 12 50357929 50357929 Missense_Mutation SNP G T G AQP5 c.G583T p.V195F
XH_P54 12 51447645 51447645 Splice_Site SNP T C T LETMD1 . .
XH_P54 12 53162773 53162775 In_Frame_Del DEL ACT - ACT KRT76 c.1639_1641del p.547_547del
XH_P54 12 54686412 54686412 Missense_Mutation SNP T G T NFE2 c.A868C p.T290P
XH_P54 12 72667178 72667178 Missense_Mutation SNP G T G TRHDE c.G620T p.G207V
XH_P54 12 76424934 76424934 Frame_Shift_Del DEL C - C PHLDA1 c.588delG p.Q196fs
XH_P54 12 76424936 76424940 Frame_Shift_Del DEL GTTGC - GTTGC PHLDA1 c.582_586del p.Q194fs
XH_P54 12 112674751 112674751 Silent SNP T C T HECTD4 c.A5040G p.S1680S
XH_P54 12 117465917 117465917 Silent SNP T C T FBXW8 c.T1539C p.C513C
XH_P54 12 120784034 120784034 Silent SNP G A G MSI1 c.C951T p.A317A
XH_P54 13 23910331 23910331 Missense_Mutation SNP A T A SACS c.T7243A p.C2415S
XH_P54 13 33628273 33628273 Silent SNP C T C KL c.C1189T p.L397L
XH_P54 13 43528085 43528085 Missense_Mutation SNP A G A EPSTI1 c.T181C p.Y61H
XH_P54 14 21680008 21680008 Missense_Mutation SNP T C T HNRNPC c.A637G p.N213D
XH_P54 14 23302693 23302693 Missense_Mutation SNP T A T MRPL52 c.T221A p.V74E
XH_P54 14 24780826 24780826 Missense_Mutation SNP G A G LTB4R2 c.G956A p.R319H
XH_P54 14 51111571 51111571 Nonsense_Mutation SNP G A G SAV1 c.C697T p.R233X
XH_P54 14 77493785 77493785 Silent SNP C T C IRF2BPL c.G351A p.Q117Q
XH_P54 14 77493831 77493833 In_Frame_Del DEL GCG - GCG IRF2BPL c.303_305del p.101_102del
XH_P54 14 93712623 93712623 Nonsense_Mutation SNP T A T BTBD7 c.A1078T p.K360X
XH_P54 14 102348578 102348578 Silent SNP A G A PPP2R5C c.A375G p.P125P
XH_P54 15 30927337 30927337 Missense_Mutation SNP T A T ARHGAP11B c.T606A p.N202K
XH_P54 15 33445600 33445600 Missense_Mutation SNP T G T FMN1 c.A1516C p.N506H
XH_P54 15 34824178 34824178 Missense_Mutation SNP T C T GOLGA8B c.A308G p.E103G
XH_P54 15 42703126 42703126 Missense_Mutation SNP T A T CAPN3 c.T313A p.Y105N
XH_P54 15 43367213 43367213 Silent SNP T G T UBR1 c.A492C p.V164V
XH_P54 15 48058187 48058187 Missense_Mutation SNP C T C SEMA6D c.C1549T p.R517C
XH_P54 15 52011717 52011717 Silent SNP C T C SCG3 c.C705T p.S235S
XH_P54 15 65983228 65983228 Missense_Mutation SNP T A T DENND4A c.A3572T p.D1191V
XH_P54 15 76630767 76630767 Silent SNP C T C ISL2 c.C423T p.A141A
XH_P54 15 78453963 78453963 Missense_Mutation SNP G T G IDH3A c.G330T p.M110I
XH_P54 15 83226579 83226579 Silent SNP T A T CPEB1 c.A312T p.R104R
XH_P54 16 16208777 16208777 Missense_Mutation SNP G C G ABCC1 c.G3234C p.K1078N
XH_P54 16 23573955 23573955 Missense_Mutation SNP C A C UBFD1 c.C640A p.P214T
XH_P54 16 31195695 31195695 Silent SNP T C T FUS c.T498C p.G166G
XH_P54 16 47581443 47581443 Missense_Mutation SNP A G A PHKB c.A694G p.T232A
XH_P54 16 55566771 55566771 Missense_Mutation SNP C T C LPCAT2 c.C739T p.L247F
XH_P54 16 66947518 66947518 Splice_Site INS - G - CDH16 . .
XH_P54 16 67986272 67986272 Silent SNP C T C SLC12A4 c.G738A p.S246S
XH_P54 16 74487191 74487191 Silent SNP T G T GLG1 c.A3381C p.V1127V
XH_P54 16 85936728 85936728 Missense_Mutation SNP T C T IRF8 c.T107C p.F36S
XH_P54 17 982075 982075 Missense_Mutation SNP A G A ABR c.T25C p.F9L
XH_P54 17 1703514 1703514 Missense_Mutation SNP T G T SMYD4 c.A1174C p.N392H
XH_P54 17 3119423 3119423 Missense_Mutation SNP G T G OR1A1 c.G509T p.G170V
XH_P54 17 4200037 4200037 Missense_Mutation SNP G T G UBE2G1 c.C222A p.F74L
XH_P54 17 7750648 7750648 Missense_Mutation SNP A T A KDM6B c.A1135T p.T379S
XH_P54 17 7750650 7750650 Silent SNP C T C KDM6B c.C1137T p.T379T
XH_P54 17 7847874 7847874 Missense_Mutation SNP A T A CNTROB c.A1652T p.E551V
XH_P54 17 8402721 8402721 Missense_Mutation SNP A C A MYH10 c.T3725G p.V1242G
XH_P54 17 10417165 10417165 Silent SNP G A G MYH1 c.C714T p.T238T
XH_P54 17 17699815 17699815 Missense_Mutation SNP G A G RAI1 c.G3553A p.A1185T
XH_P54 17 26731770 26731770 Silent SNP G A G SLC46A1 c.C945T p.Y315Y
XH_P54 17 27086086 27086086 Silent SNP G A G FAM222B c.C891T p.P297P
XH_P54 17 33807084 33807084 Nonsense_Mutation DEL T - T SLFN12L c.145delA p.M49X
XH_P54 17 38978263 38978263 Missense_Mutation SNP T C T KRT10 c.A575G p.E192G
XH_P54 17 43045281 43045281 Missense_Mutation SNP T A T C1QL1 c.A136T p.T46S
XH_P54 17 43319435 43319440 In_Frame_Del DEL CCGCCG - CCGCCG FMNL1 c.1807_1812del p.603_604del
XH_P54 17 46655298 46655298 Silent SNP G A G HOXB4 c.C384T p.H128H
XH_P54 17 46675325 46675325 Missense_Mutation SNP C T C HOXB6 c.G188A p.G63D
XH_P54 17 58603282 58603282 Missense_Mutation SNP A G A APPBP2 c.T11C p.V4A
XH_P54 17 63221442 63221442 Missense_Mutation SNP G A G RGS9 c.G1721A p.R574H
XH_P54 17 67081183 67081183 Missense_Mutation SNP C G C ABCA6 c.G4170C p.R1390S
XH_P54 18 5397084 5397084 Missense_Mutation SNP T G T EPB41L3 c.A2148C p.E716D
XH_P54 18 54278266 54278266 Silent SNP A G A TXNL1 c.T798C p.I266I
XH_P54 18 67425025 67425025 Missense_Mutation SNP T G T DOK6 c.T772G p.S258A
XH_P54 19 1367182 1367182 Nonsense_Mutation SNP T G T MUM1 c.T1388G p.L463X
XH_P54 19 1621174 1621174 Silent SNP T C T TCF3 c.A972G p.T324T
XH_P54 19 3982868 3982868 Silent SNP C T C EEF2 c.G549A p.E183E
XH_P54 19 9058338 9058338 Missense_Mutation SNP G T G MUC16 c.C29108A p.T9703N
XH_P54 19 9067634 9067634 Missense_Mutation SNP C A C MUC16 c.G19812T p.K6604N
XH_P54 19 9085462 9085462 Missense_Mutation SNP G A G MUC16 c.C6353T p.A2118V
XH_P54 19 11097101 11097101 Frame_Shift_Del DEL G - G SMARCA4 c.592delG p.D198fs
XH_P54 19 11577067 11577067 Missense_Mutation SNP C A C ELAVL3 c.G253T p.V85L
XH_P54 19 17362394 17362394 Missense_Mutation SNP T C T USHBP1 c.A1727G p.H576R
XH_P54 19 19416780 19416780 Missense_Mutation SNP A G A SUGP1 c.T416C p.L139P
XH_P54 19 19674356 19674356 Missense_Mutation SNP G C G PBX4 c.C994G p.L332V
XH_P54 19 19744923 19744923 Missense_Mutation SNP G T G GMIP c.C2074A p.P692T
XH_P54 19 20229513 20229513 Missense_Mutation SNP C A C ZNF90 c.C1150A p.L384I
XH_P54 19 38102914 38102914 Missense_Mutation SNP T C T ZNF540 c.T637C p.C213R
XH_P54 19 38103841 38103841 Missense_Mutation SNP A C A ZNF540 c.A1564C p.K522Q
XH_P54 19 38910627 38910627 Frame_Shift_Del DEL G - G RASGRP4 c.536delC p.P179fs
XH_P54 19 39913476 39913476 Silent SNP G A G PLEKHG2 c.G1605A p.E535E
XH_P54 19 42730237 42730237 Missense_Mutation SNP G A G ZNF526 c.G1682A p.R561H
XH_P54 19 44605335 44605335 Missense_Mutation SNP G T G ZNF224 c.G192T p.K64N
XH_P54 19 45815093 45815093 Silent SNP A G A CKM c.T567C p.D189D



XH_P54 19 46388993 46388993 Silent SNP G A G IRF2BP1 c.C40T p.L14L
XH_P54 19 46522640 46522640 Missense_Mutation SNP C A C PGLYRP1 c.G447T p.Q149H
XH_P54 19 47935436 47935436 Missense_Mutation SNP T C T SLC8A2 c.A2377G p.T793A
XH_P54 19 50962439 50962439 Silent SNP G C G MYBPC2 c.G2667C p.R889R
XH_P54 19 56538692 56538692 Missense_Mutation SNP G A G NLRP5 c.G1093A p.D365N
XH_P54 19 56549543 56549543 Missense_Mutation SNP G A G NLRP5 c.G2768A p.C923Y
XH_P54 20 1286151 1286151 Missense_Mutation SNP C A C SNPH c.C938A p.A313D
XH_P54 20 17929597 17929597 Silent SNP T G T SNX5 c.A540C p.S180S
XH_P54 20 19679221 19679221 Missense_Mutation SNP A G A SLC24A3 c.A1616G p.D539G
XH_P54 20 34220523 34220523 Silent SNP G A G CPNE1 c.C225T p.R75R
XH_P54 20 42089666 42089666 Missense_Mutation SNP A G A SRSF6 c.A998G p.K333R
XH_P54 20 44520238 44520243 In_Frame_Del DEL CTGCTG - CTGCTG CTSA c.85_90del p.29_30del
XH_P54 20 60585091 60585102 Frame_Shift_Del DEL TGGCTCTTAC - GTGGCTCTTACC TAF4 c.1761delG p.T587fs
XH_P54 20 60913399 60913399 Missense_Mutation SNP C A C LAMA5 c.G1645T p.A549S
XH_P54 22 22288558 22288558 Silent SNP G T G PPM1F c.C396A p.R132R
XH_P54 22 24837443 24837443 Missense_Mutation SNP G A G ADORA2A c.G1225A p.A409T
XH_P54 22 37334017 37334017 Missense_Mutation SNP T C T CSF2RB c.T2167C p.S723P
XH_P54 22 37455397 37455397 Silent SNP G A G KCTD17 c.G552A p.Q184Q
XH_P54 22 37964302 37964318 Frame_Shift_Del DEL AGCCCCTGCA - AAGCCCCTGCAGC CDC42EP1 c.651_667del p.P217fs
XH_P54 22 40057211 40057211 Frame_Shift_Ins INS - C - CACNA1I c.2693dupC p.A898fs
XH_P54 22 45574145 45574145 Missense_Mutation SNP A G A NUP50 c.A367G p.T123A
XH_P54 22 50181275 50181275 Missense_Mutation SNP C A C BRD1 c.G2605T p.A869S
XH_P54 22 50726369 50726369 Missense_Mutation SNP C A C PLXNB2 c.G1478T p.G493V
XH_P54 X 18767912 18767912 Missense_Mutation SNP T G T PPEF1 c.T238G p.L80V
XH_P54 X 23019467 23019467 Silent SNP T C T DDX53 c.T1293C p.G431G
XH_P54 X 24380922 24380922 Silent SNP C A C SUPT20HL1 c.C45A p.I15I
XH_P54 X 24721463 24721463 Silent SNP T C T POLA1 c.T264C p.D88D
XH_P54 X 46918397 46918397 Missense_Mutation SNP A G A JADE3 c.A2390G p.E797G
XH_P54 X 48689846 48689846 Missense_Mutation SNP G T G PCSK1N c.C607A p.L203I
XH_P54 X 55042032 55042032 Missense_Mutation SNP C A C ALAS2 c.G1036T p.D346Y
XH_P54 X 69665291 69665291 Silent SNP G A G DLG3 c.G240A p.R80R
XH_P54 X 70342686 70342686 Nonsense_Mutation SNP C T C MED12 c.C1447T p.R483X
XH_P54 X 72434324 72434324 Missense_Mutation SNP G T G NAP1L2 c.C5A p.A2D
XH_P54 X 79932788 79932788 Missense_Mutation SNP T G T BRWD3 c.A4729C p.S1577R
XH_P54 X 90691206 90691206 Silent SNP A C A PABPC5 c.A630C p.I210I
XH_P54 X 102931574 102931574 Nonsense_Mutation SNP C A C MORF4L2 c.G382T p.E128X
XH_P54 X 102974177 102974177 Silent SNP T G T GLRA4 c.A741C p.V247V
XH_P54 X 106840647 106840647 Nonsense_Mutation DEL C - C FRMPD3 c.1637delC p.S546X
XH_P54 X 117744269 117744269 Missense_Mutation SNP A T A DOCK11 c.A2984T p.H995L
XH_P54 X 117744270 117744270 Missense_Mutation SNP T G T DOCK11 c.T2985G p.H995Q
XH_P54 X 129146584 129146584 Silent SNP G A G BCORL1 c.G117A p.T39T
XH_P54 X 132160632 132160632 Silent SNP G T G USP26 c.C1617A p.V539V
XH_P54 X 132161092 132161092 Missense_Mutation SNP A C A USP26 c.T1157G p.F386C
XH_P54 X 139865906 139865906 Frame_Shift_Ins INS - A - CDR1 c.625dupT p.S209fs
XH_P54 1 111985955 111985955 Silent SNV G T T WDR77 c.681C>A P.V227V
XH_P54 1 144823826 144823826 Missense_Mutation SNV C G G NBPF9 c.1864C>G P.L622V
XH_P54 1 151105835 151105835 Missense_Mutation SNV T C C SEMA6C c.2014A>G P.I672V
XH_P54 1 152882717 152882717 Missense_Mutation SNV G T T IVL c.444G>T P.K148N
XH_P54 1 154574428 154574428 Missense_Mutation SNV T G G ADAR c.690A>C P.E230D
XH_P54 1 156437998 156437998 Silent SNV A G G MEF2D c.1320T>C P.R440R
XH_P54 1 165636699 165636699 Splice_Site SNV A C C ALDH9A1 c.1208-12T>G
XH_P54 1 205901138 205901138 Silent SNV C G G SLC26A9 c.402G>C P.L134L
XH_P54 1 247420279 247420279 Silent SNV G C C VN1R5 c.906G>C P.V302V
XH_P54 1 26149596 26149596 Nonsense_Mutation SNV A G G MTFR1L c.1A>G P.M1?
XH_P54 1 92445291 92445291 Missense_Mutation SNV C T T BRDT c.1264C>T P.R422C
XH_P54 10 100003852 100003852 Missense_Mutation SNV A C C R3HCC1L c.2316A>C P.R772S
XH_P54 10 46272797 46272797 Missense_Mutation SNV A G G FAM21C c.2219A>G P.K740R
XH_P54 10 77159050 77159050 Silent SNV G A A ZNF503 c.1398C>T P.Y466Y
XH_P54 11 107393259 107393259 Missense_Mutation SNV G C C ALKBH8 c.1062C>G P.S354R
XH_P54 11 3849251 3849251 Missense_Mutation SNV A C C RHOG c.118T>G P.Y40D
XH_P54 11 5067940 5067940 Missense_Mutation SNV T C C OR52J3 c.185T>C P.F62S
XH_P54 11 51515935 51515935 Silent SNV C A A OR4C46 c.654C>A P.V218V
XH_P54 11 57798655 57798655 Silent SNV T A A OR6Q1 c.231T>A P.S77S
XH_P54 11 6806883 6806883 Silent SNV C A A OR2AG1 c.615C>A P.T205T
XH_P54 11 68540788 68540788 Missense_Mutation SNV C A A CPT1A c.1685G>T P.C562F
XH_P54 11 7021325 7021325 Missense_Mutation SNV T C C ZNF214 c.1589A>G P.D530G
XH_P54 12 117465917 117465917 Silent SNV T C C FBXW8 c.1539T>C P.C513C
XH_P54 12 39763556 39763556 Missense_Mutation SNV A G G KIF21A c.425T>C P.F142S
XH_P54 12 47472334 47472334 Missense_Mutation SNV T A A AMIGO2 c.452A>T P.N151I
XH_P54 12 53073536 53073536 Splice_Site SNV A T T KRT1 c.591+6T>A
XH_P54 14 102348578 102348578 Silent SNV A G G PPP2R5C c.468A>G P.P156P
XH_P54 14 21680008 21680008 Missense_Mutation SNV T C C HNRNPC c.637A>G P.N213D
XH_P54 14 23302693 23302693 Missense_Mutation SNV T A A MRPL52 c.221T>A P.V74E
XH_P54 14 51111571 51111571 Nonsense_Mutation SNV G A A SAV1 c.697C>T P.R233*
XH_P54 14 93712623 93712623 Nonsense_Mutation SNV T A A BTBD7 c.2131A>T P.K711*
XH_P54 15 52011717 52011717 Silent SNV C T T SCG3 c.705C>T P.S235S
XH_P54 15 65983228 65983228 Missense_Mutation SNV T A A DENND4A c.3701A>T P.D1234V
XH_P54 15 78453963 78453963 Missense_Mutation SNV G T T IDH3A c.330G>T P.M110I
XH_P54 16 16208777 16208777 Missense_Mutation SNV G C C ABCC1 c.3234G>C P.K1078N
XH_P54 16 23573955 23573955 Missense_Mutation SNV C A A UBFD1 c.640C>A P.P214T
XH_P54 16 31195695 31195695 Silent SNV T C C FUS c.501T>C P.G167G
XH_P54 16 47581443 47581443 Missense_Mutation SNV A G G PHKB c.694A>G P.T232A
XH_P54 16 55566771 55566771 Missense_Mutation SNV C T T LPCAT2 c.739C>T P.L247F
XH_P54 16 66947518 66947518 Splice_Site INDEL - G G CDH16 c.781-3dupC
XH_P54 16 67986272 67986272 Silent SNV C T T SLC12A4 c.732G>A P.S244S
XH_P54 16 74487191 74487191 Silent SNV T G G GLG1 c.3381A>C P.V1127V
XH_P54 16 85936728 85936728 Missense_Mutation SNV T C C IRF8 c.107T>C P.F36S
XH_P54 17 131652 131652 Splice_Site SNV G C C RPH3AL c.352-7C>G
XH_P54 17 1703514 1703514 Missense_Mutation SNV T G G SMYD4 c.1174A>C P.N392H
XH_P54 17 38978263 38978263 Missense_Mutation SNV T C C KRT10 c.575A>G P.E192G
XH_P54 18 5397084 5397084 Missense_Mutation SNV T G G EPB41L3 c.2307A>C P.E769D
XH_P54 19 1367182 1367182 Nonsense_Mutation SNV T G G MUM1 c.1388T>G P.L463*
XH_P54 19 17362394 17362394 Missense_Mutation SNV T C C USHBP1 c.1727A>G P.H576R
XH_P54 19 19674356 19674356 Missense_Mutation SNV G C C PBX4 c.994C>G P.L332V
XH_P54 19 20229513 20229513 Missense_Mutation SNV C A A ZNF90 c.1150C>A P.L384I
XH_P54 19 38102914 38102914 Missense_Mutation SNV T C C ZNF540 c.733T>C P.C245R
XH_P54 19 42730237 42730237 Missense_Mutation SNV G A A ZNF526 c.1682G>A P.R561H
XH_P54 19 46388993 46388993 Silent SNV G A A IRF2BP1 c.40C>T P.L14L



XH_P54 19 47935436 47935436 Missense_Mutation SNV T C C SLC8A2 c.2377A>G P.T793A
XH_P54 19 5222688 5222688 Splice_Site SNV C G G PTPRS c.3103+12G>C
XH_P54 19 56538692 56538692 Missense_Mutation SNV G A A NLRP5 c.1093G>A P.D365N
XH_P54 19 56549543 56549543 Missense_Mutation SNV G A A NLRP5 c.2768G>A P.C923Y
XH_P54 19 9058338 9058338 Missense_Mutation SNV G T T MUC16 c.29108C>A P.T9703N
XH_P54 19 9085462 9085462 Missense_Mutation SNV G A A MUC16 c.6353C>T P.A2118V
XH_P54 2 141739835 141739835 Silent SNV G A A LRP1B c.2781C>T P.C927C
XH_P54 2 173825479 173825479 Splice_Site SNV A G G RAPGEF4 c.106-9A>G
XH_P54 2 203383667 203383667 Silent SNV A G G BMPR2 c.744A>G P.R248R
XH_P54 2 207026187 207026187 Silent SNV T C C EEF1B2 c.321T>C P.D107D
XH_P54 2 219305595 219305595 Splice_Site SNV A T T VIL1 c.2370+10A>T
XH_P54 2 40657236 40657236 Missense_Mutation SNV G A A SLC8A1 c.185C>T P.P62L
XH_P54 2 71219019 71219019 Missense_Mutation SNV C A A TEX261 c.245G>T P.G82V
XH_P54 2 79385866 79385866 Missense_Mutation SNV C G G REG3A c.106G>C P.A36P
XH_P54 20 17929597 17929597 Silent SNV T G G SNX5 c.540A>C P.S180S
XH_P54 20 34220523 34220523 Silent SNV G A A CPNE1 c.225C>T P.R75R
XH_P54 20 42089666 42089666 Missense_Mutation SNV A G G SRSF6 c.998A>G P.K333R
XH_P54 20 60913399 60913399 Missense_Mutation SNV C A A LAMA5 c.1645G>T P.A549S
XH_P54 22 22288558 22288558 Silent SNV G T T PPM1F c.396C>A P.R132R
XH_P54 22 37455397 37455397 Silent SNV G A A KCTD17 c.552G>A P.Q184Q
XH_P54 22 40057211 40057211 Frame_Shift_Ins INDEL - C C CACNA1I c.2698dupC P.R900fs
XH_P54 22 50726369 50726369 Missense_Mutation SNV C A A PLXNB2 c.1478G>T P.G493V
XH_P54 3 108298423 108298423 Missense_Mutation SNV A C C KIAA1524 c.662T>G P.V221G
XH_P54 3 112548241 112548241 Splice_Site SNV A G G CD200R1L c.47-10T>C
XH_P54 3 121409820 121409820 Missense_Mutation SNV C A A GOLGB1 c.8391G>T P.M2797I
XH_P54 3 128969537 128969537 Missense_Mutation SNV A C C COPG1 c.50A>C P.N17T
XH_P54 3 130714921 130714921 Missense_Mutation SNV A C C ATP2C1 c.2092A>C P.N698H
XH_P54 3 1443123 1443123 Missense_Mutation SNV G T T CNTN6 c.2711G>T P.S904I
XH_P54 3 14706527 14706527 Splice_Site SNV C A A CCDC174 c.486-8C>A
XH_P54 3 151164791 151164791 Missense_Mutation SNV T C C IGSF10 c.2978A>G P.Q993R
XH_P54 3 195516981 195516981 Silent SNV G A A MUC4 c.1470C>T P.S490S
XH_P54 3 42576581 42576581 Silent SNV C T T VIPR1 c.1002C>T P.V334V
XH_P54 3 57407392 57407392 Silent SNV A G G DNAH12 c.5427T>C P.S1809S
XH_P54 3 61975366 61975366 Silent SNV T C C PTPRG c.258T>C P.I86I
XH_P54 4 1806163 1806163 Silent SNV G T T FGFR3 c.1182G>T P.T394T
XH_P54 4 77817956 77817956 Silent SNV T G G SOWAHB c.1047A>C P.S349S
XH_P54 5 140810735 140810735 Nonsense_Mutation SNV G T T PCDHGA12 c.409G>T P.E137*
XH_P54 5 153755840 153755840 Missense_Mutation SNV A G G GALNT10 c.572A>G P.H191R
XH_P54 5 40853720 40853720 Missense_Mutation SNV G T T CARD6 c.2286G>T P.R762S
XH_P54 5 74441843 74441843 Silent SNV T C C ANKRD31 c.3393A>G P.Q1131Q
XH_P54 5 82834295 82834295 Missense_Mutation SNV C T T VCAN c.5473C>T P.P1825S
XH_P54 5 90006806 90006806 Missense_Mutation SNV G A A ADGRV1 c.8833G>A P.G2945S
XH_P54 6 151917494 151917494 Missense_Mutation SNV G A A CCDC170 c.1492G>A P.E498K
XH_P54 6 34826124 34826124 Missense_Mutation SNV T C C UHRF1BP1 c.1991T>C P.L664P
XH_P54 6 43100273 43100273 Missense_Mutation SNV C T T PTK7 c.1100C>T P.A367V
XH_P54 6 56416987 56416987 Missense_Mutation SNV A T T DST c.10246T>A P.F3416I
XH_P54 7 7634710 7634710 Missense_Mutation SNV G A A MIOS c.2143G>A P.E715K
XH_P54 7 96653634 96653634 Missense_Mutation SNV T G G DLX5 c.302A>C P.Y101S
XH_P54 8 23217710 23217710 Missense_Mutation SNV C A A LOXL2 c.424G>T P.G142C
XH_P54 8 95538566 95538566 Missense_Mutation SNV G T T KIAA1429 c.1906C>A P.H636N
XH_P54 9 107574934 107574934 Missense_Mutation SNV A C C ABCA1 c.3971T>G P.L1324R
XH_P54 9 122004503 122004503 Splice_Site SNV G C C BRINP1 c.410-9C>G
XH_P54 9 129851332 129851332 Silent SNV G T T ANGPTL2 c.1368C>A P.G456G
XH_P54 9 140358583 140358583 Missense_Mutation SNV G T T PNPLA7 c.3221C>A P.T1074N
XH_P54 9 35396547 35396547 Nonsense_Mutation SNV G T T UNC13B c.3136G>T P.E1046*
XH_P54 9 99700193 99700193 Silent SNV C T T NUTM2G c.1350C>T P.F450F
XH_P54 X 117744269 117744269 Missense_Mutation SNV A T T DOCK11 c.2984A>T P.H995L
XH_P54 X 117744270 117744270 Missense_Mutation SNV T G G DOCK11 c.2985T>G P.H995Q
XH_P54 X 23019467 23019467 Silent SNV T C C DDX53 c.1293T>C P.G431G
XH_P54 X 24380922 24380922 Silent SNV C A A SUPT20HL1 c.45C>A P.I15I
XH_P54 X 46918397 46918397 Missense_Mutation SNV A G G JADE3 c.2390A>G P.E797G
XH_P54 X 48689846 48689846 Missense_Mutation SNV G T T PCSK1N c.607C>A P.L203I
XH_P54 X 55042032 55042032 Missense_Mutation SNV C A A ALAS2 c.1147G>T P.D383Y
XH_P54 X 69665291 69665291 Silent SNV G A A DLG3 c.240G>A P.R80R
XH_P55 12 49427695 49427695 Missense_Mutation SNP T C C KMT2D c.10793A>G p.K3598R
XH_P55 9 21971186 21971186 Nonsense_Mutation SNP G A A CDKN2A c.172C>T p.R58*
XH_P55 9 98268739 98268739 Missense_Mutation SNP C G G PTCH1 c.344G>C p.G115A
XH_P55 1 1226292 1226292 Silent SNP G A G SCNN1D c.G1935A p.T645T
XH_P55 1 1246311 1246311 Missense_Mutation SNP T C T PUSL1 c.T791C p.L264P
XH_P55 1 1390875 1390875 Silent SNP C T C ATAD3C c.C414T p.D138D
XH_P55 1 1635004 1635004 Silent SNP T C T CDK11A c.A1980G p.K660K
XH_P55 1 1686040 1686040 Missense_Mutation SNP G T G NADK c.C690A p.N230K
XH_P55 1 1870393 1870393 Missense_Mutation SNP G A G CFAP74 c.C2912T p.T971M
XH_P55 1 7723534 7723534 Silent SNP G A G CAMTA1 c.G837A p.S279S
XH_P55 1 7723957 7723957 Silent SNP G A G CAMTA1 c.G1260A p.S420S
XH_P55 1 9323910 9323910 Missense_Mutation SNP G A G H6PD c.G1391A p.R464Q
XH_P55 1 15809876 15809876 Silent SNP G A G CELA2B c.G474A p.T158T
XH_P55 1 16577794 16577794 Missense_Mutation SNP C T C FBXO42 c.G1525A p.A509T
XH_P55 1 17312743 17312743 Missense_Mutation SNP C T C ATP13A2 c.G3214A p.A1072T
XH_P55 1 17313654 17313654 Silent SNP C T C ATP13A2 c.G2838A p.V946V
XH_P55 1 17396703 17396703 Silent SNP T C T PADI2 c.A1644G p.L548L
XH_P55 1 18149566 18149566 Silent SNP C A C ACTL8 c.C63A p.G21G
XH_P55 1 18152582 18152582 Silent SNP C T C ACTL8 c.C669T p.D223D
XH_P55 1 18152646 18152646 Missense_Mutation SNP C T C ACTL8 c.C733T p.R245C
XH_P55 1 20680718 20680718 Missense_Mutation SNP G A G VWA5B1 c.G3610A p.E1204K
XH_P55 1 21806667 21806667 Missense_Mutation SNP C G C NBPF3 c.C1122G p.D374E
XH_P55 1 22965438 22965438 Silent SNP A G A C1QA c.A276G p.G92G
XH_P55 1 23222928 23222928 Silent SNP C T C EPHB2 c.C1722T p.D574D
XH_P55 1 24201262 24201262 Silent SNP A G A CNR2 c.T846C p.A282A
XH_P55 1 24448084 24448084 Silent SNP G A G IL22RA1 c.C936T p.P312P
XH_P55 1 24448224 24448224 Missense_Mutation SNP C T C IL22RA1 c.G796A p.V266I
XH_P55 1 25291010 25291010 Missense_Mutation SNP A T A RUNX3 c.T53A p.I18N
XH_P55 1 25717365 25717365 Missense_Mutation SNP C G C RHCE c.G676C p.A226P
XH_P55 1 26672506 26672506 Missense_Mutation SNP G A G CRYBG2 c.C643T p.R215C
XH_P55 1 27676925 27676925 Silent SNP G A G SYTL1 c.G954A p.K318K
XH_P55 1 28733968 28733968 Frame_Shift_Del DEL C - C PHACTR4 c.10delC p.P4fs
XH_P55 1 31349489 31349489 Silent SNP G A G SDC3 c.C780T p.P260P
XH_P55 1 32165495 32165495 Missense_Mutation SNP G T G COL16A1 c.C185A p.T62K



XH_P55 1 32196647 32196647 Silent SNP C G C ADGRB2 c.G4035C p.P1345P
XH_P55 1 32221913 32221913 Silent SNP G A G ADGRB2 c.C525T p.P175P
XH_P55 1 32829281 32829281 Silent SNP G A G TSSK3 c.G231A p.L77L
XH_P55 1 36643701 36643703 In_Frame_Del DEL AGA - AGA MAP7D1 c.1496_1498del p.499_500del
XH_P55 1 40230336 40230336 Missense_Mutation SNP C G C BMP8B c.G827C p.S276T
XH_P55 1 46810530 46810530 Missense_Mutation SNP A G A NSUN4 c.A4G p.T2A
XH_P55 1 49511431 49511431 Missense_Mutation SNP G A G AGBL4 c.C455T p.P152L
XH_P55 1 54359922 54359922 Silent SNP C T C DIO1 c.C39T p.L13L
XH_P55 1 62738961 62738961 Silent SNP G A G KANK4 c.C1815T p.S605S
XH_P55 1 77685042 77685042 Missense_Mutation SNP T C T PIGK c.A46G p.T16A
XH_P55 1 78201745 78201745 Silent SNP G T G USP33 c.C450A p.A150A
XH_P55 1 89473492 89473492 Nonsense_Mutation INS - CAAGTGTCACTAT - GBP3 301insTATAGTGAp.T434delinsIX
XH_P55 1 92184912 92184912 Missense_Mutation SNP C T C TGFBR3 c.G1520A p.R507Q
XH_P55 1 94466659 94466659 Silent SNP A G A ABCA4 c.T6285C p.D2095D
XH_P55 1 109807082 109807082 Missense_Mutation SNP C T C CELSR2 c.C5296T p.R1766W
XH_P55 1 109815866 109815866 Missense_Mutation SNP C T C CELSR2 c.C8417T p.A2806V
XH_P55 1 110766466 110766466 Missense_Mutation SNP G A G KCNC4 c.G1559A p.C520Y
XH_P55 1 110883917 110883917 Silent SNP A G A RBM15 c.A1890G p.R630R
XH_P55 1 114680571 114680571 Missense_Mutation SNP C T C SYT6 c.G362A p.R121H
XH_P55 1 115829313 115829313 Missense_Mutation SNP G A G NGF c.C104T p.A35V
XH_P55 1 117503940 117503940 Missense_Mutation SNP G A G PTGFRN c.G1289A p.R430Q
XH_P55 1 117529458 117529458 Missense_Mutation SNP G A G PTGFRN c.G2509A p.V837I
XH_P55 1 117560818 117560818 Silent SNP A G A CD101 c.A1653G p.Q551Q
XH_P55 1 147380886 147380886 Silent SNP C T C GJA8 c.C804T p.L268L
XH_P55 1 150526044 150526044 Missense_Mutation SNP G C G ADAMTSL4 c.G577C p.A193P
XH_P55 1 150830876 150830876 Nonsense_Mutation SNP C A C ARNT c.G49T p.E17X
XH_P55 1 151288172 151288172 Silent SNP G A G PI4KB c.C786T p.D262D
XH_P55 1 152187183 152187183 Missense_Mutation SNP C A C HRNR c.G6922T p.G2308C
XH_P55 1 152188463 152188463 Missense_Mutation SNP G A G HRNR c.C5642T p.S1881F
XH_P55 1 152191809 152191809 Missense_Mutation SNP C T C HRNR c.G2296A p.G766S
XH_P55 1 152192825 152192825 Missense_Mutation SNP C T C HRNR c.G1280A p.G427D
XH_P55 1 152193286 152193286 Missense_Mutation SNP G T G HRNR c.C819A p.H273Q
XH_P55 1 152281106 152281106 Missense_Mutation SNP G A G FLG c.C6256T p.R2086C
XH_P55 1 152327329 152327329 Missense_Mutation SNP T C T FLG2 c.A2933G p.E978G
XH_P55 1 152327509 152327509 Missense_Mutation SNP T C T FLG2 c.A2753G p.H918R
XH_P55 1 152552285 152552285 Missense_Mutation SNP C A C LCE3D c.G128T p.G43V
XH_P55 1 152659471 152659471 Missense_Mutation SNP T G T LCE2B c.T152G p.I51S
XH_P55 1 152732174 152732174 Missense_Mutation SNP T C T KPRP c.T110C p.V37A
XH_P55 1 152732567 152732567 Missense_Mutation SNP G A G KPRP c.G503A p.R168H
XH_P55 1 152733301 152733301 Missense_Mutation SNP T A T KPRP c.T1237A p.C413S
XH_P55 1 152777908 152777908 Missense_Mutation SNP C T C LCE1C c.G47A p.C16Y
XH_P55 1 153509890 153509890 Missense_Mutation SNP T C T S100A5 c.A161G p.D54G
XH_P55 1 154516578 154516578 Missense_Mutation SNP G A G TDRD10 c.G643A p.V215I
XH_P55 1 156255456 156255456 Missense_Mutation SNP G A G TMEM79 c.G439A p.V147M
XH_P55 1 156280969 156280969 Silent SNP G A G CCT3 c.C1059T p.L353L
XH_P55 1 156280971 156280971 Missense_Mutation SNP G A G CCT3 c.C1057T p.L353F
XH_P55 1 156446903 156446903 Silent SNP T C T MEF2D c.A756G p.P252P
XH_P55 1 156450740 156450740 Silent SNP G A G MEF2D c.C282T p.N94N
XH_P55 1 156499969 156499969 Silent SNP T C T IQGAP3 c.A4332G p.L1444L
XH_P55 1 156518379 156518379 Missense_Mutation SNP G A G IQGAP3 c.C1987T p.R663C
XH_P55 1 161495788 161495788 Missense_Mutation SNP G T G HSPA6 c.G1340T p.G447V
XH_P55 1 161683136 161683136 Missense_Mutation SNP G A G FCRLA c.G392A p.R131Q
XH_P55 1 161967681 161967681 Missense_Mutation SNP A G A OLFML2B c.T1411C p.W471R
XH_P55 1 166818566 166818566 Silent SNP A G A POGK c.A396G p.A132A
XH_P55 1 172502479 172502479 Silent SNP T C T SUCO c.T489C p.I163I
XH_P55 1 172547465 172547465 Silent SNP A G A SUCO c.A1257G p.E419E
XH_P55 1 176563791 176563791 Missense_Mutation SNP A C A PAPPA2 c.A1051C p.T351P
XH_P55 1 177001896 177001896 Silent SNP C G C ASTN1 c.G561C p.P187P
XH_P55 1 177915596 177915596 Silent SNP G A G SEC16B c.C1734T p.T578T
XH_P55 1 179983382 179983382 Silent SNP G A G CEP350 c.G1794A p.Q598Q
XH_P55 1 180199727 180199727 Silent SNP T C T LHX4 c.T63C p.G21G
XH_P55 1 180897569 180897569 Silent SNP C T C KIAA1614 c.C1065T p.T355T
XH_P55 1 185143721 185143721 Missense_Mutation SNP A G A SWT1 c.A442G p.I148V
XH_P55 1 196797357 196797357 Silent SNP A G A CFHR1 c.A588G p.T196T
XH_P55 1 197128938 197128938 In_Frame_Ins INS - TGGAAAAATATA - ZBTB41 _2281insTATATT.E761delinsYIFPE
XH_P55 1 201035071 201035071 Silent SNP G A G CACNA1S c.C2748T p.H916H
XH_P55 1 201058551 201058551 Nonsense_Mutation SNP G T G CACNA1S c.C735A p.C245X
XH_P55 1 201752964 201752964 Frame_Shift_Ins INS - CAGTACTCCCGTC - NAV1 1616insCAGTACT p.A539fs
XH_P55 1 201969082 201969082 Silent SNP G A G RNPEP c.G273A p.Q91Q
XH_P55 1 203008286 203008286 Silent SNP C G C PPFIA4 c.C150G p.T50T
XH_P55 1 203186950 203186950 Nonsense_Mutation INS - ATGGCCCCGCCCA - CHIT1 AGGGACTGGGCGp.W339delinsX
XH_P55 1 203472112 203472112 Missense_Mutation SNP T C T OPTC c.T803C p.L268P
XH_P55 1 205041158 205041158 Silent SNP C T C CNTN2 c.C2628T p.S876S
XH_P55 1 205589574 205589574 Silent SNP C T C ELK4 c.G600A p.P200P
XH_P55 1 209791929 209791929 Missense_Mutation SNP G T G LAMB3 c.C2777A p.A926D
XH_P55 1 221912808 221912808 Silent SNP T C T DUSP10 c.A279G p.Q93Q
XH_P55 1 222802376 222802376 Missense_Mutation SNP A G A MIA3 c.A1814G p.K605R
XH_P55 1 223567803 223567803 Missense_Mutation SNP G A G CCDC185 c.G986A p.G329D
XH_P55 1 226125385 226125385 Missense_Mutation SNP G A G LEFTY2 c.C857T p.P286L
XH_P55 1 226923396 226923396 Silent SNP G A G ITPKB c.C1764T p.S588S
XH_P55 1 226923938 226923938 Missense_Mutation SNP A C A ITPKB c.T1222G p.S408A
XH_P55 1 228475396 228475396 Silent SNP G A G OBSCN c.G9546A p.A3182A
XH_P55 1 228560034 228560034 Silent SNP C T C OBSCN c.C21555T p.Y7185Y
XH_P55 1 228612869 228612869 Missense_Mutation SNP C T C HIST3H3 c.G158A p.R53H
XH_P55 1 229773702 229773702 Silent SNP G A G URB2 c.G3342A p.S1114S
XH_P55 1 232941215 232941215 Missense_Mutation SNP A G A MAP10 c.A446G p.E149G
XH_P55 1 232941677 232941677 Missense_Mutation SNP G T G MAP10 c.G908T p.R303L
XH_P55 1 232942251 232942251 Silent SNP A G A MAP10 c.A1482G p.L494L
XH_P55 1 232942546 232942546 Missense_Mutation SNP A G A MAP10 c.A1777G p.K593E
XH_P55 1 236144951 236144951 Silent SNP A G A NID1 c.T3187C p.L1063L
XH_P55 1 240256822 240256822 Silent SNP C A C FMN2 c.C1413A p.A471A
XH_P55 1 242048674 242048674 Missense_Mutation SNP C T C EXO1 c.C2270T p.P757L
XH_P55 1 246755170 246755170 Frame_Shift_Ins INS - TCTATTTGCAGAT - CNST TGGTTCTATTTG p.L102fs
XH_P55 1 248202344 248202344 Missense_Mutation SNP G C G OR2L2 c.G775C p.V259L
XH_P55 1 248308989 248308989 Missense_Mutation SNP C A C OR2M5 c.C540A p.D180E
XH_P55 1 248366702 248366702 Silent SNP G A G OR2M3 c.G333A p.E111E
XH_P55 2 1520676 1520676 Missense_Mutation SNP T C T TPO c.T2408C p.V803A
XH_P55 2 3483205 3483205 Silent SNP C T C TRAPPC12 c.C2181T p.F727F



XH_P55 2 20175312 20175312 Silent SNP G A G WDR35 c.C549T p.Y183Y
XH_P55 2 20205848 20205848 Silent SNP G A G MATN3 c.C447T p.A149A
XH_P55 2 29940529 29940529 Silent SNP A T A ALK c.T702A p.P234P
XH_P55 2 37518045 37518045 Silent SNP G C G PRKD3 c.C525G p.L175L
XH_P55 2 47630435 47630435 Silent SNP C A C MSH2 c.C105A p.R35R
XH_P55 2 55040426 55040426 Silent SNP A G A EML6 c.A255G p.P85P
XH_P55 2 55436875 55436875 Missense_Mutation SNP A T A CLHC1 c.T226A p.L76M
XH_P55 2 56097896 56097896 Missense_Mutation SNP G A G EFEMP1 c.C1279T p.R427W
XH_P55 2 65298839 65298839 Silent SNP A G A CEP68 c.A609G p.T203T
XH_P55 2 73496580 73496594 In_Frame_Del DEL GCGGCGGCG - CGGCGGCGGCGG FBXO41 c.165_179del p.55_60del
XH_P55 2 73677904 73677904 Missense_Mutation SNP G A G ALMS1 c.G4247A p.R1416Q
XH_P55 2 74007136 74007136 Missense_Mutation SNP T C T DUSP11 c.A107G p.D36G
XH_P55 2 74761539 74761539 Missense_Mutation SNP T A T LOXL3 c.A760T p.I254F
XH_P55 2 75113657 75113657 Silent SNP C T C HK2 c.C2076T p.N692N
XH_P55 2 80101321 80101321 Silent SNP T G T CTNNA2 c.T705G p.A235A
XH_P55 2 87016533 87016533 Missense_Mutation SNP C T C CD8A c.G538A p.A180T
XH_P55 2 95540642 95540642 Missense_Mutation SNP G A G TEKT4 c.G289A p.E97K
XH_P55 2 96604765 96604765 Splice_Site SNP T G T ANKRD36C . .
XH_P55 2 96993757 96993757 Missense_Mutation SNP C T C ITPRIPL1 c.C1412T p.T471M
XH_P55 2 97847519 97847519 Frame_Shift_Ins INS - TAATCACTCAC - ANKRD36 _1827insTAATCA p.Q609fs
XH_P55 2 97911257 97911257 Frame_Shift_Ins INS - TTTT - ANKRD36 4933_4934insTT p.H1645fs
XH_P55 2 97911258 97911258 Frame_Shift_Ins INS - AGTATTT - ANKRD36 34_4935insAGTA p.H1645fs
XH_P55 2 98408918 98408918 Missense_Mutation SNP C T C TMEM131 c.G4075A p.D1359N
XH_P55 2 98928757 98928757 Missense_Mutation SNP C T C VWA3B c.C2801T p.T934I
XH_P55 2 108487330 108487330 Missense_Mutation SNP A G A RGPD4 c.A2870G p.N957S
XH_P55 2 113832333 113832333 Missense_Mutation SNP C A C IL1F10 c.C152A p.A51D
XH_P55 2 113890304 113890304 Silent SNP T C T IL1RN c.T390C p.S130S
XH_P55 2 114220055 114220055 Silent SNP T C T CBWD2 c.T646C p.L216L
XH_P55 2 122038783 122038783 Missense_Mutation SNP G A G TFCP2L1 c.C127T p.R43C
XH_P55 2 127821207 127821207 Silent SNP G A G BIN1 c.C621T p.Y207Y
XH_P55 2 133489362 133489362 Silent SNP G A G NCKAP5 c.C1434T p.T478T
XH_P55 2 136393658 136393658 Missense_Mutation SNP A G A R3HDM1 c.A640G p.M214V
XH_P55 2 136555659 136555659 Missense_Mutation SNP T C T LCT c.A4916G p.N1639S
XH_P55 2 160086468 160086468 Missense_Mutation SNP G A G TANC1 c.G3928A p.G1310S
XH_P55 2 166011048 166011048 Missense_Mutation SNP G T G SCN3A c.C1294A p.Q432K
XH_P55 2 170591982 170591982 In_Frame_Ins INS - GAGTTTTATTTT - KLHL23 _459insGAGTTTTp.E153delinsESFIL
XH_P55 2 170591984 170591984 Silent SNP C T C KLHL23 c.C460T p.L154L
XH_P55 2 178416283 178416283 Silent SNP A G A TTC30B c.T1209C p.N403N
XH_P55 2 179451960 179451960 Silent SNP A G A TTN c.T36783C p.H12261H
XH_P55 2 183605077 183605077 Missense_Mutation SNP C A C DNAJC10 c.C901A p.L301I
XH_P55 2 186658056 186658056 Missense_Mutation SNP G A G FSIP2 c.G6193A p.D2065N
XH_P55 2 186658565 186658565 Missense_Mutation SNP G T G FSIP2 c.G6702T p.E2234D
XH_P55 2 186664963 186664963 Missense_Mutation SNP C A C FSIP2 c.C10930A p.L3644I
XH_P55 2 186665432 186665432 Missense_Mutation SNP G A G FSIP2 c.G11399A p.G3800E
XH_P55 2 196548556 196548556 Frame_Shift_Ins INS - TATTAAAATACTA - SLC39A10 CTCAGTTATTAAA p.D381fs
XH_P55 2 201437328 201437328 Silent SNP C A C SGO2 c.C2259A p.I753I
XH_P55 2 204732714 204732714 Missense_Mutation SNP A G A CTLA4 c.A49G p.T17A
XH_P55 2 211481257 211481257 Silent SNP C G C CPS1 c.C1326G p.G442G
XH_P55 2 215674224 215674224 Missense_Mutation SNP G A G BARD1 c.C70T p.P24S
XH_P55 2 218683154 218683154 Missense_Mutation SNP A G A TNS1 c.T3526C p.W1176R
XH_P55 2 220379560 220379560 Silent SNP C G C ASIC4 c.C495G p.A165A
XH_P55 2 220500178 220500178 Silent SNP C T C SLC4A3 c.C2013T p.V671V
XH_P55 2 232321341 232321341 Splice_Site SNP C T C NCL . .
XH_P55 2 233757679 233757679 Silent SNP G A G NGEF c.C795T p.A265A
XH_P55 2 234708903 234708903 Missense_Mutation SNP A T A MROH2A c.A1511T p.H504L
XH_P55 2 234761225 234761225 Missense_Mutation SNP C T C HJURP c.G226A p.E76K
XH_P55 2 238277573 238277573 Silent SNP C A C COL6A3 c.G2712T p.G904G
XH_P55 2 241404317 241404317 Silent SNP C T C GPC1 c.C1059T p.P353P
XH_P55 2 241404499 241404499 Silent SNP C T C GPC1 c.C1140T p.S380S
XH_P55 2 242815059 242815059 Missense_Mutation SNP C T C RTP5 c.C1352T p.A451V
XH_P55 3 7620168 7620168 Silent SNP A G A GRM7 c.A1575G p.L525L
XH_P55 3 13383540 13383540 Silent SNP A G A NUP210 c.T3048C p.F1016F
XH_P55 3 13421150 13421150 Missense_Mutation SNP C T C NUP210 c.G889A p.A297T
XH_P55 3 13679391 13679391 Missense_Mutation SNP A G A FBLN2 c.A3527G p.H1176R
XH_P55 3 13896140 13896140 Silent SNP A G A WNT7A c.T459C p.S153S
XH_P55 3 13896284 13896284 Silent SNP C T C WNT7A c.G315A p.A105A
XH_P55 3 32031135 32031135 Silent SNP A G A ZNF860 c.A564G p.S188S
XH_P55 3 38170810 38170810 Missense_Mutation SNP C G C ACAA1 c.G516C p.E172D
XH_P55 3 39230171 39230171 Missense_Mutation SNP C T C XIRP1 c.G766A p.A256T
XH_P55 3 45588857 45588857 Silent SNP T C T LARS2 c.T2547C p.A849A
XH_P55 3 46488854 46488854 Silent SNP T C T LTF c.A1116G p.G372G
XH_P55 3 48691870 48691870 Silent SNP C T C CELSR3 c.G5004A p.T1668T
XH_P55 3 51979083 51979083 Missense_Mutation SNP C T C PARP3 c.C725T p.A242V
XH_P55 3 51994587 51994587 Silent SNP T C T PCBP4 c.A210G p.A70A
XH_P55 3 52556890 52556890 Missense_Mutation SNP A G A STAB1 c.A6844G p.I2282V
XH_P55 3 52852538 52852538 Missense_Mutation SNP G T G ITIH4 c.C2002A p.P668T
XH_P55 3 97594261 97594261 Missense_Mutation SNP G A G CRYBG3 c.G4223A p.G1408E
XH_P55 3 97664725 97664725 Missense_Mutation SNP C T C RIOX2 c.G1156A p.A386T
XH_P55 3 107097081 107097085 Frame_Shift_Del DEL AAATG - AAATG CCDC54 c.647_651del p.Q216fs
XH_P55 3 110863855 110863855 Silent SNP A C A NECTIN3 c.A1110C p.R370R
XH_P55 3 113373982 113373982 Frame_Shift_Ins INS - TTACAAAT - USF3 46_6547insATTTG p.S2183fs
XH_P55 3 113373983 113373983 Frame_Shift_Ins INS - TA - USF3 .6545_6546insT p.N2182fs
XH_P55 3 118945796 118945796 Missense_Mutation SNP G C G B4GALT4 c.C346G p.Q116E
XH_P55 4 843508 843508 Missense_Mutation SNP C T C GAK c.G3652A p.D1218N
XH_P55 4 994452 994452 Silent SNP C T C IDUA c.C352T p.L118L
XH_P55 4 1347004 1347004 Missense_Mutation SNP G A G UVSSA c.G737A p.R246Q
XH_P55 4 3076672 3076672 Silent SNP A G A HTT c.A120G p.P40P
XH_P55 4 3215835 3215835 Missense_Mutation SNP T C T HTT c.T6925C p.Y2309H
XH_P55 4 3227419 3227419 Silent SNP A G A HTT c.A7797G p.L2599L
XH_P55 4 3234980 3234980 Missense_Mutation SNP G A G HTT c.G8356A p.V2786I
XH_P55 4 3417845 3417845 Silent SNP G C G RGS12 c.G480C p.L160L
XH_P55 4 6304118 6304118 Missense_Mutation SNP G A G WFS1 c.G2596A p.D866N
XH_P55 4 7435486 7435486 Missense_Mutation SNP G T G PSAPL1 c.C1121A p.A374E
XH_P55 4 7435721 7435721 Missense_Mutation SNP C T C PSAPL1 c.G886A p.V296M
XH_P55 4 7436073 7436073 Silent SNP C T C PSAPL1 c.G534A p.A178A
XH_P55 4 13584292 13584292 Silent SNP C T C BOD1L1 c.G8502A p.R2834R
XH_P55 4 20706339 20706339 Nonsense_Mutation SNP C T C PACRGL c.C109T p.Q37X
XH_P55 4 20706340 20706340 Frame_Shift_Ins INS - AAAAAAAAAAGT - PACRGL 11insAAAAAAAA p.Q37fs



XH_P55 4 24810094 24810094 Missense_Mutation SNP G A G CCDC149 c.C1507T p.R503W
XH_P55 4 26585881 26585881 Silent SNP C T C TBC1D19 c.C66T p.S22S
XH_P55 4 40337523 40337523 Silent SNP C T C CHRNA9 c.C39T p.I13I
XH_P55 4 41748011 41748028 In_Frame_Del DEL CCGCCGCTGC - GCCGCCGCTGCC PHOX2B c.741_758del p.247_253del
XH_P55 4 41984778 41984778 Silent SNP C T C DCAF4L1 c.C969T p.H323H
XH_P55 4 57219592 57219592 Silent SNP G A G AASDH c.C99T p.D33D
XH_P55 4 57333820 57333820 Missense_Mutation SNP G T G SRP72 c.G19T p.G7W
XH_P55 4 57798189 57798189 Silent SNP G A G REST c.G3165A p.A1055A
XH_P55 4 62936364 62936364 In_Frame_Ins INS - CATTATACCAGAA - ADGRL3 nsACACCATTATA383delinsPHHYTRRR
XH_P55 4 68380215 68380215 Missense_Mutation SNP G A G CENPC c.C1021T p.L341F
XH_P55 4 76489345 76489345 Missense_Mutation SNP C T C C4orf26 c.C89T p.P30L
XH_P55 4 77033590 77033590 Missense_Mutation SNP C T C ART3 c.C1022T p.S341L
XH_P55 4 79437155 79437155 Silent SNP C T C FRAS1 c.C10377T p.T3459T
XH_P55 4 88584160 88584160 Silent SNP G A G DMP1 c.G1182A p.E394E
XH_P55 4 110902111 110902111 Missense_Mutation SNP A T A EGF c.A2225T p.D742V
XH_P55 4 114275657 114275657 Silent SNP G T G ANK2 c.G5883T p.L1961L
XH_P55 4 119736796 119736796 Silent SNP A C A SEC24D c.T483G p.P161P
XH_P55 4 119951647 119951647 Missense_Mutation SNP A G A SYNPO2 c.A1717G p.T573A
XH_P55 4 122254119 122254119 Silent SNP G A G QRFPR c.C654T p.I218I
XH_P55 4 140468167 140468167 Nonsense_Mutation INS - CTGCCATCAAAGA - SETD7 sTCTTCTTTGATG6_T27delinsFFFDGRX
XH_P55 4 140640703 140640703 Missense_Mutation SNP G T G MAML3 c.C3179A p.P1060H
XH_P55 4 141294814 141294814 Missense_Mutation SNP G C G SCOC c.G124C p.V42L
XH_P55 4 146461191 146461191 In_Frame_Ins INS - AGTTACCCAAACT - SMAD1 TAGCAGTTACCC212delinsPIAVTQTLL
XH_P55 4 151000419 151000419 Silent SNP G A G DCLK2 c.G240A p.G80G
XH_P55 4 154216710 154216710 Silent SNP G A G TRIM2 c.G951A p.T317T
XH_P55 4 154513627 154513627 Missense_Mutation SNP A G A TMEM131L c.A1813G p.I605V
XH_P55 4 154513722 154513722 Silent SNP C T C TMEM131L c.C1908T p.H636H
XH_P55 4 155488821 155488821 Silent SNP C T C FGB c.C390T p.S130S
XH_P55 4 156838566 156838566 In_Frame_Ins INS - ACTGATTGTCAAA - TDO2 sGCCAACTGATTG306delinsGQLIVKLM
XH_P55 4 169382991 169382991 Silent SNP C T C DDX60L c.G465A p.T155T
XH_P55 4 184367559 184367561 In_Frame_Del DEL CTG - CTG CDKN2AIP c.722_724del p.241_242del
XH_P55 5 231111 231111 Silent SNP T C T SDHA c.T747C p.P249P
XH_P55 5 422955 422955 Missense_Mutation SNP C G C AHRR c.C565G p.P189A
XH_P55 5 453567 453567 Silent SNP G A G EXOC3 c.G447A p.E149E
XH_P55 5 475104 475104 Missense_Mutation SNP A G A SLC9A3 c.T2368C p.C790R
XH_P55 5 1208964 1208964 Silent SNP T C T SLC6A19 c.T306C p.G102G
XH_P55 5 1878212 1878212 Silent SNP G A G IRX4 c.C1431T p.G477G
XH_P55 5 6633779 6633779 Missense_Mutation SNP C G C SRD5A1 c.C116G p.A39G
XH_P55 5 6656210 6656210 Silent SNP G A G SRD5A1 c.G339A p.T113T
XH_P55 5 14420027 14420027 Silent SNP A C A TRIO c.A5100C p.T1700T
XH_P55 5 14487702 14487702 Missense_Mutation SNP G A G TRIO c.G6965A p.G2322D
XH_P55 5 36985241 36985241 In_Frame_Ins INS - GTGCATCATTAC - NIPBL _1960insGTGCATQ653delinsQVHHY
XH_P55 5 36985243 36985243 Missense_Mutation SNP A T A NIPBL c.A1961T p.N654I
XH_P55 5 38955796 38955796 Missense_Mutation SNP G A G RICTOR c.C2510T p.S837F
XH_P55 5 60839907 60839907 Silent SNP C A C ZSWIM6 c.C3411A p.P1137P
XH_P55 5 74962768 74962768 Missense_Mutation SNP C T C ANKDD1B c.C1343T p.S448L
XH_P55 5 78181477 78181477 Missense_Mutation SNP C T C ARSB c.G1072A p.V358M
XH_P55 5 79950724 79950724 In_Frame_Ins INS - CCGCAGCGC - MSH3 8_179insCCGCAGp.A60delinsAAAP
XH_P55 5 96498783 96498783 Silent SNP G A G RIOK2 c.C1641T p.A547A
XH_P55 5 102895168 102895168 Frame_Shift_Ins INS - TTCTT - NUDT12 153_154insAAGA p.C52fs
XH_P55 5 102895170 102895170 Splice_Site INS - CGTTAGGAACCA - NUDT12 . .
XH_P55 5 108714077 108714077 Frame_Shift_Ins INS - AC - PJA2 .1110_1111insG p.H371fs
XH_P55 5 121413208 121413208 Missense_Mutation SNP C T C LOX c.G473A p.R158Q
XH_P55 5 122425832 122425832 Silent SNP G T G PRDM6 c.G123T p.A41A
XH_P55 5 128956439 128956439 In_Frame_Ins INS - AAAATTTTAAAAT - ADAMTS19 TATAATAAAATTT36delinsEYNKILKFTL
XH_P55 5 131607588 131607588 Missense_Mutation SNP G T G PDLIM4 c.G775T p.G259C
XH_P55 5 135207187 135207187 Silent SNP G A G SLC25A48 c.G459A p.A153A
XH_P55 5 139060486 139060486 Silent SNP G A G CXXC5 c.G378A p.A126A
XH_P55 5 140182228 140182228 Silent SNP G A G PCDHA3 c.G1446A p.A482A
XH_P55 5 140222891 140222891 Missense_Mutation SNP C T C PCDHA8 c.C1985T p.T662M
XH_P55 5 140250252 140250252 Silent SNP T C T PCDHA11 c.T1564C p.L522L
XH_P55 5 140263026 140263026 Silent SNP G A G PCDHA13 c.G1173A p.P391P
XH_P55 5 140263290 140263290 Silent SNP T G T PCDHA13 c.T1437G p.A479A
XH_P55 5 140480578 140480578 Silent SNP A G A PCDHB3 c.A345G p.Q115Q
XH_P55 5 140481594 140481594 Missense_Mutation SNP T C T PCDHB3 c.T1361C p.I454T
XH_P55 5 140481913 140481913 Silent SNP C T C PCDHB3 c.C1680T p.F560F
XH_P55 5 140998388 140998388 Missense_Mutation SNP C T C DIAPH1 c.G94A p.D32N
XH_P55 5 141335498 141335498 Missense_Mutation SNP C T C PCDH12 c.G1919A p.S640N
XH_P55 5 145506053 145506053 In_Frame_Ins INS - ACTATGTCCAAG - LARS nsAAAGCCTTGGA933delinsKSLGHSLL
XH_P55 5 147040822 147040822 Missense_Mutation SNP C T C JAKMIP2 c.G190A p.V64I
XH_P55 5 148206917 148206917 Silent SNP C A C ADRB2 c.C523A p.R175R
XH_P55 5 149212406 149212406 Missense_Mutation SNP C T C PPARGC1B c.C653T p.P218L
XH_P55 5 149998128 149998128 Missense_Mutation SNP G A G SYNPO c.G199A p.D67N
XH_P55 5 151266317 151266317 Missense_Mutation SNP T C T GLRA1 c.A217G p.I73V
XH_P55 5 156727724 156727724 Missense_Mutation SNP G A G CYFIP2 c.G311A p.R104H
XH_P55 5 179193598 179193598 Silent SNP C T C MAML1 c.C1587T p.S529S
XH_P55 6 3015865 3015865 Silent SNP C T C NQO2 c.C405T p.S135S
XH_P55 6 3225759 3225759 Silent SNP C A C TUBB2B c.G564T p.S188S
XH_P55 6 5431340 5431340 Missense_Mutation SNP A G A FARS2 c.A839G p.N280S
XH_P55 6 18122506 18122506 Missense_Mutation SNP G A G NHLRC1 c.C332T p.P111L
XH_P55 6 26056072 26056072 Silent SNP G C G HIST1H1C c.C585G p.P195P
XH_P55 6 27839746 27839746 Silent SNP T C T HIST1H3I c.A348G p.K116K
XH_P55 6 34512064 34512064 Missense_Mutation SNP C T C SPDEF c.G169A p.A57T
XH_P55 6 36260858 36260858 Silent SNP C T C PNPLA1 c.C174T p.F58F
XH_P55 6 37626142 37626142 Silent SNP C T C MDGA1 c.G261A p.S87S
XH_P55 6 38939405 38939405 Silent SNP A G A DNAH8 c.A12489G p.V4163V
XH_P55 6 39282806 39282806 Missense_Mutation SNP G T G KCNK16 c.C761A p.P254H
XH_P55 6 39283083 39283083 Silent SNP G A G KCNK16 c.C786T p.N262N
XH_P55 6 40998141 40998141 Silent SNP G A G UNC5CL c.C1320T p.C440C
XH_P55 6 41773723 41773723 Silent SNP G A G USP49 c.C999T p.N333N
XH_P55 6 43020188 43020188 Silent SNP G A G CUL7 c.C495T p.D165D
XH_P55 6 43184132 43184132 Missense_Mutation SNP A C A CUL9 c.A6173C p.H2058P
XH_P55 6 44219163 44219163 Missense_Mutation SNP C T C HSP90AB1 c.C1132T p.R378C
XH_P55 6 44243559 44243559 Silent SNP A G A TMEM151B c.A996G p.L332L
XH_P55 6 44250165 44250165 Silent SNP A G A TCTE1 c.T978C p.G326G
XH_P55 6 44255459 44255459 Missense_Mutation SNP G A G TCTE1 c.C104T p.P35L
XH_P55 6 52101739 52101739 Missense_Mutation SNP T C T IL17F c.A482G p.H161R
XH_P55 6 70871832 70871832 Missense_Mutation SNP C T C COL19A1 c.C2333T p.P778L



XH_P55 6 70916888 70916888 Silent SNP A C A COL19A1 c.A3339C p.P1113P
XH_P55 6 75831154 75831154 Missense_Mutation SNP C A C COL12A1 c.G3458T p.C1153F
XH_P55 6 75831155 75831155 Frame_Shift_Ins INS - CTTCTCTTTT - COL12A1 _3457insAAAAG p.C1153fs
XH_P55 6 89793894 89793894 Silent SNP G C G PNRC1 c.G963C p.T321T
XH_P55 6 94066754 94066754 Frame_Shift_Ins INS - A - EPHA7 c.1004_1005insT p.P335fs
XH_P55 6 94066756 94066756 Frame_Shift_Ins INS - TCACATCGTTTCT - EPHA7 1003insAGAAACG p.P335fs
XH_P55 6 128388799 128388799 Silent SNP G T G PTPRK c.C1635A p.L545L
XH_P55 6 130761725 130761725 Missense_Mutation SNP G A G TMEM200A c.G158A p.G53D
XH_P55 6 157405844 157405844 Silent SNP T C T ARID1B c.T2047C p.L683L
XH_P55 6 158927651 158927651 Silent SNP A G A TULP4 c.A4557G p.L1519L
XH_P55 6 170176647 170176647 Silent SNP C T C ERMARD c.C1239T p.I413I
XH_P55 6 170176648 170176648 Missense_Mutation SNP A G A ERMARD c.A1240G p.S414G
XH_P55 7 1097449 1097449 Missense_Mutation SNP G A G GPR146 c.G298A p.E100K
XH_P55 7 2577781 2577781 Silent SNP T C T BRAT1 c.A1863G p.E621E
XH_P55 7 2582907 2582907 Missense_Mutation SNP C T C BRAT1 c.G329A p.R110Q
XH_P55 7 2951824 2951824 Silent SNP A G A CARD11 c.T3126C p.I1042I
XH_P55 7 2959172 2959172 Silent SNP G A G CARD11 c.C2344T p.L782L
XH_P55 7 2962293 2962293 Silent SNP C G C CARD11 c.G2244C p.T748T
XH_P55 7 5428786 5428786 Silent SNP C T C TNRC18 c.G669A p.K223K
XH_P55 7 6026988 6026988 Missense_Mutation SNP G A G PMS2 c.C1090T p.P364S
XH_P55 7 6456302 6456302 Silent SNP C T C DAGLB c.G996A p.P332P
XH_P55 7 6693438 6693438 Silent SNP C T C ZNF316 c.C2211T p.H737H
XH_P55 7 7917040 7917040 Silent SNP G A G UMAD1 c.G285A p.P95P
XH_P55 7 11675855 11675855 Silent SNP C T C THSD7A c.G924A p.R308R
XH_P55 7 11676065 11676065 Missense_Mutation SNP G C G THSD7A c.C714G p.F238L
XH_P55 7 20824614 20824614 Silent SNP C T C SP8 c.G822A p.S274S
XH_P55 7 20825146 20825172 In_Frame_Del DEL GGCTGCTGCC - CGGCTGCTGCCGC SP8 c.264_290del p.88_97del
XH_P55 7 21956405 21956405 Silent SNP G A G CDCA7L c.C132T p.C44C
XH_P55 7 30491311 30491311 Silent SNP C T C NOD1 c.G1722A p.A574A
XH_P55 7 30492237 30492237 Missense_Mutation SNP C T C NOD1 c.G796A p.E266K
XH_P55 7 30492550 30492550 Silent SNP G A G NOD1 c.C483T p.D161D
XH_P55 7 38305083 38305083 Silent SNP G A G TARP c.C12T p.N4N
XH_P55 7 44147485 44147485 Missense_Mutation SNP C A C AEBP1 c.C817A p.P273T
XH_P55 7 44259706 44259706 Silent SNP G A G CAMK2B c.C1305T p.N435N
XH_P55 7 44259871 44259871 Silent SNP C T C CAMK2B c.G1140A p.P380P
XH_P55 7 44797065 44797109 In_Frame_Del DEL CACTGCCACC - CCACTGCCACCG ZMIZ2 c.457_501del p.153_167del
XH_P55 7 48081095 48081095 Missense_Mutation SNP G T G C7orf57 c.G220T p.A74S
XH_P55 7 48318758 48318758 Missense_Mutation SNP C T C ABCA13 c.C7967T p.A2656V
XH_P55 7 51096974 51096974 Missense_Mutation SNP C T C COBL c.G1819A p.V607I
XH_P55 7 53103673 53103673 Silent SNP C A C POM121L12 c.C309A p.P103P
XH_P55 7 53104078 53104078 Silent SNP G A G POM121L12 c.G714A p.P238P
XH_P55 7 54617718 54617718 Silent SNP G A G VSTM2A c.G489A p.S163S
XH_P55 7 63680014 63680014 Frame_Shift_Ins INS - AT - ZNF735 c.585_586insAT p.C195fs
XH_P55 7 63981563 63981563 Silent SNP A G A ZNF680 c.T1569C p.C523C
XH_P55 7 66098384 66098384 Silent SNP G A G KCTD7 c.G267A p.T89T
XH_P55 7 75959188 75959188 Silent SNP G A G YWHAG c.C450T p.S150S
XH_P55 7 76019476 76019476 Missense_Mutation SNP C T C SSC4D c.G1628A p.R543H
XH_P55 7 77885320 77885320 Nonsense_Mutation INS - TTGCTGAGCCAGT - MAGI2 ACAAACACTGGCT_D664delinsRQTLAQQX
XH_P55 7 82582381 82582381 Missense_Mutation SNP C G C PCLO c.G7888C p.E2630Q
XH_P55 7 99054204 99054204 Missense_Mutation SNP C T C CPSF4 c.C722T p.A241V
XH_P55 7 99758136 99758136 Silent SNP T G T GAL3ST4 c.A876C p.A292A
XH_P55 7 100180060 100180060 Silent SNP G A G LRCH4 c.C243T p.P81P
XH_P55 7 100304745 100304745 Missense_Mutation SNP G A G POP7 c.G292A p.V98M
XH_P55 7 100638887 100638887 Silent SNP A C A MUC12 c.A5043C p.T1681T
XH_P55 7 100676697 100676697 Missense_Mutation SNP C G C MUC17 c.C2000G p.T667S
XH_P55 7 100677455 100677455 Missense_Mutation SNP G A G MUC17 c.G2758A p.G920R
XH_P55 7 100677457 100677457 Silent SNP G T G MUC17 c.G2760T p.G920G
XH_P55 7 100678625 100678625 Missense_Mutation SNP G A G MUC17 c.G3928A p.V1310I
XH_P55 7 100678626 100678626 Missense_Mutation SNP T C T MUC17 c.T3929C p.V1310A
XH_P55 7 100679316 100679316 Missense_Mutation SNP T A T MUC17 c.T4619A p.V1540D
XH_P55 7 100683474 100683474 Missense_Mutation SNP T G T MUC17 c.T8777G p.V2926G
XH_P55 7 100684253 100684253 Missense_Mutation SNP G A G MUC17 c.G9556A p.A3186T
XH_P55 7 107408245 107408245 Frame_Shift_Ins INS - TCCATTC - SLC26A3 70_2171insGAAT p.K724fs
XH_P55 7 124404432 124404432 Missense_Mutation SNP G A G GPR37 c.C599T p.T200M
XH_P55 7 127669857 127669857 Silent SNP A T A LRRC4 c.T837A p.S279S
XH_P55 7 128117227 128117227 Missense_Mutation SNP G A G METTL2B c.G202A p.V68I
XH_P55 7 128470838 128470838 Silent SNP C T C FLNC c.C147T p.H49H
XH_P55 7 128491603 128491603 Silent SNP T C T FLNC c.T5664C p.T1888T
XH_P55 7 128495338 128495338 Silent SNP C T C FLNC c.C7122T p.D2374D
XH_P55 7 131194328 131194328 Silent SNP C T C PODXL c.G723A p.S241S
XH_P55 7 131195959 131195959 Missense_Mutation SNP C T C PODXL c.G334A p.G112S
XH_P55 7 139026152 139026152 Missense_Mutation SNP T G T C7orf55-LUC7L2 c.T22G p.S8A
XH_P55 7 141385428 141385428 Missense_Mutation SNP C T C KIAA1147 c.G377A p.R126Q
XH_P55 7 141536209 141536209 Missense_Mutation SNP C T C PRSS37 c.G694A p.A232T
XH_P55 7 143042837 143042837 Silent SNP C T C CLCN1 c.C2154T p.D718D
XH_P55 7 143771557 143771557 Missense_Mutation SNP T C T OR2A25 c.T245C p.V82A
XH_P55 7 144380019 144380019 Missense_Mutation SNP G A G TPK1 c.C32T p.P11L
XH_P55 7 149516486 149516486 Silent SNP A G A SSPO c.A11889G p.G3963G
XH_P55 7 149558409 149558409 Silent SNP G C G ZNF862 c.G2160C p.L720L
XH_P55 7 149559273 149559273 Silent SNP C T C ZNF862 c.C3024T p.L1008L
XH_P55 7 149559465 149559465 Silent SNP C T C ZNF862 c.C3216T p.G1072G
XH_P55 7 150034378 150034378 Missense_Mutation SNP A G A LRRC61 c.A428G p.N143S
XH_P55 7 150325175 150325175 Missense_Mutation SNP C T C GIMAP6 c.G721A p.G241S
XH_P55 7 150733025 150733025 Silent SNP T A T ABCB8 c.T720A p.R240R
XH_P55 7 150768786 150768786 Silent SNP G A G SLC4A2 c.G2175A p.T725T
XH_P55 7 151680085 151680085 Frame_Shift_Ins INS - AAATTTATTTAAC - GALNTL5 nsCAAAAATTTAT p.H128fs
XH_P55 7 154667643 154667643 Silent SNP G A G DPP6 c.G1590A p.V530V
XH_P55 7 156469123 156469123 Missense_Mutation SNP G A G RNF32 c.G863A p.R288Q
XH_P55 7 158528233 158528233 Silent SNP A G A ESYT2 c.T2547C p.S849S
XH_P55 8 6302183 6302183 Missense_Mutation SNP G C G MCPH1 c.G796C p.D266H
XH_P55 8 6479178 6479178 Silent SNP C A C MCPH1 c.C2418A p.A806A
XH_P55 8 7829924 7829924 Silent SNP G A G USP17L8 c.C852T p.C284C
XH_P55 8 11689119 11689119 Silent SNP G C G FDFT1 c.G471C p.L157L
XH_P55 8 11710888 11710888 Missense_Mutation SNP G C G CTSB c.C76G p.L26V
XH_P55 8 17612639 17612639 Silent SNP T C T MTUS1 c.A678G p.E226E
XH_P55 8 17815138 17815138 Frame_Shift_Ins INS - CACGTTTA - PCM1 94_1895insCACG p.G632fs
XH_P55 8 22471824 22471824 Silent SNP G A G CCAR2 c.G924A p.S308S
XH_P55 8 28980108 28980108 Missense_Mutation SNP C T C KIF13B c.G3535A p.A1179T



XH_P55 8 37702472 37702472 Silent SNP G A G BRF2 c.C796T p.L266L
XH_P55 8 41166638 41166640 In_Frame_Del DEL GCT - GCT SFRP1 c.39_41del p.13_14del
XH_P55 8 52321686 52321686 Missense_Mutation SNP C T C PXDNL c.G2498A p.S833N
XH_P55 8 52321843 52321843 Missense_Mutation SNP G C G PXDNL c.C2341G p.R781G
XH_P55 8 55541042 55541042 Missense_Mutation SNP A G A RP1 c.A4600G p.T1534A
XH_P55 8 65493429 65493429 Missense_Mutation SNP T G T BHLHE22 c.T82G p.S28A
XH_P55 8 69434105 69434105 Missense_Mutation SNP T G T C8orf34 c.T708G p.N236K
XH_P55 8 87241847 87241847 Silent SNP G A G SLC7A13 c.C660T p.G220G
XH_P55 8 98991221 98991221 Missense_Mutation SNP A G A MATN2 c.A1066G p.K356E
XH_P55 8 104427452 104427452 Frame_Shift_Ins INS - ACGCGGAAGCGA - DCAF13 5insGGACGCGGA p.H78fs
XH_P55 8 117783902 117783902 Frame_Shift_Ins INS - CAAATTCT - UTP23 71_572insCAAAT p.S191fs
XH_P55 8 117783903 117783903 Frame_Shift_Ins INS - ATCC - UTP23 .572_573insATC p.S191fs
XH_P55 8 133092138 133092138 Missense_Mutation SNP G A G HHLA1 c.C752T p.P251L
XH_P55 8 134144113 134144113 Silent SNP C T C TG c.C7920T p.Y2640Y
XH_P55 8 135602581 135602581 Silent SNP A G A ZFAT c.T2307C p.S769S
XH_P55 8 139648997 139648997 In_Frame_Ins INS - TTTCCTTTCCTTTC - COL22A1 GAAAGGAAAGGA81delinsQGKERKGKER
XH_P55 8 139648999 139648999 Missense_Mutation SNP G T G COL22A1 c.C3541A p.Q1181K
XH_P55 8 142367559 142367559 Silent SNP G A G GPR20 c.C465T p.P155P
XH_P55 8 143957129 143957129 Silent SNP G T G CYP11B1 c.C1120A p.R374R
XH_P55 8 144620855 144620855 Missense_Mutation SNP C A C ZC3H3 c.G682T p.A228S
XH_P55 8 144660046 144660046 Silent SNP G A G NAPRT c.C294T p.A98A
XH_P55 8 145001643 145001643 Nonsense_Mutation SNP C A C PLEC c.G3649T p.E1217X
XH_P55 8 145138331 145138331 Silent SNP A G A GPAA1 c.A294G p.S98S
XH_P55 8 145947776 145947776 Silent SNP G A G ZNF251 c.C1269T p.H423H
XH_P55 9 5081780 5081780 Silent SNP G A G JAK2 c.G2043A p.L681L
XH_P55 9 14784389 14784389 Missense_Mutation SNP G A G FREM1 c.C4421T p.T1474I
XH_P55 9 14859356 14859356 Silent SNP T C T FREM1 c.A456G p.Q152Q
XH_P55 9 19786520 19786520 Silent SNP G A G SLC24A2 c.C345T p.H115H
XH_P55 9 21141456 21141456 Missense_Mutation SNP C G C IFNW1 c.G114C p.L38F
XH_P55 9 21350620 21350620 Silent SNP G A G IFNA6 c.C267T p.N89N
XH_P55 9 26905574 26905574 In_Frame_Ins INS - ATTAAAAATATCC - PLAA nsGGACGGATAT752delinsGRIFLIDY
XH_P55 9 27548410 27548410 In_Frame_Ins INS - AATGTGTAACTTA - C9orf72 270insTTAAGTTAK424delinsLSYTFK
XH_P55 9 32631762 32631762 Frame_Shift_Ins INS - ATCA - TAF1L 3815_3816insTG p.K1272fs
XH_P55 9 32631764 32631764 In_Frame_Ins INS - ATGACTGTCTTTT - TAF1L nsTTGGAAAAGA1272delinsLEKTVIHK
XH_P55 9 32634588 32634588 Silent SNP G T G TAF1L c.C990A p.I330I
XH_P55 9 35606884 35606884 Missense_Mutation SNP G A G TESK1 c.G44A p.C15Y
XH_P55 9 36169598 36169598 Silent SNP T C T CCIN c.T99C p.S33S
XH_P55 9 38396065 38396065 Missense_Mutation SNP G T G ALDH1B1 c.G320T p.R107L
XH_P55 9 86617265 86617265 Missense_Mutation SNP A G A RMI1 c.A1364G p.N455S
XH_P55 9 88694179 88694179 Silent SNP G T G GOLM1 c.C57A p.A19A
XH_P55 9 88937852 88937854 In_Frame_Del DEL TTT - TTT ZCCHC6 c.2442_2444del p.814_815del
XH_P55 9 90503628 90503628 Missense_Mutation SNP C G C SPATA31E1 c.C4226G p.P1409R
XH_P55 9 90536780 90536780 Missense_Mutation SNP A G A SPATA31C1 c.A1958G p.E653G
XH_P55 9 96209943 96209943 Missense_Mutation SNP T C T FAM120AOS c.A175G p.K59E
XH_P55 9 107568688 107568688 Frame_Shift_Del DEL T - T ABCA1 c.4298delA p.E1433fs
XH_P55 9 111617650 111617650 Silent SNP G A G ACTL7B c.C561T p.Y187Y
XH_P55 9 113168932 113168932 Missense_Mutation SNP C T C SVEP1 c.G8948A p.G2983E
XH_P55 9 114090279 114090279 Silent SNP A G A OR2K2 c.T435C p.A145A
XH_P55 9 114359624 114359624 Missense_Mutation SNP C A C PTGR1 c.G79T p.A27S
XH_P55 9 114694486 114694486 Silent SNP A G A UGCG c.A861G p.T287T
XH_P55 9 116132334 116132334 Missense_Mutation SNP C T C BSPRY c.C1136T p.T379I
XH_P55 9 116136198 116136198 Missense_Mutation SNP C T C HDHD3 c.G437A p.G146E
XH_P55 9 116153891 116153891 Missense_Mutation SNP C G C ALAD c.G153C p.K51N
XH_P55 9 116356373 116356373 Silent SNP G C G RGS3 c.G174C p.L58L
XH_P55 9 117051020 117051020 Silent SNP A G A COL27A1 c.A4083G p.G1361G
XH_P55 9 117124731 117124731 Missense_Mutation SNP G A G AKNA c.C1514T p.P505L
XH_P55 9 117169033 117169033 Missense_Mutation SNP A G A WHRN c.T785C p.M262T
XH_P55 9 123632045 123632045 Silent SNP A G A PHF19 c.T543C p.S181S
XH_P55 9 127764304 127764304 Frame_Shift_Ins INS - AATACATTTAGAT - SCAI ATGTATATCTAAA p.V362fs
XH_P55 9 135073877 135073877 Silent SNP C T C NTNG2 c.C738T p.F246F
XH_P55 9 135102254 135102254 Silent SNP C T C NTNG2 c.C876T p.H292H
XH_P55 9 136268084 136268084 Missense_Mutation SNP A G A STKLD1 c.A1417G p.K473E
XH_P55 9 136907005 136907005 Silent SNP G A G BRD3 c.C1284T p.P428P
XH_P55 9 137005023 137005023 Silent SNP C T C WDR5 c.C24T p.P8P
XH_P55 9 137642653 137642653 Silent SNP C T C COL5A1 c.C1587T p.G529G
XH_P55 9 137804360 137804360 Silent SNP A G A FCN1 c.T570C p.N190N
XH_P55 9 138379059 138379059 Silent SNP G T G PPP1R26 c.G2703T p.L901L
XH_P55 9 138440525 138440525 Missense_Mutation SNP C G C OBP2A c.C425G p.P142R
XH_P55 9 138440527 138440527 Missense_Mutation SNP T C T OBP2A c.T293C p.L98S
XH_P55 9 140174118 140174118 Missense_Mutation SNP T G T TOR4A c.T977G p.F326C
XH_P55 10 93505 93505 Missense_Mutation SNP C T C TUBB8 c.G827A p.R276Q
XH_P55 10 373048 373048 Silent SNP T C T DIP2C c.A3822G p.A1274A
XH_P55 10 3172121 3172121 Silent SNP C T C PFKP c.C993T p.A331A
XH_P55 10 12162869 12162869 Silent SNP C T C DHTKD1 c.C2742T p.L914L
XH_P55 10 13481427 13481427 Silent SNP T A T BEND7 c.A1152T p.S384S
XH_P55 10 15138615 15138615 Missense_Mutation SNP C T C C10orf111 c.G209A p.R70K
XH_P55 10 15658534 15658534 Missense_Mutation SNP G T G ITGA8 c.C1379A p.T460K
XH_P55 10 15658535 15658535 Nonsense_Mutation INS - GCATTTTTACTC - ITGA8 1378insGAGTAAp.T460delinsEX
XH_P55 10 16562570 16562570 Silent SNP G A G C1QL3 c.C495T p.C165C
XH_P55 10 17152994 17152994 Silent SNP G A G CUBN c.C939T p.N313N
XH_P55 10 21415006 21415006 Missense_Mutation SNP T C T C10orf113 c.A214G p.R72G
XH_P55 10 27688109 27688109 Missense_Mutation SNP T C T PTCHD3 c.A1418G p.D473G
XH_P55 10 35772402 35772402 Silent SNP G A G CCNY c.G225A p.T75T
XH_P55 10 47701178 47701178 Missense_Mutation SNP C A C ANTXRL c.C1754A p.P585H
XH_P55 10 49933974 49933974 Missense_Mutation SNP T C T WDFY4 c.T640C p.S214P
XH_P55 10 50030533 50030533 Missense_Mutation SNP C T C WDFY4 c.C5933T p.S1978L
XH_P55 10 51769943 51769943 Silent SNP G T G AGAP6 c.G2058T p.V686V
XH_P55 10 61829225 61829225 Nonsense_Mutation INS - GTCAAACAC - ANK3 3_11414insGTGT.N3805delinsSVX
XH_P55 10 64967951 64967956 In_Frame_Del DEL CTAAAC - CTAAAC JMJD1C c.2816_2821del p.939_941del
XH_P55 10 64974537 64974537 Missense_Mutation SNP A T A JMJD1C c.T733A p.S245T
XH_P55 10 70405962 70405962 Missense_Mutation SNP G A G TET1 c.G3476A p.R1159Q
XH_P55 10 70992664 70992664 Missense_Mutation SNP C T C HKDC1 c.C371T p.T124I
XH_P55 10 71332204 71332204 Missense_Mutation SNP A G A NEUROG3 c.T596C p.F199S
XH_P55 10 73044580 73044580 Silent SNP G A G UNC5B c.G408A p.A136A
XH_P55 10 73498344 73498344 Silent SNP T A T CDH23 c.T4299A p.P1433P
XH_P55 10 73569761 73569761 Silent SNP C T C CDH23 c.C2187T p.R729R
XH_P55 10 75406912 75406912 Missense_Mutation SNP G T G SYNPO2L c.C1826A p.S609Y
XH_P55 10 104174895 104174895 Silent SNP G A G PSD c.C849T p.Y283Y



XH_P55 10 104572963 104572963 Missense_Mutation SNP T C T WBP1L c.T967C p.S323P
XH_P55 10 105361871 105361871 Missense_Mutation SNP C T C SH3PXD2A c.G3020A p.R1007Q
XH_P55 10 113924340 113924340 Missense_Mutation SNP G A G GPAM c.C1250T p.P417L
XH_P55 10 116307504 116307504 Silent SNP A G A ABLIM1 c.T525C p.N175N
XH_P55 10 118368606 118368606 Missense_Mutation SNP T C T PNLIPRP1 c.T1382C p.L461P
XH_P55 10 121436068 121436068 Silent SNP T G T BAG3 c.T1002G p.P334P
XH_P55 10 121436286 121436286 Missense_Mutation SNP C T C BAG3 c.C1220T p.P407L
XH_P55 10 121587194 121587194 Frame_Shift_Ins INS - GCATGCTTGAACT - INPP5F 72insCAGCATGCT p.Q491fs
XH_P55 10 123662064 123662064 Nonsense_Mutation INS - TTGAAGTTCTAAT - ATE1 ACTAATTAGAAC123_L124delinsSTNX
XH_P55 10 123846490 123846490 Missense_Mutation SNP C T C TACC2 c.C4475T p.P1492L
XH_P55 10 125804385 125804385 Silent SNP A G A CHST15 c.T597C p.C199C
XH_P55 10 128150096 128150096 Missense_Mutation SNP G T G C10orf90 c.C1593A p.D531E
XH_P55 10 129900858 129900858 Silent SNP C T C MKI67 c.G8166A p.S2722S
XH_P55 10 129906980 129906980 Missense_Mutation SNP C T C MKI67 c.G2044A p.G682S
XH_P55 10 133955427 133955427 Missense_Mutation SNP A G A JAKMIP3 c.A1261G p.M421V
XH_P55 10 134626293 134626293 Missense_Mutation SNP C A C CFAP46 c.G7497T p.L2499F
XH_P55 10 135012162 135012162 Missense_Mutation SNP T C T KNDC1 c.T2150C p.L717P
XH_P55 11 431757 431757 Missense_Mutation SNP C T C ANO9 c.G44A p.R15H
XH_P55 11 1247458 1247458 Missense_Mutation SNP C T C MUC5B c.C151T p.R51W
XH_P55 11 1252708 1252708 Silent SNP G C G MUC5B c.G1596C p.L532L
XH_P55 11 1267325 1267325 Missense_Mutation SNP T C T MUC5B c.T9215C p.F3072S
XH_P55 11 1267562 1267562 Missense_Mutation SNP C T C MUC5B c.C9452T p.T3151M
XH_P55 11 1271321 1271321 Missense_Mutation SNP C G C MUC5B c.C13211G p.A4404G
XH_P55 11 1272858 1272858 Silent SNP C T C MUC5B c.C14748T p.F4916F
XH_P55 11 3249552 3249552 Missense_Mutation SNP C T C MRGPRE c.G478A p.G160S
XH_P55 11 4471083 4471083 Nonsense_Mutation SNP C T C OR52K2 c.C514T p.R172X
XH_P55 11 4566870 4566870 Silent SNP T C T OR52M1 c.T450C p.S150S
XH_P55 11 4791111 4791111 Missense_Mutation SNP T C T OR51F1 c.A37G p.T13A
XH_P55 11 5080844 5080844 Missense_Mutation SNP T C T OR52E2 c.A14G p.N5S
XH_P55 11 5411239 5411239 Missense_Mutation SNP T C T OR51M1 c.T611C p.I204T
XH_P55 11 5701281 5701281 Missense_Mutation SNP G A G TRIM5 c.C127T p.H43Y
XH_P55 11 6622401 6622401 Missense_Mutation SNP T C T RRP8 c.A895G p.I299V
XH_P55 11 6806827 6806827 Missense_Mutation SNP G T G OR2AG1 c.G559T p.V187L
XH_P55 11 7110548 7110548 Missense_Mutation SNP C T C RBMXL2 c.C197T p.A66V
XH_P55 11 7982432 7982432 Missense_Mutation SNP G A G NLRP10 c.C727T p.R243W
XH_P55 11 8132665 8132665 Nonsense_Mutation INS - CCAACCCAAATGA - RIC3 TCAGATCATTTGGp.Y48_P49delinsX
XH_P55 11 16340056 16340056 Silent SNP A C A SOX6 c.T381G p.L127L
XH_P55 11 18955861 18955861 Silent SNP C T C MRGPRX1 c.G471A p.E157E
XH_P55 11 19251289 19251289 Silent SNP C G C E2F8 c.G1605C p.T535T
XH_P55 11 20622975 20622975 Missense_Mutation SNP G A G SLC6A5 c.G304A p.G102S
XH_P55 11 28057957 28057957 Missense_Mutation SNP T C T KIF18A c.A2203G p.I735V
XH_P55 11 30033764 30033764 Silent SNP C T C KCNA4 c.G462A p.T154T
XH_P55 11 34482908 34482908 Silent SNP C T C CAT c.C1167T p.D389D
XH_P55 11 44129290 44129290 Silent SNP C A C EXT2 c.C127A p.R43R
XH_P55 11 46724717 46724728 In_Frame_Del DEL GTGGTGACAG - AGTGGTGACAGA ZNF408 c.552_563del p.184_188del
XH_P55 11 46897446 46897446 Missense_Mutation SNP G A G LRP4 c.C3608T p.A1203V
XH_P55 11 51515460 51515460 Missense_Mutation SNP C T C OR4C46 c.C179T p.S60F
XH_P55 11 51515640 51515640 Missense_Mutation SNP A G A OR4C46 c.A359G p.H120R
XH_P55 11 51515912 51515912 Missense_Mutation SNP C T C OR4C46 c.C631T p.L211F
XH_P55 11 55339798 55339798 Silent SNP C T C OR4C16 c.C195T p.S65S
XH_P55 11 56058197 56058197 Silent SNP G A G OR8H1 c.C342T p.L114L
XH_P55 11 56184888 56184888 Missense_Mutation SNP G A G OR5R1 c.C821T p.A274V
XH_P55 11 56185345 56185345 Missense_Mutation SNP A G A OR5R1 c.T364C p.C122R
XH_P55 11 56344993 56344993 Missense_Mutation SNP C A C OR5M10 c.G205T p.V69L
XH_P55 11 57947264 57947264 Silent SNP C G C OR9Q1 c.C348G p.A116A
XH_P55 11 57958775 57958775 Silent SNP C T C OR9Q2 c.C813T p.D271D
XH_P55 11 59982088 59982088 Splice_Site INS - TGATTAATCCTTT - MS4A4E . .
XH_P55 11 60704213 60704213 Missense_Mutation SNP C T C TMEM132A c.C2909T p.A970V
XH_P55 11 61551040 61551040 Silent SNP C T C MYRF c.C2967T p.T989T
XH_P55 11 61584084 61584084 Silent SNP G A G FADS1 c.G30A p.R10R
XH_P55 11 61722645 61722645 Silent SNP C A C BEST1 c.C39A p.I13I
XH_P55 11 61730234 61730234 Silent SNP T C T BEST1 c.T1347C p.T449T
XH_P55 11 62156608 62156608 Silent SNP C T C ASRGL1 c.C495T p.N165N
XH_P55 11 62289670 62289670 Silent SNP A G A AHNAK c.T12219C p.F4073F
XH_P55 11 62290480 62290480 Silent SNP C T C AHNAK c.G11409A p.K3803K
XH_P55 11 62293905 62293905 Silent SNP G A G AHNAK c.C7984T p.L2662L
XH_P55 11 62293906 62293906 Missense_Mutation SNP C G C AHNAK c.G7983C p.K2661N
XH_P55 11 62296030 62296030 Silent SNP A G A AHNAK c.T5859C p.G1953G
XH_P55 11 62296271 62296271 Missense_Mutation SNP G A G AHNAK c.C5618T p.A1873V
XH_P55 11 62298252 62298252 Missense_Mutation SNP C T C AHNAK c.G3637A p.V1213M
XH_P55 11 63667385 63667385 Missense_Mutation SNP A T A MARK2 c.A571T p.I191F
XH_P55 11 63994230 63994230 Missense_Mutation SNP G T G NUDT22 c.G106T p.G36C
XH_P55 11 64622869 64622869 Silent SNP G C G EHD1 c.C1005G p.L335L
XH_P55 11 65649984 65649984 Silent SNP T C T CTSW c.T525C p.D175D
XH_P55 11 66031660 66031660 Silent SNP C T C KLC2 c.C855T p.D285D
XH_P55 11 66456274 66456274 Silent SNP G T G SPTBN2 c.C6081A p.A2027A
XH_P55 11 66458980 66458980 Silent SNP G A G SPTBN2 c.C5340T p.N1780N
XH_P55 11 71821634 71821634 Nonsense_Mutation SNP C A C ANAPC15 c.G136T p.E46X
XH_P55 11 76895771 76895792 Frame_Shift_Del DEL GGGGACACCA - CGGGGACACCAG MYO7A c.3514_3535del p.G1172fs
XH_P55 11 76910766 76910766 Silent SNP C T C MYO7A c.C4755T p.S1585S
XH_P55 11 76912636 76912636 Missense_Mutation SNP A T A MYO7A c.A4996T p.S1666C
XH_P55 11 82443672 82443672 Missense_Mutation SNP C G C FAM181B c.G1100C p.R367P
XH_P55 11 89537461 89537461 Silent SNP G T G TRIM49 c.C177A p.T59T
XH_P55 11 102593248 102593248 Missense_Mutation SNP T C T MMP8 c.A259G p.K87E
XH_P55 11 103229027 103229027 Silent SNP T C T DYNC2H1 c.T12096C p.D4032D
XH_P55 11 104763208 104763211 Frame_Shift_Del DEL TCTT - TCTT CASP12 c.279_282del p.E93fs
XH_P55 11 104905100 104905100 Missense_Mutation SNP T G T CASP1 c.A109C p.K37Q
XH_P55 11 105880453 105880453 Nonsense_Mutation SNP C A C MSANTD4 c.G847T p.G283X
XH_P55 11 105880454 105880454 Nonsense_Mutation INS - ATCAGGTGATA - MSANTD4 _846insTATCACC282_G283delinsHITX
XH_P55 11 110035528 110035528 Missense_Mutation SNP T A T ZC3H12C c.T1718A p.M573K
XH_P55 11 110035530 110035530 In_Frame_Ins INS - AGCAATGGCCTT - ZC3H12C TCTTTAAGCAATdelinsHYIFKQWPSIWSS
XH_P55 11 114441917 114441917 Missense_Mutation SNP G T G NXPE4 c.C1378A p.H460N
XH_P55 11 116692334 116692334 Missense_Mutation SNP C T C APOA4 c.G440A p.S147N
XH_P55 11 116701535 116701535 Silent SNP T C T APOC3 c.T102C p.G34G
XH_P55 11 116729013 116729013 Silent SNP T C T SIK3 c.A2844G p.Q948Q
XH_P55 11 117391966 117391966 Silent SNP G A G DSCAML1 c.C1272T p.R424R
XH_P55 11 119510644 119510644 Missense_Mutation SNP A C A NECTIN1 c.T1082G p.V361G
XH_P55 11 120998942 120998942 Silent SNP C T C TECTA c.C2256T p.I752I



XH_P55 11 121475922 121475922 Silent SNP T A T SORL1 c.T4752A p.A1584A
XH_P55 11 124766128 124766128 Silent SNP A G A ROBO4 c.T210C p.H70H
XH_P55 11 129801124 129801124 Silent SNP T C T PRDM10 c.A1059G p.Q353Q
XH_P55 12 475202 475202 Silent SNP G C G KDM5A c.C435G p.R145R
XH_P55 12 2968169 2968169 Missense_Mutation SNP A G A FOXM1 c.T1882C p.S628P
XH_P55 12 6639088 6639088 Silent SNP A G A NCAPD2 c.A3801G p.V1267V
XH_P55 12 6639981 6639981 Missense_Mutation SNP C G C NCAPD2 c.C3962G p.T1321S
XH_P55 12 6646320 6646320 Silent SNP T C T GAPDH c.T255C p.D85D
XH_P55 12 6729409 6729409 Missense_Mutation SNP C T C LPAR5 c.G1006A p.A336T
XH_P55 12 6933787 6933787 Silent SNP A G A GPR162 c.A723G p.V241V
XH_P55 12 7528452 7528452 Missense_Mutation SNP G T G CD163L1 c.C2560A p.L854I
XH_P55 12 10762506 10762506 In_Frame_Ins INS - TTAATTTTA - MAGOHB 9_50insTAAAATTp.K17delinsIKLK
XH_P55 12 10762508 10762508 Frame_Shift_Ins INS - TCTT - MAGOHB c.47_48insAAGA p.L16fs
XH_P55 12 10999780 10999780 Missense_Mutation SNP C T C PRR4 c.G287A p.R96Q
XH_P55 12 11061122 11061122 Missense_Mutation SNP T C T TAS2R13 c.A776G p.N259S
XH_P55 12 11506281 11506281 Silent SNP T C T PRB1 c.A357G p.Q119Q
XH_P55 12 13061294 13061294 Silent SNP C T C GPRC5A c.C111T p.A37A
XH_P55 12 22671011 22671011 In_Frame_Ins INS - AAATTTGTTTCTA - C2CD5 AGAAATAGAAAC87delinsLIRNRNKFLKK
XH_P55 12 26809316 26809316 Silent SNP G A G ITPR2 c.C2358T p.H786H
XH_P55 12 31244748 31244748 Silent SNP G A G DDX11 c.G1185A p.A395A
XH_P55 12 31249861 31249861 Missense_Mutation SNP C G C DDX11 c.C1699G p.Q567E
XH_P55 12 31253995 31253995 Silent SNP C T C DDX11 c.C1983T p.L661L
XH_P55 12 31256905 31256905 Missense_Mutation SNP T C T DDX11 c.T2851C p.C951R
XH_P55 12 42554505 42554505 Silent SNP A G A YAF2 c.T303C p.A101A
XH_P55 12 48578442 48578442 Silent SNP C T C CCDC184 c.C537T p.D179D
XH_P55 12 49390677 49390677 Missense_Mutation SNP T C T DDN c.A1982G p.E661G
XH_P55 12 49724314 49724412 In_Frame_Del DEL TACCTGAGCC - GTACCTGAGCCCT TROAP c.1686_1784del p.562_595del
XH_P55 12 50348078 50348078 Silent SNP T C T AQP2 c.T501C p.S167S
XH_P55 12 50369305 50369305 Missense_Mutation SNP G A G AQP6 c.G700A p.V234I
XH_P55 12 53070145 53070145 Silent SNP G A G KRT1 c.C1389T p.R463R
XH_P55 12 53086645 53086645 Missense_Mutation SNP G A G KRT77 c.C1100T p.T367M
XH_P55 12 54405116 54405116 Frame_Shift_Ins INS - CCCCAGTC - HOXC8 80_681insCCCCA p.N227fs
XH_P55 12 54974803 54974803 Silent SNP C T C PPP1R1A c.G435A p.E145E
XH_P55 12 57039080 57039080 Missense_Mutation SNP C T C ATP5B c.G185A p.R62H
XH_P55 12 57595332 57595332 Silent SNP C T C LRP1 c.C10398T p.C3466C
XH_P55 12 57691140 57691140 Nonsense_Mutation INS - TAAAAT - R3HDM2 530_531insATTTp.Q177delinsQFX
XH_P55 12 57691142 57691142 Frame_Shift_Ins INS - TACCTAAATTTAT - R3HDM2 529insATAAATTT p.Q177fs
XH_P55 12 64062132 64062132 Silent SNP G A G DPY19L2 c.C42T p.S14S
XH_P55 12 75824893 75824893 Silent SNP G A G GLIPR1L2 c.G987A p.E329E
XH_P55 12 76424934 76424934 Frame_Shift_Del DEL C - C PHLDA1 c.588delG p.Q196fs
XH_P55 12 76424936 76424940 Frame_Shift_Del DEL GTTGC - GTTGC PHLDA1 c.582_586del p.Q194fs
XH_P55 12 99007623 99007623 Missense_Mutation SNP C T C IKBIP c.G793A p.G265S
XH_P55 12 104186946 104186946 Silent SNP G T G NT5DC3 c.C1015A p.R339R
XH_P55 12 108954862 108954862 Missense_Mutation SNP G C G SART3 c.C69G p.D23E
XH_P55 12 109717697 109717697 Silent SNP A G A FOXN4 c.T1333C p.L445L
XH_P55 12 110341933 110341933 Missense_Mutation SNP A G A TCHP c.A380G p.K127R
XH_P55 12 111779792 111779792 Silent SNP C T C CUX2 c.C3594T p.I1198I
XH_P55 12 112589824 112589824 Missense_Mutation SNP A G A TRAFD1 c.A1499G p.D500G
XH_P55 12 120613558 120613558 Missense_Mutation SNP T C T GCN1 c.A1033G p.I345V
XH_P55 12 125298877 125298877 Silent SNP G A G SCARB1 c.C501T p.G167G
XH_P55 12 125396398 125396398 Silent SNP A G A UBC c.T1920C p.D640D
XH_P55 12 125434716 125434716 Silent SNP G A G DHX37 c.C3195T p.A1065A
XH_P55 12 130839188 130839188 Missense_Mutation SNP C T C PIWIL1 c.C1151T p.P384L
XH_P55 12 132688137 132688137 Silent SNP A G A GALNT9 c.T78C p.Y26Y
XH_P55 12 133303973 133303973 Missense_Mutation SNP C G C ANKLE2 c.G2672C p.G891A
XH_P55 12 133384864 133384864 Missense_Mutation SNP G A G GOLGA3 c.C791T p.P264L
XH_P55 13 20763642 20763642 Missense_Mutation SNP C T C GJB2 c.G79A p.V27I
XH_P55 13 24471048 24471048 Silent SNP C T C C1QTNF9B c.G78A p.G26G
XH_P55 13 24797703 24797703 Missense_Mutation SNP C G C SPATA13 c.C636G p.I212M
XH_P55 13 25367301 25367301 Silent SNP C T C RNF17 c.C1057T p.L353L
XH_P55 13 26625047 26625047 Silent SNP G A G SHISA2 c.C67T p.L23L
XH_P55 13 30107067 30107067 Silent SNP G C G SLC7A1 c.C423G p.G141G
XH_P55 13 32776603 32776603 Silent SNP T C T FRY c.T3957C p.L1319L
XH_P55 13 37580139 37580139 Silent SNP G A G EXOSC8 c.G321A p.Q107Q
XH_P55 13 39263731 39263731 Silent SNP C T C FREM2 c.C2250T p.D750D
XH_P55 13 40229891 40229891 Missense_Mutation SNP G A G COG6 c.G28A p.A10T
XH_P55 13 41134096 41134096 Missense_Mutation SNP G A G FOXO1 c.C1532T p.A511V
XH_P55 13 43462563 43462563 Frame_Shift_Ins INS - TTGGAAGTATAA - EPSTI1 CTCTAATTATACT p.L352fs
XH_P55 13 46542095 46542095 Frame_Shift_Ins INS - ATTCTCTCTGCCT - ZC3H13 GATACGAGGCAG p.R1289fs
XH_P55 13 52603241 52603241 Missense_Mutation SNP A G A UTP14C c.A301G p.T101A
XH_P55 13 53422553 53422553 Missense_Mutation SNP A G A PCDH8 c.T19C p.W7R
XH_P55 13 103504517 103504517 Silent SNP T C T BIVM-ERCC5 c.T138C p.H46H
XH_P55 13 111164469 111164469 Silent SNP C T C COL4A2 c.C5070T p.A1690A
XH_P55 14 19563532 19563532 Missense_Mutation SNP A G A POTEG c.A1046G p.H349R
XH_P55 14 20586042 20586042 Missense_Mutation SNP G C G OR4K17 c.G477C p.K159N
XH_P55 14 20847202 20847202 Silent SNP A G A TEP1 c.T4866C p.D1622D
XH_P55 14 20898308 20898308 Missense_Mutation SNP C T C KLHL33 c.G527A p.R176Q
XH_P55 14 21109695 21109695 Frame_Shift_Ins INS - AATTCTATTTCTA - OR6S1 156insTAGAAATA p.R52fs
XH_P55 14 21542753 21542753 Silent SNP G A G ARHGEF40 c.G864A p.A288A
XH_P55 14 22102439 22102439 Missense_Mutation SNP C G C OR10G2 c.G560C p.R187P
XH_P55 14 24653954 24653954 Missense_Mutation SNP G A G IPO4 c.C1538T p.A513V
XH_P55 14 24839165 24839165 Silent SNP C T C NFATC4 c.C561T p.D187D
XH_P55 14 24898556 24898556 Missense_Mutation SNP G C G KHNYN c.G49C p.G17R
XH_P55 14 37051517 37051517 Silent SNP C G C NKX2-8 c.G78C p.P26P
XH_P55 14 39648443 39648443 Frame_Shift_Ins INS - TTTAATACTTACG - PNN 648insTTTAATAC p.A216fs
XH_P55 14 39777656 39777656 Missense_Mutation SNP A T A MIA2 c.A971T p.H324L
XH_P55 14 39901157 39901157 Silent SNP C A C FBXO33 c.G210T p.S70S
XH_P55 14 44974189 44974189 Missense_Mutation SNP C A C FSCB c.G2002T p.A668S
XH_P55 14 45432870 45432870 Missense_Mutation SNP G C G TOGARAM1 c.G1246C p.E416Q
XH_P55 14 52186972 52186972 Silent SNP A G A FRMD6 c.A150G p.P50P
XH_P55 14 52735108 52735108 Silent SNP C T C PTGDR c.C576T p.G192G
XH_P55 14 57052511 57052511 Silent SNP G T G TMEM260 c.G225T p.T75T
XH_P55 14 62229285 62229285 Missense_Mutation SNP T G T SNAPC1 c.T107G p.M36R
XH_P55 14 64554466 64554466 Missense_Mutation SNP T G T SYNE2 c.T11562G p.I3854M
XH_P55 14 65242044 65242044 Silent SNP C T C SPTB c.G4641A p.A1547A
XH_P55 14 71199452 71199452 Silent SNP G A G MAP3K9 c.C1833T p.N611N
XH_P55 14 71204973 71204973 Silent SNP C T C MAP3K9 c.G1059A p.S353S
XH_P55 14 74428000 74428000 Missense_Mutation SNP A T A COQ6 c.A1016T p.D339V



XH_P55 14 75150153 75150153 Frame_Shift_Ins INS - TTTTTAAAAATAA - AREL1 327insATTATTTTT p.V109fs
XH_P55 14 75150155 75150155 In_Frame_Ins INS - CTTTAT - AREL1 324_325insATAAp.V109delinsIKV
XH_P55 14 75746690 75746690 Silent SNP C T C FOS c.C252T p.S84S
XH_P55 14 76368544 76368544 Missense_Mutation SNP T C T TTLL5 c.T3800C p.F1267S
XH_P55 14 81744736 81744736 Missense_Mutation SNP A G A STON2 c.T919C p.S307P
XH_P55 14 88946622 88946622 Missense_Mutation SNP G A G PTPN21 c.C1153T p.L385F
XH_P55 14 100759277 100759277 Silent SNP C T C SLC25A29 c.G57A p.R19R
XH_P55 14 100795139 100795139 Missense_Mutation SNP G T G SLC25A47 c.G404T p.R135L
XH_P55 14 100996312 100996312 Silent SNP T C T WDR25 c.T795C p.Y265Y
XH_P55 14 101348849 101348849 Silent SNP G A G RTL1 c.C2277T p.H759H
XH_P55 14 103576443 103576443 Silent SNP T C T EXOC3L4 c.T2052C p.T684T
XH_P55 14 103576444 103576444 Missense_Mutation SNP C G C EXOC3L4 c.C2053G p.Q685E
XH_P55 14 105267579 105267579 Silent SNP A G A ZBTB42 c.A45G p.R15R
XH_P55 14 105268104 105268104 Silent SNP G A G ZBTB42 c.G570A p.L190L
XH_P55 14 105414804 105414804 Silent SNP A G A AHNAK2 c.T6684C p.F2228F
XH_P55 14 105478102 105478102 Silent SNP G A G CDCA4 c.C165T p.N55N
XH_P55 14 105517643 105517643 Silent SNP G A G GPR132 c.C267T p.N89N
XH_P55 14 105716034 105716034 Silent SNP C T C BTBD6 c.C483T p.Y161Y
XH_P55 15 22743596 22743596 Nonsense_Mutation SNP C T C GOLGA6L1 c.C1981T p.Q661X
XH_P55 15 31233934 31233934 Silent SNP T A T MTMR10 c.A2073T p.V691V
XH_P55 15 31453147 31453147 Missense_Mutation SNP G A G TRPM1 c.C16T p.R6W
XH_P55 15 32890282 32890282 Silent SNP C T C GOLGA8N c.C495T p.D165D
XH_P55 15 40648412 40648412 Missense_Mutation SNP C T C PHGR1 c.C157T p.P53S
XH_P55 15 41813279 41813279 Silent SNP C T C RPAP1 c.G3105A p.R1035R
XH_P55 15 41829230 41829230 Silent SNP A G A RPAP1 c.T94C p.L32L
XH_P55 15 43028749 43028749 Missense_Mutation SNP T A T CDAN1 c.A320T p.Q107L
XH_P55 15 43821312 43821312 Silent SNP T C T MAP1A c.T7641C p.G2547G
XH_P55 15 44038899 44038899 Silent SNP C T C PDIA3 c.C162T p.A54A
XH_P55 15 45388140 45388140 Silent SNP G A G DUOX2 c.C3966T p.S1322S
XH_P55 15 45398438 45398438 Missense_Mutation SNP T C T DUOX2 c.A2033G p.H678R
XH_P55 15 52684136 52684136 Frame_Shift_Ins INS - GATATACTAATG - MYO5A 533insTTCATTAG p.E511fs
XH_P55 15 57731573 57731573 Missense_Mutation SNP C T C CGNL1 c.C1376T p.S459F
XH_P55 15 65621441 65621441 Missense_Mutation SNP C A C IGDCC3 c.G2251T p.V751L
XH_P55 15 68628163 68628163 Missense_Mutation SNP C T C ITGA11 c.G1297A p.V433M
XH_P55 15 74032783 74032783 Silent SNP A G A C15orf59 c.T357C p.S119S
XH_P55 15 75932129 75932129 Silent SNP G T G IMP3 c.C381A p.A127A
XH_P55 15 78390414 78390414 Missense_Mutation SNP T C T SH2D7 c.T410C p.M137T
XH_P55 15 84908900 84908900 Missense_Mutation SNP G A G GOLGA6L4 c.G794A p.R265H
XH_P55 15 85405995 85405995 Missense_Mutation SNP T C T ALPK3 c.T4865C p.L1622P
XH_P55 15 85467275 85467275 Silent SNP C T C SLC28A1 c.C1017T p.H339H
XH_P55 15 89398553 89398553 Missense_Mutation SNP C A C ACAN c.C2737A p.P913T
XH_P55 15 90128966 90128966 Missense_Mutation SNP C T C TICRR c.C1201T p.R401W
XH_P55 15 90171787 90171787 Missense_Mutation SNP C T C KIF7 c.G3895A p.A1299T
XH_P55 15 91450665 91450665 Missense_Mutation SNP G A G MAN2A2 c.G1136A p.R379H
XH_P55 15 100514614 100514614 Missense_Mutation SNP T C T ADAMTS17 c.A3281G p.N1094S
XH_P55 16 304514 304514 Silent SNP C T C FAM234A c.C102T p.N34N
XH_P55 16 315008 315008 Missense_Mutation SNP A G A FAM234A c.A1646G p.Q549R
XH_P55 16 319511 319511 Missense_Mutation SNP A G A RGS11 c.T728C p.M243T
XH_P55 16 320759 320759 Missense_Mutation SNP C T C RGS11 c.G499A p.V167M
XH_P55 16 347184 347184 Silent SNP A G A AXIN1 c.T1827C p.A609A
XH_P55 16 1664931 1664931 Silent SNP T C T CRAMP1 c.T291C p.D97D
XH_P55 16 1961674 1961674 Missense_Mutation SNP G C G HS3ST6 c.C946G p.L316V
XH_P55 16 2009697 2009697 Silent SNP C T C NDUFB10 c.C72T p.I24I
XH_P55 16 3299749 3299749 Silent SNP G A G MEFV c.C309T p.R103R
XH_P55 16 3406516 3406516 Silent SNP A G A OR2C1 c.A576G p.T192T
XH_P55 16 3447282 3447282 Missense_Mutation SNP C G C ZSCAN32 c.G276C p.E92D
XH_P55 16 3554799 3554799 Silent SNP T C T CLUAP1 c.T102C p.L34L
XH_P55 16 3640784 3640784 Missense_Mutation SNP G A G SLX4 c.C2855T p.A952V
XH_P55 16 3640785 3640785 Missense_Mutation SNP C T C SLX4 c.G2854A p.A952T
XH_P55 16 4164364 4164364 Silent SNP C T C ADCY9 c.G1080A p.R360R
XH_P55 16 4935146 4935146 Silent SNP C T C PPL c.G3510A p.V1170V
XH_P55 16 4935636 4935636 Missense_Mutation SNP G A G PPL c.C3020T p.A1007V
XH_P55 16 11933678 11933678 Silent SNP G C G RSL1D1 c.C1020G p.T340T
XH_P55 16 17228368 17228368 Silent SNP G A G XYLT1 c.C1989T p.A663A
XH_P55 16 19547503 19547503 Missense_Mutation SNP C T C CCP110 c.C512T p.P171L
XH_P55 16 23226787 23226787 Silent SNP C G C SCNN1G c.C1947G p.L649L
XH_P55 16 23491170 23491170 Nonsense_Mutation DEL G - G GGA2 c.1045delC p.L349X
XH_P55 16 24564880 24564883 Splice_Site DEL TATA - TATA RBBP6 . .
XH_P55 16 27224963 27224963 Missense_Mutation SNP C T C KDM8 c.C670T p.R224W
XH_P55 16 30518041 30518041 Missense_Mutation SNP G C G ITGAL c.G2120C p.R707T
XH_P55 16 31091199 31091199 Missense_Mutation SNP G A G ZNF646 c.G3554A p.R1185K
XH_P55 16 32265022 32265022 Silent SNP G C G TP53TG3D c.G348C p.A116A
XH_P55 16 50259176 50259176 Nonsense_Mutation INS - TGCTTTGAT - PAPD5 5_1736insTGCTTp.Q579delinsLLX
XH_P55 16 55601388 55601388 Silent SNP A G A CAPNS2 c.A720G p.E240E
XH_P55 16 56501135 56501135 Nonsense_Mutation INS - AATTAATGTGCA - OGFOD1 CCTGAAATTAAT 38_P239delinsGGPX
XH_P55 16 57549309 57549309 Silent SNP G A G CCDC102A c.C1467T p.D489D
XH_P55 16 57992333 57992333 Missense_Mutation SNP T C T CNGB1 c.A818G p.H273R
XH_P55 16 58073845 58073845 Silent SNP C T C MMP15 c.C507T p.R169R
XH_P55 16 58575489 58575489 Silent SNP G A G CNOT1 c.C4701T p.Y1567Y
XH_P55 16 66656102 66656102 Silent SNP C T C CMTM4 c.G486A p.A162A
XH_P55 16 67913573 67913573 Missense_Mutation SNP G A G EDC4 c.G1717A p.V573M
XH_P55 16 68344363 68344363 Missense_Mutation SNP A C A SLC7A6OS c.T346G p.S116A
XH_P55 16 70180088 70180088 Missense_Mutation SNP A T A PDPR c.A1619T p.Y540F
XH_P55 16 84218565 84218565 Silent SNP T C T TAF1C c.A30G p.A10A
XH_P55 16 89799950 89799950 Silent SNP C T C ZNF276 c.C1341T p.G447G
XH_P55 16 89965055 89965055 Silent SNP G A G TCF25 c.G1113A p.L371L
XH_P55 16 89986608 89986608 Silent SNP A G A MC1R c.A942G p.T314T
XH_P55 17 260299 260299 Missense_Mutation SNP G A G C17orf97 c.G166A p.E56K
XH_P55 17 650471 650471 Missense_Mutation SNP G A G GEMIN4 c.C812T p.T271M
XH_P55 17 685640 685640 Missense_Mutation SNP G T G MRM3 c.G22T p.A8S
XH_P55 17 1174094 1174094 Silent SNP A G A BHLHA9 c.A237G p.L79L
XH_P55 17 1782957 1782957 Silent SNP C T C RPA1 c.C1056T p.S352S
XH_P55 17 2930339 2930339 Silent SNP G A G RAP1GAP2 c.G2037A p.P679P
XH_P55 17 2966032 2966032 Missense_Mutation SNP C G C OR1D5 c.G870C p.R290S
XH_P55 17 4436274 4436274 Missense_Mutation SNP G A G SPNS2 c.G938A p.R313H
XH_P55 17 4797305 4797305 Missense_Mutation SNP G A G MINK1 c.G2476A p.V826I
XH_P55 17 4803711 4803711 Nonsense_Mutation SNP G A G C17orf107 c.G456A p.W152X
XH_P55 17 7318935 7318935 Silent SNP C T C NLGN2 c.C1143T p.G381G



XH_P55 17 7412403 7412403 Silent SNP T C T POLR2A c.T3606C p.F1202F
XH_P55 17 7722365 7722365 Missense_Mutation SNP C T C DNAH2 c.C10799T p.T3600I
XH_P55 17 7736480 7736480 Missense_Mutation SNP T A T DNAH2 c.T13070A p.V4357D
XH_P55 17 7750436 7750436 Missense_Mutation SNP C T C KDM6B c.C923T p.S308L
XH_P55 17 7754460 7754460 Silent SNP C A C KDM6B c.C3795A p.I1265I
XH_P55 17 7758522 7758522 Missense_Mutation SNP C T C TMEM88 c.C130T p.L44F
XH_P55 17 8296383 8296383 Missense_Mutation SNP C T C RNF222 c.G397A p.A133T
XH_P55 17 8408131 8408131 Silent SNP G A G MYH10 c.C3387T p.S1129S
XH_P55 17 9725347 9725347 Silent SNP A G A GSG1L2 c.T42C p.P14P
XH_P55 17 11648332 11648332 Silent SNP C T C DNAH9 c.C6330T p.N2110N
XH_P55 17 11672607 11672607 Missense_Mutation SNP G T G DNAH9 c.G7513T p.V2505L
XH_P55 17 15215660 15215660 Silent SNP T C T TEKT3 c.A1017G p.Q339Q
XH_P55 17 15234877 15234877 Missense_Mutation SNP G A G TEKT3 c.C26T p.T9M
XH_P55 17 15532208 15532208 Silent SNP G A G TRIM16 c.C1026T p.N342N
XH_P55 17 16842991 16842991 Missense_Mutation SNP G A G TNFRSF13B c.C752T p.P251L
XH_P55 17 18047189 18047189 Missense_Mutation SNP G A G MYO15A c.G6052A p.G2018R
XH_P55 17 18167684 18167684 Missense_Mutation SNP G A G MIEF2 c.G971A p.G324E
XH_P55 17 18221010 18221010 Missense_Mutation SNP A G A SMCR8 c.A1907G p.N636S
XH_P55 17 19186992 19186992 Missense_Mutation SNP G A G EPN2 c.G560A p.G187D
XH_P55 17 20798992 20798992 Silent SNP C T C CCDC144NL c.G342A p.K114K
XH_P55 17 20799119 20799119 Missense_Mutation SNP A G A CCDC144NL c.T215C p.L72P
XH_P55 17 25909850 25909850 Silent SNP G T G KSR1 c.G288T p.L96L
XH_P55 17 28511908 28511908 Frame_Shift_Ins INS - TTCTCTTGTGGTA - NSRP1 32insTTTCTCTTGT p.H244fs
XH_P55 17 28511910 28511910 Missense_Mutation SNP A T A NSRP1 c.A733T p.S245C
XH_P55 17 29855661 29855661 Silent SNP G A G RAB11FIP4 c.G738A p.E246E
XH_P55 17 32904586 32904586 Missense_Mutation SNP C T C C17orf102 c.G464A p.R155K
XH_P55 17 34257637 34257637 Missense_Mutation SNP T C T RDM1 c.A95G p.H32R
XH_P55 17 35453962 35453962 Missense_Mutation SNP C T C ACACA c.G6575A p.R2192H
XH_P55 17 36709030 36709030 Missense_Mutation SNP G A G SRCIN1 c.C2263T p.P755S
XH_P55 17 37922259 37922259 Silent SNP G A G IKZF3 c.C573T p.S191S
XH_P55 17 38179492 38179492 Silent SNP A G A MED24 c.T2103C p.I701I
XH_P55 17 39594539 39594539 Silent SNP A G A KRT38 c.T1047C p.C349C
XH_P55 17 39619193 39619193 Missense_Mutation SNP C T C KRT32 c.G1106A p.R369Q
XH_P55 17 39619194 39619194 Missense_Mutation SNP G A G KRT32 c.C1105T p.R369W
XH_P55 17 40714804 40714804 Missense_Mutation SNP C A C COASY c.C164A p.S55Y
XH_P55 17 40766546 40766546 Silent SNP C G C TUBG1 c.C1029G p.R343R
XH_P55 17 40818451 40818451 Silent SNP G A G TUBG2 c.G1107A p.S369S
XH_P55 17 42453065 42453065 Missense_Mutation SNP A C A ITGA2B c.T2621G p.I874S
XH_P55 17 42981499 42981499 Missense_Mutation SNP C T C FAM187A c.C302T p.T101I
XH_P55 17 42981654 42981654 Missense_Mutation SNP A G A FAM187A c.A457G p.K153E
XH_P55 17 43045249 43045249 Silent SNP G A G C1QL1 c.C168T p.S56S
XH_P55 17 44952531 44952531 Silent SNP G T G WNT9B c.G399T p.R133R
XH_P55 17 45008570 45008570 Missense_Mutation SNP G A G GOSR2 c.G200A p.R67K
XH_P55 17 45993982 45993982 Missense_Mutation SNP C T C SP2 c.C545T p.A182V
XH_P55 17 46688135 46688135 Missense_Mutation SNP G A G HOXB7 c.C146T p.A49V
XH_P55 17 46802008 46802008 Missense_Mutation SNP C G C PRAC2 c.C236G p.T79R
XH_P55 17 59489893 59489893 Missense_Mutation SNP T C T C17orf82 c.T557C p.L186P
XH_P55 17 61908556 61908556 Silent SNP C T C PSMC5 c.C816T p.L272L
XH_P55 17 62499427 62499430 Frame_Shift_Del DEL TCAA - TCAA DDX5 c.686_689del p.I229fs
XH_P55 17 66596463 66596463 Silent SNP C T C FAM20A c.G345A p.S115S
XH_P55 17 70645032 70645032 Missense_Mutation SNP G A G SLC39A11 c.C860T p.A287V
XH_P55 17 72346868 72346868 Missense_Mutation SNP C T C KIF19 c.C1411T p.R471W
XH_P55 17 72350362 72350362 Silent SNP G A G KIF19 c.G2370A p.S790S
XH_P55 17 76166939 76166939 Silent SNP C G C SYNGR2 c.C141G p.G47G
XH_P55 17 76420085 76420085 Missense_Mutation SNP T C T DNAH17 c.A13291G p.I4431V
XH_P55 17 76482086 76482086 Missense_Mutation SNP C G C DNAH17 c.G7231C p.D2411H
XH_P55 17 78092063 78092063 Silent SNP G A G GAA c.G2553A p.G851G
XH_P55 17 78396004 78396004 Splice_Site SNP A G A ENDOV . .
XH_P55 17 78896529 78896529 Silent SNP C T C RPTOR c.C2052T p.T684T
XH_P55 17 79682558 79682558 Silent SNP T C T SLC25A10 c.T264C p.R88R
XH_P55 17 80400168 80400168 Missense_Mutation SNP C T C HEXDC c.C1369T p.R457W
XH_P55 18 2656248 2656248 Silent SNP G C G SMCHD1 c.G174C p.A58A
XH_P55 18 3067278 3067278 Silent SNP A G A MYOM1 c.T4752C p.G1584G
XH_P55 18 5891637 5891637 Silent SNP C A C TMEM200C c.G426T p.P142P
XH_P55 18 14542949 14542949 Missense_Mutation SNP T C T POTEC c.A197G p.H66R
XH_P55 18 29797921 29797921 Missense_Mutation SNP C T C MEP1B c.C2084T p.P695L
XH_P55 18 43246156 43246156 Missense_Mutation SNP G A G SLC14A2 c.G1529A p.R510Q
XH_P55 18 43316538 43316538 Silent SNP A G A SLC14A1 c.A192G p.P64P
XH_P55 18 44549025 44549025 Frame_Shift_Ins INS - GC - ELOA3B .1273_1274insG p.Q425fs
XH_P55 18 47800179 47800179 Missense_Mutation SNP G C G MBD1 c.C964G p.P322A
XH_P55 18 48333203 48333203 Missense_Mutation SNP C G C MRO c.G117C p.R39S
XH_P55 18 48591919 48591919 Missense_Mutation SNP G A G SMAD4 c.G1082A p.R361H
XH_P55 18 55816791 55816791 Silent SNP G A G NEDD4L c.G24A p.Q8Q
XH_P55 18 59777079 59777079 Missense_Mutation SNP G A G PIGN c.C1562T p.A521V
XH_P55 18 74962645 74962645 Silent SNP T C T GALR1 c.T141C p.G47G
XH_P55 19 282753 282753 Missense_Mutation SNP G A G PLPP2 c.C539T p.A180V
XH_P55 19 367089 367089 Missense_Mutation SNP G A G THEG c.C817T p.H273Y
XH_P55 19 407900 407900 Silent SNP A G A C2CD4C c.T462C p.A154A
XH_P55 19 422238 422238 Silent SNP G T G SHC2 c.C1528A p.R510R
XH_P55 19 603826 603826 Silent SNP C T C HCN2 c.C915T p.F305F
XH_P55 19 830854 830854 Silent SNP T C T AZU1 c.T507C p.F169F
XH_P55 19 885818 885818 Silent SNP A G A MED16 c.T831C p.F277F
XH_P55 19 991129 991129 Missense_Mutation SNP G A G WDR18 c.G790A p.V264I
XH_P55 19 1004808 1004808 Silent SNP C T C GRIN3B c.C1308T p.D436D
XH_P55 19 1047002 1047002 Silent SNP A G A ABCA7 c.A1824G p.A608A
XH_P55 19 1047161 1047161 Silent SNP A G A ABCA7 c.A1851G p.G617G
XH_P55 19 1052005 1052005 Silent SNP C T C ABCA7 c.C3027T p.A1009A
XH_P55 19 1054060 1054060 Silent SNP A G A ABCA7 c.A3528G p.L1176L
XH_P55 19 1065018 1065018 Missense_Mutation SNP G T G ABCA7 c.G6133T p.A2045S
XH_P55 19 1272339 1272339 Missense_Mutation SNP G A G CIRBP c.G791A p.R264H
XH_P55 19 1360575 1360575 Missense_Mutation SNP G A G MUM1 c.G658A p.G220R
XH_P55 19 1615796 1615796 Missense_Mutation SNP G A G TCF3 c.C1475T p.A492V
XH_P55 19 1912817 1912817 Silent SNP C T C ADAT3 c.C723T p.Y241Y
XH_P55 19 1912934 1912934 Silent SNP T C T ADAT3 c.T840C p.T280T
XH_P55 19 2249477 2249477 Missense_Mutation SNP G T G AMH c.G146T p.S49I
XH_P55 19 2877696 2877696 Missense_Mutation SNP G A G ZNF556 c.G737A p.R246H
XH_P55 19 4525046 4525046 Missense_Mutation SNP A G A PLIN5 c.T763C p.C255R
XH_P55 19 5783905 5783905 Missense_Mutation SNP G A G PRR22 c.C353T p.P118L



XH_P55 19 5789565 5789565 Missense_Mutation SNP T C T DUS3L c.A553G p.R185G
XH_P55 19 7694393 7694393 Silent SNP G A G XAB2 c.C21T p.L7L
XH_P55 19 10224526 10224526 Missense_Mutation SNP C T C P2RY11 c.C1559T p.P520L
XH_P55 19 10385540 10385540 Missense_Mutation SNP A T A ICAM1 c.A167T p.K56M
XH_P55 19 10395248 10395248 Silent SNP C T C ICAM1 c.C1095T p.N365N
XH_P55 19 10395683 10395683 Missense_Mutation SNP A G A ICAM1 c.A1405G p.K469E
XH_P55 19 10428432 10428432 Silent SNP C T C RAVER1 c.G2058A p.P686P
XH_P55 19 18329240 18329240 Silent SNP T C T PDE4C c.A1038G p.E346E
XH_P55 19 18368369 18368369 Missense_Mutation SNP G A G KIAA1683 c.C3725T p.P1242L
XH_P55 19 18368810 18368810 Missense_Mutation SNP G T G KIAA1683 c.C3284A p.P1095H
XH_P55 19 18375608 18375608 Silent SNP G A G KIAA1683 c.C2742T p.A914A
XH_P55 19 18377274 18377274 Missense_Mutation SNP A G A KIAA1683 c.T1076C p.M359T
XH_P55 19 18377496 18377496 Missense_Mutation SNP C G C KIAA1683 c.G854C p.S285T
XH_P55 19 18538742 18538742 Silent SNP A C A SSBP4 c.A229C p.R77R
XH_P55 19 19221651 19221651 Missense_Mutation SNP T G T SLC25A42 c.T923G p.L308R
XH_P55 19 19380996 19380996 Silent SNP G T G TM6SF2 c.C387A p.G129G
XH_P55 19 19625552 19625552 Missense_Mutation SNP G C G TSSK6 c.C685G p.L229V
XH_P55 19 19640198 19640198 Missense_Mutation SNP G A G YJEFN3 c.G85A p.A29T
XH_P55 19 19737686 19737686 Silent SNP C T C LPAR2 c.G408A p.V136V
XH_P55 19 21606876 21606876 Missense_Mutation SNP G A G ZNF493 c.G1031A p.R344Q
XH_P55 19 21948570 21948570 Missense_Mutation SNP T C T ZNF100 c.A22G p.M8V
XH_P55 19 22499413 22499413 Missense_Mutation SNP A T A ZNF729 c.A3194T p.E1065V
XH_P55 19 22940554 22940554 Silent SNP A G A ZNF99 c.T2157C p.T719T
XH_P55 19 23542290 23542290 Missense_Mutation SNP A G A ZNF91 c.T3395C p.L1132P
XH_P55 19 23542291 23542291 Missense_Mutation SNP G C G ZNF91 c.C3394G p.L1132V
XH_P55 19 23542697 23542697 Silent SNP G C G ZNF91 c.C2988G p.G996G
XH_P55 19 23544418 23544418 Missense_Mutation SNP A T A ZNF91 c.T1267A p.F423I
XH_P55 19 23544625 23544625 Missense_Mutation SNP C T C ZNF91 c.G1060A p.A354T
XH_P55 19 23926916 23926916 Missense_Mutation SNP T C T ZNF681 c.A1436G p.K479R
XH_P55 19 24310638 24310638 In_Frame_Ins INS - TTTCTCTTCAGTAT - ZNF254 TAGGGTTTCTCTTelinsFTFVGFLFSMNYLM
XH_P55 19 30500119 30500124 In_Frame_Del DEL TGATGA - TGATGA URI1 c.840_845del p.280_282del
XH_P55 19 31038995 31038995 Silent SNP T C T ZNF536 c.T2469C p.D823D
XH_P55 19 31039146 31039146 Missense_Mutation SNP A G A ZNF536 c.A2620G p.T874A
XH_P55 19 33517515 33517515 Missense_Mutation SNP C T C RHPN2 c.G209A p.R70Q
XH_P55 19 33696708 33696708 Silent SNP T C T LRP3 c.T1032C p.T344T
XH_P55 19 33696897 33696897 Silent SNP C T C LRP3 c.C1221T p.G407G
XH_P55 19 35510102 35510102 Silent SNP G C G GRAMD1A c.G1200C p.T400T
XH_P55 19 37039069 37039069 Missense_Mutation SNP A C A ZNF529 c.T337G p.L113V
XH_P55 19 37975057 37975057 Nonsense_Mutation INS - GGGTTAATTC - ZNF570 _408insGGGTTA136_T137delinsWGX
XH_P55 19 38876352 38876352 Missense_Mutation SNP G A G GGN c.C1550T p.A517V
XH_P55 19 38994910 38994910 Silent SNP G A G RYR1 c.G7977A p.T2659T
XH_P55 19 39002725 39002725 Silent SNP A G A RYR1 c.A9186G p.P3062P
XH_P55 19 39402455 39402455 Missense_Mutation SNP C G C CCER2 c.G99C p.E33D
XH_P55 19 39955533 39955533 Silent SNP G A G SUPT5H c.G708A p.E236E
XH_P55 19 39996027 39996027 Silent SNP C T C DLL3 c.C1029T p.P343P
XH_P55 19 40730415 40730415 Missense_Mutation SNP C G C CNTD2 c.G493C p.E165Q
XH_P55 19 41008049 41008049 Silent SNP A G A SPTBN4 c.A912G p.V304V
XH_P55 19 41622189 41622189 Silent SNP G A G CYP2F1 c.G96A p.P32P
XH_P55 19 41939297 41939297 Missense_Mutation SNP C G C ATP5SL c.G395C p.C132S
XH_P55 19 42085873 42085873 Missense_Mutation SNP A G A CEACAM21 c.A592G p.M198V
XH_P55 19 42260569 42260569 Silent SNP G A G CEACAM6 c.G126A p.P42P
XH_P55 19 43371292 43371292 Silent SNP A T A PSG1 c.T975A p.V325V
XH_P55 19 43371294 43371294 Missense_Mutation SNP C A C PSG1 c.G973T p.V325F
XH_P55 19 43433805 43433805 Silent SNP A G A PSG7 c.T132C p.I44I
XH_P55 19 43585122 43585122 Missense_Mutation SNP C T C PSG2 c.G341A p.R114Q
XH_P55 19 44660967 44660967 Silent SNP A G A ZNF234 c.A798G p.G266G
XH_P55 19 44680489 44680489 Silent SNP G A G ZNF226 c.G1074A p.T358T
XH_P55 19 44981883 44981883 Missense_Mutation SNP C G C ZNF180 c.G740C p.C247S
XH_P55 19 45448465 45448465 Missense_Mutation SNP T G T APOC4 c.T287G p.L96R
XH_P55 19 45490570 45490570 Silent SNP A G A CLPTM1 c.A885G p.P295P
XH_P55 19 46997522 46997522 Missense_Mutation SNP C T C PNMA8B c.G1201A p.V401I
XH_P55 19 47124714 47124714 Silent SNP T G T PTGIR c.A984C p.S328S
XH_P55 19 47282162 47282162 Silent SNP G A G SLC1A5 c.C222T p.Y74Y
XH_P55 19 47575306 47575341 In_Frame_Del DEL GGGGGTCCCA - TGGGGGTCCCAT ZC3H4 c.1840_1875del p.614_625del
XH_P55 19 47585517 47585517 Silent SNP G C G ZC3H4 c.C1254G p.L418L
XH_P55 19 49001686 49001686 Silent SNP C T C LMTK3 c.G2727A p.A909A
XH_P55 19 49573518 49573518 Silent SNP G A G KCNA7 c.C1173T p.P391P
XH_P55 19 49657711 49657719 In_Frame_Del DEL CATCATCAT - CATCATCAT HRC c.776_784del p.259_262del
XH_P55 19 49686119 49686119 Silent SNP G A G TRPM4 c.G486A p.A162A
XH_P55 19 50059982 50059982 Silent SNP C G C NOSIP c.G549C p.V183V
XH_P55 19 50455180 50455180 Missense_Mutation SNP C T C SIGLEC11 c.G1510A p.D504N
XH_P55 19 50464023 50464023 Silent SNP C G C SIGLEC11 c.G246C p.T82T
XH_P55 19 52519385 52519385 Missense_Mutation SNP C T C ZNF614 c.G1466A p.G489E
XH_P55 19 53077411 53077411 Missense_Mutation SNP T C T ZNF701 c.T11C p.L4P
XH_P55 19 53085813 53085813 Silent SNP T C T ZNF701 c.T501C p.A167A
XH_P55 19 53086124 53086124 Missense_Mutation SNP C A C ZNF701 c.C812A p.T271K
XH_P55 19 53086598 53086598 Missense_Mutation SNP G A G ZNF701 c.G1286A p.R429H
XH_P55 19 53303148 53303148 Silent SNP G A G ZNF28 c.C1950T p.L650L
XH_P55 19 54782731 54782731 Silent SNP G A G LILRB2 c.C543T p.Y181Y
XH_P55 19 55175740 55175740 Silent SNP C T C LILRB4 c.C546T p.F182F
XH_P55 19 55378083 55378083 Missense_Mutation SNP T C T KIR3DL2 c.T1214C p.L405P
XH_P55 19 56369593 56369593 Silent SNP T C T NLRP4 c.T834C p.A278A
XH_P55 19 56538976 56538976 Missense_Mutation SNP G C G NLRP5 c.G1377C p.M459I
XH_P55 19 56733425 56733425 Missense_Mutation SNP C A C ZSCAN5A c.G659T p.G220V
XH_P55 19 57335022 57335022 Silent SNP G A G PEG3 c.C420T p.S140S
XH_P55 19 58018618 58018618 Silent SNP A G A ZNF773 c.A1152G p.K384K
XH_P55 19 58421080 58421080 Missense_Mutation SNP G T G ZNF417 c.C563A p.A188E
XH_P55 20 126311 126312 Frame_Shift_Del DEL CC - CC DEFB126 c.314_315del p.T105fs
XH_P55 20 744570 744570 Silent SNP G A G SLC52A3 c.C645T p.P215P
XH_P55 20 2796007 2796007 Silent SNP G A G C20orf141 c.G177A p.L59L
XH_P55 20 3682149 3682149 Silent SNP G A G SIGLEC1 c.C1368T p.S456S
XH_P55 20 4854682 4854682 Silent SNP A G A SLC23A2 c.T1002C p.D334D
XH_P55 20 10633237 10633237 Silent SNP G A G JAG1 c.C765T p.Y255Y
XH_P55 20 17474968 17474968 Silent SNP T C T BFSP1 c.A1374G p.P458P
XH_P55 20 17475217 17475217 Silent SNP C T C BFSP1 c.G1125A p.A375A
XH_P55 20 17600357 17600357 Missense_Mutation SNP G A G RRBP1 c.C2297T p.S766L
XH_P55 20 20007556 20007556 Nonsense_Mutation INS - CATAAATATAGAA - NAA20 nsACACATAAATA100_E101delinsYTX
XH_P55 20 20616093 20616093 Frame_Shift_Del DEL T - T RALGAPA2 c.974delA p.N325fs



XH_P55 20 23731426 23731426 Silent SNP C T C CST1 c.G78A p.E26E
XH_P55 20 30452782 30452782 Silent SNP C T C DUSP15 c.G153A p.P51P
XH_P55 20 36770588 36770588 Silent SNP C T C TGM2 c.G630A p.L210L
XH_P55 20 39986085 39986085 Missense_Mutation SNP A C A LPIN3 c.A2040C p.Q680H
XH_P55 20 40034097 40034097 Silent SNP A G A CHD6 c.T7284C p.T2428T
XH_P55 20 44520238 44520243 In_Frame_Del DEL CTGCTG - CTGCTG CTSA c.85_90del p.29_30del
XH_P55 20 44587977 44587977 Missense_Mutation SNP C T C ZNF335 c.G2116A p.E706K
XH_P55 20 44644965 44644965 Silent SNP G A G MMP9 c.G2082A p.V694V
XH_P55 20 45014849 45014849 Nonsense_Mutation INS - TTTGCTTAT - ELMO2 0_591insATAAGCp.L197delinsLX
XH_P55 20 45216743 45216743 Missense_Mutation SNP C T C SLC13A3 c.G926A p.R309Q
XH_P55 20 45242269 45242269 Silent SNP G C G SLC13A3 c.C207G p.L69L
XH_P55 20 52786219 52786219 Silent SNP G A G CYP24A1 c.C552T p.A184A
XH_P55 20 52788129 52788129 In_Frame_Ins INS - AGC - CYP24A1 c.529_530insGCTp.N177delinsSY
XH_P55 20 52788131 52788131 In_Frame_Ins INS - TTGAAGCTCCACC - CYP24A1 sTATTGGTGGAG176delinsDIGGASSH
XH_P55 20 57244493 57244493 Silent SNP G A G STX16 c.G528A p.Q176Q
XH_P55 20 57268867 57268867 Silent SNP C A C NPEPL1 c.C225A p.T75T
XH_P55 20 61040453 61040453 Silent SNP C G C GATA5 c.G981C p.S327S
XH_P55 20 61040951 61040951 Silent SNP C T C GATA5 c.G852A p.K284K
XH_P55 20 61870727 61870727 Missense_Mutation SNP G C G BIRC7 c.G667C p.E223Q
XH_P55 20 61879009 61879009 Missense_Mutation SNP G T G NKAIN4 c.C392A p.A131D
XH_P55 20 61981315 61981315 Missense_Mutation SNP C T C CHRNA4 c.G1448A p.R483Q
XH_P55 20 62221766 62221766 Silent SNP C T C GMEB2 c.G1269A p.P423P
XH_P55 20 62366650 62366650 Missense_Mutation SNP G T G ZGPAT c.G1131T p.R377S
XH_P55 21 16337535 16337535 Silent SNP A G A NRIP1 c.T2979C p.S993S
XH_P55 21 19629397 19629397 Missense_Mutation SNP A T A CHODL c.A443T p.D148V
XH_P55 21 33371123 33371123 Missense_Mutation SNP C T C HUNK c.C1771T p.R591C
XH_P55 21 34634878 34634878 Missense_Mutation SNP G A G IFNAR2 c.G853A p.A285T
XH_P55 21 34926260 34926260 Missense_Mutation SNP C T C SON c.C4723T p.R1575C
XH_P55 21 37692589 37692589 Silent SNP A T A MORC3 c.A27T p.I9I
XH_P55 21 43504228 43504228 Silent SNP T C T UMODL1 c.T354C p.P118P
XH_P55 21 43505436 43505436 Missense_Mutation SNP G A G UMODL1 c.G517A p.V173I
XH_P55 21 45993819 45993819 Missense_Mutation SNP C T C KRTAP10-4 c.C184T p.R62C
XH_P55 21 46011324 46011324 Missense_Mutation SNP T C T KRTAP10-6 c.A1042G p.M348V
XH_P55 21 46086377 46086377 Missense_Mutation SNP A G A KRTAP12-2 c.T427C p.S143P
XH_P55 21 46271460 46271460 Missense_Mutation SNP T C T PTTG1IP c.A251G p.E84G
XH_P55 21 46876173 46876173 Silent SNP C T C COL18A1 c.C729T p.P243P
XH_P55 21 46876306 46876306 Missense_Mutation SNP G A G COL18A1 c.G862A p.A288T
XH_P55 22 16277757 16277757 Missense_Mutation SNP C T C POTEH c.G1157A p.R386H
XH_P55 22 20819327 20819327 Silent SNP C T C KLHL22 c.G930A p.P310P
XH_P55 22 21213416 21213416 Silent SNP A G A SNAP29 c.A18G p.K6K
XH_P55 22 24325062 24325062 Missense_Mutation SNP G A G GSTT2 c.G352A p.V118M
XH_P55 22 26688507 26688507 Missense_Mutation SNP C T C SEZ6L c.C230T p.A77V
XH_P55 22 32756407 32756407 Missense_Mutation SNP A G A RFPL3 c.A542G p.Y181C
XH_P55 22 32795641 32795641 Silent SNP C T C RTCB c.G603A p.Q201Q
XH_P55 22 37499386 37499386 Silent SNP C T C TMPRSS6 c.G72A p.P24P
XH_P55 22 37770066 37770066 Silent SNP G T G ELFN2 c.C1509A p.I503I
XH_P55 22 37900771 37900771 Silent SNP A G A CARD10 c.T1389C p.C463C
XH_P55 22 41645757 41645757 Silent SNP C G C RANGAP1 c.G1548C p.L516L
XH_P55 22 42523965 42523965 Silent SNP G A G CYP2D6 c.C711T p.S237S
XH_P55 22 42575703 42575703 Frame_Shift_Ins INS - C - TCF20 c.5660dupG p.C1887fs
XH_P55 22 42575705 42575705 Frame_Shift_Ins INS - CTATTCTGTTTTC - TCF20 5659insGAAAACA p.C1887fs
XH_P55 22 43614316 43614316 Silent SNP C G C SCUBE1 c.G1836C p.A612A
XH_P55 22 45798386 45798386 Silent SNP T C T SMC1B c.A681G p.Q227Q
XH_P55 22 50754648 50754648 Silent SNP T C T DENND6B c.A594G p.A198A
XH_P55 22 50898026 50898026 Silent SNP G A G SBF1 c.C3561T p.Y1187Y
XH_P55 22 51064039 51064039 Missense_Mutation SNP G C G ARSA c.C1178G p.T393S
XH_P55 22 51142601 51142601 Missense_Mutation SNP G T G SHANK3 c.G1654T p.V552F
XH_P55 X 3228144 3228144 Missense_Mutation SNP C G C MXRA5 c.G8100C p.E2700D
XH_P55 X 9905342 9905342 Silent SNP A G A SHROOM2 c.A261G p.T87T
XH_P55 X 9912792 9912792 Missense_Mutation SNP A G A SHROOM2 c.A928G p.I310V
XH_P55 X 9914947 9914947 Missense_Mutation SNP G C G SHROOM2 c.G1326C p.L442F
XH_P55 X 17745550 17745550 Frame_Shift_Ins INS - AGTAAAGA - NHS 0_2731insAGTA p.L910fs
XH_P55 X 17745551 17745551 Nonsense_Mutation INS - TTGAACTTCCAAT - NHS 732insCTTGAACTp.H911delinsPX
XH_P55 X 19764473 19764473 Silent SNP C T C SH3KBP1 c.G138A p.L46L
XH_P55 X 23398214 23398214 Silent SNP T C T PTCHD1 c.T858C p.C286C
XH_P55 X 24073761 24073761 Silent SNP C T C EIF2S3 c.C99T p.H33H
XH_P55 X 30269334 30269334 Missense_Mutation SNP C T C MAGEB1 c.C724T p.R242C
XH_P55 X 36324961 36324961 In_Frame_Ins INS - ATCTCCTCA - CFAP47 7_8158insATCTC.H2719delinsHISS
XH_P55 X 39932907 39932907 Silent SNP T C T BCOR c.A1692G p.A564A
XH_P55 X 43603391 43603391 Silent SNP T C T MAOA c.T1410C p.D470D
XH_P55 X 44938563 44938563 Silent SNP G A G KDM6A c.G2874A p.Q958Q
XH_P55 X 55103917 55103917 Silent SNP G T G PAGE2B c.G279T p.G93G
XH_P55 X 63410647 63410647 Silent SNP G A G AMER1 c.C2520T p.A840A
XH_P55 X 69478942 69478942 Missense_Mutation SNP T G T P2RY4 c.A533C p.N178T
XH_P55 X 79960302 79960302 Nonsense_Mutation INS - TTATTTTGTTTTTG - BRWD3 insTAACAAAAACI866_N867delinsX
XH_P55 X 102755250 102755250 Silent SNP G A G RAB40A c.C435T p.A145A
XH_P55 X 105153214 105153214 Silent SNP C T C NRK c.C1581T p.P527P
XH_P55 X 122387309 122387309 Missense_Mutation SNP C T C GRIA3 c.C424T p.R142C
XH_P55 X 129201179 129201179 Silent SNP C T C ELF4 c.G1509A p.T503T
XH_P55 X 129265736 129265736 Missense_Mutation SNP C A C AIFM1 c.G470T p.G157V
XH_P55 X 135312740 135312740 Frame_Shift_Ins INS - ACTAAGAAGTTT - MAP7D3 449insTAAACTT p.Q483fs
XH_P55 X 135313108 135313108 In_Frame_Ins INS - AAAAAGGGA - MAP7D3 5_1326insTCCCTp.K442delinsNPFL
XH_P55 X 153216366 153216366 Silent SNP G A G HCFC1 c.C5601T p.A1867A
XH_P55 X 153284192 153284192 Missense_Mutation SNP A G A IRAK1 c.T587C p.F196S
XH_P55 X 153296444 153296444 Missense_Mutation SNP C T C MECP2 c.G871A p.A291T
XH_P55 X 153609257 153609257 Silent SNP C T C EMD c.C465T p.Y155Y
XH_P55 Y 21154426 21154426 Missense_Mutation SNP G A G CD24 c.C170T p.A57V
XH_P55 1 1870393 1870393 Missense_Mutation SNV G A A CFAP74 c.2912C>T P.T971M
XH_P55 1 201058551 201058551 Nonsense_Mutation SNV G T T CACNA1S c.735C>A P.C245*
XH_P55 1 228612869 228612869 Missense_Mutation SNV C T T HIST3H3 c.158G>A P.R53H
XH_P55 1 28733968 28733968 Frame_Shift_Del INDEL C - - PHACTR4 c.11delC P.P4fs
XH_P55 10 12162869 12162869 Silent SNV C T T DHTKD1 c.2742C>T P.L914L
XH_P55 10 51769943 51769943 Silent SNV G T T AGAP6 c.2058G>T P.V686V
XH_P55 11 4471083 4471083 Nonsense_Mutation SNV C T T OR52K2 c.514C>T P.R172*
XH_P55 11 71821634 71821634 Nonsense_Mutation SNV C A A ANAPC15 c.136G>T P.E46*
XH_P55 12 112589824 112589824 Missense_Mutation SNV A G G TRAFD1 c.1499A>G P.D500G
XH_P55 12 130839188 130839188 Missense_Mutation SNV C T T PIWIL1 c.1151C>T P.P384L
XH_P55 12 475202 475202 Silent SNV G C C KDM5A c.435C>G P.R145R



XH_P55 12 57595332 57595332 Silent SNV C T T LRP1 c.10398C>T P.C3466C
XH_P55 12 7528452 7528452 Missense_Mutation SNV G T T CD163L1 c.2560C>A P.L854I
XH_P55 14 39777656 39777656 Missense_Mutation SNV A T T CTAGE5 c.971A>T P.H324L
XH_P55 16 57992333 57992333 Missense_Mutation SNV T C C CNGB1 c.818A>G P.H273R
XH_P55 16 67913573 67913573 Missense_Mutation SNV G A A EDC4 c.1717G>A P.V573M
XH_P55 17 39619194 39619194 Missense_Mutation SNV G A A KRT32 c.1105C>T P.R369W
XH_P55 17 62499427 62499430 Frame_Shift_Del INDEL TCAA - - DDX5 .686_689delTTG P.I229fs
XH_P55 17 80400168 80400168 Silent SNV C T T HEXDC c.1458C>T P.S486S
XH_P55 18 48591919 48591919 Missense_Mutation SNV G A A SMAD4 c.1082G>A P.R361H
XH_P55 19 18368369 18368369 Missense_Mutation SNV G A A KIAA1683 c.3725C>T P.P1242L
XH_P55 19 2877696 2877696 Missense_Mutation SNV G A A ZNF556 c.737G>A P.R246H
XH_P55 19 40730415 40730415 Missense_Mutation SNV C G G CNTD2 c.493G>C P.E165Q
XH_P55 2 179451960 179451960 Silent SNV A G G TTN c.59055T>C P.H19685H
XH_P55 2 87016533 87016533 Missense_Mutation SNV C T T CD8A c.538G>A P.A180T
XH_P55 21 16337535 16337535 Silent SNV A G G NRIP1 c.2979T>C P.S993S
XH_P55 21 19629397 19629397 Missense_Mutation SNV A T T CHODL c.443A>T P.D148V
XH_P55 3 13679391 13679391 Missense_Mutation SNV A G G FBLN2 c.3668A>G P.H1223R
XH_P55 3 48691870 48691870 Silent SNV C T T CELSR3 c.5004G>A P.T1668T
XH_P55 4 114275657 114275657 Silent SNV G T T ANK2 c.5883G>T P.L1961L
XH_P55 5 149581902 149581902 Splice_Site SNV C T T SLC6A7 c.859-8C>T
XH_P55 6 157405844 157405844 Silent SNV T C C ARID1B c.2086T>C P.L696L
XH_P55 7 124404432 124404432 Missense_Mutation SNV G A A GPR37 c.599C>T P.T200M
XH_P55 7 141536209 141536209 Missense_Mutation SNV C T T PRSS37 c.694G>A P.A232T
XH_P55 7 5428786 5428786 Silent SNV C T T TNRC18 c.669G>A P.K223K
XH_P55 7 54617718 54617718 Silent SNV G A A VSTM2A c.489G>A P.S163S
XH_P55 7 90742001 90742001 Splice_Site SNV G A A CDK14 c.1294+5G>A
XH_P55 8 145001643 145001643 Nonsense_Mutation SNV C A A PLEC c.3772G>T P.E1258*
XH_P55 8 28980108 28980108 Missense_Mutation SNV C T T KIF13B c.3535G>A P.A1179T
XH_P55 8 55541042 55541042 Missense_Mutation SNV A G G RP1 c.4600A>G P.T1534A
XH_P55 8 69434105 69434105 Missense_Mutation SNV T G G C8orf34 c.837T>G P.N279K
XH_P55 9 113168932 113168932 Missense_Mutation SNV C T T SVEP1 c.8948G>A P.G2983E
XH_P55 9 21971186 21971186 Missense_Mutation SNV G A A CDKN2A c.215C>T P.P72L
XH_P55 X 105153214 105153214 Silent SNV C T T NRK c.1581C>T P.P527P

XH_P557 1 987011 987011 Missense_Mutation SNP C T C AGRN c.C5549T p.P1850L
XH_P557 1 1168365 1168365 Missense_Mutation SNP G A G B3GALT6 c.G707A p.R236H
XH_P557 1 1246318 1246318 Silent SNP C T C PUSL1 c.C798T p.A266A
XH_P557 1 5927147 5927147 Silent SNP G A G NPHP4 c.C1965T p.D655D
XH_P557 1 6046344 6046344 Silent SNP G A G NPHP4 c.C6T p.N2N
XH_P557 1 8419975 8419975 Missense_Mutation SNP C T C RERE c.G1805A p.G602E
XH_P557 1 9305594 9305594 Frame_Shift_Ins INS - G - H6PD c.635dupG p.R212fs
XH_P557 1 16260969 16260969 Missense_Mutation SNP C T C SPEN c.C8234T p.A2745V
XH_P557 1 17355187 17355187 In_Frame_Ins INS - CGTAACACACAT - SDHB 331insATGTGTGL111delinsMCVTL
XH_P557 1 17355189 17355189 In_Frame_Ins INS - CAC - SDHB c.328_329insGTGp.T110delinsSA
XH_P557 1 24194627 24194627 Silent SNP C T C FUCA1 c.G150A p.P50P
XH_P557 1 26497120 26497120 Silent SNP G A G ZNF593 c.G318A p.A106A
XH_P557 1 29064804 29064804 Frame_Shift_Ins INS - TA - YTHDF2 c.86_87insTA p.L29fs
XH_P557 1 32264080 32264080 Missense_Mutation SNP C T C SPOCD1 c.G470A p.R157H
XH_P557 1 33480164 33480172 In_Frame_Del DEL GGTAGGAAC - GGTAGGAAC AK2 c.323_331del p.108_111del
XH_P557 1 33841037 33841057 In_Frame_Del DEL GCTGCTGTTGT - TGCTGCTGTTGTT PHC2 c.84_104del p.28_35del
XH_P557 1 35259961 35259961 Silent SNP A G A GJA4 c.A147G p.Q49Q
XH_P557 1 35575939 35575939 Silent SNP G A G ZMYM1 c.G627A p.K209K
XH_P557 1 36769561 36769561 Silent SNP C T C THRAP3 c.C2808T p.D936D
XH_P557 1 44149406 44149406 Nonsense_Mutation INS - ACCACGTACCAAA - KDM4A 7insAATACCACGT6_R597delinsQYHVPNX
XH_P557 1 54426079 54426079 Missense_Mutation SNP G A G LRRC42 c.G656A p.R219Q
XH_P557 1 55624648 55624648 Missense_Mutation SNP G A G USP24 c.C1130T p.P377L
XH_P557 1 57159485 57159485 Missense_Mutation SNP G A G PRKAA2 c.G523A p.G175R
XH_P557 1 58999992 58999992 In_Frame_Ins INS - TTATTG - OMA1 740_741insCAATp.E247delinsDNK
XH_P557 1 58999994 58999994 Nonsense_Mutation INS - TTTTTTATGATGTT - OMA1 TTAGAACATCATA7_F248delinsLEHHKKX
XH_P557 1 61818213 61818213 Frame_Shift_Ins INS - TCTT - NFIA c.792_793insTCT p.R264fs
XH_P557 1 67154853 67154853 Silent SNP A T A SGIP1 c.A741T p.P247P
XH_P557 1 67154855 67154857 In_Frame_Del DEL CCA - CCA SGIP1 c.743_745del p.248_249del
XH_P557 1 67787555 67787555 Frame_Shift_Ins INS - AG - IL12RB2 c.347_348insAG p.A116fs
XH_P557 1 86171840 86171840 Nonsense_Mutation INS - TTTTTTTAACTTAC - ZNHIT6 TTGGTAAGTTAAelinsPLNIFGKLKKKKESNX
XH_P557 1 89528775 89528775 Missense_Mutation SNP C T C GBP1 c.G143A p.R48H
XH_P557 1 92446591 92446591 Frame_Shift_Ins INS - TCTTGGATTTTCA - BRDT CATTTTTCTTGGA p.I490fs
XH_P557 1 92446593 92446593 Silent SNP A T A BRDT c.A1470T p.I490I
XH_P557 1 110882083 110882083 Missense_Mutation SNP C T C RBM15 c.C56T p.A19V
XH_P557 1 113062980 113062980 Missense_Mutation SNP G A G WNT2B c.G749A p.R250Q
XH_P557 1 114483095 114483095 Frame_Shift_Ins INS - TCACAGCTGCAA - HIPK1 1insATCACAGCT p.G30fs
XH_P557 1 115165717 115165717 In_Frame_Ins INS - TTGTTTTGTTTTT - DENND2C CCCAAAAAACAAAdelinsLYVIPKNKTKIKKTT
XH_P557 1 117576559 117576559 Missense_Mutation SNP C T C CD101 c.C2902T p.L968F
XH_P557 1 120438486 120438486 Silent SNP G A G ADAM30 c.C474T p.V158V
XH_P557 1 146658682 146658682 Missense_Mutation SNP G A G FMO5 c.C1399T p.P467S
XH_P557 1 149858178 149858178 Missense_Mutation SNP C T C HIST2H2BE c.G13A p.A5T
XH_P557 1 152327578 152327578 Missense_Mutation SNP C G C FLG2 c.G2684C p.S895T
XH_P557 1 152327579 152327579 Missense_Mutation SNP T A T FLG2 c.A2683T p.S895C
XH_P557 1 156170116 156170116 Frame_Shift_Ins INS - TAGT - SLC25A44 .478_479insTAG p.V160fs
XH_P557 1 156437892 156437892 Missense_Mutation SNP G A G MEF2D c.C1426T p.R476W
XH_P557 1 157095470 157095470 Silent SNP A G A ETV3 c.T702C p.F234F
XH_P557 1 182823275 182823279 Frame_Shift_Del DEL AGAAT - AGAAT DHX9 c.588_592del p.G196fs
XH_P557 1 185270183 185270183 Silent SNP G A G IVNS1ABP c.C1041T p.I347I
XH_P557 1 185962381 185962381 Missense_Mutation SNP C G C HMCN1 c.C3445G p.L1149V
XH_P557 1 196965192 196965192 Silent SNP C T C CFHR5 c.C831T p.Y277Y
XH_P557 1 201195119 201195119 Missense_Mutation SNP C T C IGFN1 c.C10654T p.H3552Y
XH_P557 1 203276245 203276254 Frame_Shift_Del DEL CCACTGGTTT - CCACTGGTTT BTG2 c.156_165del p.H52fs
XH_P557 1 207133079 207133079 Frame_Shift_Ins INS - AG - FCAMR c.715_716insCT p.C239fs
XH_P557 1 225586370 225586370 Splice_Site INS - A - DNAH14 . .
XH_P557 1 228494696 228494696 Silent SNP G A G OBSCN c.G12021A p.A4007A
XH_P557 1 235918909 235918909 Frame_Shift_Ins INS - CTTTTCTTTTCTTT - LYST AAAGAAAAGAAA p.Q2366fs
XH_P557 1 235918911 235918911 Missense_Mutation SNP G T G LYST c.C7096A p.Q2366K
XH_P557 2 3392075 3392075 Silent SNP T C T TRAPPC12 c.T681C p.F227F
XH_P557 2 3392295 3392295 Missense_Mutation SNP A G A TRAPPC12 c.A901G p.S301G
XH_P557 2 3483205 3483205 Silent SNP C T C TRAPPC12 c.C2181T p.F727F
XH_P557 2 39893487 39893487 Frame_Shift_Ins INS - G - TMEM178A c.374dupG p.R125fs
XH_P557 2 47256405 47256405 Missense_Mutation SNP C T C TTC7A c.C622T p.R208C
XH_P557 2 54880887 54880887 Frame_Shift_Ins INS - T - SPTBN1 c.5681dupT p.L1894fs
XH_P557 2 85820137 85820137 Missense_Mutation SNP C T C VAMP5 c.C208T p.R70W
XH_P557 2 96963445 96963445 Missense_Mutation SNP C T C SNRNP200 c.G1133A p.R378Q



XH_P557 2 97595044 97595044 Silent SNP G A G FAM178B c.C1092T p.H364H
XH_P557 2 105889313 105889313 Silent SNP G A G TGFBRAP1 c.C1971T p.L657L
XH_P557 2 109002745 109002745 Missense_Mutation SNP T C T SULT1C4 c.T488C p.V163A
XH_P557 2 112615976 112615976 In_Frame_Ins INS - TTTCCTTTTTTTTT - ANAPC1 sCCAAAAAAAAA422delinsAKKKRKEK
XH_P557 2 113940839 113940839 Missense_Mutation SNP G C G PSD4 c.G806C p.G269A
XH_P557 2 128477554 128477554 Missense_Mutation SNP C G C WDR33 c.G2045C p.G682A
XH_P557 2 138208562 138208562 Missense_Mutation SNP G A G THSD7B c.G3107A p.R1036Q
XH_P557 2 141243024 141243024 Missense_Mutation SNP C T C LRP1B c.G9313A p.D3105N
XH_P557 2 155295120 155295120 Missense_Mutation SNP C T C GALNT13 c.C1412T p.A471V
XH_P557 2 167133659 167133659 Missense_Mutation SNP C T C SCN9A c.G2675A p.C892Y
XH_P557 2 170113677 170113677 Missense_Mutation SNP T A T LRP2 c.A2596T p.N866Y
XH_P557 2 175264809 175264809 Frame_Shift_Ins INS - AAAACCAGAAAA - SCRN3 299insAAAACCAG p.L100fs
XH_P557 2 178416701 178416701 Missense_Mutation SNP A G A TTC30B c.T791C p.L264P
XH_P557 2 179417338 179417338 Frame_Shift_Del DEL A - A TTN c.63094delT p.S21032fs
XH_P557 2 179417340 179417340 Frame_Shift_Del DEL T - T TTN c.63092delA p.Q21031fs
XH_P557 2 179489988 179489998 Splice_Site DEL CCTTGTAATTA - CCTTGTAATTA TTN . .
XH_P557 2 197171230 197171230 Silent SNP G A G HECW2 c.C1728T p.T576T
XH_P557 2 202342470 202342470 Missense_Mutation SNP G A G STRADB c.G677A p.S226N
XH_P557 2 208425061 208425068 Frame_Shift_Del DEL TCAGTTAT - TCAGTTAT CREB1 c.226_233del p.S76fs
XH_P557 2 220085174 220085174 Frame_Shift_Del DEL C - C ATG9A c.2515delG p.V839fs
XH_P557 2 233198609 233198609 Silent SNP G A G DIS3L2 c.G2070A p.A690A
XH_P557 2 234171780 234171780 Missense_Mutation SNP G A G ATG16L1 c.G214A p.G72R
XH_P557 2 234638390 234638390 In_Frame_Ins INS - ATCTGTTGTCCTG - UGT1A3 AATGAATCTGTTGelinsTVNTMNLLSCPMMM
XH_P557 2 241873239 241873239 Missense_Mutation SNP G A G CROCC2 c.G1616A p.R539K
XH_P557 3 9793529 9793529 Missense_Mutation SNP G A G OGG1 c.G461A p.R154H
XH_P557 3 10188287 10188287 Missense_Mutation SNP G A G VHL c.G430A p.G144R
XH_P557 3 14967578 14967578 Frame_Shift_Ins INS - AA - FGD5 .4070_4071insA p.V1357fs
XH_P557 3 53856575 53856575 In_Frame_Ins INS - AGC - CHDH c.797_798insGCTp.L266delinsLL
XH_P557 3 74420362 74420362 Missense_Mutation SNP C T C CNTN3 c.G643A p.V215M
XH_P557 3 113375895 113375895 Frame_Shift_Ins INS - GA - USF3 .4633_4634insT p.T1545fs
XH_P557 3 124211719 124211719 Missense_Mutation SNP A T A KALRN c.A4666T p.N1556Y
XH_P557 3 124462907 124462907 Silent SNP G A G UMPS c.G1419A p.A473A
XH_P557 3 133099245 133099245 Silent SNP G A G TMEM108 c.G690A p.P230P
XH_P557 3 136323224 136323246 Frame_Shift_Del DEL TTAGCTCTTCC - ATTAGCTCTTCCA STAG1 c.202_224del p.G68fs
XH_P557 3 164716449 164716449 In_Frame_Ins INS - CCA - SI 4418_4419insTGp.K1473delinsNG
XH_P557 3 164716450 164716450 Frame_Shift_Ins INS - AGTTGTCTCCAA - SI ACTGGCTTGGAG p.K1473fs
XH_P557 3 182615187 182615206 Frame_Shift_Del DEL CTGGTGAGTG - TCTGGTGAGTGA ATP11B c.3145_3152del p.I1049fs
XH_P557 3 182817182 182817182 Missense_Mutation SNP C T C MCCC1 c.G47A p.R16K
XH_P557 3 184429133 184429133 In_Frame_Ins INS - TTC - MAGEF1 c.476_477insGAAp.D159delinsEN
XH_P557 3 195513413 195513413 In_Frame_Ins INS - TACTGAGGAATT - MUC4 ACCGACAATTCCTelinsSLPVTDNSSVSTGHATP
XH_P557 4 1388759 1388759 Frame_Shift_Ins INS - GCCTGCTCACAC - CRIPAK TGCCCGCCTGCTC p.R154fs
XH_P557 4 3446587 3446587 Missense_Mutation SNP C T C HGFAC c.C883T p.R295C
XH_P557 4 4304162 4304162 Missense_Mutation SNP G C G ZBTB49 c.G599C p.G200A
XH_P557 4 4304163 4304163 Frame_Shift_Ins INS - TGTTATCAGTGA - ZBTB49 ACTTGTGTTATCA p.G200fs
XH_P557 4 13605351 13605351 Frame_Shift_Del DEL T - T BOD1L1 c.3173delA p.N1058fs
XH_P557 4 15518320 15518320 Missense_Mutation SNP C T C CC2D2A c.C1090T p.P364S
XH_P557 4 41748011 41748028 In_Frame_Del DEL CCGCCGCTGC - GCCGCCGCTGCC PHOX2B c.741_758del p.247_253del
XH_P557 4 74853777 74853777 Missense_Mutation SNP C T C PPBP c.G44A p.R15K
XH_P557 4 76785609 76785609 Missense_Mutation SNP T C T PPEF2 c.A1992G p.I664M
XH_P557 4 83956382 83956382 Missense_Mutation SNP C T C COPS4 c.C5T p.A2V
XH_P557 4 104116366 104116366 Missense_Mutation SNP G A G CENPE c.C382T p.R128C
XH_P557 4 114251526 114251526 Missense_Mutation SNP G A G ANK2 c.G3025A p.V1009I
XH_P557 4 140306101 140306107 Frame_Shift_Del DEL GAATTCT - GAATTCT NAA15 c.2271_2277del p.R757fs
XH_P557 4 146461191 146461191 In_Frame_Ins INS - AGTTACCCAAACT - SMAD1 TAGCAGTTACCC212delinsPIAVTQTLL
XH_P557 4 151788916 151788916 Silent SNP G A G LRBA c.C2673T p.Y891Y
XH_P557 4 166141086 166141086 Silent SNP A G A KLHL2 c.A39G p.V13V
XH_P557 4 175414439 175414439 Frame_Shift_Ins INS - C - HPGD c.320dupG p.G107fs
XH_P557 4 183673030 183673030 Missense_Mutation SNP G A G TENM3 c.G3707A p.R1236H
XH_P557 4 186318369 186318369 Frame_Shift_Ins INS - CAGT - ANKRD37 c.93_94insCAGT p.K31fs
XH_P557 5 9190451 9190451 Missense_Mutation SNP G A G SEMA5A c.C1201T p.R401C
XH_P557 5 35065217 35065217 Missense_Mutation SNP C T C PRLR c.G1540A p.A514T
XH_P557 5 35857128 35857128 Missense_Mutation SNP G C G IL7R c.G49C p.V17L
XH_P557 5 41842799 41842799 Nonsense_Mutation SNP G A G OXCT1 c.C649T p.R217X
XH_P557 5 66055644 66055644 Missense_Mutation SNP G T G MAST4 c.G471T p.E157D
XH_P557 5 66055645 66055645 Nonsense_Mutation INS - CTCTTTCTGCAGC - MAST4 TTCTTCCTCTTTCT158delinsAILPLSAAX
XH_P557 5 79950708 79950708 Silent SNP T C T MSH3 c.T162C p.A54A
XH_P557 5 112824048 112824048 Missense_Mutation SNP T C T MCC c.A64G p.S22G
XH_P557 5 123984763 123984763 Silent SNP C T C ZNF608 c.G1314A p.A438A
XH_P557 5 132269985 132269985 Missense_Mutation SNP G A G AFF4 c.C772T p.R258W
XH_P557 5 139060486 139060486 Silent SNP G A G CXXC5 c.G378A p.A126A
XH_P557 5 140698646 140698646 Silent SNP C T C TAF7 c.G966A p.L322L
XH_P557 5 146703516 146703518 In_Frame_Del DEL GGA - GGA STK32A c.316_318del p.106_106del
XH_P557 5 147510850 147510850 Frame_Shift_Ins INS - ATTG - SPINK5 2993_2994insAT p.V998fs
XH_P557 5 150632794 150632794 Frame_Shift_Ins INS - G - GM2A c.18dupG p.Q6fs
XH_P557 5 180219932 180219932 Missense_Mutation SNP C T C MGAT1 c.G40A p.A14T
XH_P557 6 18122358 18122358 Silent SNP G A G NHLRC1 c.C480T p.C160C
XH_P557 6 27101240 27101240 Nonsense_Mutation INS - TAAC - HIST1H2AG .390_391insTAAK130_X131delinsKX
XH_P557 6 31322996 31322996 Silent SNP C T C HLA-B c.G900A p.P300P
XH_P557 6 39876841 39876841 Missense_Mutation SNP C T C MOCS1 c.G1140A p.M380I
XH_P557 6 79650872 79650872 Nonsense_Mutation INS - AGTGTCAAAGTG - PHIP 5004insACACTTT1668_A1669delinsX
XH_P557 6 86215709 86215711 In_Frame_Del DEL AAC - AAC SNX14 c.2656_2658del p.886_886del
XH_P557 6 168443315 168443315 Missense_Mutation SNP G A G KIF25 c.G904A p.V302I
XH_P557 7 21675698 21675698 Silent SNP G A G DNAH11 c.G4710A p.V1570V
XH_P557 7 39504010 39504010 Missense_Mutation SNP G A G POU6F2 c.G1693A p.G565R
XH_P557 7 43918682 43918682 Missense_Mutation SNP G A G URGCP c.C353T p.A118V
XH_P557 7 48146482 48146482 Missense_Mutation SNP G A G UPP1 c.G38A p.G13D
XH_P557 7 64863860 64863860 Frame_Shift_Ins INS - AC - ZNF92 c.605_606insAC p.I202fs
XH_P557 7 64863862 64863862 Nonsense_Mutation INS - GAATTTTCTTATG - ZNF92 AGTATGAATTTTCH203_T204delinsLX
XH_P557 7 66489954 66489954 In_Frame_Ins INS - TTTTTTTTTTTTTT - TYW1 930insTTTTTTTTTS310delinsSFFFFF
XH_P557 7 66489956 66489956 Missense_Mutation SNP A T A TYW1 c.A931T p.I311F
XH_P557 7 87168622 87168622 Missense_Mutation SNP G A G ABCB1 c.C2359T p.R787W
XH_P557 7 100676621 100676621 Missense_Mutation SNP G A G MUC17 c.G1924A p.A642T
XH_P557 7 121942102 121942128 In_Frame_Del DEL CAGAGGAGG - TGCAGAGGAGGC FEZF1 c.1351_1377del p.451_459del
XH_P557 7 127977184 127977184 Splice_Site INS - A - RBM28 . .
XH_P557 7 127977186 127977186 In_Frame_Ins INS - TGAACACAGGAG - RBM28 AAACAACTCCTGT63delinsIETTPVFMIK
XH_P557 7 128481295 128481295 Missense_Mutation SNP C T C FLNC c.C1885T p.R629W
XH_P557 7 128845518 128845518 Frame_Shift_Ins INS - GT - SMO c.815_816insGT p.A272fs
XH_P557 7 135376061 135376061 Frame_Shift_Ins INS - AGAAGCCAGAGC - SLC13A4 4insCTATGCTCTG p.E445fs



XH_P557 7 141764245 141764277 In_Frame_Del DEL GCTCCCTGGT - GGCTCCCTGGTGC MGAM c.4407_4439delp.1469_1480del
XH_P557 7 142989787 142989787 Silent SNP G A G CASP2 c.G378A p.S126S
XH_P557 7 150269974 150269974 Frame_Shift_Ins INS - CCTTCCTT - GIMAP4 16_817insCCTTC p.Q272fs
XH_P557 7 151902190 151902190 Splice_Site INS - CAT - KMT2C . .
XH_P557 8 1639784 1639784 Missense_Mutation SNP C A C DLGAP2 c.C2788A p.Q930K
XH_P557 8 19316053 19316053 Silent SNP G A G CSGALNACT1 c.C735T p.F245F
XH_P557 8 22570924 22570924 Missense_Mutation SNP C T C PEBP4 c.G643A p.E215K
XH_P557 8 22880484 22880484 In_Frame_Ins INS - CAC - TNFRSF10B 1022_1023insGTp.C341delinsWC
XH_P557 8 30669897 30669897 Frame_Shift_Ins INS - C - PPP2CB c.40dupG p.V14fs
XH_P557 8 52733148 52733148 Silent SNP C T C PCMTD1 c.G609A p.K203K
XH_P557 8 55049147 55049147 Missense_Mutation SNP G A G MRPL15 c.G185A p.R62Q
XH_P557 8 80677734 80677734 Missense_Mutation SNP C T C HEY1 c.G334A p.G112R
XH_P557 8 96166373 96166373 Missense_Mutation SNP G A G PLEKHF2 c.G101A p.R34Q
XH_P557 8 144654783 144654783 Frame_Shift_Ins INS - T - MROH6 c.101dupA p.Q34fs
XH_P557 8 145066886 145066886 Silent SNP A G A GRINA c.A993G p.L331L
XH_P557 9 27185588 27185588 In_Frame_Ins INS - ATC - TEK c.847_848insATCp.A283delinsDP
XH_P557 9 33266047 33266047 Nonsense_Mutation SNP C T C CHMP5 c.C109T p.R37X
XH_P557 9 34725047 34725047 Silent SNP C T C FAM205A c.G2190A p.P730P
XH_P557 9 37800645 37800645 Splice_Site INS - TAAC - DCAF10 . .
XH_P557 9 79324246 79324246 Missense_Mutation SNP C T C PRUNE2 c.G2944A p.E982K
XH_P557 9 86587060 86587060 Silent SNP G A G HNRNPK c.C618T p.Y206Y
XH_P557 9 95610284 95610284 Missense_Mutation SNP G A G ZNF484 c.C677T p.P226L
XH_P557 9 97873815 97873815 Missense_Mutation SNP G A G FANCC c.C1259T p.T420M
XH_P557 9 112900341 112900341 In_Frame_Ins INS - GATGCT - AKAP2 091_2092insGATp.E697delinsEDA
XH_P557 9 116930346 116930346 Frame_Shift_Ins INS - TGAC - COL27A1 .511_512insTGA p.V171fs
XH_P557 9 125315785 125315785 Missense_Mutation SNP G A G OR1N2 c.G337A p.G113R
XH_P557 9 130829180 130829190 Frame_Shift_Del DEL CTCAGGCAGC - CTCAGGCAGCT NAIF1 c.191_201del p.E64fs
XH_P557 9 135277175 135277175 In_Frame_Ins INS - ACAGTCCCAACC - TTF1 4insTGAGGTTGG345delinsVRLGLWK
XH_P557 9 138379777 138379777 Missense_Mutation SNP G A G PPP1R26 c.G3421A p.G1141S
XH_P557 10 27529372 27529375 Frame_Shift_Del DEL CAGG - CAGG ACBD5 c.48_51del p.C16fs
XH_P557 10 43609983 43609983 Silent SNP C T C RET c.C1935T p.S645S
XH_P557 10 45920506 45920506 Missense_Mutation SNP G A G ALOX5 c.G760A p.E254K
XH_P557 10 88227037 88227037 Missense_Mutation SNP G A G WAPL c.C2351T p.T784M
XH_P557 10 91371602 91371602 Missense_Mutation SNP G A G PANK1 c.C232T p.R78C
XH_P557 10 98287790 98287790 In_Frame_Ins INS - CTA - TM9SF3 1538_1539insTAp.R513delinsRR
XH_P557 10 102777342 102777342 Nonstop_Mutation SNP T C T PDZD7 c.A1553G p.X518W
XH_P557 10 115661445 115661451 Frame_Shift_Del DEL GCCTTAG - GCCTTAG NHLRC2 c.1160_1166del p.C387fs
XH_P557 10 115884951 115884951 Frame_Shift_Ins INS - T - CCDC186 c.2647_2648insA p.R883fs
XH_P557 10 115884952 115884952 Frame_Shift_Ins INS - CTTTGATGAAATT - CCDC186 nsAAACAAATTTC p.R883fs
XH_P557 10 124457629 124457629 Nonsense_Mutation SNP G A G C10orf120 c.C628T p.R210X
XH_P557 10 129535882 129535882 Silent SNP C T C FOXI2 c.C345T p.I115I
XH_P557 10 129899769 129899769 Frame_Shift_Ins INS - GCATGAGAACCT - MKI67 GTGCGAAGGTTC p.K2793fs
XH_P557 10 134040367 134040367 Silent SNP C T C STK32C c.G615A p.T205T
XH_P557 11 1020143 1020143 In_Frame_Ins INS - TCT - MUC6 3754_3755insAGp.T1252delinsKT
XH_P557 11 6411931 6411936 In_Frame_Del DEL CTGGTG - CTGGTG SMPD1 c.103_108del p.35_36del
XH_P557 11 6415216 6415216 Silent SNP G A G SMPD1 c.G1431A p.P477P
XH_P557 11 9534144 9534147 Splice_Site DEL GTAA - GTAA ZNF143 . .
XH_P557 11 27390646 27390646 Missense_Mutation SNP G A G LGR4 c.C1552T p.R518C
XH_P557 11 34378381 34378381 Missense_Mutation SNP G C G ABTB2 c.C750G p.H250Q
XH_P557 11 55135837 55135837 Missense_Mutation SNP G A G OR4A15 c.G478A p.E160K
XH_P557 11 62288989 62288989 Silent SNP G A G AHNAK c.C12900T p.I4300I
XH_P557 11 62295076 62295076 Silent SNP G A G AHNAK c.C6813T p.D2271D
XH_P557 11 62295933 62295933 Missense_Mutation SNP T C T AHNAK c.A5956G p.T1986A
XH_P557 11 62298731 62298731 Missense_Mutation SNP G A G AHNAK c.C3158T p.P1053L
XH_P557 11 62557412 62557412 Missense_Mutation SNP G A G TMEM179B c.G553A p.V185M
XH_P557 11 62678328 62678328 Frame_Shift_Ins INS - A - CHRM1 c.244dupT p.Y82fs
XH_P557 11 72466130 72466130 Silent SNP G A G STARD10 c.C688T p.L230L
XH_P557 11 76061989 76061990 Frame_Shift_Del DEL TA - TA THAP12 c.2204_2205del p.L735fs
XH_P557 11 82892917 82892917 Frame_Shift_Ins INS - TAGC - PCF11 4582_4583insTA p.I1528fs
XH_P557 11 113849995 113849995 Missense_Mutation SNP G A G HTR3A c.G278A p.R93Q
XH_P557 11 113934442 113934442 Silent SNP C T C ZBTB16 c.C420T p.G140G
XH_P557 11 115080312 115080323 In_Frame_Del DEL GGTGGTGGTG - TGGTGGTGGTGG CADM1 c.1049_1060del p.350_354del
XH_P557 11 119045689 119045689 Silent SNP G A G NLRX1 c.G1377A p.T459T
XH_P557 11 120008567 120008567 Missense_Mutation SNP C T C TRIM29 c.G173A p.S58N
XH_P557 11 121000784 121000784 Silent SNP T C T TECTA c.T2805C p.Y935Y
XH_P557 11 126147070 126147077 Frame_Shift_Del DEL GGTAACTG - GGTAACTG FOXRED1 c.1206delG p.K402fs
XH_P557 11 129744104 129744104 Missense_Mutation SNP G A G NFRKB c.C2258T p.P753L
XH_P557 12 12274234 12274234 In_Frame_Ins INS - TAG - LRP6 4667_4668insCTp.Y1556delinsYY
XH_P557 12 21995359 21995359 Missense_Mutation SNP C A C ABCC9 c.G3362T p.C1121F
XH_P557 12 25380290 25380290 Silent SNP G A G KRAS c.C168T p.L56L
XH_P557 12 42863337 42863345 In_Frame_Del DEL AACACCTGC - AACACCTGC PRICKLE1 c.291_299del p.97_100del
XH_P557 12 52370133 52370133 Frame_Shift_Del DEL C - C ACVR1B c.354delC p.H118fs
XH_P557 12 57641928 57641928 Silent SNP G A G STAC3 c.C369T p.Y123Y
XH_P557 12 85450168 85450168 In_Frame_Ins INS - TCTACATTTTCTT - LRRIQ1 insTCTATCTACAT533delinsVYLHFLSY
XH_P557 12 104373728 104373728 Frame_Shift_Ins INS - A - TDG c.287dupA p.E96fs
XH_P557 12 109526161 109526161 Missense_Mutation SNP C T C ALKBH2 c.G437A p.R146Q
XH_P557 12 112098442 112098442 Frame_Shift_Ins INS - CTTTATTTTTAAT - BRAP AATAAATTAAAA p.V312fs
XH_P557 12 117157653 117157653 Missense_Mutation SNP C T C C12orf49 c.G449A p.R150Q
XH_P557 12 123834966 123834966 Nonsense_Mutation INS - TTTTTTTTT - SBNO1 2_23insAAAAAAA p.L8delinsX
XH_P557 12 123834968 123834968 Frame_Shift_Ins INS - GATAG - SBNO1 c.20_21insCTATC p.D7fs
XH_P557 12 124366286 124366286 Missense_Mutation SNP G A G DNAH10 c.G8395A p.A2799T
XH_P557 12 125396377 125396377 Silent SNP A G A UBC c.T1941C p.D647D
XH_P557 12 125398191 125398191 Silent SNP G A G UBC c.C127T p.L43L
XH_P557 13 25370306 25370310 Frame_Shift_Del DEL AATAG - AATAG RNF17 c.1272_1276del p.V424fs
XH_P557 13 37600936 37600936 Frame_Shift_Ins INS - GATC - SUPT20H 1168_1169insGA p.H390fs
XH_P557 13 52599034 52599034 Frame_Shift_Ins INS - G - ALG11 c.1168_1169insG p.I390fs
XH_P557 13 52599035 52599035 Nonsense_Mutation INS - TAGTAGATGAGC - ALG11 AAATAGTAGTAGA90_G391delinsIHKX
XH_P557 13 78236258 78236262 Frame_Shift_Del DEL GGTCT - GGTCT LOC100129307 c.500_504del p.E167fs
XH_P557 13 103385019 103385019 Missense_Mutation SNP G A G CCDC168 c.C18028T p.L6010F
XH_P557 13 110804813 110804813 Missense_Mutation SNP G A G COL4A1 c.C4796T p.A1599V
XH_P557 13 113850537 113850537 In_Frame_Ins INS - TAC - PCID2 c.427_428insGTAp.T143delinsST
XH_P557 13 114138283 114138283 Missense_Mutation SNP G A G DCUN1D2 c.C92T p.T31M
XH_P557 14 23398431 23398431 Missense_Mutation SNP G A G PRMT5 c.C4T p.R2W
XH_P557 14 50065118 50065118 Missense_Mutation SNP C T C RPS29 c.G53A p.G18D
XH_P557 14 59814276 59814276 Missense_Mutation SNP G A G DAAM1 c.G2095A p.E699K
XH_P557 14 69376075 69376075 Missense_Mutation SNP C A C ACTN1 c.G554T p.R185L
XH_P557 14 80677791 80677791 Silent SNP G A G DIO2 c.C25T p.L9L
XH_P557 14 105243078 105243078 Missense_Mutation SNP G A G AKT1 c.C205T p.R69W



XH_P557 14 105411700 105411700 Missense_Mutation SNP A G A AHNAK2 c.T9788C p.V3263A
XH_P557 15 31260193 31260195 In_Frame_Del DEL ATG - ATG MTMR10 c.493_495del p.165_165del
XH_P557 15 34654459 34654459 Silent SNP G A G LPCAT4 c.C948T p.G316G
XH_P557 15 41165482 41165482 Missense_Mutation SNP C T C RHOV c.G485A p.R162Q
XH_P557 15 41961868 41961868 Missense_Mutation SNP G A G MGA c.G776A p.R259Q
XH_P557 15 43815214 43815214 Frame_Shift_Ins INS - TTTGATCTCTTTT - MAP1A 44insTTTTTGATC p.P515fs
XH_P557 15 51233687 51233687 Missense_Mutation SNP C T C AP4E1 c.C767T p.S256L
XH_P557 15 52258405 52258405 Missense_Mutation SNP C T C LEO1 c.G355A p.E119K
XH_P557 15 56735701 56735701 Missense_Mutation SNP C T C MNS1 c.G938A p.R313H
XH_P557 15 82935129 82935129 Missense_Mutation SNP C G C GOLGA6L10 c.G451C p.E151Q
XH_P557 15 90195966 90195966 Frame_Shift_Ins INS - GG - KIF7 c.195_196insCC p.G66fs
XH_P557 15 90344825 90344825 Frame_Shift_Ins INS - G - ANPEP c.1582dupC p.R528fs
XH_P557 15 93173457 93173457 Missense_Mutation SNP C T C FAM174B c.G463A p.D155N
XH_P557 15 99512850 99512850 Missense_Mutation SNP C T C PGPEP1L c.G175A p.A59T
XH_P557 16 1263883 1263883 Silent SNP C T C CACNA1H c.C4863T p.I1621I
XH_P557 16 4445327 4445327 Missense_Mutation SNP C T C CORO7 c.G323A p.R108Q
XH_P557 16 4777027 4777027 Silent SNP G A G ANKS3 c.C322T p.L108L
XH_P557 16 4945324 4945324 Missense_Mutation SNP G A G PPL c.C1180T p.R394C
XH_P557 16 20554248 20554248 Silent SNP G T G ACSM2B c.C1497A p.P499P
XH_P557 16 21689858 21689858 Missense_Mutation SNP A G A OTOA c.A23G p.Y8C
XH_P557 16 24564880 24564883 Splice_Site DEL TATA - TATA RBBP6 . .
XH_P557 16 27561001 27561001 Nonsense_Mutation INS - CTA - GTF3C1 c.210_211insTAG p.L71delinsX
XH_P557 16 30390012 30390012 Silent SNP G A G SEPT1 c.C1077T p.S359S
XH_P557 16 31499063 31499063 Nonsense_Mutation INS - AA - SLC5A2 c.868_869insAAY290_W291delinsX
XH_P557 16 57918303 57918303 Missense_Mutation SNP G A G CNGB1 c.C3503T p.T1168M
XH_P557 16 66973200 66973200 Frame_Shift_Ins INS - G - CES2 c.555dupG p.E185fs
XH_P557 16 67864336 67864336 Silent SNP G A G CENPT c.C819T p.A273A
XH_P557 16 70534939 70534939 Frame_Shift_Ins INS - TAGC - COG4 1116_1117insGC p.Y373fs
XH_P557 16 70543922 70543922 Nonsense_Mutation INS - AATCATGTAGTTT - COG4 ACAATAAACTACA247_A248delinsVNX
XH_P557 16 86565882 86565882 Missense_Mutation SNP G C G MTHFSD c.C887G p.S296C
XH_P557 16 89348452 89348475 In_Frame_Del DEL CCTGTGATGC - CCCTGTGATGCCG ANKRD11 c.4475_4498delp.1492_1500del
XH_P557 16 89778297 89778298 Frame_Shift_Del DEL TG - TG VPS9D1 c.739_740del p.Q247fs
XH_P557 16 90126889 90126889 Silent SNP G A G PRDM7 c.C1093T p.L365L
XH_P557 17 4448598 4448598 Frame_Shift_Ins INS - CA - MYBBP1A .2115_2116insT p.V706fs
XH_P557 17 7228293 7228293 Silent SNP G A G NEURL4 c.C1638T p.T546T
XH_P557 17 7496152 7496152 Missense_Mutation SNP G A G FXR2 c.C1589T p.P530L
XH_P557 17 9792910 9792910 Missense_Mutation SNP C T C GLP2R c.C1550T p.P517L
XH_P557 17 12656271 12656271 In_Frame_Ins INS - ACT - MYOCD 1666_1667insACp.N556delinsNY
XH_P557 17 16526349 16526349 Silent SNP G A G ZNF624 c.C1851T p.C617C
XH_P557 17 37441780 37441780 Missense_Mutation SNP C T C FBXL20 c.G445A p.D149N
XH_P557 17 38560458 38560458 Missense_Mutation SNP C A C TOP2A c.G2229T p.K743N
XH_P557 17 42156627 42156627 Frame_Shift_Ins INS - T - HDAC5 c.2965dupA p.R989fs
XH_P557 17 48244754 48244754 Silent SNP C T C SGCA c.C63T p.T21T
XH_P557 17 48761469 48761469 Splice_Site INS - T - ABCC3 . .
XH_P557 17 63221442 63221442 Missense_Mutation SNP G A G RGS9 c.G1721A p.R574H
XH_P557 17 65909268 65909273 In_Frame_Del DEL TCCTTC - TCCTTC BPTF c.5268_5273delp.1756_1758del
XH_P557 17 66596510 66596517 Frame_Shift_Del DEL GCGGGTGG - GCGGGTGG FAM20A c.291_298del p.A97fs
XH_P557 17 74077797 74077797 Nonsense_Mutation SNP C T C ZACN c.C841T p.Q281X
XH_P557 17 75486940 75486940 Missense_Mutation SNP G A G SEPT9 c.G1043A p.R348Q
XH_P557 17 76166898 76166898 In_Frame_Ins INS - TCT - SYNGR2 c.100_101insTCTp.V34delinsVF
XH_P557 17 77752194 77752194 Frame_Shift_Ins INS - TACC - CBX2 c.84_85insTACC p.E28fs
XH_P557 18 13731869 13731869 In_Frame_Ins INS - ACTCTTTTCTCTTT - RNMT 4insAAACTCTTTTS118delinsSNSFLFL
XH_P557 18 19057153 19057153 Missense_Mutation SNP G A G GREB1L c.G2392A p.E798K
XH_P557 18 32457706 32457706 Missense_Mutation SNP G A G DTNA c.G916A p.D306N
XH_P557 18 44656695 44656695 In_Frame_Ins INS - GTG - HDHD2 c.44_45insCAC p.I15delinsIT
XH_P557 18 44656696 44656696 In_Frame_Ins INS - TGTTTTTTGTTTTT - HDHD2 AAATAAAAACAAA15delinsNKIKTKNILL
XH_P557 18 48593441 48593441 Frame_Shift_Ins INS - G - SMAD4 c.1193dupG p.W398fs
XH_P557 18 61034290 61034290 Missense_Mutation SNP G A G KDSR c.C62T p.P21L
XH_P557 18 72250823 72250823 Missense_Mutation SNP C T C CNDP1 c.C1336T p.R446W
XH_P557 18 77659593 77659593 Missense_Mutation SNP G A G KCNG2 c.G1178A p.G393D
XH_P557 19 2076842 2076842 Missense_Mutation SNP C T C MOB3A c.G592A p.G198S
XH_P557 19 4523873 4523873 Silent SNP G A G PLIN5 c.C1059T p.H353H
XH_P557 19 4538623 4538623 Nonsense_Mutation SNP G A G LRG1 c.C373T p.R125X
XH_P557 19 8808373 8808373 Missense_Mutation SNP G T G ACTL9 c.C679A p.H227N
XH_P557 19 9002519 9002519 Missense_Mutation SNP G T G MUC16 c.C40297A p.H13433N
XH_P557 19 9271790 9271790 Missense_Mutation SNP G A G ZNF317 c.G1373A p.R458Q
XH_P557 19 11356502 11356502 Missense_Mutation SNP G A G DOCK6 c.C859T p.R287W
XH_P557 19 13058701 13058714 Frame_Shift_Del DEL TGATGCCTTC - CGTGATGCCTTCC RAD23A c.112_125del p.R38fs
XH_P557 19 14520117 14520117 Missense_Mutation SNP G A G DDX39A c.C1117T p.R373W
XH_P557 19 17766787 17766787 Silent SNP G A G UNC13A c.C1188T p.P396P
XH_P557 19 19737898 19737898 Missense_Mutation SNP G A G LPAR2 c.C196T p.P66S
XH_P557 19 19737899 19737899 Missense_Mutation SNP C A C LPAR2 c.G195T p.Q65H
XH_P557 19 20045514 20045514 Nonsense_Mutation INS - CCAGTATGAATT - ZNF93 TTTCTCTCCAGTAT4delinsRVSLQYEFSYVX
XH_P557 19 21477431 21477431 Missense_Mutation SNP T C T ZNF708 c.A145G p.K49E
XH_P557 19 22498461 22498461 Missense_Mutation SNP T G T ZNF729 c.T2242G p.S748A
XH_P557 19 23938341 23938341 Frame_Shift_Ins INS - GGTTTCATTTTTC - ZNF681 6insAGAAAAATG p.F6fs
XH_P557 19 24310638 24310638 Frame_Shift_Ins INS - TCAGTATGAATT - ZNF254 TTTCTCTTCAGTA p.F527fs
XH_P557 19 33417851 33417851 Frame_Shift_Ins INS - TA - CEP89 .1068_1069insT p.P357fs
XH_P557 19 35941124 35941124 Missense_Mutation SNP G A G FFAR2 c.G508A p.D170N
XH_P557 19 38852470 38852471 Frame_Shift_Del DEL AC - AC CATSPERG c.1943_1944del p.Y648fs
XH_P557 19 41223770 41223786 Frame_Shift_Del DEL TATACTGATG - ATATACTGATGGC ITPKC c.730_746del p.P244fs
XH_P557 19 42342205 42342205 Frame_Shift_Ins INS - TTCCACCTTA - LYPD4 _237insTAAGGT p.L79fs
XH_P557 19 42342207 42342207 Missense_Mutation SNP G A G LYPD4 c.C235T p.L79F
XH_P557 19 42910455 42910455 Silent SNP G A G LIPE c.C2223T p.Y741Y
XH_P557 19 46299138 46299138 In_Frame_Ins INS - TCCTCGCCCTCCT - RSPH6A 43insGAGGAGGGT715delinsEEGEET
XH_P557 19 46388379 46388379 Silent SNP C G C IRF2BP1 c.G654C p.R218R
XH_P557 19 49254466 49254466 Missense_Mutation SNP G A G FUT1 c.C73T p.L25F
XH_P557 19 55494075 55494075 Missense_Mutation SNP C T C NLRP2 c.C943T p.R315W
XH_P557 19 55739689 55739689 Silent SNP G A G TMEM86B c.C168T p.P56P
XH_P557 19 56539109 56539109 Missense_Mutation SNP G A G NLRP5 c.G1510A p.A504T
XH_P557 19 58361416 58361416 Missense_Mutation SNP G A G ZNF587 c.G10A p.A4T
XH_P557 19 59061550 59061550 Missense_Mutation SNP C T C TRIM28 c.C2230T p.R744C
XH_P557 20 5987092 5987092 Frame_Shift_Ins INS - C - CRLS1 c.201dupC p.N67fs
XH_P557 20 31890796 31890796 Frame_Shift_Ins INS - GG - BPIFB1 .1056_1057insG p.Q352fs
XH_P557 20 33330510 33330510 Missense_Mutation SNP G C G NCOA6 c.C3550G p.P1184A
XH_P557 20 33330512 33330512 Nonsense_Mutation INS - TGATCAACAAG - NCOA6 _3548insCTTGTT183_P1184delinsPCX
XH_P557 20 40033573 40033573 Frame_Shift_Ins INS - TAGT - CHD6 7807_7808insAC p.T2603fs
XH_P557 20 42089371 42089371 Missense_Mutation SNP C T C SRSF6 c.C703T p.R235C



XH_P557 20 56186938 56186945 Frame_Shift_Del DEL GAGGAATC - GAGGAATC ZBP1 c.487_494del p.D163fs
XH_P557 20 62203504 62203504 Missense_Mutation SNP G A G HELZ2 c.C235T p.R79C
XH_P557 21 33719695 33719695 Silent SNP C T C URB1 c.G3438A p.K1146K
XH_P557 21 37788576 37788576 Missense_Mutation SNP C T C CHAF1B c.C1592T p.T531M
XH_P557 22 17589855 17589855 Silent SNP C T C IL17RA c.C1644T p.P548P
XH_P557 22 31091476 31091479 Frame_Shift_Del DEL AACT - AACT OSBP2 c.580_583del p.N194fs
XH_P557 22 32014387 32014387 Missense_Mutation SNP C T C SFI1 c.C3547T p.R1183W
XH_P557 22 38119755 38119757 In_Frame_Del DEL CAA - CAA TRIOBP c.1192_1194del p.398_398del
XH_P557 22 38536036 38536036 Frame_Shift_Ins INS - C - PLA2G6 c.749dupG p.G250fs
XH_P557 22 42525175 42525175 Missense_Mutation SNP G A G CYP2D6 c.C365T p.A122V
XH_P557 22 42606257 42606257 Silent SNP C T C TCF20 c.G5055A p.S1685S
XH_P557 22 50987778 50987778 Frame_Shift_Ins INS - AT - KLHDC7B .1183_1184insA p.R395fs
XH_P557 22 50987780 50987783 Frame_Shift_Del DEL AGCC - AGCC KLHDC7B c.1185_1188del p.R395fs
XH_P557 22 51021033 51021033 Missense_Mutation SNP C T C CHKB c.G178A p.A60T
XH_P557 X 47028815 47028815 Frame_Shift_Ins INS - CTAC - RBM10 .119_120insCTA p.D40fs
XH_P557 X 48681964 48681964 Missense_Mutation SNP G A G HDAC6 c.G3155A p.S1052N
XH_P557 X 77301017 77301017 Missense_Mutation SNP G A G ATP7A c.G3940A p.A1314T
XH_P557 X 100613313 100613313 Nonsense_Mutation SNP G A G BTK c.C1087T p.Q363X
XH_P557 X 117712515 117712515 Missense_Mutation SNP C T C DOCK11 c.C1417T p.P473S
XH_P557 X 119007322 119007322 Missense_Mutation SNP G A G NDUFA1 c.G158A p.R53H
XH_P557 X 122336556 122336574 Frame_Shift_Del DEL CAAAGATCAT - TGCAAAGATCATG GRIA3 c.337_355del p.C113fs
XH_P557 X 125299188 125299188 Silent SNP T G T DCAF12L2 c.A720C p.P240P
XH_P557 1 156170116 156170116 Frame_Shift_Ins INDEL - TAGT TAGT SLC25A44 480_483dupAGT P.A162fs
XH_P557 1 16260969 16260969 Missense_Mutation SNV C T T SPEN c.8234C>T P.A2745V
XH_P557 1 182823275 182823279 Frame_Shift_Del INDEL AGAAT - - DHX9 589_593delGAAT P.E197fs
XH_P557 1 185962381 185962381 Missense_Mutation SNV C G G HMCN1 c.3445C>G P.L1149V
XH_P557 1 196965192 196965192 Silent SNV C T T CFHR5 c.831C>T P.Y277Y
XH_P557 1 203276245 203276254 Frame_Shift_Del INDEL CCACTGGTTT - - BTG2 8_167delACTGGT P.H53fs
XH_P557 1 207133079 207133079 Frame_Shift_Ins INDEL - AG AG FCAMR c.714_715dupCT P.C239fs
XH_P557 1 225586370 225586370 Splice_Site INDEL - A A DNAH14 c.13332+4dupA
XH_P557 1 32264080 32264080 Missense_Mutation SNV C T T SPOCD1 c.1991G>A P.R664H
XH_P557 1 33480164 33480172 Missense_Mutation INDEL GGTAGGAAC - - AK2 5_433delGTTCCTP.R142_Y144del
XH_P557 1 57159485 57159485 Missense_Mutation SNV G A A PRKAA2 c.523G>A P.G175R
XH_P557 1 61818213 61818213 Frame_Shift_Ins INDEL - TCTT TCTT NFIA 794_797dupCTT P.L266fs
XH_P557 1 67154853 67154853 Silent SNV A T T SGIP1 c.741A>T P.P247P
XH_P557 1 67154855 67154857 Missense_Mutation INDEL CCA - - SGIP1 c.744_746delCAC P.T249del
XH_P557 1 9305594 9305594 Frame_Shift_Ins INDEL - G G H6PD c.637dupG P.V213fs
XH_P557 10 129535882 129535882 Silent SNV C T T FOXI2 c.345C>T P.I115I
XH_P557 10 27529372 27529375 Frame_Shift_Del INDEL CAGG - - ACBD5 c.54_57delCCTG P.C18fs
XH_P557 10 43609983 43609983 Silent SNV C T T RET c.1935C>T P.S645S
XH_P557 10 75511008 75511015 Splice_Site INDEL ACTTGGTC - - SEC24C 8_308+15delCTTGGTCA
XH_P557 11 126135985 126136000 Splice_Site INDEL GGAGATTACA - - SRPRA 49-9delATGTGTAATCTCCTGT
XH_P557 11 55135837 55135837 Missense_Mutation SNV G A A OR4A15 c.478G>A P.E160K
XH_P557 11 76061989 76061990 Frame_Shift_Del INDEL TA - - THAP12 .2204_2205delT P.L735fs
XH_P557 11 82892917 82892917 Frame_Shift_Ins INDEL - TAGC TAGC PCF11 191_4194dupAG P.D1399fs
XH_P557 11 9534144 9534147 Splice_Site INDEL GTAA - - ZNF143 21+4_1521+7delAGTA
XH_P557 12 12274234 12274234 Missense_Mutation INDEL - TAG TAG LRP6 4665_4667dupC P.Y1556dup
XH_P557 12 42863337 42863345 Missense_Mutation INDEL AACACCTGC - - PRICKLE1 1_299delGCAGG P.L97_V99del
XH_P557 12 52370133 52370133 Frame_Shift_Del INDEL C - - ACVR1B c.356delC P.P119fs
XH_P557 13 113850537 113850537 Frame_Shift_Ins INDEL - TAC TAC PCID2 426-1_427dupGTP.G142_T143insS
XH_P557 13 25370306 25370310 Frame_Shift_Del INDEL AATAG - - RNF17 273_1277delATA P.I425fs
XH_P557 13 78236258 78236262 Frame_Shift_Del INDEL GGTCT - - LOC100129307500_504delAGA P.E167fs
XH_P557 14 50582551 50582551 Splice_Site INDEL - CTT CTT VCPKMT 50+3_450+5dupAAG
XH_P557 14 59814276 59814276 Missense_Mutation SNV G A A DAAM1 c.2095G>A P.E699K
XH_P557 14 69376075 69376075 Missense_Mutation SNV C A A ACTN1 c.554G>T P.R185L
XH_P557 15 31260193 31260195 Missense_Mutation INDEL ATG - - MTMR10 c.493_495delCAT P.H165del
XH_P557 16 20554248 20554248 Silent SNV G T T ACSM2B c.1497C>A P.P499P
XH_P557 16 21689858 21689858 Missense_Mutation SNV A G G OTOA c.23A>G P.Y8C
XH_P557 16 4945324 4945324 Missense_Mutation SNV G A A PPL c.1180C>T P.R394C
XH_P557 16 57918303 57918303 Missense_Mutation SNV G A A CNGB1 c.3503C>T P.T1168M
XH_P557 16 66973200 66973200 Frame_Shift_Ins INDEL - G G CES2 c.556dupG P.D186fs
XH_P557 16 70534939 70534939 Frame_Shift_Ins INDEL - TAGC TAGC COG4 113_1116dupGC P.Y373fs
XH_P557 16 89778297 89778298 Frame_Shift_Del INDEL TG - - VPS9D1 c.739_740delCA P.Q247fs
XH_P557 16 90126889 90126889 Silent SNV G A A PRDM7 c.1093C>T P.L365L
XH_P557 17 12656271 12656271 Missense_Mutation INDEL - ACT ACT MYOCD 1667_1669dupAP.N556_C557insY
XH_P557 17 37441780 37441780 Missense_Mutation SNV C T T FBXL20 c.445G>A P.D149N
XH_P557 17 38560458 38560458 Missense_Mutation SNV C A A TOP2A c.2229G>T P.K743N
XH_P557 17 43343925 43343925 Frame_Shift_Ins INDEL - ACA ACA MAP3K14 2553_2554insTGP.T851_D852insC
XH_P557 17 4448598 4448598 Frame_Shift_Ins INDEL - CA CA MYBBP1A 2114_2115dupT P.V706fs
XH_P557 17 48761469 48761469 Splice_Site INDEL - T T ABCC3 c.4113+2dupT
XH_P557 17 48761471 48761471 Splice_Site SNV A C C ABCC3 c.4113+3A>C
XH_P557 17 66596510 66596517 Frame_Shift_Del INDEL GCGGGTGG - - FAM20A 91_298delCCACC P.H98fs
XH_P557 17 73607936 73608062 Missense_Mutation INDEL TCACCGAGTG - - MYO15B 4391-28_4489d1464_P1497delinsT
XH_P557 17 76166898 76166898 Frame_Shift_Ins INDEL - TCT TCT SYNGR2 c.103_105dupTT P.F35dup
XH_P557 17 77752194 77752194 Frame_Shift_Ins INDEL - TACC TACC CBX2 c.86_89dupACCT P.V31fs
XH_P557 17 9792910 9792910 Missense_Mutation SNV C T T GLP2R c.1550C>T P.P517L
XH_P557 18 19057153 19057153 Missense_Mutation SNV G A A GREB1L c.2392G>A P.E798K
XH_P557 18 32457706 32457706 Missense_Mutation SNV G A A DTNA c.916G>A P.D306N
XH_P557 18 48593441 48593441 Frame_Shift_Ins INDEL - G G SMAD4 c.1195dupG P.V399fs
XH_P557 19 11356502 11356502 Missense_Mutation SNV G A A DOCK6 c.859C>T P.R287W
XH_P557 19 13058701 13058714 Frame_Shift_Del INDEL TGATGCCTTC - - RAD23A 29delATGCCTTC P.D39fs
XH_P557 19 19737898 19737898 Missense_Mutation SNV G A A LPAR2 c.196C>T P.P66S
XH_P557 19 19737899 19737899 Missense_Mutation SNV C A A LPAR2 c.195G>T P.Q65H
XH_P557 19 33417851 33417851 Frame_Shift_Ins INDEL - TA TA CEP89 1067_1068dupT P.P357fs
XH_P557 19 38852470 38852471 Frame_Shift_Del INDEL AC - - CATSPERG .2063_2064delA P.Y688fs
XH_P557 19 41223770 41223786 Frame_Shift_Del INDEL TATACTGATG - - ITPKC 9delTATACTGATG P.Y245fs
XH_P557 19 4538623 4538623 Nonsense_Mutation SNV G A A LRG1 c.373C>T P.R125*
XH_P557 19 55494075 55494075 Missense_Mutation SNV C T T NLRP2 c.1009C>T P.R337W
XH_P557 19 56539109 56539109 Missense_Mutation SNV G A A NLRP5 c.1510G>A P.A504T
XH_P557 2 103348775 103348775 Splice_Site INDEL - CTC CTC MFSD9 70+3_70+5dupGAG
XH_P557 2 128477554 128477554 Missense_Mutation SNV C G G WDR33 c.2045G>C P.G682A
XH_P557 2 141243024 141243024 Missense_Mutation SNV C T T LRP1B c.9313G>A P.D3105N
XH_P557 2 167133659 167133659 Missense_Mutation SNV C T T SCN9A c.2675G>A P.C892Y
XH_P557 2 170113677 170113677 Missense_Mutation SNV T A A LRP2 c.2596A>T P.N866Y
XH_P557 2 178416701 178416701 Missense_Mutation SNV A G G TTC30B c.791T>C P.L264P
XH_P557 2 179417338 179417338 Frame_Shift_Del INDEL A - - TTN c.85366delT P.S28456fs
XH_P557 2 179417340 179417340 Frame_Shift_Del INDEL T - - TTN c.85364delA P.Q28455fs
XH_P557 2 179489988 179489998 Splice_Site INDEL CCTTGTAATTA - - TTN 39625+12delTAATTACAAGG



XH_P557 2 208425061 208425068 Frame_Shift_Del INDEL TCAGTTAT - - CREB1 31_238delTATTC P.I78fs
XH_P557 2 39893487 39893487 Frame_Shift_Ins INDEL - G G TMEM178A c.376dupG P.D126fs
XH_P557 2 47256405 47256405 Missense_Mutation SNV C T T TTC7A c.1684C>T P.R562C
XH_P557 2 54880887 54880887 Frame_Shift_Ins INDEL - T T SPTBN1 c.5720dupT P.V1908fs
XH_P557 2 97595044 97595044 Silent SNV G A A FAM178B c.1092C>T P.H364H
XH_P557 20 31890796 31890796 Frame_Shift_Ins INDEL - GG GG BPIFB1 1057_1058dupG P.H354fs
XH_P557 20 56186938 56186945 Frame_Shift_Del INDEL GAGGAATC - - ZBP1 09_716delGATTC P.D237fs
XH_P557 22 42525175 42525175 Missense_Mutation SNV G A A CYP2D6 c.365C>T P.A122V
XH_P557 22 50987780 50987783 Frame_Shift_Del INDEL AGCC - - KLHDC7B 1185_1188delAG P.A396fs
XH_P557 3 10188287 10188287 Missense_Mutation SNV G A A VHL c.430G>A P.G144R
XH_P557 3 124211719 124211719 Missense_Mutation SNV A T T KALRN c.4816A>T P.N1606Y
XH_P557 3 136323224 136323246 Frame_Shift_Del INDEL TTAGCTCTTCC - - STAG1 GCCGTGGAAGA P.G68fs
XH_P557 3 194386921 194386921 Splice_Site SNV A G G LSG1 c.434+11T>C
XH_P557 4 114251526 114251526 Missense_Mutation SNV G A A ANK2 c.2998G>A P.V1000I
XH_P557 4 140306101 140306107 Frame_Shift_Del INDEL GAATTCT - - NAA15 73_2279delATTC P.N758fs
XH_P557 4 15518320 15518320 Missense_Mutation SNV C T T CC2D2A c.1090C>T P.P364S
XH_P557 4 175414439 175414439 Frame_Shift_Ins INDEL - C C HPGD c.524dupG P.V176fs
XH_P557 4 183673030 183673030 Missense_Mutation SNV G A A TENM3 c.3707G>A P.R1236H
XH_P557 4 186318369 186318369 Frame_Shift_Ins INDEL - CAGT CAGT ANKRD37 c.95_98dupAGTC P.P34fs
XH_P557 4 76785609 76785609 Missense_Mutation SNV T C C PPEF2 c.1992A>G P.I664M
XH_P557 5 146703516 146703518 Missense_Mutation INDEL GGA - - STK32A c.317_319delGAG P.G106del
XH_P557 5 147510850 147510850 Frame_Shift_Ins INDEL - ATTG ATTG SPINK5 084_3087dupAT P.P1030fs
XH_P557 5 150632794 150632794 Frame_Shift_Ins INDEL - G G GM2A c.19dupG P.A7fs
XH_P557 6 39876841 39876841 Missense_Mutation SNV C T T MOCS1 c.1140G>A P.M380I
XH_P557 6 86215709 86215711 Missense_Mutation INDEL AAC - - SNX14 2788_2790delGT P.V930del
XH_P557 7 128845518 128845518 Frame_Shift_Ins INDEL - GT GT SMO c.817_818dupTG P.F274fs
XH_P557 7 141764245 141764277 Missense_Mutation INDEL GCTCCCTGGT - - MGAM AGACGGCTCCCT.L1470_N1480del
XH_P557 7 148506399 148506399 Splice_Site INDEL T - - EZH2 c.2110+3delA
XH_P557 7 151902190 151902190 Frame_Shift_Ins INDEL - CAT CAT KMT2C 3959_3961dupA P.D1320dup
XH_P557 7 21675698 21675698 Silent SNV G A A DNAH11 c.4710G>A P.V1570V
XH_P557 7 43918682 43918682 Missense_Mutation SNV G A A URGCP c.380C>T P.A127V
XH_P557 8 1639784 1639784 Missense_Mutation SNV C A A DLGAP2 c.2506C>A P.Q836K
XH_P557 8 22880484 22880484 Missense_Mutation INDEL - CAC CAC TNFRSF10B 1020_1022dupG.Q340_C341insW
XH_P557 8 89179888 89179888 Splice_Site SNV A T T MMP16 c.709+10T>A
XH_P557 9 125315785 125315785 Missense_Mutation SNV G A A OR1N2 c.337G>A P.G113R
XH_P557 9 130829180 130829190 Frame_Shift_Del INDEL CTCAGGCAGC - - NAIF1 _201delAGCTGCC P.E64fs
XH_P557 9 141124270 141124280 Splice_Site INDEL CTCCCAGGTA - - FAM157B *20+6delCCCAGGTAACT
XH_P557 9 37800645 37800645 Splice_Site INDEL - TAAC TAAC DCAF10 0+4_20+7dupACTA
XH_P557 X 100613313 100613313 Nonsense_Mutation SNV G A A BTK c.1087C>T P.Q363*
XH_P557 X 117712515 117712515 Missense_Mutation SNV C T T DOCK11 c.1417C>T P.P473S
XH_P557 X 122336556 122336574 Frame_Shift_Del INDEL CAAAGATCAT - - GRIA3 elAAGATCATGGG P.K115fs
XH_P557 X 47028815 47028815 Frame_Shift_Ins INDEL - CTAC CTAC RBM10 121_124dupTAC P.R42fs
XH_P56 - - Missense_Mutation SNP - - - ATM 7036_7037delins p.A2346I
XH_P56 12 25398284 25398284 Missense_Mutation SNP C T T KRAS c.35G>A p.G12D
XH_P56 3 89156920 89156920 Missense_Mutation SNP C T T EPHA3 c.22C>T p.L8F
XH_P56 5 1293425 1293425 Splice_Site SNP C T T TERT c.1573+3G>A -
XH_P56 1 3599688 3599688 Missense_Mutation SNP G A G TP73 c.G130A p.G44R
XH_P56 1 7723711 7723711 Silent SNP C T C CAMTA1 c.C1014T p.S338S
XH_P56 1 12371650 12371650 Missense_Mutation SNP C T C VPS13D c.C6790T p.R2264W
XH_P56 1 19465698 19465698 Frame_Shift_Ins INS - CACTGAGTCCAC - UBR4 sGTGCAGTGGAC p.D2870fs
XH_P56 1 22141030 22141030 Silent SNP C T C LDLRAD2 c.C225T p.D75D
XH_P56 1 38018310 38018310 In_Frame_Ins INS - TTTTTA - SNIP1 262_263insTAAA p.R88delinsIKR
XH_P56 1 76215194 76215194 Missense_Mutation SNP G A G ACADM c.G232A p.G78R
XH_P56 1 114354942 114354942 Silent SNP T G T RSBN1 c.A93C p.R31R
XH_P56 1 114948281 114948281 Missense_Mutation SNP A G A TRIM33 c.T2519C p.I840T
XH_P56 1 117122285 117122285 Missense_Mutation SNP G C G IGSF3 c.C3063G p.D1021E
XH_P56 1 149858030 149858030 Missense_Mutation SNP C T C HIST2H2BE c.G161A p.G54D
XH_P56 1 150939039 150939039 Silent SNP G A G CERS2 c.C915T p.F305F
XH_P56 1 152191301 152191301 Frame_Shift_Ins INS - CG - HRNR .2803_2804insC p.K935fs
XH_P56 1 152191302 152191302 Frame_Shift_Ins INS - G - HRNR c.2802dupC p.K935fs
XH_P56 1 152281770 152281770 Silent SNP G T G FLG c.C5592A p.V1864V
XH_P56 1 152281771 152281771 Missense_Mutation SNP A G A FLG c.T5591C p.V1864A
XH_P56 1 152282088 152282088 Missense_Mutation SNP C G C FLG c.G5274C p.R1758S
XH_P56 1 152283505 152283505 Missense_Mutation SNP A C A FLG c.T3857G p.L1286W
XH_P56 1 152284055 152284055 Missense_Mutation SNP C T C FLG c.G3307A p.A1103T
XH_P56 1 152324696 152324696 Missense_Mutation SNP C T C FLG2 c.G5566A p.G1856R
XH_P56 1 152324698 152324698 Missense_Mutation SNP C G C FLG2 c.G5564C p.S1855T
XH_P56 1 152681680 152681680 In_Frame_Ins INS - TCTGGGGGCTGC - LCE4A nsAGCTCTGGGGS43delinsSSSGGCC
XH_P56 1 155264115 155264115 Missense_Mutation SNP C T C PKLR c.G1027A p.E343K
XH_P56 1 169080621 169080621 Silent SNP A G A ATP1B1 c.A111G p.L37L
XH_P56 1 170928671 170928671 Missense_Mutation SNP T C T MROH9 c.T221C p.V74A
XH_P56 1 176175838 176175838 Missense_Mutation SNP C T C RFWD2 c.G277A p.A93T
XH_P56 1 180031445 180031445 Nonsense_Mutation SNP C T C CEP350 c.C5353T p.R1785X
XH_P56 1 197069842 197069842 Missense_Mutation SNP G A G ASPM c.C8539T p.L2847F
XH_P56 1 202287754 202287754 Missense_Mutation SNP G A G LGR6 c.G1906A p.V636M
XH_P56 1 224606084 224606084 Silent SNP C T C WDR26 c.G849A p.R283R
XH_P56 1 226413377 226413377 In_Frame_Ins INS - GCAGCTTTTATTT - MIXL1 88insAGCAGCTTN196delinsKAAFIF
XH_P56 1 228412227 228412227 Silent SNP T C T OBSCN c.T2721C p.S907S
XH_P56 1 228412308 228412308 Silent SNP G A G OBSCN c.G2802A p.S934S
XH_P56 1 231830299 231830299 Silent SNP C T C DISC1 c.C795T p.P265P
XH_P56 1 235377189 235377189 In_Frame_Ins INS - TAATGCACCAAG - ARID4B CCTTTACTTGGTG79delinsSFTWCITAD
XH_P56 1 248112823 248112823 Missense_Mutation SNP T C T OR2L8 c.T664C p.F222L
XH_P56 1 248737167 248737167 Missense_Mutation SNP G A G OR2T34 c.C892T p.R298C
XH_P56 2 8822601 8822601 Silent SNP G A G ID2 c.G306A p.P102P
XH_P56 2 24244783 24244783 Silent SNP G A G MFSD2B c.G837A p.R279R
XH_P56 2 24522987 24522987 Frame_Shift_Ins INS - TCTGGGCTTTACG - ITSN2 5insAACGTAAAG p.E379fs
XH_P56 2 43818047 43818047 Missense_Mutation SNP G T G THADA c.C218A p.P73H
XH_P56 2 71891501 71891501 Missense_Mutation SNP G A G DYSF c.G4948A p.V1650I
XH_P56 2 74043601 74043601 Missense_Mutation SNP C A C C2orf78 c.C2251A p.P751T
XH_P56 2 85843529 85843529 Missense_Mutation SNP C T C USP39 c.C211T p.R71W
XH_P56 2 98165926 98165926 Missense_Mutation SNP A G A ANKRD36B c.T1433C p.L478S
XH_P56 2 127657553 127657553 In_Frame_Ins INS - CCTGTGGTGAGT - TEX51 TGAGTCCTGTGG18delinsNESCGEYAW
XH_P56 2 135988476 135988476 Missense_Mutation SNP C T C ZRANB3 c.G1561A p.D521N
XH_P56 2 160025832 160025832 Missense_Mutation SNP A G A TANC1 c.A436G p.I146V
XH_P56 2 165947635 165947635 Silent SNP G A G SCN3A c.C4881T p.N1627N
XH_P56 2 170493662 170493662 Missense_Mutation SNP G C G PPIG c.G1894C p.E632Q
XH_P56 2 178482596 178482596 Silent SNP T G T TTC30A c.A834C p.P278P
XH_P56 2 181922458 181922458 Nonsense_Mutation SNP C A C UBE2E3 c.C284A p.S95X



XH_P56 2 219029532 219029532 Missense_Mutation SNP G A G CXCR1 c.C403T p.R135C
XH_P56 2 238991960 238991960 Silent SNP A T A SCLY c.A873T p.L291L
XH_P56 2 240003870 240003870 Silent SNP G A G HDAC4 c.C2565T p.P855P
XH_P56 2 242756281 242756281 Missense_Mutation SNP G A G NEU4 c.G433A p.A145T
XH_P56 3 24169080 24169080 Missense_Mutation SNP C T C THRB c.G1054A p.A352T
XH_P56 3 66313795 66313795 Missense_Mutation SNP T G T SLC25A26 c.T181G p.L61V
XH_P56 3 72495654 72495654 Frame_Shift_Ins INS - G - RYBP c.120dupC p.S41fs
XH_P56 3 98250972 98250972 Missense_Mutation SNP C T C GPR15 c.C95T p.T32I
XH_P56 3 112993367 112993367 Silent SNP G A G BOC c.G1380A p.P460P
XH_P56 3 119379090 119379090 Missense_Mutation SNP A G A POPDC2 c.T181C p.Y61H
XH_P56 3 122420142 122420142 Missense_Mutation SNP G A G PARP14 c.G2741A p.R914Q
XH_P56 3 124201679 124201679 Missense_Mutation SNP G C G KALRN c.G4060C p.A1354P
XH_P56 3 124201680 124201680 In_Frame_Ins INS - TCTCAGAGTTCAC - KALRN TTCTCCTCTCAGA54delinsAFSSQSSHTC
XH_P56 3 128344375 128344375 Splice_Site DEL A - A RPN1 . .
XH_P56 3 130095126 130095126 Silent SNP C G C COL6A5 c.C114G p.S38S
XH_P56 3 137880741 137880743 In_Frame_Del DEL TCG - TCG DBR1 c.1623_1625del p.541_542del
XH_P56 3 138724757 138724757 Silent SNP C G C PRR23A c.G354C p.S118S
XH_P56 3 179616003 179616003 Missense_Mutation SNP A G A PEX5L c.T53C p.V18A
XH_P56 3 195507326 195507326 Missense_Mutation SNP G C G MUC4 c.C11125G p.H3709D
XH_P56 4 39757308 39757308 Missense_Mutation SNP A G A UBE2K c.A95G p.N32S
XH_P56 4 40440215 40440215 Silent SNP T C T RBM47 c.A696G p.E232E
XH_P56 4 41748011 41748028 In_Frame_Del DEL CCGCCGCTGC - GCCGCCGCTGCC PHOX2B c.741_758del p.247_253del
XH_P56 4 57777265 57777265 Missense_Mutation SNP C T C REST c.C461T p.S154L
XH_P56 4 70079838 70079838 Silent SNP T C T UGT2B11 c.A603G p.L201L
XH_P56 4 80905990 80905990 Frame_Shift_Del DEL C - C ANTXR2 c.1069delG p.A357fs
XH_P56 4 146461191 146461191 In_Frame_Ins INS - AGTTACCCAAACT - SMAD1 TAGCAGTTACCC212delinsPIAVTQTLL
XH_P56 4 170913027 170913027 Silent SNP C T C MFAP3L c.G423A p.P141P
XH_P56 5 231111 231111 Silent SNP T C T SDHA c.T747C p.P249P
XH_P56 5 14487614 14487616 In_Frame_Del DEL GGC - GGC TRIO c.6877_6879delp.2293_2293del
XH_P56 5 32711981 32711981 Silent SNP C T C NPR3 c.C99T p.G33G
XH_P56 5 33467715 33467715 Missense_Mutation SNP G A G TARS c.G2074A p.D692N
XH_P56 5 36143277 36143277 Splice_Site SNP C T C LMBRD2 . .
XH_P56 5 53815495 53815495 Missense_Mutation SNP A C A SNX18 c.A1713C p.E571D
XH_P56 5 54771275 54771275 Missense_Mutation SNP C G C PLPP1 c.G62C p.G21A
XH_P56 5 79950724 79950724 Missense_Mutation SNP G C G MSH3 c.G178C p.A60P
XH_P56 5 83360532 83360532 Silent SNP G A G EDIL3 c.C909T p.G303G
XH_P56 5 89933649 89933649 Silent SNP C A C ADGRV1 c.C2124A p.G708G
XH_P56 5 94224593 94224593 Missense_Mutation SNP C T C MCTP1 c.G1123A p.D375N
XH_P56 5 121187717 121187717 Missense_Mutation SNP G A G FTMT c.G59A p.R20H
XH_P56 5 140215088 140215088 Missense_Mutation SNP G A G PCDHA7 c.G1120A p.V374M
XH_P56 5 140530448 140530448 Nonsense_Mutation SNP C T C PCDHB6 c.C610T p.Q204X
XH_P56 5 160886675 160886675 Missense_Mutation SNP C T C GABRB2 c.G413A p.R138H
XH_P56 5 168176571 168176571 Silent SNP C T C SLIT3 c.G2043A p.R681R
XH_P56 5 177649524 177649524 Silent SNP G A G PHYKPL c.C636T p.G212G
XH_P56 5 178410151 178410151 Silent SNP C T C GRM6 c.G2196A p.T732T
XH_P56 5 180219039 180219039 Silent SNP C T C MGAT1 c.G933A p.T311T
XH_P56 6 11185790 11185790 Missense_Mutation SNP C T C NEDD9 c.G1663A p.D555N
XH_P56 6 11538534 11538534 Silent SNP C T C TMEM170B c.C24T p.H8H
XH_P56 6 35430691 35430691 Silent SNP C T C FANCE c.C1509T p.N503N
XH_P56 6 43323069 43323069 Missense_Mutation SNP C T C ZNF318 c.G2003A p.R668Q
XH_P56 6 52878626 52878627 Frame_Shift_Del DEL GG - GG ICK c.985_986del p.P329fs
XH_P56 6 52878627 52878627 Frame_Shift_Ins INS - TTATTCCT - ICK 4_985insAGGAA p.P329fs
XH_P56 6 54095524 54095524 Missense_Mutation SNP C T C MLIP c.C1126T p.P376S
XH_P56 6 102250273 102250273 Missense_Mutation SNP A T A GRIK2 c.A1163T p.D388V
XH_P56 6 108985176 108985176 Frame_Shift_Ins INS - G - FOXO3 c.1141dupG p.D380fs
XH_P56 6 111697475 111697475 Missense_Mutation SNP G A G REV3L c.C2083T p.R695C
XH_P56 6 135517027 135517027 In_Frame_Ins INS - TCTTCTGTCCTCTC - MYB 6insTTTCTTCTGTL329delinsLSSVLSL
XH_P56 6 135517029 135517029 In_Frame_Ins INS - TTTCTACAC - MYB 7_988insTTTCTAp.L329delinsLFLH
XH_P56 6 144508188 144508188 Missense_Mutation SNP G A G STX11 c.G424A p.A142T
XH_P56 6 151152390 151152390 Missense_Mutation SNP G A G PLEKHG1 c.G2026A p.A676T
XH_P56 6 159044589 159044589 Missense_Mutation SNP G A G TMEM181 c.G1315A p.E439K
XH_P56 6 159065737 159065737 Frame_Shift_Del DEL C - C DYNLT1 c.4delG p.E2fs
XH_P56 6 159653559 159653559 Missense_Mutation SNP C T C FNDC1 c.C2015T p.P672L
XH_P56 6 166572005 166572005 Missense_Mutation SNP T C T T c.A932G p.N311S
XH_P56 7 2946461 2946461 Silent SNP T C T CARD11 c.A3276G p.R1092R
XH_P56 7 5340182 5340182 Missense_Mutation SNP G A G SLC29A4 c.G1339A p.A447T
XH_P56 7 43916825 43916825 Missense_Mutation SNP T C T URGCP c.A2210G p.D737G
XH_P56 7 72418992 72418992 Missense_Mutation SNP C T C POM121 c.C2983T p.P995S
XH_P56 7 82584496 82584496 Frame_Shift_Ins INS - C - PCLO c.5772_5773insG p.T1925fs
XH_P56 7 82584497 82584497 Nonsense_Mutation INS - GATTCATAAATAT - PCLO AGGATTATATTTA4_T1925delinsNRGLYLX
XH_P56 7 89936367 89936367 Missense_Mutation SNP C G C CFAP69 c.C2418G p.S806R
XH_P56 7 94055071 94055071 Missense_Mutation SNP G A G COL1A2 c.G2845A p.G949S
XH_P56 7 98254301 98254301 Silent SNP C T C NPTX2 c.C711T p.Y237Y
XH_P56 7 99796146 99796146 Silent SNP A C A STAG3 c.A1119C p.P373P
XH_P56 7 99821544 99821544 Silent SNP G A G GATS c.C372T p.S124S
XH_P56 7 100677944 100677944 Missense_Mutation SNP T C T MUC17 c.T3247C p.S1083P
XH_P56 7 102296718 102296718 Silent SNP T C T SPDYE2 c.T634C p.L212L
XH_P56 7 139724415 139724415 Missense_Mutation SNP G A G PARP12 c.C2051T p.S684L
XH_P56 7 150912100 150912100 Silent SNP C T C ABCF2 c.G1599A p.Q533Q
XH_P56 7 151945334 151945334 Missense_Mutation SNP T C T KMT2C c.A2185G p.N729D
XH_P56 7 156469123 156469123 Missense_Mutation SNP G A G RNF32 c.G863A p.R288Q
XH_P56 8 22064904 22064904 Missense_Mutation SNP T C T BMP1 c.T2450C p.V817A
XH_P56 8 24357762 24357762 Silent SNP T C T ADAM7 c.T1995C p.H665H
XH_P56 8 27737198 27737198 Silent SNP A G A SCARA5 c.T1239C p.R413R
XH_P56 8 52733148 52733148 Missense_Mutation SNP C G C PCMTD1 c.G609C p.K203N
XH_P56 8 87076719 87076719 Frame_Shift_Ins INS - CCTGAGCAATGA - PSKH2 TCGACTCATTGC p.L109fs
XH_P56 8 106813385 106813385 Missense_Mutation SNP A T A ZFPM2 c.A1075T p.T359S
XH_P56 8 106813387 106813387 Frame_Shift_Ins INS - TGAAAATGGAAG - ZFPM2 sAGGAGTGAAAA p.T359fs
XH_P56 8 134488007 134488007 Silent SNP G A G ST3GAL1 c.C261T p.T87T
XH_P56 8 142228909 142228909 Missense_Mutation SNP G A G SLC45A4 c.C677T p.P226L
XH_P56 8 144411541 144411541 Missense_Mutation SNP G T G TOP1MT c.C45A p.N15K
XH_P56 9 32418375 32418375 Missense_Mutation SNP G T G ACO1 c.G524T p.G175V
XH_P56 9 33442323 33442323 Missense_Mutation SNP G A G AQP3 c.C686T p.A229V
XH_P56 9 35398908 35398908 Missense_Mutation SNP G A G UNC13B c.G3704A p.R1235Q
XH_P56 9 79320596 79320596 Missense_Mutation SNP G T G PRUNE2 c.C6594A p.D2198E
XH_P56 9 79930167 79930167 Splice_Site SNP A T A VPS13A . .
XH_P56 9 90534206 90534206 Missense_Mutation SNP T C T SPATA31C1 c.T226C p.C76R
XH_P56 9 96015256 96015256 Silent SNP C T C WNK2 c.C1926T p.D642D



XH_P56 9 96021312 96021312 Missense_Mutation SNP G A G WNK2 c.G2482A p.V828M
XH_P56 9 96097747 96097747 Missense_Mutation SNP C T C C9orf129 c.G274A p.G92S
XH_P56 9 98209594 98209594 Missense_Mutation SNP G A G PTCH1 c.C3944T p.P1315L
XH_P56 9 101748356 101748356 Missense_Mutation SNP A G A COL15A1 c.A610G p.M204V
XH_P56 9 101830849 101830849 Missense_Mutation SNP T C T COL15A1 c.T3850C p.F1284L
XH_P56 9 110249505 110249505 Silent SNP C T C KLF4 c.G1170A p.G390G
XH_P56 9 115030443 115030443 Silent SNP G A G PTBP3 c.C36T p.A12A
XH_P56 9 117050998 117050998 Missense_Mutation SNP G A G COL27A1 c.G4061A p.R1354Q
XH_P56 9 117827141 117827141 Missense_Mutation SNP C A C TNC c.G3272T p.R1091I
XH_P56 9 119093529 119093529 Nonsense_Mutation SNP C T C PAPPA c.C3154T p.R1052X
XH_P56 9 140242634 140242634 Silent SNP G C G EXD3 c.C1887G p.A629A
XH_P56 10 12131081 12131081 Missense_Mutation SNP T G T DHTKD1 c.T814G p.Y272D
XH_P56 10 26463315 26463315 Frame_Shift_Ins INS - CTTTTTCC - MYO3A 22_4123insCTTT p.F1374fs
XH_P56 10 26463317 26463317 Missense_Mutation SNP A T A MYO3A c.A4124T p.K1375M
XH_P56 10 43291958 43291958 Missense_Mutation SNP G C G BMS1 c.G1266C p.L422F
XH_P56 10 43292573 43292573 Missense_Mutation SNP G C G BMS1 c.G1881C p.Q627H
XH_P56 10 99531565 99531567 In_Frame_Del DEL CCC - CCC SFRP5 c.24_26del p.8_9del
XH_P56 10 114889731 114889731 Nonsense_Mutation INS - AAAAAACTTTCTC - TCF7L2 insTAAAAAAACT p.L36delinsLX
XH_P56 10 135051653 135051653 Missense_Mutation SNP A G A VENTX c.A235G p.M79V
XH_P56 11 1271381 1271383 In_Frame_Del DEL TGA - TGA MUC5B .13271_13273dep.4424_4425del
XH_P56 11 1769349 1769349 Missense_Mutation SNP C T C IFITM10 c.G85A p.A29T
XH_P56 11 2937871 2937871 Silent SNP C T C SLC22A18 c.C262T p.L88L
XH_P56 11 6816096 6816096 Silent SNP G A G OR6A2 c.C844T p.L282L
XH_P56 11 17632651 17632651 Missense_Mutation SNP C T C OTOG c.C5840T p.T1947M
XH_P56 11 19955194 19955194 Missense_Mutation SNP G C G NAV2 c.G1212C p.Q404H
XH_P56 11 30942383 30942383 Missense_Mutation SNP G A G DCDC1 c.C554T p.P185L
XH_P56 11 46958292 46958292 Silent SNP G A G C11orf49 c.G12A p.E4E
XH_P56 11 46958293 46958293 Missense_Mutation SNP A G A C11orf49 c.A13G p.R5G
XH_P56 11 47256858 47256858 Silent SNP G A G DDB2 c.G918A p.T306T
XH_P56 11 48387780 48387780 Missense_Mutation SNP C T C OR4C5 c.G238A p.V80M
XH_P56 11 48510786 48510786 Missense_Mutation SNP G T G OR4A47 c.G442T p.V148F
XH_P56 11 65385977 65385977 Missense_Mutation SNP C T C PCNX3 c.C1144T p.R382W
XH_P56 11 65417434 65417434 Silent SNP G A G SIPA1 c.G2760A p.A920A
XH_P56 11 66411364 66411384 In_Frame_Del DEL GCTGCAGCA - CTGCTGCAGCAGCRBM14-RBM4 c.781_801del p.261_267del
XH_P56 11 67888436 67888447 In_Frame_Del DEL GCAGCGGCAG - GGCAGCGGCAGC CHKA c.198_209del p.66_70del
XH_P56 11 69063136 69063136 Silent SNP C T C MYEOV c.C45T p.A15A
XH_P56 11 69063728 69063728 Missense_Mutation SNP G C G MYEOV c.G637C p.G213R
XH_P56 11 71944012 71944012 Nonsense_Mutation SNP C T C INPPL1 c.C1945T p.R649X
XH_P56 11 74651911 74651911 Frame_Shift_Ins INS - ATGGGACT - XRRA1 12_13insAGTCCC p.G5fs
XH_P56 11 75139624 75139624 Missense_Mutation SNP C T C KLHL35 c.G929A p.R310H
XH_P56 11 82874775 82874775 Missense_Mutation SNP A G A PCF11 c.A373G p.I125V
XH_P56 11 118352707 118352707 Frame_Shift_Ins INS - TT - KMT2A c.3912_3913insT p.V1304fs
XH_P56 11 118352708 118352708 Frame_Shift_Ins INS - GACTTTT - KMT2A 13_3914insGACT p.I1305fs
XH_P56 11 119206375 119206375 Silent SNP G A G RNF26 c.G543A p.T181T
XH_P56 12 2062350 2062350 In_Frame_Ins INS - TGG - DCP1B c.755_756insCCAp.Q252delinsHQ
XH_P56 12 11338669 11338669 Missense_Mutation SNP C T C TAS2R42 c.G875A p.R292Q
XH_P56 12 21711172 21711172 Missense_Mutation SNP G A G GYS2 c.C1384T p.R462W
XH_P56 12 23818475 23818475 Missense_Mutation SNP T A T SOX5 c.A804T p.L268F
XH_P56 12 31825298 31825298 Frame_Shift_Ins INS - TTTAATTATTTTA - AMN1 nsCAATAAAATAA p.E239fs
XH_P56 12 48737166 48737166 Nonsense_Mutation SNP G A G ZNF641 c.C838T p.R280X
XH_P56 12 53201534 53201534 Missense_Mutation SNP C T C KRT4 c.G1240A p.E414K
XH_P56 12 53204550 53204550 Missense_Mutation SNP A G A KRT4 c.T728C p.V243A
XH_P56 12 55688550 55688550 Missense_Mutation SNP G T G OR6C6 c.C467A p.P156H
XH_P56 12 57548466 57548466 Silent SNP C T C LRP1 c.C1209T p.T403T
XH_P56 12 57589659 57589659 Silent SNP C T C LRP1 c.C8574T p.C2858C
XH_P56 12 64011087 64011087 Silent SNP C T C DPY19L2 c.G1215A p.T405T
XH_P56 12 75601182 75601182 Silent SNP G A G KCNC2 c.C582T p.D194D
XH_P56 12 76424934 76424934 Frame_Shift_Del DEL C - C PHLDA1 c.588delG p.Q196fs
XH_P56 12 76424936 76424940 Frame_Shift_Del DEL GTTGC - GTTGC PHLDA1 c.582_586del p.Q194fs
XH_P56 12 109354738 109354738 Missense_Mutation SNP C T C SVOP c.G380A p.R127Q
XH_P56 12 111894026 111894026 Frame_Shift_Ins INS - AGTAGAATGT - ATXN2 9_2630insACATT p.L877fs
XH_P56 12 116406904 116406904 Splice_Site INS - GTTCCTACTTGCA - MED13L . .
XH_P56 12 118681299 118681299 Nonsense_Mutation INS - GTTATCAGTATTT - TAOK3 5insTTAAATACTG72_V73delinsVKYX
XH_P56 12 118681301 118681301 Missense_Mutation SNP C A C TAOK3 c.G213T p.K71N
XH_P56 12 124272495 124272495 Silent SNP C T C DNAH10 c.C1383T p.F461F
XH_P56 12 124798801 124798801 Silent SNP C T C RFLNA c.C138T p.P46P
XH_P56 12 132547093 132547093 Frame_Shift_Ins INS - G - EP400 c.8181_8182insG p.Q2727fs
XH_P56 12 133733061 133733061 Missense_Mutation SNP G A G ZNF10 c.G1229A p.C410Y
XH_P56 13 24892981 24892981 Silent SNP G A G C1QTNF9 c.G192A p.P64P
XH_P56 13 25670984 25670984 Frame_Shift_Ins INS - AT - PABPC3 c.648_649insAT p.P216fs
XH_P56 13 28877424 28877424 Silent SNP G A G FLT1 c.C3897T p.H1299H
XH_P56 13 42877873 42877873 Missense_Mutation SNP G A G AKAP11 c.G4991A p.R1664Q
XH_P56 13 77574983 77574983 Missense_Mutation SNP A G A CLN5 c.A1103G p.K368R
XH_P56 13 95363659 95363659 In_Frame_Ins INS - CGGGAAGAAGA - SOX21 sACGCGTCTTCTT215delinsARVFFPQS
XH_P56 13 100622668 100622673 In_Frame_Del DEL GGCGGC - GGCGGC ZIC5 c.1257_1262del p.419_421del
XH_P56 13 110435953 110435953 Silent SNP A G A IRS2 c.T2448C p.C816C
XH_P56 14 20528362 20528362 Silent SNP A G A OR4L1 c.A159G p.S53S
XH_P56 14 20528449 20528467 Frame_Shift_Del DEL GATTTGCTCA - AGATTTGCTCACT OR4L1 c.246_264del p.I82fs
XH_P56 14 23371268 23371268 Silent SNP A G A RBM23 c.T1065C p.A355A
XH_P56 14 23853741 23853741 Silent SNP C T C MYH6 c.G5475A p.E1825E
XH_P56 14 38061912 38061912 Missense_Mutation SNP T C T FOXA1 c.A77G p.Y26C
XH_P56 14 51411029 51411029 Silent SNP A G A PYGL c.T93C p.S31S
XH_P56 14 53020156 53020156 Silent SNP C T C GPR137C c.C291T p.T97T
XH_P56 14 60749642 60749642 Frame_Shift_Ins INS - T - PPM1A c.222dupT p.H74fs
XH_P56 14 61747542 61747542 Silent SNP C G C TMEM30B c.G324C p.V108V
XH_P56 14 67382766 67382766 Missense_Mutation SNP G C G GPHN c.G436C p.G146R
XH_P56 14 67787809 67787809 Missense_Mutation SNP G A G MPP5 c.G1471A p.G491S
XH_P56 14 75265453 75265453 Silent SNP C T C YLPM1 c.C3453T p.G1151G
XH_P56 14 77493833 77493911 Frame_Shift_Del DEL GCCGCCGCTT - CCGCCGCCGCTTC IRF2BPL c.225_303del p.P75fs
XH_P56 14 93424571 93424571 Silent SNP G A G ITPK1 c.C645T p.L215L
XH_P56 14 100613141 100613141 Missense_Mutation SNP G A G DEGS2 c.C929T p.A310V
XH_P56 14 105417527 105417527 Missense_Mutation SNP C T C AHNAK2 c.G3961A p.V1321M
XH_P56 14 105420201 105420201 In_Frame_Ins INS - CCTCTGTAGTCCT - AHNAK2 AGAGGAAGGACTdelinsGDGEEGLQRTRIT
XH_P56 15 22369068 22369068 Nonsense_Mutation SNP C T C OR4M2 c.C493T p.R165X
XH_P56 15 41611955 41611955 Missense_Mutation SNP C T C OIP5 c.G413A p.G138D
XH_P56 15 42579914 42579914 Missense_Mutation SNP G A G GANC c.G227A p.G76D
XH_P56 15 57535728 57535728 Missense_Mutation SNP G A G TCF12 c.G386A p.G129E
XH_P56 15 72502815 72502815 Missense_Mutation SNP T C T PKM c.A206G p.H69R



XH_P56 15 82456227 82456227 Missense_Mutation SNP T C T EFL1 c.A1696G p.I566V
XH_P56 15 82935129 82935129 Missense_Mutation SNP C G C GOLGA6L10 c.G451C p.E151Q
XH_P56 15 85400106 85400106 Missense_Mutation SNP G A G ALPK3 c.G2743A p.E915K
XH_P56 15 91557072 91557072 Nonsense_Mutation SNP G A G VPS33B c.C238T p.R80X
XH_P56 16 1270385 1270385 Silent SNP C T C CACNA1H c.C6435T p.D2145D
XH_P56 16 3534892 3534892 Missense_Mutation SNP G A G NAA60 c.G539A p.R180Q
XH_P56 16 29994922 29994922 Silent SNP C T C TAOK2 c.C1359T p.S453S
XH_P56 16 30005460 30005460 Missense_Mutation SNP C T C HIRIP3 c.G1006A p.E336K
XH_P56 16 30018500 30018500 Silent SNP C T C DOC2A c.G648A p.Q216Q
XH_P56 16 55527205 55527205 Missense_Mutation SNP G A G MMP2 c.G1322A p.R441Q
XH_P56 16 66943221 66943221 Missense_Mutation SNP G A G CDH16 c.C2050T p.P684S
XH_P56 16 66975745 66975745 Silent SNP G A G CES2 c.G1323A p.T441T
XH_P56 16 67969552 67969552 Frame_Shift_Ins INS - AGGT - PSMB10 .431_432insACC p.L144fs
XH_P56 16 79633709 79633709 Missense_Mutation SNP C T C MAF c.G91A p.E31K
XH_P56 16 89017077 89017077 Missense_Mutation SNP A T A LOC100129697 c.A551T p.H184L
XH_P56 16 89985940 89985940 Missense_Mutation SNP G A G MC1R c.G274A p.V92M
XH_P56 17 15905291 15905291 Silent SNP C T C TTC19 c.C54T p.L18L
XH_P56 17 18023800 18023800 Silent SNP C T C MYO15A c.C1686T p.G562G
XH_P56 17 30185832 30185832 Missense_Mutation SNP C T C COPRS c.G8A p.G3D
XH_P56 17 30221743 30221743 Missense_Mutation SNP G A G UTP6 c.C233T p.S78L
XH_P56 17 32959743 32959743 Silent SNP C T C TMEM132E c.C1503T p.Y501Y
XH_P56 17 36876025 36876025 Missense_Mutation SNP G A G MLLT6 c.G2032A p.A678T
XH_P56 17 36891788 36891788 Frame_Shift_Ins INS - G - PCGF2 c.722_723insC p.V241fs
XH_P56 17 36891789 36891789 Nonsense_Mutation INS - TTCATTCAAATTCT - PCGF2 TGAAGAATTTGA242delinsASRGPVFAEEFEX
XH_P56 17 39406104 39406104 Silent SNP T G T KRTAP9-4 c.T132G p.V44V
XH_P56 17 39673185 39673185 Missense_Mutation SNP C T C KRT15 c.G613A p.V205I
XH_P56 17 40849742 40849742 Missense_Mutation SNP G A G CNTNAP1 c.G3739A p.E1247K
XH_P56 17 41908674 41908674 Missense_Mutation SNP G A G MPP3 c.C235T p.R79C
XH_P56 17 42239259 42239259 Nonstop_Mutation SNP A C A C17orf53 c.A1566C p.X522C
XH_P56 17 44073947 44073947 Missense_Mutation SNP C T C MAPT c.C565T p.P189S
XH_P56 17 53038650 53038650 Missense_Mutation SNP G A G COX11 c.C686T p.T229M
XH_P56 17 59485555 59485555 Silent SNP C T C TBX2 c.C1827T p.S609S
XH_P56 17 74077797 74077797 Nonsense_Mutation SNP C T C ZACN c.C841T p.Q281X
XH_P56 17 76130575 76130575 Missense_Mutation SNP A T A TMC8 c.A917T p.N306I
XH_P56 18 3879385 3879385 Silent SNP G A G DLGAP1 c.C684T p.P228P
XH_P56 19 1119019 1119019 Silent SNP C T C SBNO2 c.G1347A p.A449A
XH_P56 19 9066695 9066695 Missense_Mutation SNP C T C MUC16 c.G20751A p.M6917I
XH_P56 19 9070977 9070977 Nonsense_Mutation INS - ATCATGACAAAA - MUC16 _16469insTTTTGT.R5490delinsILSX
XH_P56 19 11100042 11100042 Missense_Mutation SNP G A G SMARCA4 c.G1168A p.G390R
XH_P56 19 13058812 13058812 Frame_Shift_Del DEL A - A RAD23A c.223delA p.M75fs
XH_P56 19 13319692 13319694 In_Frame_Del DEL GAT - GAT CACNA1A c.6659_6661delp.2220_2221del
XH_P56 19 15223218 15223218 Missense_Mutation SNP G A G SYDE1 c.G1439A p.R480H
XH_P56 19 15302325 15302325 Missense_Mutation SNP C T C NOTCH3 c.G946A p.D316N
XH_P56 19 22155473 22155473 Missense_Mutation SNP C T C ZNF208 c.G2363A p.R788Q
XH_P56 19 33623225 33623225 Silent SNP G A G WDR88 c.G150A p.P50P
XH_P56 19 34983953 34983953 Missense_Mutation SNP C T C WTIP c.C781T p.R261C
XH_P56 19 35435069 35435069 Missense_Mutation SNP A G A ZNF30 c.A1202G p.Y401C
XH_P56 19 35449082 35449082 Silent SNP G A G ZNF792 c.C1677T p.D559D
XH_P56 19 38231072 38231072 Missense_Mutation SNP T A T ZNF573 c.A55T p.I19F
XH_P56 19 38378646 38378646 Missense_Mutation SNP T C T WDR87 c.A5665G p.K1889E
XH_P56 19 38572367 38572367 In_Frame_Ins INS - ACCACC - SIPA1L3 162_163insACCAp.P54delinsPTT
XH_P56 19 38800176 38800176 Missense_Mutation SNP G A G YIF1B c.C121T p.P41S
XH_P56 19 39369877 39369877 Missense_Mutation SNP G C G SIRT2 c.C977G p.P326R
XH_P56 19 39877162 39877162 Missense_Mutation SNP T A T PAF1 c.A1113T p.E371D
XH_P56 19 39877164 39877164 Frame_Shift_Ins INS - AGTGGAGAGAGA - PAF1 GGTTTCATCTCTC p.E371fs
XH_P56 19 39964755 39964755 Missense_Mutation SNP C T C SUPT5H c.C2633T p.P878L
XH_P56 19 44777527 44777527 Silent SNP T C T ZNF233 c.T714C p.N238N
XH_P56 19 45899957 45900033 Frame_Shift_Del DEL AAAGGCGTG - CGAAAGGCGTGG PPP1R13L c.482_558del p.P161fs
XH_P56 19 46388379 46388379 Silent SNP C G C IRF2BP1 c.G654C p.R218R
XH_P56 19 47969310 47969310 Silent SNP G A G SLC8A2 c.C351T p.S117S
XH_P56 19 48198190 48198190 Missense_Mutation SNP G A G BICRA c.G2929A p.G977R
XH_P56 19 50354211 50354211 Missense_Mutation SNP C T C PTOV1 c.C74T p.S25L
XH_P56 19 53667804 53667804 Missense_Mutation SNP C T C ZNF665 c.G1939A p.V647I
XH_P56 19 54973722 54973722 Missense_Mutation SNP C T C LENG9 c.G988A p.A330T
XH_P56 19 55994240 55994240 Silent SNP C T C ZNF628 c.C1680T p.H560H
XH_P56 19 57176304 57176304 Missense_Mutation SNP T G T ZNF835 c.A263C p.E88A
XH_P56 20 2464742 2464742 Missense_Mutation SNP G A G ZNF343 c.C595T p.R199C
XH_P56 20 33328812 33328812 Missense_Mutation SNP A C A NCOA6 c.T5248G p.S1750A
XH_P56 20 33328813 33328813 Frame_Shift_Ins INS - CA - NCOA6 .5246_5247insT p.T1749fs
XH_P56 20 34095984 34095984 Missense_Mutation SNP C T C CEP250 c.C4975T p.R1659C
XH_P56 20 42089647 42089647 Missense_Mutation SNP C T C SRSF6 c.C979T p.R327C
XH_P56 20 42204957 42204957 In_Frame_Ins INS - TTC - SGK2 c.967_968insTTCp.D323delinsVH
XH_P56 20 42204958 42204958 In_Frame_Ins INS - GGTGATCCTCCA - SGK2 GCATGGGTGATC3delinsDFAWVILQLFS
XH_P56 20 52193208 52193208 Missense_Mutation SNP C T C ZNF217 c.G2095A p.A699T
XH_P56 20 52193659 52193659 Silent SNP G A G ZNF217 c.C1644T p.T548T
XH_P56 20 55208517 55208517 Missense_Mutation SNP C T C TFAP2C c.C695T p.S232L
XH_P56 20 62193019 62193019 Silent SNP C T C HELZ2 c.G5064A p.P1688P
XH_P56 20 62195220 62195220 Missense_Mutation SNP C T C HELZ2 c.G3248A p.R1083Q
XH_P56 21 10942717 10942717 Missense_Mutation SNP C T C TPTE c.G310A p.V104I
XH_P56 21 35773137 35773137 Silent SNP C T C C21orf140 c.G234A p.A78A
XH_P56 21 45999908 45999908 Missense_Mutation SNP A C A KRTAP10-5 c.T548G p.F183C
XH_P56 21 46021335 46021335 Missense_Mutation SNP G A G KRTAP10-7 c.G799A p.V267M
XH_P56 21 46086718 46086718 Missense_Mutation SNP G C G KRTAP12-2 c.C86G p.S29C
XH_P56 21 46086719 46086719 Missense_Mutation SNP A G A KRTAP12-2 c.T85C p.S29P
XH_P56 21 46875665 46875665 Missense_Mutation SNP C T C COL18A1 c.C221T p.A74V
XH_P56 22 16449086 16449086 Missense_Mutation SNP A C A OR11H1 c.T719G p.M240R
XH_P56 22 16449087 16449087 Missense_Mutation SNP T C T OR11H1 c.A718G p.M240V
XH_P56 22 17447218 17447218 Missense_Mutation SNP C A C GAB4 c.G1060T p.A354S
XH_P56 22 18655973 18655973 Silent SNP C T C USP18 c.C948T p.S316S
XH_P56 22 18655975 18655975 Frame_Shift_Ins INS - GACTT - USP18 950_951insGACT p.G317fs
XH_P56 22 20825666 20825666 Missense_Mutation SNP C G C KLHL22 c.G364C p.E122Q
XH_P56 22 50988183 50988183 Missense_Mutation SNP G C G KLHDC7B c.G1588C p.A530P
XH_P56 X 3241737 3241737 Silent SNP C T C MXRA5 c.G1989A p.T663T
XH_P56 X 42636789 42636789 Missense_Mutation SNP G A G PPP1R2P9 c.C542T p.T181I
XH_P56 X 49179717 49179717 Silent SNP A G A GAGE12J c.A45G p.R15R
XH_P56 X 55103917 55103917 Silent SNP G T G PAGE2B c.G279T p.G93G
XH_P56 X 135428334 135428334 Silent SNP G A G ADGRG4 c.G2469A p.T823T
XH_P56 X 147088249 147088249 Missense_Mutation SNP C T C FMR1NB c.C425T p.A142V



XH_P56 X 151821277 151821277 Missense_Mutation SNP T A T GABRQ c.T1432A p.F478I
XH_P56 Y 2821990 2821990 Missense_Mutation SNP G A G ZFY c.G13A p.E5K
XH_P56 Y 9325168 9325168 Missense_Mutation SNP G A G TSPY10 c.G229A p.V77M
XH_P56 1 150939039 150939039 Silent SNV G A A CERS2 c.915C>T P.F305F
XH_P56 1 197069842 197069842 Missense_Mutation SNV G A A ASPM c.8539C>T P.L2847F
XH_P56 1 224606084 224606084 Silent SNV C T T WDR26 c.849G>A P.R283R
XH_P56 1 7723711 7723711 Silent SNV C T T CAMTA1 c.1104C>T P.S368S
XH_P56 10 43291958 43291958 Missense_Mutation SNV G C C BMS1 c.1266G>C P.L422F
XH_P56 10 43292573 43292573 Missense_Mutation SNV G C C BMS1 c.1881G>C P.Q627H
XH_P56 11 108198432 108198432 Missense_Mutation SNV G A A ATM c.7036G>A P.A2346T
XH_P56 11 108198433 108198433 Missense_Mutation SNV C T T ATM c.7037C>T P.A2346V
XH_P56 11 1769349 1769349 Missense_Mutation SNV C T T IFITM10 c.85G>A P.A29T
XH_P56 11 2937871 2937871 Silent SNV C T T SLC22A18 c.811C>T P.L271L
XH_P56 11 30942383 30942383 Missense_Mutation SNV G A A DCDC5 c.554C>T P.P185L
XH_P56 11 46958293 46958293 Missense_Mutation SNV A G G C11orf49 c.13A>G P.R5G
XH_P56 11 48510786 48510786 Missense_Mutation SNV G T T OR4A47 c.442G>T P.V148F
XH_P56 11 82874775 82874775 Missense_Mutation SNV A G G PCF11 c.373A>G P.I125V
XH_P56 12 109354738 109354738 Missense_Mutation SNV C T T SVOP c.380G>A P.R127Q
XH_P56 12 133733061 133733061 Missense_Mutation SNV G A A ZNF10 c.1229G>A P.C410Y
XH_P56 12 23818475 23818475 Missense_Mutation SNV T A A SOX5 c.795A>T P.L265F
XH_P56 12 53201534 53201534 Missense_Mutation SNV C T T KRT4 c.1240G>A P.E414K
XH_P56 12 53204550 53204550 Missense_Mutation SNV A G G KRT4 c.728T>C P.V243A
XH_P56 12 55688550 55688550 Missense_Mutation SNV G T T OR6C6 c.467C>A P.P156H
XH_P56 13 31287981 31287981 Splice_Site SNV G A A ALOX5AP c.116+3G>A
XH_P56 14 60749642 60749642 Frame_Shift_Ins INDEL - T T PPM1A c.224dupT P.L75fs
XH_P56 14 61747542 61747542 Silent SNV C G G TMEM30B c.324G>C P.V108V
XH_P56 14 67382766 67382766 Missense_Mutation SNV G C C GPHN c.436G>C P.G146R
XH_P56 14 93424571 93424571 Silent SNV G A A ITPK1 c.645C>T P.L215L
XH_P56 15 41611955 41611955 Missense_Mutation SNV C T T OIP5 c.413G>A P.G138D
XH_P56 15 42579914 42579914 Missense_Mutation SNV G A A GANC c.227G>A P.G76D
XH_P56 15 57535728 57535728 Missense_Mutation SNV G A A TCF12 c.584G>A P.G195E
XH_P56 15 72502815 72502815 Missense_Mutation SNV T C C PKM c.473A>G P.H158R
XH_P56 15 85400106 85400106 Missense_Mutation SNV G A A ALPK3 c.2743G>A P.E915K
XH_P56 16 89017077 89017077 Missense_Mutation SNV A T T LOC100129697 c.551A>T P.H184L
XH_P56 17 30185832 30185832 Missense_Mutation SNV C T T COPRS c.8G>A P.G3D
XH_P56 17 30221743 30221743 Missense_Mutation SNV G A A UTP6 c.233C>T P.S78L
XH_P56 17 41908674 41908674 Missense_Mutation SNV G A A MPP3 c.160C>T P.R54C
XH_P56 17 42239259 42239259 Missense_Mutation SNV A C C C17orf53 c.1900A>C P.S634R
XH_P56 17 44073947 44073947 Missense_Mutation SNV C T T MAPT c.1744C>T P.P582S
XH_P56 17 62223369 62223369 Splice_Site SNV C T T SNHG25 n.31+9C>T
XH_P56 18 3879385 3879385 Silent SNV G A A DLGAP1 c.684C>T P.P228P
XH_P56 19 34983953 34983953 Missense_Mutation SNV C T T WTIP c.781C>T P.R261C
XH_P56 19 38231072 38231072 Missense_Mutation SNV T A A ZNF573 c.55A>T P.I19F
XH_P56 19 38378646 38378646 Missense_Mutation SNV T C C WDR87 c.5665A>G P.K1889E
XH_P56 19 39369877 39369877 Missense_Mutation SNV G C C SIRT2 c.977C>G P.P326R
XH_P56 19 44777527 44777527 Silent SNV T C C ZNF233 c.714T>C P.N238N
XH_P56 19 48198190 48198190 Missense_Mutation SNV G A A GLTSCR1 c.2929G>A P.G977R
XH_P56 19 54501572 54501572 Splice_Site SNV G A A CACNG6 c.406+5G>A
XH_P56 19 9066695 9066695 Missense_Mutation SNV C T T MUC16 c.20751G>A P.M6917I
XH_P56 2 135988476 135988476 Missense_Mutation SNV C T T ZRANB3 c.1561G>A P.D521N
XH_P56 2 160025832 160025832 Missense_Mutation SNV A G G TANC1 c.1015A>G P.I339V
XH_P56 2 165947635 165947635 Silent SNV G A A SCN3A c.4881C>T P.N1627N
XH_P56 2 170493662 170493662 Missense_Mutation SNV G C C PPIG c.1894G>C P.E632Q
XH_P56 2 181922458 181922458 Nonsense_Mutation SNV C A A UBE2E3 c.284C>A P.S95*
XH_P56 2 238991960 238991960 Silent SNV A T T SCLY c.873A>T P.L291L
XH_P56 2 242756281 242756281 Missense_Mutation SNV G A A NEU4 c.433G>A P.A145T
XH_P56 2 74043601 74043601 Missense_Mutation SNV C A A C2orf78 c.2251C>A P.P751T
XH_P56 22 17447218 17447218 Missense_Mutation SNV C A A GAB4 c.1060G>T P.A354S
XH_P56 3 119379090 119379090 Missense_Mutation SNV A G G POPDC2 c.181T>C P.Y61H
XH_P56 3 130095126 130095126 Silent SNV C G G COL6A5 c.114C>G P.S38S
XH_P56 3 179616003 179616003 Missense_Mutation SNV A G G PEX5L c.119T>C P.V40A
XH_P56 3 98250972 98250972 Missense_Mutation SNV C T T GPR15 c.95C>T P.T32I
XH_P56 4 170913027 170913027 Silent SNV C T T MFAP3L c.423G>A P.P141P
XH_P56 4 39757308 39757308 Missense_Mutation SNV A G G UBE2K c.248A>G P.N83S
XH_P56 4 57777265 57777265 Missense_Mutation SNV C T T REST c.461C>T P.S154L
XH_P56 5 121187717 121187717 Missense_Mutation SNV G A A FTMT c.59G>A P.R20H
XH_P56 5 140215088 140215088 Missense_Mutation SNV G A A PCDHA7 c.1120G>A P.V374M
XH_P56 5 168176571 168176571 Silent SNV C T T SLIT3 c.2043G>A P.R681R
XH_P56 5 33467715 33467715 Missense_Mutation SNV G A A TARS c.2074G>A P.D692N
XH_P56 5 54771275 54771275 Missense_Mutation SNV C G G PLPP1 c.62G>C P.G21A
XH_P56 5 83360532 83360532 Silent SNV G A A EDIL3 c.909C>T P.G303G
XH_P56 5 89933649 89933649 Silent SNV C A A ADGRV1 c.2124C>A P.G708G
XH_P56 6 102250273 102250273 Missense_Mutation SNV A T T GRIK2 c.1163A>T P.D388V
XH_P56 6 11185790 11185790 Missense_Mutation SNV C T T NEDD9 c.2110G>A P.D704N
XH_P56 6 159653559 159653559 Missense_Mutation SNV C T T FNDC1 c.2015C>T P.P672L
XH_P56 7 43916825 43916825 Missense_Mutation SNV T C C URGCP c.2237A>G P.D746G
XH_P56 7 57188862 57188862 Splice_Site SNV G A A ZNF479 c.263-3C>T
XH_P56 7 98254301 98254301 Silent SNV C T T NPTX2 c.711C>T P.Y237Y
XH_P56 8 24357762 24357762 Silent SNV T C C ADAM7 c.1995T>C P.H665H
XH_P56 9 101830849 101830849 Missense_Mutation SNV T C C COL15A1 c.3850T>C P.F1284L
XH_P56 9 117827141 117827141 Missense_Mutation SNV C A A TNC c.3272G>T P.R1091I
XH_P56 9 133224404 133224404 Missense_Mutation SNV G A A HMCN2 c.2515G>A P.E839K
XH_P56 9 79320596 79320596 Missense_Mutation SNV G T T PRUNE2 c.6594C>A P.D2198E
XH_P56 9 79930167 79930167 Splice_Site SNV A T T VPS13A c.4296-2A>T
XH_P56 X 135428334 135428334 Silent SNV G A A ADGRG4 c.2469G>A P.T823T
XH_P56 Y 2821990 2821990 Missense_Mutation SNV G A A ZFY c.13G>A P.E5K
XH_P57 - - Frame_Shift_Del INS - - - DPYD c.2534_2535del p.E845Afs*25
XH_P57 - - Frame_Shift_Ins INS - - - IKBKE c.18_19dup p.Y7Ffs*32
XH_P57 10 43601830 43601830 Missense_Mutation SNP G A A RET c.874G>A p.V292M
XH_P57 - - Frame_Shift_Ins INS - - - ARID2 c.2460_2463dup p.I822Vfs*20
XH_P57 12 49427213 49427213 Missense_Mutation SNP G C C KMT2D c.11275C>G p.Q3759E
XH_P57 - - Frame_Shift_Ins INS - - - KMT2D c.4561dup p.I1521Nfs*7
XH_P57 13 108959228 108959228 Missense_Mutation SNP A G G TNFSF13B c.800A>G p.N267S
XH_P57 - - Frame_Shift_Ins INS - - - TP53 c.159dup p.F54Vfs*3
XH_P57 17 8110889 8110889 Missense_Mutation SNP G A A AURKB c.206C>T p.T69M
XH_P57 17 38560458 38560458 Missense_Mutation SNP C A A TOP2A c.2229G>T p.K743N
XH_P57 - - Frame_Shift_Ins INS - - - GATA6 c.1004_1037dupp.A348Lfs*126
XH_P57 - - Frame_Shift_Del INS - - - SMAD4 c.1269_1282del p.A425Lfs*10



XH_P57 2 74327732 74327732 Missense_Mutation SNP A T T TET3 c.3817A>T p.N1273Y
XH_P57 2 170044680 170044680 Missense_Mutation SNP C T T LRP2 c.9128G>A p.R3043H
XH_P57 20 57429085 57429085 Missense_Mutation SNP C T T GNAS c.578C>T p.S193L
XH_P57 6 152419991 152419991 Missense_Mutation SNP G A A ESR1 c.1678G>A p.V560M
XH_P57 7 42005139 42005139 Missense_Mutation SNP T G G GLI3 c.3532A>C p.K1178Q
XH_P57 - - In_Frame_Ins INS - - - ABL1 2520_2521insCCp.Q840_V841insP
XH_P57 1 899336 899336 Silent SNP G A G KLHL17 c.G1392A p.T464T
XH_P57 1 902128 902128 Missense_Mutation SNP C T C PLEKHN1 c.C128T p.A43V
XH_P57 1 906272 906272 Silent SNP A C A PLEKHN1 c.A498C p.A166A
XH_P57 1 909363 909363 Silent SNP A C A PLEKHN1 c.A1480C p.R494R
XH_P57 1 915264 915264 Silent SNP G A G PERM1 c.C1146T p.S382S
XH_P57 1 978974 978974 Missense_Mutation SNP G A G AGRN c.G1660A p.V554M
XH_P57 1 981345 981345 Silent SNP C T C AGRN c.C2682T p.D894D
XH_P57 1 981942 981942 Missense_Mutation SNP C A C AGRN c.C3077A p.T1026N
XH_P57 1 987191 987191 Missense_Mutation SNP G A G AGRN c.G5647A p.E1883K
XH_P57 1 1007222 1007222 Missense_Mutation SNP G T G RNF223 c.C725A p.P242H
XH_P57 1 1021346 1021346 Silent SNP A G A C1orf159 c.T357C p.I119I
XH_P57 1 1179799 1179799 Missense_Mutation SNP C T C C1QTNF12 c.G256A p.A86T
XH_P57 1 1390875 1390875 Silent SNP C T C ATAD3C c.C414T p.D138D
XH_P57 1 1562536 1562536 Silent SNP G A G MIB2 c.G1473A p.A491A
XH_P57 1 1599812 1599812 Missense_Mutation SNP C T C SLC35E2B c.G934A p.V312I
XH_P57 1 1643740 1643740 Silent SNP C T C CDK11A c.G558A p.A186A
XH_P57 1 1666175 1666175 Missense_Mutation SNP C T C SLC35E2 c.G686A p.R229H
XH_P57 1 1686067 1686067 Silent SNP C A C NADK c.G663T p.T221T
XH_P57 1 1957037 1957037 Silent SNP T C T GABRD c.T330C p.G110G
XH_P57 1 2103506 2103506 Silent SNP C G C PRKCZ c.C525G p.A175A
XH_P57 1 2130262 2130262 Missense_Mutation SNP C G C FAAP20 c.G166C p.G56R
XH_P57 1 2418625 2418625 Silent SNP C T C PLCH2 c.C843T p.Y281Y
XH_P57 1 2426313 2426313 Missense_Mutation SNP G A G PLCH2 c.G1597A p.V533M
XH_P57 1 3396420 3396420 Missense_Mutation SNP G A G ARHGEF16 c.G1933A p.A645T
XH_P57 1 3548049 3548049 Silent SNP C T C WRAP73 c.G1221A p.S407S
XH_P57 1 3638674 3638674 Silent SNP C T C TP73 c.C372T p.T124T
XH_P57 1 3680333 3680333 Missense_Mutation SNP C T C CCDC27 c.C1385T p.T462M
XH_P57 1 3683914 3683914 Missense_Mutation SNP T A T CCDC27 c.T1648A p.W550R
XH_P57 1 3753136 3753136 Missense_Mutation SNP A T A CEP104 c.T1240A p.L414I
XH_P57 1 5934657 5934657 Silent SNP C T C NPHP4 c.G1569A p.P523P
XH_P57 1 5935110 5935110 Silent SNP G A G NPHP4 c.C1332T p.A444A
XH_P57 1 6038350 6038350 In_Frame_Ins INS - CGG - NPHP4 c.258_259insCCGp.S87delinsPS
XH_P57 1 6269340 6269340 Silent SNP A G A RNF207 c.A564G p.A188A
XH_P57 1 6271125 6271125 Silent SNP A G A RNF207 c.A1056G p.P352P
XH_P57 1 7890064 7890064 Silent SNP A G A PER3 c.A3057G p.T1019T
XH_P57 1 7913430 7913430 Missense_Mutation SNP G A G UTS2 c.C62T p.T21M
XH_P57 1 9324670 9324670 Silent SNP A G A H6PD c.A2151G p.S717S
XH_P57 1 10328243 10328243 Frame_Shift_Ins INS - AGCC - KIF1B .642_643insAGC p.S214fs
XH_P57 1 10596341 10596341 Silent SNP C T C PEX14 c.C156T p.F52F
XH_P57 1 11008843 11008843 Missense_Mutation SNP G A G C1orf127 c.C1349T p.A450V
XH_P57 1 11008844 11008844 Missense_Mutation SNP C G C C1orf127 c.G1348C p.A450P
XH_P57 1 11087272 11087272 Missense_Mutation SNP T G T MASP2 c.A1731C p.Q577H
XH_P57 1 11097867 11097867 Silent SNP C T C MASP2 c.G891A p.A297A
XH_P57 1 11137661 11137661 Silent SNP A G A EXOSC10 c.T1797C p.A599A
XH_P57 1 11150682 11150682 Silent SNP C T C EXOSC10 c.G687A p.E229E
XH_P57 1 11159823 11159823 Silent SNP T C T EXOSC10 c.A66G p.G22G
XH_P57 1 11771988 11771988 Silent SNP A G A DRAXIN c.A723G p.L241L
XH_P57 1 11826085 11826085 Missense_Mutation SNP G A G C1orf167 c.G242A p.R81H
XH_P57 1 11838841 11838841 Missense_Mutation SNP A G A C1orf167 c.A2464G p.S822G
XH_P57 1 11845222 11845222 Missense_Mutation SNP T C T C1orf167 c.T3443C p.V1148A
XH_P57 1 11847449 11847449 Missense_Mutation SNP G A G C1orf167 c.G3572A p.R1191H
XH_P57 1 11848068 11848068 Missense_Mutation SNP G C G C1orf167 c.G3812C p.C1271S
XH_P57 1 11854476 11854476 Missense_Mutation SNP T G T MTHFR c.A1409C p.E470A
XH_P57 1 11854896 11854896 Silent SNP G A G MTHFR c.C1179T p.S393S
XH_P57 1 11863057 11863057 Silent SNP G A G MTHFR c.C240T p.P80P
XH_P57 1 11897082 11897082 Silent SNP C T C CLCN6 c.C1941T p.G647G
XH_P57 1 11907648 11907648 Missense_Mutation SNP C T C NPPA c.G94A p.V32M
XH_P57 1 12009955 12009955 Silent SNP C T C PLOD1 c.C294T p.F98F
XH_P57 1 12010469 12010469 Missense_Mutation SNP G T G PLOD1 c.G358T p.A120S
XH_P57 1 12024235 12024235 Silent SNP C T C PLOD1 c.C1206T p.N402N
XH_P57 1 12026355 12026355 Silent SNP A C A PLOD1 c.A1632C p.A544A
XH_P57 1 12065841 12065841 Silent SNP C T C MFN2 c.C1569T p.S523S
XH_P57 1 12198297 12198297 Silent SNP T C T TNFRSF8 c.T1011C p.S337S
XH_P57 1 13183422 13183422 Missense_Mutation SNP T C T HNRNPCL2 c.A451G p.N151D
XH_P57 1 13448303 13448303 Missense_Mutation SNP A C A PRAMEF13 c.T1172G p.M391R
XH_P57 1 15495110 15495110 Missense_Mutation SNP A G A C1orf195 c.T262C p.Y88H
XH_P57 1 15541607 15541607 Silent SNP T C T TMEM51 c.T24C p.N8N
XH_P57 1 15793913 15793913 Silent SNP G A G CELA2A c.G672A p.A224A
XH_P57 1 16069071 16069071 Missense_Mutation SNP C T C TMEM82 c.C17T p.S6F
XH_P57 1 16273427 16273431 Frame_Shift_Del DEL TACCT - TACCT ZBTB17 c.125_126del p.K42fs
XH_P57 1 16371067 16371067 Missense_Mutation SNP G T G CLCNKB c.G80T p.R27L
XH_P57 1 16730308 16730308 Missense_Mutation SNP G T G SPATA21 c.C915A p.H305Q
XH_P57 1 17296361 17296361 Missense_Mutation SNP C G C CROCC c.C5383G p.R1795G
XH_P57 1 17555508 17555508 Silent SNP G T G PADI1 c.G891T p.T297T
XH_P57 1 17668487 17668487 Silent SNP C T C PADI4 c.C702T p.P234P
XH_P57 1 17914122 17914122 Missense_Mutation SNP G A G ARHGEF10L c.G205A p.D69N
XH_P57 1 18807953 18807953 Missense_Mutation SNP C A C KLHDC7A c.C478A p.R160S
XH_P57 1 19422060 19422060 Silent SNP G A G UBR4 c.C13605T p.V4535V
XH_P57 1 19499564 19499564 Frame_Shift_Ins INS - GTCTC - UBR4 314_3315insGAG p.D1105fs
XH_P57 1 19566382 19566382 Missense_Mutation SNP A G A EMC1 c.T818C p.L273S
XH_P57 1 19615062 19615062 Missense_Mutation SNP C G C AKR7A3 c.G142C p.V48L
XH_P57 1 19684006 19684006 Silent SNP G C G CAPZB c.C381G p.G127G
XH_P57 1 20246876 20246876 Missense_Mutation SNP C T C PLA2G2E c.G353A p.R118H
XH_P57 1 20501582 20501582 Nonsense_Mutation SNP G A G PLA2G2C c.C97T p.R33X
XH_P57 1 21042094 21042094 Silent SNP G A G KIF17 c.C270T p.Y90Y
XH_P57 1 22109370 22109370 Silent SNP G A G USP48 c.C81T p.H27H
XH_P57 1 22141206 22141206 Missense_Mutation SNP A C A LDLRAD2 c.A401C p.N134T
XH_P57 1 22154845 22154845 Silent SNP A G A HSPG2 c.T12315C p.D4105D
XH_P57 1 22159008 22159008 Silent SNP C A C HSPG2 c.G11190T p.V3730V
XH_P57 1 22161275 22161275 Silent SNP G A G HSPG2 c.C10620T p.V3540V
XH_P57 1 22167696 22167696 Silent SNP G A G HSPG2 c.C9414T p.A3138A
XH_P57 1 22310190 22310190 Silent SNP T C T CELA3B c.T366C p.N122N



XH_P57 1 22927408 22927408 Silent SNP G A G EPHA8 c.G2556A p.E852E
XH_P57 1 23519633 23519633 Silent SNP A G A HTR1D c.T1080C p.N360N
XH_P57 1 24083494 24083494 Silent SNP C T C ELOA c.C2214T p.S738S
XH_P57 1 24416070 24416070 Silent SNP G C G MYOM3 c.C1572G p.P524P
XH_P57 1 24421474 24421474 Missense_Mutation SNP G A G MYOM3 c.C797T p.T266M
XH_P57 1 24432520 24432520 Silent SNP G A G MYOM3 c.C450T p.Y150Y
XH_P57 1 24448084 24448084 Silent SNP G A G IL22RA1 c.C936T p.P312P
XH_P57 1 24460797 24460797 Silent SNP T G T IL22RA1 c.A435C p.P145P
XH_P57 1 24680915 24680915 Silent SNP C T C GRHL3 c.C1608T p.V536V
XH_P57 1 24718075 24718075 Silent SNP T C T STPG1 c.A165G p.Q55Q
XH_P57 1 25634143 25634143 Missense_Mutation SNP T C T RHD c.T1079C p.L360P
XH_P57 1 25712263 25712263 Missense_Mutation SNP G A G RHCE c.C559T p.L187F
XH_P57 1 26310438 26310438 Missense_Mutation SNP T C T PAFAH2 c.A551G p.Q184R
XH_P57 1 26357656 26357656 Missense_Mutation SNP C A C EXTL1 c.C1135A p.H379N
XH_P57 1 26510959 26510959 Silent SNP G T G CNKSR1 c.G1089T p.G363G
XH_P57 1 26515956 26515956 Missense_Mutation SNP C A C CNKSR1 c.C2080A p.H694N
XH_P57 1 26608877 26608877 In_Frame_Ins INS - CCGGGA - UBXN11 115_1116insTCCCp.G372delinsGPG
XH_P57 1 26663362 26663362 Missense_Mutation SNP C T C CRYBG2 c.G3881A p.S1294N
XH_P57 1 26671084 26671084 Missense_Mutation SNP G T G CRYBG2 c.C2065A p.P689T
XH_P57 1 26671248 26671248 Missense_Mutation SNP A G A CRYBG2 c.T1901C p.V634A
XH_P57 1 27688633 27688633 Missense_Mutation SNP G A G MAP3K6 c.C1340T p.T447I
XH_P57 1 27709020 27709020 Missense_Mutation SNP T C T CD164L2 c.A226G p.M76V
XH_P57 1 27736478 27736478 Silent SNP T C T WASF2 c.A1047G p.P349P
XH_P57 1 28060574 28060574 Silent SNP A G A FAM76A c.A234G p.A78A
XH_P57 1 28476862 28476862 Missense_Mutation SNP G T G PTAFR c.C671A p.A224D
XH_P57 1 32140617 32140617 In_Frame_Ins INS - TGC - COL16A1 2849_2850insGCp.H950delinsQH
XH_P57 1 32671456 32671456 Silent SNP T C T IQCC c.T174C p.A58A
XH_P57 1 32829281 32829281 Silent SNP G A G TSSK3 c.G231A p.L77L
XH_P57 1 33099263 33099263 Missense_Mutation SNP C G C ZBTB8OS c.G325C p.E109Q
XH_P57 1 33234307 33234307 Missense_Mutation SNP T C T KIAA1522 c.T340C p.S114P
XH_P57 1 33235641 33235641 Missense_Mutation SNP G C G KIAA1522 c.G684C p.E228D
XH_P57 1 33957130 33957130 Silent SNP C A C ZSCAN20 c.C1272A p.A424A
XH_P57 1 35227147 35227147 Missense_Mutation SNP C T C GJB4 c.C292T p.R98C
XH_P57 1 35260363 35260363 Silent SNP C T C GJA4 c.C549T p.P183P
XH_P57 1 35260769 35260769 Missense_Mutation SNP C T C GJA4 c.C955T p.P319S
XH_P57 1 36316571 36316571 Silent SNP A C A AGO4 c.A2394C p.S798S
XH_P57 1 36640516 36640516 Missense_Mutation SNP G A G MAP7D1 c.G757A p.V253M
XH_P57 1 38185169 38185169 Silent SNP G A G EPHA10 c.C2673T p.P891P
XH_P57 1 38192870 38192870 Missense_Mutation SNP G C G EPHA10 c.C1676G p.S559C
XH_P57 1 38289383 38289383 Silent SNP T C T MTF1 c.A1170G p.T390T
XH_P57 1 39325208 39325208 Silent SNP C T C RRAGC c.G111A p.A37A
XH_P57 1 39340623 39340623 Frame_Shift_Ins INS - A - GJA9 c.1147dupT p.Y383fs
XH_P57 1 39835817 39835817 Missense_Mutation SNP A G A MACF1 c.A6868G p.M2290V
XH_P57 1 40092464 40092464 Silent SNP C T C HEYL c.G702A p.R234R
XH_P57 1 40230336 40230336 Missense_Mutation SNP C G C BMP8B c.G827C p.S276T
XH_P57 1 40923019 40923019 Missense_Mutation SNP G A G ZFP69B c.G344A p.C115Y
XH_P57 1 40980731 40980731 Missense_Mutation SNP G T G EXO5 c.G515T p.G172V
XH_P57 1 41979348 41979348 Silent SNP C T C HIVEP3 c.G5544A p.S1848S
XH_P57 1 42744175 42744175 Silent SNP G C G FOXJ3 c.C213G p.V71V
XH_P57 1 42915727 42915727 Silent SNP C G C ZMYND12 c.G114C p.G38G
XH_P57 1 43042703 43042703 Silent SNP C T C CCDC30 c.C868T p.L290L
XH_P57 1 43047057 43047057 Silent SNP A G A CCDC30 c.A1092G p.E364E
XH_P57 1 43308488 43308488 Missense_Mutation SNP A C A ERMAP c.A1013C p.E338A
XH_P57 1 44058217 44058217 Silent SNP G A G PTPRF c.G1758A p.S586S
XH_P57 1 44415424 44415424 Silent SNP A G A IPO13 c.A420G p.P140P
XH_P57 1 44440769 44440769 Silent SNP G C G ATP6V0B c.G57C p.A19A
XH_P57 1 44447413 44447413 Missense_Mutation SNP G C G B4GALT2 c.G366C p.Q122H
XH_P57 1 44461822 44461822 Missense_Mutation SNP C T C CCDC24 c.C512T p.A171V
XH_P57 1 44468235 44468235 Silent SNP G A G SLC6A9 c.C612T p.D204D
XH_P57 1 45224901 45224901 Silent SNP G A G KIF2C c.G1125A p.K375K
XH_P57 1 45292866 45292866 Silent SNP G A G PTCH2 c.C2487T p.D829D
XH_P57 1 45793699 45793699 Silent SNP G A G HPDL c.G879A p.K293K
XH_P57 1 45796899 45796899 Silent SNP C G C MUTYH c.G1002C p.T334T
XH_P57 1 45810923 45810923 Silent SNP G A G TESK2 c.C1056T p.P352P
XH_P57 1 46073597 46073597 Silent SNP A G A NASP c.A822G p.V274V
XH_P57 1 46094027 46094027 Silent SNP A G A GPBP1L1 c.T1326C p.S442S
XH_P57 1 46095272 46095272 Silent SNP T C T GPBP1L1 c.A1248G p.K416K
XH_P57 1 46195375 46195375 Missense_Mutation SNP T C T IPP c.A791G p.K264R
XH_P57 1 46500744 46500744 Missense_Mutation SNP G C G MAST2 c.G4400C p.G1467A
XH_P57 1 46501054 46501054 Silent SNP C G C MAST2 c.C4710G p.P1570P
XH_P57 1 46501495 46501495 Silent SNP T C T MAST2 c.T5151C p.Y1717Y
XH_P57 1 46736380 46736380 Nonsense_Mutation INS - GAGGAGCGGCTG - RAD54L TAGGAGAGGAGCGRDAAASEADRQLGEERLRELTSIVNRX
XH_P57 1 46738398 46738398 Silent SNP G A G RAD54L c.G1299A p.P433P
XH_P57 1 46768970 46768970 Missense_Mutation SNP C A C LRRC41 c.G25T p.A9S
XH_P57 1 46775975 46775975 Missense_Mutation SNP C T C UQCRH c.C203T p.A68V
XH_P57 1 46806550 46806550 Missense_Mutation SNP C T C NSUN4 c.C52T p.L18F
XH_P57 1 46810670 46810670 Silent SNP T C T NSUN4 c.T144C p.D48D
XH_P57 1 46827485 46827485 Silent SNP C T C NSUN4 c.C975T p.P325P
XH_P57 1 46871713 46871713 Silent SNP G A G FAAH c.G789A p.K263K
XH_P57 1 46874246 46874246 Missense_Mutation SNP C T C FAAH c.C1067T p.A356V
XH_P57 1 47150211 47150217 Frame_Shift_Del DEL GAGCACT - GAGCACT EFCAB14 c.1132_1138del p.S378fs
XH_P57 1 47395973 47395973 Silent SNP G A G CYP4A11 c.C1374T p.I458I
XH_P57 1 47402458 47402458 Missense_Mutation SNP C T C CYP4A11 c.G388A p.G130S
XH_P57 1 47610590 47610590 Silent SNP A C A CYP4A22 c.A876C p.G292G
XH_P57 1 47746238 47746238 Missense_Mutation SNP T C T STIL c.A1892G p.D631G
XH_P57 1 48241061 48241061 Missense_Mutation SNP G A G TRABD2B c.C1130T p.P377L
XH_P57 1 48460108 48460108 Silent SNP A C A TRABD2B c.T264G p.L88L
XH_P57 1 48694594 48694594 Missense_Mutation SNP G A G SLC5A9 c.G307A p.G103R
XH_P57 1 48697781 48697781 Silent SNP C T C SLC5A9 c.C855T p.F285F
XH_P57 1 48713100 48713100 Missense_Mutation SNP C A C SLC5A9 c.C1931A p.A644E
XH_P57 1 49224584 49224584 Silent SNP G T G BEND5 c.C226A p.R76R
XH_P57 1 49511424 49511424 Silent SNP A G A AGBL4 c.T462C p.H154H
XH_P57 1 53532535 53532535 Missense_Mutation SNP G C G PODN c.G28C p.A10P
XH_P57 1 53544289 53544289 Silent SNP C T C PODN c.C1251T p.N417N
XH_P57 1 53927173 53927173 Missense_Mutation SNP G A G DMRTB1 c.G605A p.R202H
XH_P57 1 53972349 53972349 Silent SNP G A G GLIS1 c.C1806T p.P602P
XH_P57 1 53995515 53995515 Silent SNP G A G GLIS1 c.C906T p.A302A
XH_P57 1 54678305 54678305 Missense_Mutation SNP C G C MRPL37 c.C964G p.L322V



XH_P57 1 54690954 54690954 Missense_Mutation SNP T C T MRPL37 c.T1351C p.F451L
XH_P57 1 55060251 55060251 Missense_Mutation SNP C T C ACOT11 c.C494T p.P165L
XH_P57 1 55136529 55136529 Missense_Mutation SNP T C T MROH7 c.T80C p.V27A
XH_P57 1 55224131 55224131 Missense_Mutation SNP T C T PARS2 c.A704G p.N235S
XH_P57 1 55224751 55224751 Missense_Mutation SNP C A C PARS2 c.G84T p.R28S
XH_P57 1 55273580 55273580 Missense_Mutation SNP G T G LEXM c.G376T p.G126C
XH_P57 1 55569634 55569634 Frame_Shift_Ins INS - T - USP24 c.4939dupA p.S1647fs
XH_P57 1 57171870 57171870 Silent SNP T C T PRKAA2 c.T1399C p.L467L
XH_P57 1 57257817 57257817 Silent SNP T C T C1orf168 c.A669G p.K223K
XH_P57 1 57383358 57383358 Missense_Mutation SNP C T C C8A c.C1724T p.P575L
XH_P57 1 59042181 59042181 Missense_Mutation SNP G T G TACSTD2 c.C648A p.D216E
XH_P57 1 59247993 59247993 Silent SNP C T C JUN c.G750A p.Q250Q
XH_P57 1 60505783 60505783 Missense_Mutation SNP G C G C1orf87 c.C553G p.L185V
XH_P57 1 60506744 60506744 Silent SNP G A G C1orf87 c.C402T p.S134S
XH_P57 1 62579823 62579823 Silent SNP G A G PATJ c.G4560A p.E1520E
XH_P57 1 62579907 62579907 Silent SNP C T C PATJ c.C4644T p.I1548I
XH_P57 1 63997633 63997633 Silent SNP A T A EFCAB7 c.A330T p.S110S
XH_P57 1 64021096 64021096 Missense_Mutation SNP G A G EFCAB7 c.G1124A p.R375K
XH_P57 1 64624842 64624842 Silent SNP A G A ROR1 c.A1353G p.V451V
XH_P57 1 68614320 68614320 Silent SNP G A G WLS c.C723T p.I241I
XH_P57 1 70504589 70504589 Missense_Mutation SNP G A G LRRC7 c.G2968A p.G990S
XH_P57 1 70504591 70504591 In_Frame_Ins INS - TTTCTA - LRRC7 970_2971insTTTp.G990delinsGFL
XH_P57 1 70820008 70820008 Silent SNP C T C ANKRD13C c.G84A p.E28E
XH_P57 1 70820880 70820880 Silent SNP G A G HHLA3 c.G246A p.A82A
XH_P57 1 72058543 72058543 Silent SNP A T A NEGR1 c.T897A p.A299A
XH_P57 1 75065441 75065441 Missense_Mutation SNP C T C ERICH3 c.G1664A p.R555H
XH_P57 1 77093180 77093180 Missense_Mutation SNP C A C ST6GALNAC3 c.C472A p.L158I
XH_P57 1 79102726 79102726 Missense_Mutation SNP C T C IFI44L c.C886T p.R296C
XH_P57 1 84403649 84403649 Silent SNP C T C TTLL7 c.G693A p.E231E
XH_P57 1 85009894 85009894 Missense_Mutation SNP A G A SPATA1 c.A793G p.K265E
XH_P57 1 85016177 85016177 Silent SNP A G A SPATA1 c.A1254G p.L418L
XH_P57 1 85031630 85031630 Silent SNP G A G CTBS c.C591T p.I197I
XH_P57 1 89271574 89271574 Silent SNP T C T PKN2 c.T1533C p.S511S
XH_P57 1 89435119 89435119 Missense_Mutation SNP C T C KYAT3 c.G29A p.R10Q
XH_P57 1 89521841 89521841 Missense_Mutation SNP G C G GBP1 c.C1226G p.A409G
XH_P57 1 89522646 89522646 Missense_Mutation SNP G C G GBP1 c.C1046G p.T349S
XH_P57 1 91405699 91405699 Silent SNP G A G ZNF644 c.C1212T p.T404T
XH_P57 1 92185657 92185657 Silent SNP C T C TGFBR3 c.G1203A p.P401P
XH_P57 1 94466659 94466659 Silent SNP A G A ABCA4 c.T6285C p.D2095D
XH_P57 1 97272456 97272456 Silent SNP A G A PTBP2 c.A957G p.L319L
XH_P57 1 103548497 103548497 Missense_Mutation SNP A C A COL11A1 c.T138G p.D46E
XH_P57 1 109010230 109010230 Silent SNP G A G NBPF6 c.G1818A p.P606P
XH_P57 1 109806834 109806834 Silent SNP C T C CELSR2 c.C5136T p.P1712P
XH_P57 1 109807099 109807099 Silent SNP G A G CELSR2 c.G5313A p.P1771P
XH_P57 1 110086451 110086451 Silent SNP G A G GPR61 c.G807A p.S269S
XH_P57 1 110151395 110151395 Missense_Mutation SNP G T G GNAT2 c.C319A p.L107I
XH_P57 1 110163879 110163879 Missense_Mutation SNP G A G AMPD2 c.G244A p.A82T
XH_P57 1 110466338 110466338 Silent SNP C A C CSF1 c.C1095A p.T365T
XH_P57 1 110709719 110709719 Silent SNP T C T SLC6A17 c.T168C p.D56D
XH_P57 1 110709720 110709720 Missense_Mutation SNP G A G SLC6A17 c.G169A p.A57T
XH_P57 1 110765630 110765630 Silent SNP C G C KCNC4 c.C723G p.T241T
XH_P57 1 110766308 110766308 Silent SNP G A G KCNC4 c.G1401A p.P467P
XH_P57 1 110766466 110766466 Missense_Mutation SNP G A G KCNC4 c.G1559A p.C520Y
XH_P57 1 110921715 110921715 Missense_Mutation SNP T G T SLC16A4 c.A460C p.N154H
XH_P57 1 110950439 110950439 Missense_Mutation SNP C T C LAMTOR5 c.G50A p.S17N
XH_P57 1 111144661 111144661 Silent SNP A G A KCNA2 c.T1026C p.D342D
XH_P57 1 111862074 111862074 Silent SNP C T C CHIA c.C678T p.L226L
XH_P57 1 111862952 111862952 Missense_Mutation SNP T G T CHIA c.T812G p.V271G
XH_P57 1 111957245 111957245 Silent SNP G A G OVGP1 c.C1878T p.P626P
XH_P57 1 113059851 113059851 Frame_Shift_Ins INS - C - WNT2B c.514_515insC p.Y172fs
XH_P57 1 113239382 113239382 Silent SNP G A G MOV10 c.G2112A p.E704E
XH_P57 1 113252779 113252816 Frame_Shift_Del DEL AACTGCCTGG - TAACTGCCTGGC PPM1J c.1487_1524del p.I496fs
XH_P57 1 113456734 113456734 Missense_Mutation SNP C T C SLC16A1 c.G1282A p.V428I
XH_P57 1 114438951 114438951 Missense_Mutation SNP A G A AP4B1 c.T935C p.L312S
XH_P57 1 116206423 116206423 Missense_Mutation SNP G A G VANGL1 c.G340A p.A114T
XH_P57 1 116534852 116534852 Silent SNP C T C SLC22A15 c.C288T p.S96S
XH_P57 1 116670774 116670774 Silent SNP A G A MAB21L3 c.A669G p.G223G
XH_P57 1 117554589 117554589 Splice_Site INS - TAAT - CD101 . .
XH_P57 1 117690406 117690406 Splice_Site SNP T C T VTCN1 . .
XH_P57 1 118584643 118584643 Missense_Mutation SNP C A C SPAG17 c.G2837T p.R946L
XH_P57 1 119923724 119923724 Silent SNP T C T HAO2 c.T16C p.L6L
XH_P57 1 120056870 120056870 Missense_Mutation SNP G A G HSD3B1 c.G724A p.D242N
XH_P57 1 120436630 120436630 Missense_Mutation SNP C T C ADAM30 c.G2330A p.S777N
XH_P57 1 120436632 120436632 Nonsense_Mutation INS - AACCAGCTAA - ADAM30 7_2328insTTAGC 776_S777delinsDX
XH_P57 1 145365316 145365316 Missense_Mutation SNP G A G NBPF10 c.G8471A p.G2824E
XH_P57 1 145532163 145532163 In_Frame_Ins INS - CTA - ITGA10 c.378_379insCTAp.R126delinsRL
XH_P57 1 145533175 145533175 Silent SNP T C T ITGA10 c.T841C p.L281L
XH_P57 1 145562293 145562293 Missense_Mutation SNP G C G ANKRD35 c.G1711C p.E571Q
XH_P57 1 145588905 145588905 Silent SNP G A G NUDT17 c.C343T p.L115L
XH_P57 1 145761368 145761368 Missense_Mutation SNP C T C PDZK1 c.C848T p.A283V
XH_P57 1 146057292 146057292 Missense_Mutation SNP T C T NBPF11 c.A158G p.N53S
XH_P57 1 149290881 149290881 Missense_Mutation SNP C T C FAM231D c.C353T p.A118V
XH_P57 1 149908108 149908108 Silent SNP A G A MTMR11 c.T81C p.N27N
XH_P57 1 150483355 150483355 Missense_Mutation SNP C T C ECM1 c.C470T p.T157M
XH_P57 1 150484987 150484987 Missense_Mutation SNP G A G ECM1 c.G868A p.G290S
XH_P57 1 150530993 150530993 Silent SNP C T C ADAMTSL4 c.C2427T p.R809R
XH_P57 1 151112483 151112483 Missense_Mutation SNP T C T SEMA6C c.A202G p.T68A
XH_P57 1 151373743 151373755 Frame_Shift_Del DEL GCCAGTGCTA - AGCCAGTGCTAAG PSMB4 c.605_617del p.Q202fs
XH_P57 1 151378211 151378211 Silent SNP A G A POGZ c.T3015C p.N1005N
XH_P57 1 151395972 151395972 In_Frame_Ins INS - TGA - POGZ 1293_1294insTCp.D432delinsSD
XH_P57 1 151735545 151735545 Silent SNP A G A MRPL9 c.T231C p.H77H
XH_P57 1 151773851 151773851 Missense_Mutation SNP T A T LINGO4 c.A1330T p.T444S
XH_P57 1 151810477 151810477 Missense_Mutation SNP A G A C2CD4D c.T989C p.I330T
XH_P57 1 152128690 152128690 Silent SNP G A G RPTN c.C885T p.Y295Y
XH_P57 1 152188287 152188287 Missense_Mutation SNP C G C HRNR c.G5818C p.G1940R
XH_P57 1 152191709 152191709 Missense_Mutation SNP C G C HRNR c.G2396C p.S799T
XH_P57 1 152191879 152191879 Silent SNP G A G HRNR c.C2226T p.H742H
XH_P57 1 152192825 152192825 Missense_Mutation SNP C T C HRNR c.G1280A p.G427D



XH_P57 1 152193544 152193544 Silent SNP A G A HRNR c.T561C p.H187H
XH_P57 1 152193851 152193851 Missense_Mutation SNP C T C HRNR c.G254A p.R85H
XH_P57 1 152279406 152279406 Missense_Mutation SNP T G T FLG c.A7956C p.E2652D
XH_P57 1 152284019 152284019 Missense_Mutation SNP C G C FLG c.G3343C p.G1115R
XH_P57 1 152285807 152285807 Missense_Mutation SNP G T G FLG c.C1555A p.H519N
XH_P57 1 152323668 152323668 Silent SNP T A T FLG2 c.A6594T p.G2198G
XH_P57 1 152324099 152324099 Missense_Mutation SNP C T C FLG2 c.G6163A p.G2055R
XH_P57 1 152329369 152329369 Missense_Mutation SNP C G C FLG2 c.G893C p.C298S
XH_P57 1 152883163 152883163 Missense_Mutation SNP A T A IVL c.A890T p.D297V
XH_P57 1 152944594 152944594 Silent SNP C T C SPRR4 c.C228T p.S76S
XH_P57 1 153004983 153004983 Silent SNP C T C SPRR1B c.C162T p.P54P
XH_P57 1 153012765 153012765 Missense_Mutation SNP T C T SPRR2D c.A58G p.T20A
XH_P57 1 153066072 153066072 Silent SNP T C T SPRR2E c.A156G p.Q52Q
XH_P57 1 153085029 153085029 Missense_Mutation SNP G T G SPRR2F c.C181A p.P61T
XH_P57 1 153276449 153276449 Missense_Mutation SNP T C T PGLYRP3 c.A413G p.E138G
XH_P57 1 153279598 153279598 Silent SNP C T C PGLYRP3 c.G201A p.L67L
XH_P57 1 153315579 153315579 Silent SNP A G A PGLYRP4 c.T459C p.F153F
XH_P57 1 153509890 153509890 Missense_Mutation SNP T C T S100A5 c.A161G p.D54G
XH_P57 1 153750682 153750682 Missense_Mutation SNP G A G SLC27A3 c.G1591A p.G531R
XH_P57 1 154296076 154296076 Silent SNP T C T AQP10 c.T501C p.T167T
XH_P57 1 154473919 154473919 Missense_Mutation SNP T C T SHE c.A584G p.Q195R
XH_P57 1 154744807 154744807 Silent SNP C G C KCNN3 c.G1092C p.L364L
XH_P57 1 155177615 155177615 Missense_Mutation SNP A C A THBS3 c.T53G p.F18C
XH_P57 1 156236394 156236394 Frame_Shift_Ins INS - T - SMG5 c.1192_1193insA p.R398fs
XH_P57 1 156500033 156500033 Missense_Mutation SNP C T C IQGAP3 c.G4268A p.R1423H
XH_P57 1 156553232 156553232 Frame_Shift_Del DEL C - C TTC24 c.1142delC p.A381fs
XH_P57 1 156616639 156616639 Missense_Mutation SNP G C G BCAN c.G138C p.Q46H
XH_P57 1 156622252 156622252 Missense_Mutation SNP G A G BCAN c.G1510A p.E504K
XH_P57 1 156641537 156641537 Missense_Mutation SNP C T C NES c.G2443A p.V815I
XH_P57 1 156879703 156879703 Silent SNP T C T PEAR1 c.T1572C p.C524C
XH_P57 1 156899480 156899480 Missense_Mutation SNP G A G LRRC71 c.G1199A p.G400E
XH_P57 1 157062696 157062696 Silent SNP G T G ETV3L c.C831A p.L277L
XH_P57 1 158435896 158435896 Missense_Mutation SNP C T C OR10K1 c.C545T p.S182F
XH_P57 1 158532932 158532932 Missense_Mutation SNP T C T OR6P1 c.A463G p.S155G
XH_P57 1 158577167 158577167 Silent SNP A T A OR10Z1 c.A939T p.G313G
XH_P57 1 158813819 158813819 Silent SNP A G A MNDA c.A477G p.P159P
XH_P57 1 158990247 158990247 Silent SNP A G A IFI16 c.A921G p.Q307Q
XH_P57 1 159024668 159024668 Missense_Mutation SNP A T A IFI16 c.A2167T p.T723S
XH_P57 1 159162378 159162378 Silent SNP T C T CADM3 c.T240C p.D80D
XH_P57 1 159175428 159175428 Missense_Mutation SNP C T C ACKR1 c.C205T p.L69F
XH_P57 1 159275976 159275976 Missense_Mutation SNP C T C FCER1A c.C530T p.T177M
XH_P57 1 159410007 159410007 Silent SNP C T C OR10J1 c.C459T p.I153I
XH_P57 1 159898100 159898100 Silent SNP A G A IGSF9 c.T3078C p.S1026S
XH_P57 1 160011894 160011894 Silent SNP G A G KCNJ10 c.C429T p.A143A
XH_P57 1 160098543 160098543 Silent SNP G A G ATP1A2 c.G1119A p.S373S
XH_P57 1 160099931 160099931 Missense_Mutation SNP G A G ATP1A2 c.G1501A p.V501M
XH_P57 1 161017556 161017556 Silent SNP C T C ARHGAP30 c.G2724A p.R908R
XH_P57 1 161071947 161071947 Frame_Shift_Ins INS - T - PFDN2 c.178dupA p.T60fs
XH_P57 1 161479745 161479745 Missense_Mutation SNP A G A FCGR2A c.A500G p.H167R
XH_P57 1 161683136 161683136 Missense_Mutation SNP G A G FCRLA c.G392A p.R131Q
XH_P57 1 161696782 161696782 Missense_Mutation SNP G C G FCRLB c.G698C p.R233P
XH_P57 1 162313735 162313735 Silent SNP C T C NOS1AP c.C549T p.S183S
XH_P57 1 162344102 162344102 Silent SNP C T C SPATA46 c.G522A p.R174R
XH_P57 1 162760622 162760622 Missense_Mutation SNP G C G HSD17B7 c.G32C p.S11T
XH_P57 1 162782145 162782145 Missense_Mutation SNP A G A HSD17B7 c.A961G p.K321E
XH_P57 1 165648709 165648709 Silent SNP C T C ALDH9A1 c.G900A p.A300A
XH_P57 1 167097061 167097061 Missense_Mutation SNP A G A DUSP27 c.A2693G p.Y898C
XH_P57 1 167849414 167849414 Silent SNP A G A ADCY10 c.T696C p.G232G
XH_P57 1 167893759 167893759 Silent SNP G A G MPC2 c.C126T p.F42F
XH_P57 1 167973976 167973976 Silent SNP C T C DCAF6 c.C1230T p.D410D
XH_P57 1 168059866 168059866 Silent SNP A G A GPR161 c.T906C p.G302G
XH_P57 1 169437392 169437392 Missense_Mutation SNP A G A SLC19A2 c.T719C p.I240T
XH_P57 1 169438025 169438025 Silent SNP A G A SLC19A2 c.T477C p.T159T
XH_P57 1 171227216 171227216 Missense_Mutation SNP T C T FMO1 c.T2C p.M1T
XH_P57 1 171509523 171509523 Missense_Mutation SNP G T G PRRC2C c.G2912T p.G971V
XH_P57 1 171755182 171755182 Missense_Mutation SNP G A G METTL13 c.G609A p.M203I
XH_P57 1 171956803 171956803 Silent SNP C T C DNM3 c.C243T p.A81A
XH_P57 1 172357926 172357926 Silent SNP G A G DNM3 c.G2487A p.T829T
XH_P57 1 175335234 175335234 Silent SNP C T C TNR c.G1095A p.S365S
XH_P57 1 175375635 175375635 Silent SNP G A G TNR c.C216T p.N72N
XH_P57 1 179055020 179055020 Silent SNP C T C TOR3A c.C631T p.L211L
XH_P57 1 179077871 179077871 Missense_Mutation SNP C T C ABL2 c.G2468A p.S823N
XH_P57 1 179621224 179621224 Silent SNP G A G TDRD5 c.G717A p.G239G
XH_P57 1 180064728 180064728 Missense_Mutation SNP G A G CEP350 c.G8582A p.R2861Q
XH_P57 1 180163400 180163400 Silent SNP C T C QSOX1 c.C1341T p.F447F
XH_P57 1 180165699 180165699 Missense_Mutation SNP A C A QSOX1 c.A1771C p.N591H
XH_P57 1 180905352 180905352 Silent SNP C T C KIAA1614 c.C2307T p.S769S
XH_P57 1 180905448 180905448 Missense_Mutation SNP G T G KIAA1614 c.G2403T p.L801F
XH_P57 1 181018252 181018252 Silent SNP T C T MR1 c.T132C p.F44F
XH_P57 1 181702807 181702807 Missense_Mutation SNP C G C CACNA1E c.C3126G p.D1042E
XH_P57 1 182993025 182993025 Silent SNP C T C LAMC1 c.C174T p.A58A
XH_P57 1 183072590 183072590 Silent SNP T C T LAMC1 c.T546C p.C182C
XH_P57 1 183086567 183086567 Silent SNP C T C LAMC1 c.C1677T p.F559F
XH_P57 1 183086757 183086757 Silent SNP A C A LAMC1 c.A1776C p.A592A
XH_P57 1 183093875 183093875 Silent SNP T C T LAMC1 c.T2511C p.N837N
XH_P57 1 183094547 183094547 Missense_Mutation SNP T C T LAMC1 c.T2663C p.L888P
XH_P57 1 183105534 183105534 Silent SNP T C T LAMC1 c.T4128C p.R1376R
XH_P57 1 183105705 183105705 Silent SNP G A G LAMC1 c.G4299A p.A1433A
XH_P57 1 183617105 183617105 Missense_Mutation SNP A G A APOBEC4 c.T812C p.F271S
XH_P57 1 183909717 183909717 Silent SNP G A G COLGALT2 c.C1602T p.P534P
XH_P57 1 184764912 184764912 Silent SNP G A G FAM129A c.C1986T p.D662D
XH_P57 1 185135745 185135745 Silent SNP A G A SWT1 c.A126G p.S42S
XH_P57 1 185143721 185143721 Missense_Mutation SNP A G A SWT1 c.A442G p.I148V
XH_P57 1 185240474 185240474 Missense_Mutation SNP A G A SWT1 c.A2461G p.N821D
XH_P57 1 186276661 186276661 Missense_Mutation SNP A G A PRG4 c.A1408G p.T470A
XH_P57 1 186277989 186277989 Silent SNP A G A PRG4 c.A2736G p.P912P
XH_P57 1 186363119 186363119 Missense_Mutation SNP C G C C1orf27 c.C656G p.S219C
XH_P57 1 197872019 197872019 Silent SNP G T G C1orf53 c.G240T p.A80A



XH_P57 1 197896728 197896728 Silent SNP T C T LHX9 c.T741C p.N247N
XH_P57 1 201083930 201083930 Missense_Mutation SNP A G A ASCL5 c.T571C p.S191P
XH_P57 1 201176651 201176651 Missense_Mutation SNP C T C IGFN1 c.C2630T p.T877M
XH_P57 1 201181994 201181994 Missense_Mutation SNP A G A IGFN1 c.A7973G p.D2658G
XH_P57 1 201869257 201869257 Missense_Mutation SNP G A G LMOD1 c.C884T p.T295M
XH_P57 1 201969082 201969082 Silent SNP G A G RNPEP c.G273A p.Q91Q
XH_P57 1 201981128 201981176 Frame_Shift_Del DEL ATCAGCTACCA - GATCAGCTACCAA ELF3 c.207_255del p.K69fs
XH_P57 1 202183308 202183308 Missense_Mutation SNP C T C LGR6 c.C26T p.S9L
XH_P57 1 202418235 202418235 In_Frame_Ins INS - CAG - PPP1R12B 1786_1787insCAp.T596delinsTA
XH_P57 1 202574784 202574784 Silent SNP G A G SYT2 c.C117T p.S39S
XH_P57 1 203008286 203008286 Silent SNP C G C PPFIA4 c.C150G p.T50T
XH_P57 1 203743122 203743122 Silent SNP G A G LAX1 c.G462A p.S154S
XH_P57 1 203743653 203743653 Silent SNP C T C LAX1 c.C993T p.D331D
XH_P57 1 204131186 204131186 Silent SNP T G T REN c.A204C p.T68T
XH_P57 1 204587240 204587240 Silent SNP G A G LRRN2 c.C1881T p.D627D
XH_P57 1 205053257 205053268 In_Frame_Del DEL TCACAGACGG - CTCACAGACGGT TMEM81 c.181_192del p.61_64del
XH_P57 1 205632348 205632348 Frame_Shift_Ins INS - G - SLC45A3 c.570dupC p.Y191fs
XH_P57 1 207074905 207074905 Missense_Mutation SNP T C T IL24 c.T373C p.Y125H
XH_P57 1 207087435 207087435 Silent SNP C T C FCMR c.G42A p.S14S
XH_P57 1 207110936 207110936 Silent SNP T C T PIGR c.A549G p.V183V
XH_P57 1 207140440 207140440 Silent SNP C T C FCAMR c.G126A p.A42A
XH_P57 1 208252777 208252777 Missense_Mutation SNP G C G PLXNA2 c.C2414G p.A805G
XH_P57 1 208390469 208390469 Missense_Mutation SNP C T C PLXNA2 c.G799A p.A267T
XH_P57 1 209807972 209807972 Silent SNP G A G LAMB3 c.C384T p.P128P
XH_P57 1 209811886 209811886 Silent SNP T G T LAMB3 c.A291C p.S97S
XH_P57 1 212799949 212799949 Missense_Mutation SNP C T C FAM71A c.C1730T p.T577M
XH_P57 1 215793834 215793834 Silent SNP G A G KCTD3 c.G2316A p.A772A
XH_P57 1 215848587 215848587 Silent SNP T C T USH2A c.A12666G p.T4222T
XH_P57 1 216051125 216051125 Missense_Mutation SNP G A G USH2A c.C8656T p.L2886F
XH_P57 1 221912808 221912808 Silent SNP T C T DUSP10 c.A279G p.Q93Q
XH_P57 1 222802803 222802803 Silent SNP T G T MIA3 c.T2241G p.P747P
XH_P57 1 222833538 222833538 Silent SNP C G C MIA3 c.C1629G p.G543G
XH_P57 1 223567267 223567267 Silent SNP C T C CCDC185 c.C450T p.P150P
XH_P57 1 223567808 223567808 Missense_Mutation SNP C T C CCDC185 c.C991T p.R331W
XH_P57 1 226032919 226032919 Silent SNP G A G EPHX1 c.G1239A p.V413V
XH_P57 1 226054333 226054333 Missense_Mutation SNP G A G TMEM63A c.C616T p.L206F
XH_P57 1 226074563 226074563 Missense_Mutation SNP T G T LEFTY1 c.A965C p.D322A
XH_P57 1 226108200 226108200 Silent SNP C T C PYCR2 c.G696A p.G232G
XH_P57 1 228399799 228399799 Silent SNP C T C OBSCN c.C315T p.C105C
XH_P57 1 228400428 228400428 Missense_Mutation SNP A G A OBSCN c.A944G p.N315S
XH_P57 1 228402508 228402508 Silent SNP C T C OBSCN c.C1537T p.L513L
XH_P57 1 228404198 228404198 Silent SNP G A G OBSCN c.G2172A p.A724A
XH_P57 1 228433217 228433217 Silent SNP A G A OBSCN c.A3585G p.T1195T
XH_P57 1 228434395 228434395 Silent SNP T C T OBSCN c.T3924C p.A1308A
XH_P57 1 228451826 228451826 Missense_Mutation SNP C T C OBSCN c.C4595T p.A1532V
XH_P57 1 228468458 228468458 Missense_Mutation SNP G A G OBSCN c.G8158A p.V2720M
XH_P57 1 228471379 228471379 Silent SNP G C G OBSCN c.G8913C p.R2971R
XH_P57 1 228475848 228475848 Missense_Mutation SNP G A G OBSCN c.G9898A p.A3300T
XH_P57 1 228491633 228491633 Missense_Mutation SNP G A G OBSCN c.G13996A p.V4666I
XH_P57 1 228492044 228492044 Silent SNP G A G OBSCN c.G14043A p.E4681E
XH_P57 1 228494790 228494790 Missense_Mutation SNP G A G OBSCN c.G12115A p.G4039R
XH_P57 1 228496014 228496014 Silent SNP G A G OBSCN c.G12669A p.T4223T
XH_P57 1 228505739 228505739 Missense_Mutation SNP G A G OBSCN c.G13996A p.G4666S
XH_P57 1 228520973 228520973 Missense_Mutation SNP C G C OBSCN c.C15805G p.L5269V
XH_P57 1 228550429 228550429 Missense_Mutation SNP C T C OBSCN c.C18814T p.P6272S
XH_P57 1 228564757 228564757 Missense_Mutation SNP C T C OBSCN c.C23044T p.R7682C
XH_P57 1 228582643 228582643 Silent SNP C T C TRIM11 c.G1170A p.S390S
XH_P57 1 230384937 230384937 Silent SNP T C T GALNT2 c.T711C p.D237D
XH_P57 1 230461079 230461079 Silent SNP G A G PGBD5 c.C1356T p.C452C
XH_P57 1 231298898 231298898 Silent SNP C A C TRIM67 c.C183A p.A61A
XH_P57 1 232534957 232534957 Silent SNP T C T SIPA1L2 c.A5085G p.R1695R
XH_P57 1 232539219 232539219 Missense_Mutation SNP C T C SIPA1L2 c.G4915A p.G1639S
XH_P57 1 232581376 232581376 Silent SNP G A G SIPA1L2 c.C3252T p.P1084P
XH_P57 1 232943502 232943502 Silent SNP G T G MAP10 c.G2733T p.G911G
XH_P57 1 233397909 233397909 Missense_Mutation SNP T C T PCNX2 c.A362G p.N121S
XH_P57 1 234509259 234509259 Missense_Mutation SNP G C G COA6 c.G47C p.S16T
XH_P57 1 234546245 234546245 Silent SNP C T C TARBP1 c.G3738A p.T1246T
XH_P57 1 234606998 234606998 Silent SNP A G A TARBP1 c.T1035C p.H345H
XH_P57 1 235940450 235940450 Silent SNP C T C LYST c.G5373A p.K1791K
XH_P57 1 235955150 235955150 Silent SNP G A G LYST c.C4392T p.N1464N
XH_P57 1 235972435 235972435 Silent SNP T C T LYST c.A1683G p.L561L
XH_P57 1 235972867 235972867 Silent SNP T C T LYST c.A1251G p.Q417Q
XH_P57 1 236208773 236208773 Missense_Mutation SNP C T C NID1 c.G736A p.V246I
XH_P57 1 236413230 236413230 Missense_Mutation SNP T A T ERO1B c.A386T p.D129V
XH_P57 1 236717926 236717926 Missense_Mutation SNP T C T HEATR1 c.A6050G p.E2017G
XH_P57 1 236719193 236719193 Missense_Mutation SNP A G A HEATR1 c.T5561C p.V1854A
XH_P57 1 236749649 236749649 Missense_Mutation SNP T C T HEATR1 c.A1819G p.M607V
XH_P57 1 238050750 238050750 Missense_Mutation SNP G T G ZP4 c.C665A p.A222E
XH_P57 1 238051793 238051793 Missense_Mutation SNP T C T ZP4 c.A418G p.T140A
XH_P57 1 240256822 240256822 Silent SNP C A C FMN2 c.C1413A p.A471A
XH_P57 1 245849729 245849729 Silent SNP G A G KIF26B c.G3444A p.P1148P
XH_P57 1 245850506 245850506 Silent SNP G C G KIF26B c.G4221C p.P1407P
XH_P57 1 245851289 245851289 Silent SNP G T G KIF26B c.G5004T p.S1668S
XH_P57 1 247264430 247264430 Missense_Mutation SNP T C T ZNF669 c.A383G p.Y128C
XH_P57 1 247587408 247587408 Silent SNP C T C NLRP3 c.C663T p.T221T
XH_P57 1 247615262 247615262 Frame_Shift_Del DEL A - A OR2B11 c.23delT p.F8fs
XH_P57 1 247752161 247752161 Missense_Mutation SNP T C T OR2G2 c.T500C p.L167P
XH_P57 1 247752367 247752367 Missense_Mutation SNP A G A OR2G2 c.A706G p.R236G
XH_P57 1 247769752 247769752 Missense_Mutation SNP A G A OR2G3 c.A865G p.I289V
XH_P57 1 247921100 247921100 Silent SNP T G T OR1C1 c.A609C p.G203G
XH_P57 1 248085108 248085108 Silent SNP C T C OR2T8 c.C789T p.H263H
XH_P57 1 248112627 248112627 Silent SNP T C T OR2L8 c.T468C p.C156C
XH_P57 1 248112815 248112815 Missense_Mutation SNP A G A OR2L8 c.A656G p.Q219R
XH_P57 1 248129240 248129240 Missense_Mutation SNP G A G OR2AK2 c.G607A p.V203M
XH_P57 1 248129512 248129512 Silent SNP C T C OR2AK2 c.C879T p.Y293Y
XH_P57 1 248186000 248186000 Missense_Mutation SNP T C T OR2L5 c.T751C p.Y251H
XH_P57 1 248202344 248202344 Missense_Mutation SNP G C G OR2L2 c.G775C p.V259L
XH_P57 1 248262993 248262993 Missense_Mutation SNP A G A OR2L13 c.A316G p.M106V



XH_P57 1 248367014 248367014 Silent SNP T C T OR2M3 c.T645C p.I215I
XH_P57 1 248367015 248367015 Missense_Mutation SNP G A G OR2M3 c.G646A p.A216T
XH_P57 1 248436809 248436809 Missense_Mutation SNP G A G OR2T33 c.C308T p.P103L
XH_P57 1 248436811 248436811 Silent SNP G C G OR2T33 c.C306G p.L102L
XH_P57 1 248844959 248844959 Missense_Mutation SNP T C T OR14I1 c.A647G p.Y216C
XH_P57 1 248845356 248845356 Missense_Mutation SNP G T G OR14I1 c.C250A p.L84M
XH_P57 1 249141782 249141782 Silent SNP A T A ZNF672 c.A309T p.T103T
XH_P57 1 249141869 249141869 Silent SNP G C G ZNF672 c.G396C p.L132L
XH_P57 1 249211096 249211096 Missense_Mutation SNP G A G PGBD2 c.G313A p.V105I
XH_P57 1 249211619 249211619 Missense_Mutation SNP G A G PGBD2 c.G83A p.R28Q
XH_P57 2 45611 45611 Missense_Mutation SNP C T C FAM110C c.G775A p.G259S
XH_P57 2 264981 264981 Missense_Mutation SNP C T C ACP1 c.C17T p.T6I
XH_P57 2 1320143 1320143 Missense_Mutation SNP C T C SNTG2 c.C1484T p.T495M
XH_P57 2 1418192 1418192 Silent SNP C G C TPO c.C12G p.L4L
XH_P57 2 1652387 1652387 Silent SNP G A G PXDN c.C3165T p.P1055P
XH_P57 2 1652912 1652912 Silent SNP G C G PXDN c.C2640G p.R880R
XH_P57 2 1842968 1842968 Silent SNP T C T MYT1L c.A3033G p.G1011G
XH_P57 2 3673648 3673648 Silent SNP G A G COLEC11 c.G159A p.K53K
XH_P57 2 8870862 8870862 Silent SNP T C T KIDINS220 c.A5136G p.E1712E
XH_P57 2 9634856 9634856 Silent SNP A G A ADAM17 c.T1824C p.S608S
XH_P57 2 10126330 10126330 Missense_Mutation SNP G A G GRHL1 c.G1189A p.V397I
XH_P57 2 10262920 10262920 Missense_Mutation SNP T G T RRM2 c.T175G p.S59A
XH_P57 2 11364528 11364528 Frame_Shift_Ins INS - CAGATAGGTAAT - ROCK2 669insCATTACCT p.H223fs
XH_P57 2 15743344 15743344 Silent SNP T C T DDX1 c.T420C p.H140H
XH_P57 2 15768936 15768936 In_Frame_Ins INS - CGATGTACG - DDX1 8_1849insCGATGp.I616delinsIRCT
XH_P57 2 20132090 20132090 Missense_Mutation SNP T C T WDR35 c.A2777G p.Y926C
XH_P57 2 20133182 20133182 Frame_Shift_Ins INS - AG - WDR35 .2637_2638insC p.T880fs
XH_P57 2 21252534 21252534 Missense_Mutation SNP G A G APOB c.C1594T p.R532W
XH_P57 2 23926233 23926233 Silent SNP C T C KLHL29 c.C2283T p.I761I
XH_P57 2 24149439 24149439 Silent SNP G A G ATAD2B c.C202T p.L68L
XH_P57 2 24342505 24342505 Silent SNP T C T PFN4 c.A303G p.V101V
XH_P57 2 24344060 24344060 Silent SNP T G T PFN4 c.A228C p.A76A
XH_P57 2 24413298 24413298 Missense_Mutation SNP A G A FAM228A c.A419G p.Y140C
XH_P57 2 24431184 24431184 Missense_Mutation SNP C T C ITSN2 c.G4480A p.A1494T
XH_P57 2 24432839 24432839 Silent SNP A G A ITSN2 c.T4201C p.L1401L
XH_P57 2 25469502 25469502 Silent SNP C T C DNMT3A c.G810A p.L270L
XH_P57 2 25965048 25965048 Silent SNP C T C ASXL2 c.G4158A p.A1386A
XH_P57 2 26688662 26688662 Silent SNP C T C OTOF c.G2607A p.V869V
XH_P57 2 26699159 26699159 Silent SNP C T C OTOF c.G633A p.S211S
XH_P57 2 26699822 26699822 Silent SNP G A G OTOF c.C543T p.L181L
XH_P57 2 26739433 26739433 Missense_Mutation SNP G A G OTOF c.C362T p.T121I
XH_P57 2 27262658 27262658 Silent SNP C T C TMEM214 c.C1440T p.S480S
XH_P57 2 27851918 27851918 Missense_Mutation SNP G A G GPN1 c.G35A p.R12K
XH_P57 2 28805300 28805300 Missense_Mutation SNP C T C PLB1 c.C1628T p.T543M
XH_P57 2 28827608 28827608 Silent SNP C T C PLB1 c.C2910T p.I970I
XH_P57 2 29287926 29287926 In_Frame_Ins INS - GCT - C2orf71 3675_3676insAGp.E1226delinsSE
XH_P57 2 29295016 29295016 Silent SNP A G A C2orf71 c.T2112C p.N704N
XH_P57 2 29295389 29295389 Missense_Mutation SNP G A G C2orf71 c.C1739T p.T580M
XH_P57 2 29295676 29295676 Silent SNP G A G C2orf71 c.C1452T p.S484S
XH_P57 2 29295866 29295866 Missense_Mutation SNP T C T C2orf71 c.A1262G p.K421R
XH_P57 2 29390381 29390381 Silent SNP A G A CLIP4 c.A1698G p.S566S
XH_P57 2 29449819 29449819 Silent SNP C T C ALK c.G3036A p.T1012T
XH_P57 2 30381505 30381505 Silent SNP T C T YPEL5 c.T162C p.S54S
XH_P57 2 32402636 32402636 Silent SNP C T C SLC30A6 c.C309T p.N103N
XH_P57 2 32476390 32476390 Silent SNP T G T NLRC4 c.A543C p.R181R
XH_P57 2 33488419 33488419 Silent SNP G A G LTBP1 c.G1599A p.T533T
XH_P57 2 33540248 33540248 Silent SNP G A G LTBP1 c.G2664A p.P888P
XH_P57 2 37035866 37035866 Silent SNP G T G VIT c.G1533T p.T511T
XH_P57 2 37230728 37230728 Silent SNP T C T HEATR5B c.A5007G p.V1669V
XH_P57 2 37241050 37241050 Silent SNP G A G HEATR5B c.C4218T p.S1406S
XH_P57 2 38178877 38178877 Silent SNP A G A RMDN2 c.A519G p.K173K
XH_P57 2 38604351 38604351 Missense_Mutation SNP A G A ATL2 c.T52C p.W18R
XH_P57 2 38916970 38916970 Missense_Mutation SNP A T A GALM c.A568T p.N190Y
XH_P57 2 39008949 39008949 Missense_Mutation SNP G A G GEMIN6 c.G419A p.G140D
XH_P57 2 40006368 40006368 Silent SNP C A C THUMPD2 c.G12T p.A4A
XH_P57 2 42165754 42165754 Splice_Site SNP C T C C2orf91 . .
XH_P57 2 42275726 42275726 Silent SNP C G C PKDCC c.C387G p.R129R
XH_P57 2 43458358 43458358 Missense_Mutation SNP C T C THADA c.G5591A p.S1864N
XH_P57 2 43903066 43903066 Silent SNP A G A C1GALT1C1L c.T396C p.G132G
XH_P57 2 44021826 44021826 Missense_Mutation SNP T A T DYNC2LI1 c.T551A p.F184Y
XH_P57 2 53943734 53943734 Frame_Shift_Ins INS - A - ASB3 c.531dupT p.I178fs
XH_P57 2 55130590 55130590 In_Frame_Ins INS - GAAGCATTT - EML6 0_3361insGAAGp.I1120delinsIEAF
XH_P57 2 55155551 55155551 Silent SNP C T C EML6 c.C3777T p.A1259A
XH_P57 2 55449464 55449464 Silent SNP T C T CLHC1 c.A84G p.Q28Q
XH_P57 2 56420006 56420006 Missense_Mutation SNP A T A CCDC85A c.A671T p.H224L
XH_P57 2 58316814 58316814 Missense_Mutation SNP A G A VRK2 c.A145G p.I49V
XH_P57 2 61577435 61577435 Silent SNP T C T USP34 c.A1467G p.A489A
XH_P57 2 64794728 64794728 Nonsense_Mutation INS - AATTTTGATAATA - AFTPH nsATTTAATTTTGA656_E657delinsFIX
XH_P57 2 68388823 68388823 Silent SNP A G A PNO1 c.A366G p.K122K
XH_P57 2 68415767 68415767 Silent SNP G A G PPP3R1 c.C99T p.D33D
XH_P57 2 68613710 68613710 Silent SNP G A G PLEK c.G549A p.S183S
XH_P57 2 69709919 69709919 Silent SNP A G A AAK1 c.T2391C p.S797S
XH_P57 2 69741609 69741609 Silent SNP C T C AAK1 c.G1770A p.E590E
XH_P57 2 69746296 69746296 Silent SNP C T C AAK1 c.G1287A p.P429P
XH_P57 2 71036482 71036482 Missense_Mutation SNP T C T CLEC4F c.A1691G p.K564R
XH_P57 2 71220864 71220864 Missense_Mutation SNP T C T TEX261 c.A112G p.T38A
XH_P57 2 71795152 71795152 Silent SNP A T A DYSF c.A2541T p.S847S
XH_P57 2 71838597 71838597 Silent SNP C A C DYSF c.C3966A p.I1322I
XH_P57 2 73777449 73777449 Frame_Shift_Ins INS - GATG - ALMS1 9960_9961insGA p.D3320fs
XH_P57 2 74074562 74074562 Missense_Mutation SNP C G C STAMBP c.C424G p.L142V
XH_P57 2 74489318 74489318 Missense_Mutation SNP G A G SLC4A5 c.C757T p.H253Y
XH_P57 2 74642265 74642265 In_Frame_Ins INS - GGGGCGGGTGG - C2orf81 GCGGCGCCACCC52delinsGGATRPSAS
XH_P57 2 74763258 74763258 Silent SNP C G C LOXL3 c.G30C p.L10L
XH_P57 2 75185856 75185856 Missense_Mutation SNP G T G POLE4 c.G50T p.G17V
XH_P57 2 80101372 80101372 Silent SNP C T C CTNNA2 c.C756T p.A252A
XH_P57 2 80529956 80529956 Missense_Mutation SNP T C T LRRTM1 c.A989G p.N330S
XH_P57 2 85824251 85824251 Missense_Mutation SNP T C T RNF181 c.T352C p.Y118H
XH_P57 2 85890553 85890553 Silent SNP G A G SFTPB c.C954T p.T318T



XH_P57 2 86088311 86088311 Missense_Mutation SNP T C T ST3GAL5 c.A242G p.H81R
XH_P57 2 86259443 86259443 Silent SNP C T C POLR1A c.G4224A p.G1408G
XH_P57 2 86359513 86359513 Frame_Shift_Ins INS - TGCAAGTAGTAA - PTCD3 340insATGCAAG p.F447fs
XH_P57 2 86371823 86371823 Silent SNP A G A IMMT c.T1842C p.A614A
XH_P57 2 86406556 86406556 Silent SNP C T C IMMT c.G309A p.S103S
XH_P57 2 86968138 86968138 Silent SNP C T C RMND5A c.C231T p.S77S
XH_P57 2 87214163 87214163 Missense_Mutation SNP G T G RGPD1 c.G4117T p.D1373Y
XH_P57 2 88407959 88407959 Silent SNP T C T SMYD1 c.T1176C p.H392H
XH_P57 2 88424066 88424066 Missense_Mutation SNP T C T FABP1 c.A280G p.T94A
XH_P57 2 95940549 95940549 Silent SNP G A G PROM2 c.G216A p.S72S
XH_P57 2 96858817 96858817 Missense_Mutation SNP G A G STARD7 c.C742T p.R248C
XH_P57 2 97613616 97613616 Silent SNP T C T FAM178B c.A1017G p.T339T
XH_P57 2 97637905 97637905 Missense_Mutation SNP T C T FAM178B c.A297G p.I99M
XH_P57 2 97849219 97849219 Missense_Mutation SNP T C T ANKRD36 c.T1861C p.W621R
XH_P57 2 97860487 97860487 Missense_Mutation SNP T C T ANKRD36 c.T2474C p.L825S
XH_P57 2 98165920 98165920 Missense_Mutation SNP A G A ANKRD36B c.T1439C p.I480T
XH_P57 2 98274527 98274527 Silent SNP G C G ACTR1B c.C804G p.V268V
XH_P57 2 98408918 98408918 Missense_Mutation SNP C T C TMEM131 c.G4075A p.D1359N
XH_P57 2 98611994 98611994 Silent SNP G T G TMEM131 c.C132A p.G44G
XH_P57 2 98853173 98853173 Missense_Mutation SNP G A G VWA3B c.G1624A p.V542M
XH_P57 2 99013259 99013259 Silent SNP C T C CNGA3 c.C1572T p.S524S
XH_P57 2 99170844 99170844 Silent SNP T C T INPP4A c.T1458C p.T486T
XH_P57 2 99812108 99812108 Silent SNP T C T MRPL30 c.T426C p.T142T
XH_P57 2 103095404 103095404 Silent SNP G A G SLC9A4 c.G363A p.S121S
XH_P57 2 103095699 103095699 Missense_Mutation SNP G A G SLC9A4 c.G658A p.V220M
XH_P57 2 107040564 107040564 Missense_Mutation SNP C T C RGPD3 c.G3859A p.E1287K
XH_P57 2 107423395 107423395 Silent SNP T G T ST6GAL2 c.A1329C p.I443I
XH_P57 2 107459974 107459974 Missense_Mutation SNP C T C ST6GAL2 c.G460A p.G154R
XH_P57 2 108875198 108875198 Missense_Mutation SNP G A G SULT1C3 c.G535A p.G179R
XH_P57 2 109356978 109356978 Missense_Mutation SNP G C G RANBP2 c.G816C p.L272F
XH_P57 2 109374952 109374952 Silent SNP A G A RANBP2 c.A2550G p.S850S
XH_P57 2 109408208 109408208 Missense_Mutation SNP G A G CCDC138 c.G329A p.R110K
XH_P57 2 109513572 109513572 Missense_Mutation SNP T G T EDAR c.A1138C p.S380R
XH_P57 2 109746039 109746039 Missense_Mutation SNP G A G SH3RF3 c.G43A p.A15T
XH_P57 2 113309473 113309473 Missense_Mutation SNP C T C POLR1B c.C251T p.S84L
XH_P57 2 113404708 113404708 Silent SNP G A G SLC20A1 c.G303A p.L101L
XH_P57 2 113819725 113819725 Missense_Mutation SNP A G A IL36RN c.A140G p.N47S
XH_P57 2 113890304 113890304 Silent SNP T C T IL1RN c.T390C p.S130S
XH_P57 2 113958972 113958972 Missense_Mutation SNP C T C PSD4 c.C3151T p.R1051W
XH_P57 2 120078778 120078778 Missense_Mutation SNP T C T C2orf76 c.A136G p.I46V
XH_P57 2 121981950 121981950 Silent SNP A G A TFCP2L1 c.T1407C p.D469D
XH_P57 2 122216419 122216419 Silent SNP A G A CLASP1 c.T1311C p.I437I
XH_P57 2 127816695 127816695 Silent SNP C T C BIN1 c.G729A p.S243S
XH_P57 2 127821207 127821207 Silent SNP G A G BIN1 c.C621T p.Y207Y
XH_P57 2 128324358 128324358 Silent SNP C T C MYO7B c.C426T p.Y142Y
XH_P57 2 128477084 128477084 Missense_Mutation SNP G C G WDR33 c.C2515G p.P839A
XH_P57 2 128522207 128522207 Missense_Mutation SNP C T C WDR33 c.G821A p.R274Q
XH_P57 2 128522383 128522383 Silent SNP T C T WDR33 c.A645G p.P215P
XH_P57 2 128610648 128610648 Silent SNP T C T POLR2D c.A105G p.S35S
XH_P57 2 128870808 128870808 Silent SNP T C T UGGT1 c.T672C p.N224N
XH_P57 2 128878014 128878014 Silent SNP G A G UGGT1 c.G957A p.K319K
XH_P57 2 129026042 129026042 Silent SNP G A G HS6ST1 c.C930T p.L310L
XH_P57 2 130897234 130897234 Missense_Mutation SNP C T C CCDC74B c.G839A p.R280H
XH_P57 2 130902549 130902549 Silent SNP C T C CCDC74B c.G21A p.A7A
XH_P57 2 130925088 130925088 Silent SNP C T C SMPD4 c.G633A p.T211T
XH_P57 2 130949491 130949491 Silent SNP G A G TUBA3E c.C1266T p.R422R
XH_P57 2 130949553 130949553 Missense_Mutation SNP A G A TUBA3E c.T1204C p.W402R
XH_P57 2 131113698 131113698 Silent SNP C T C PTPN18 c.C18T p.D6D
XH_P57 2 131258139 131258139 Missense_Mutation SNP G A G POTEI c.C887T p.A296V
XH_P57 2 131369330 131369330 Silent SNP C T C POTEJ c.C225T p.S75S
XH_P57 2 131520178 131520178 Missense_Mutation SNP C G C AMER3 c.C533G p.A178G
XH_P57 2 133075955 133075955 Silent SNP C T C ZNF806 c.C1416T p.L472L
XH_P57 2 136437833 136437833 Missense_Mutation SNP C A C R3HDM1 c.C1909A p.P637T
XH_P57 2 136546110 136546110 Silent SNP A G A LCT c.T5568C p.A1856A
XH_P57 2 136555659 136555659 Missense_Mutation SNP T C T LCT c.A4916G p.N1639S
XH_P57 2 136561557 136561557 Silent SNP G A G LCT c.C4606T p.L1536L
XH_P57 2 136575199 136575199 Silent SNP G T G LCT c.C1419A p.G473G
XH_P57 2 136594158 136594158 Silent SNP G A G LCT c.C582T p.T194T
XH_P57 2 139429068 139429068 Silent SNP G A G NXPH2 c.C219T p.Y73Y
XH_P57 2 153533260 153533260 Silent SNP G A G PRPF40A c.C690T p.A230A
XH_P57 2 157407259 157407259 Splice_Site INS - TAAT - GPD2 . .
XH_P57 2 158290914 158290914 Missense_Mutation SNP G C G CYTIP c.C247G p.Q83E
XH_P57 2 160604812 160604812 Silent SNP C T C MARCH7 c.C843T p.P281P
XH_P57 2 160605268 160605268 Silent SNP T C T MARCH7 c.T1299C p.P433P
XH_P57 2 160710922 160710922 Silent SNP T C T LY75 c.A2544G p.A848A
XH_P57 2 160729005 160729005 Missense_Mutation SNP C T C LY75 c.G2074A p.D692N
XH_P57 2 160983060 160983060 Silent SNP G C G ITGB6 c.C1428G p.G476G
XH_P57 2 162565292 162565299 Frame_Shift_Del DEL GTCATGCA - GTCATGCA SLC4A10 c.34_41del p.V12fs
XH_P57 2 165987772 165987772 Silent SNP T G T SCN3A c.A2400C p.V800V
XH_P57 2 165996020 165996020 Silent SNP C T C SCN3A c.G1971A p.V657V
XH_P57 2 168102211 168102211 Nonsense_Mutation SNP C T C XIRP2 c.C3643T p.R1215X
XH_P57 2 169038488 169038488 Frame_Shift_Ins INS - AA - STK39 c.320_321insTT p.L107fs
XH_P57 2 169952233 169952233 Silent SNP T C T DHRS9 c.T916C p.L306L
XH_P57 2 170403030 170403030 Missense_Mutation SNP T C T FASTKD1 c.A1330G p.M444V
XH_P57 2 170441001 170441001 Splice_Site SNP G A G PPIG . .
XH_P57 2 171678625 171678625 Silent SNP T C T GAD1 c.T111C p.H37H
XH_P57 2 172822320 172822320 Missense_Mutation SNP T C T HAT1 c.T502C p.C168R
XH_P57 2 173352157 173352157 Silent SNP A T A ITGA6 c.A2136T p.A712A
XH_P57 2 174946760 174946760 Missense_Mutation SNP T C T OLA1 c.A287G p.Y96C
XH_P57 2 175614815 175614815 Silent SNP C T C CHRNA1 c.G861A p.T287T
XH_P57 2 176988290 176988290 In_Frame_Ins INS - GCA - HOXD9 c.794_795insGCAp.P265delinsPQ
XH_P57 2 177016728 177016728 Missense_Mutation SNP T C T HOXD4 c.T367C p.S123P
XH_P57 2 177034121 177034121 Silent SNP G T G HOXD3 c.G279T p.P93P
XH_P57 2 177054769 177054769 Missense_Mutation SNP G A G HOXD1 c.G886A p.A296T
XH_P57 2 177193083 177193083 Frame_Shift_Ins INS - TT - MTX2 c.348_349insTT p.E116fs
XH_P57 2 179325816 179325816 Missense_Mutation SNP G A G DFNB59 c.G874A p.G292R
XH_P57 2 179401787 179401787 Missense_Mutation SNP G A G TTN c.C72854T p.T24285I
XH_P57 2 179456756 179456756 Missense_Mutation SNP G A G TTN c.C32680T p.R10894C



XH_P57 2 179474668 179474668 Missense_Mutation SNP G A G TTN c.C24287T p.A8096V
XH_P57 2 179477717 179477717 Silent SNP A G A TTN c.T22536C p.H7512H
XH_P57 2 179497025 179497025 Silent SNP A G A TTN c.T16401C p.N5467N
XH_P57 2 179515483 179515483 Missense_Mutation SNP G C G TTN c.C32402G p.P10801R
XH_P57 2 179589058 179589058 Missense_Mutation SNP G A G TTN c.C17312T p.A5771V
XH_P57 2 179593462 179593462 Silent SNP C T C TTN c.G15459A p.T5153T
XH_P57 2 179644855 179644855 Missense_Mutation SNP T C T TTN c.A3463G p.K1155E
XH_P57 2 179698945 179698945 Silent SNP G A G CCDC141 c.C4548T p.V1516V
XH_P57 2 180810202 180810202 Missense_Mutation SNP C T C CWC22 c.G2381A p.R794Q
XH_P57 2 182981968 182981968 Silent SNP A G A PPP1R1C c.A276G p.A92A
XH_P57 2 185801596 185801596 Silent SNP C T C ZNF804A c.C1473T p.D491D
XH_P57 2 185801917 185801917 Silent SNP A G A ZNF804A c.A1794G p.K598K
XH_P57 2 185803364 185803364 Missense_Mutation SNP C G C ZNF804A c.C3241G p.L1081V
XH_P57 2 187373316 187373316 Nonsense_Mutation INS - TTACGAAGGAAG - ZC3H15 sAGAAGTTACGAA_R380delinsERSYEGRX
XH_P57 2 188211112 188211112 Silent SNP C T C CALCRL c.G1185A p.L395L
XH_P57 2 191184475 191184475 Missense_Mutation SNP A G A HIBCH c.T2C p.M1T
XH_P57 2 197183367 197183367 Silent SNP A G A HECW2 c.T1179C p.A393A
XH_P57 2 198001319 198001319 Silent SNP A G A ANKRD44 c.T258C p.S86S
XH_P57 2 202025621 202025621 Silent SNP A G A CFLAR c.A525G p.P175P
XH_P57 2 202050677 202050677 Silent SNP A G A CASP10 c.A177G p.S59S
XH_P57 2 202082459 202082459 Missense_Mutation SNP T A T CASP10 c.T1363A p.L455I
XH_P57 2 203500378 203500378 Frame_Shift_Ins INS - CCCA - FAM117B .468_469insCCC p.S156fs
XH_P57 2 206364737 206364737 Silent SNP T C T PARD3B c.T2955C p.S985S
XH_P57 2 207820276 207820276 Missense_Mutation SNP G A G CPO c.G255A p.M85I
XH_P57 2 207824384 207824384 Missense_Mutation SNP T G T CPO c.T402G p.S134R
XH_P57 2 207833983 207833983 Silent SNP A G A CPO c.A948G p.T316T
XH_P57 2 208841964 208841964 Silent SNP A G A PLEKHM3 c.T957C p.N319N
XH_P57 2 210685100 210685100 Silent SNP G A G UNC80 c.G2028A p.A676A
XH_P57 2 210752971 210752971 Silent SNP C T C UNC80 c.C4269T p.V1423V
XH_P57 2 212251864 212251864 Silent SNP T C T ERBB4 c.A3147G p.V1049V
XH_P57 2 214142631 214142631 Nonsense_Mutation SNP G C G LOC100130451 c.C245G p.S82X
XH_P57 2 215865575 215865575 Silent SNP T C T ABCA12 c.A2079G p.P693P
XH_P57 2 219082200 219082200 Silent SNP C T C ARPC2 c.C7T p.L3L
XH_P57 2 219920412 219920412 Silent SNP A G A IHH c.T753C p.P251P
XH_P57 2 220040330 220040330 Silent SNP A G A CNPPD1 c.T243C p.Y81Y
XH_P57 2 220046975 220046975 Missense_Mutation SNP C A C RETREG2 c.C635A p.P212Q
XH_P57 2 220162054 220162054 Silent SNP G A G PTPRN c.C1902T p.D634D
XH_P57 2 220193917 220193917 Missense_Mutation SNP C T C RESP18 c.G523A p.A175T
XH_P57 2 220250800 220250800 Silent SNP C T C DNPEP c.G504A p.L168L
XH_P57 2 220348751 220348751 Missense_Mutation SNP C T C SPEG c.C6566T p.P2189L
XH_P57 2 220353013 220353013 Silent SNP G A G SPEG c.G7839A p.P2613P
XH_P57 2 220354365 220354365 Silent SNP C T C SPEG c.C8625T p.F2875F
XH_P57 2 220355529 220355529 Missense_Mutation SNP A G A SPEG c.A9236G p.H3079R
XH_P57 2 220356520 220356520 Silent SNP G T G SPEG c.G9390T p.P3130P
XH_P57 2 220370796 220370802 Splice_Site DEL TAGGTAC - TAGGTAC GMPPA . .
XH_P57 2 220404579 220404579 Silent SNP C T C CHPF c.G1368A p.T456T
XH_P57 2 220435386 220435386 Missense_Mutation SNP G C G OBSL1 c.C569G p.A190G
XH_P57 2 225684166 225684166 Silent SNP A G A DOCK10 c.T3246C p.L1082L
XH_P57 2 225709926 225709926 Silent SNP A G A DOCK10 c.T2457C p.S819S
XH_P57 2 227661043 227661043 Silent SNP T C T IRS1 c.A2412G p.A804A
XH_P57 2 228416719 228416719 Missense_Mutation SNP G A G AGFG1 c.G1303A p.G435S
XH_P57 2 232196597 232196597 Silent SNP G A G ARMC9 c.G1866A p.T622T
XH_P57 2 232263127 232263127 Missense_Mutation SNP G A G B3GNT7 c.G697A p.V233I
XH_P57 2 232672202 232672202 Missense_Mutation SNP C T C COPS7B c.C695T p.P232L
XH_P57 2 233245026 233245026 Missense_Mutation SNP G A G ALPP c.G788A p.R263H
XH_P57 2 233246466 233246466 Silent SNP C A C ALPP c.C1569A p.A523A
XH_P57 2 233273107 233273107 Missense_Mutation SNP A G A ALPPL2 c.A779G p.H260R
XH_P57 2 233274476 233274476 Missense_Mutation SNP G C G ALPPL2 c.G1493C p.R498P
XH_P57 2 233274509 233274509 Missense_Mutation SNP C G C ALPPL2 c.C1526G p.P509R
XH_P57 2 233498669 233498669 Silent SNP G T G EFHD1 c.G255T p.P85P
XH_P57 2 233757679 233757679 Silent SNP G A G NGEF c.C795T p.A265A
XH_P57 2 234591339 234591339 Silent SNP G A G UGT1A7 c.G756A p.L252L
XH_P57 2 234601755 234601755 Silent SNP C T C UGT1A6 c.C105T p.D35D
XH_P57 2 234627608 234627608 Missense_Mutation SNP T G T UGT1A4 c.T142G p.L48V
XH_P57 2 234627914 234627914 Silent SNP T C T UGT1A4 c.T448C p.L150L
XH_P57 2 234628270 234628270 Silent SNP G A G UGT1A4 c.G804A p.P268P
XH_P57 2 234638249 234638249 Silent SNP A G A UGT1A3 c.A477G p.A159A
XH_P57 2 234652347 234652347 Silent SNP C G C DNAJB3 c.G216C p.G72G
XH_P57 2 234652482 234652482 Silent SNP C T C DNAJB3 c.G81A p.A27A
XH_P57 2 234708868 234708868 Missense_Mutation SNP G C G MROH2A c.G1476C p.K492N
XH_P57 2 234749780 234749780 Missense_Mutation SNP G C G HJURP c.C1391G p.S464C
XH_P57 2 238245008 238245008 Missense_Mutation SNP G A G COL6A3 c.C6914T p.P2305L
XH_P57 2 238277211 238277211 Missense_Mutation SNP C T C COL6A3 c.G3074A p.R1025Q
XH_P57 2 238277795 238277795 Silent SNP A G A COL6A3 c.T2490C p.I830I
XH_P57 2 238283472 238283472 Missense_Mutation SNP T G T COL6A3 c.A1441C p.K481Q
XH_P57 2 238287357 238287357 Missense_Mutation SNP C T C COL6A3 c.G1198A p.A400T
XH_P57 2 238668783 238668783 Missense_Mutation SNP A G A LRRFIP1 c.A656G p.Q219R
XH_P57 2 238672425 238672425 Missense_Mutation SNP G C G LRRFIP1 c.G1901C p.R634T
XH_P57 2 239006879 239006879 Silent SNP C T C SCLY c.C1245T p.F415F
XH_P57 2 239057659 239057659 Missense_Mutation SNP G A G KLHL30 c.G1351A p.V451M
XH_P57 2 239165636 239165636 Silent SNP C T C PER2 c.G1992A p.A664A
XH_P57 2 239229372 239229372 Silent SNP C A C TRAF3IP1 c.C69A p.T23T
XH_P57 2 239353001 239353001 Silent SNP C T C ASB1 c.C210T p.D70D
XH_P57 2 240984789 240984789 Missense_Mutation SNP C T C OR6B3 c.G701A p.C234Y
XH_P57 2 241531479 241531479 Silent SNP A G A CAPN10 c.A600G p.P200P
XH_P57 2 241664801 241664801 Silent SNP C T C KIF1A c.G3840A p.P1280P
XH_P57 2 241713646 241713646 Silent SNP A G A KIF1A c.T991C p.L331L
XH_P57 2 241834944 241834944 Silent SNP T C T C2orf54 c.A471G p.V157V
XH_P57 2 241859449 241859449 Silent SNP C T C CROCC2 c.C279T p.N93N
XH_P57 2 242036794 242036794 Missense_Mutation SNP C A C MTERF4 c.G5T p.R2L
XH_P57 2 242066156 242066156 Missense_Mutation SNP C T C PASK c.G2174A p.G725D
XH_P57 2 242066314 242066314 Silent SNP T C T PASK c.A2016G p.A672A
XH_P57 2 242066789 242066789 Missense_Mutation SNP A G A PASK c.T1541C p.L514S
XH_P57 2 242075362 242075362 Silent SNP G A G PASK c.C1230T p.D410D
XH_P57 2 242350466 242350466 Silent SNP A G A FARP2 c.A429G p.Q143Q
XH_P57 2 242572846 242572846 Silent SNP A G A THAP4 c.T726C p.S242S
XH_P57 2 242757411 242757411 Silent SNP C T C NEU4 c.C531T p.G177G
XH_P57 2 242758203 242758203 Silent SNP T C T NEU4 c.T1323C p.A441A



XH_P57 2 242758326 242758326 Silent SNP G A G NEU4 c.G1446A p.K482K
XH_P57 2 242814009 242814009 Missense_Mutation SNP G A G RTP5 c.G302A p.G101E
XH_P57 3 3887876 3887876 Silent SNP T C T LRRN1 c.T1551C p.N517N
XH_P57 3 4767262 4767262 Silent SNP T C T ITPR1 c.T5124C p.T1708T
XH_P57 3 4842231 4842231 Silent SNP C T C ITPR1 c.C6865T p.L2289L
XH_P57 3 4854883 4854883 In_Frame_Ins INS - AGGAAATTTTATG - ITPR1 338insAAGGAAA2446delinsRRKFYD
XH_P57 3 7620789 7620789 Silent SNP T C T GRM7 c.T2196C p.Y732Y
XH_P57 3 9867625 9867625 Silent SNP C T C ARPC4-TTLL3 c.C1296T p.R432R
XH_P57 3 9871030 9871030 Missense_Mutation SNP T G T ARPC4-TTLL3 c.T1934G p.M645R
XH_P57 3 9918861 9918861 Silent SNP C A C CIDEC c.G96T p.L32L
XH_P57 3 10050110 10050110 Missense_Mutation SNP C T C LOC401052 c.G55A p.A19T
XH_P57 3 10264480 10264480 Missense_Mutation SNP C G C IRAK2 c.C1174G p.L392V
XH_P57 3 10413601 10413601 Silent SNP G A G ATP2B2 c.C1416T p.G472G
XH_P57 3 10413715 10413715 Silent SNP G A G ATP2B2 c.C1302T p.N434N
XH_P57 3 11468286 11468286 Silent SNP T C T ATG7 c.T1884C p.D628D
XH_P57 3 12776291 12776291 Silent SNP C A C TMEM40 c.G456T p.G152G
XH_P57 3 12810755 12810755 Missense_Mutation SNP G C G TMEM40 c.C35G p.P12R
XH_P57 3 12856856 12856856 Missense_Mutation SNP A G A CAND2 c.A944G p.Q315R
XH_P57 3 12857493 12857493 Missense_Mutation SNP C T C CAND2 c.C1148T p.P383L
XH_P57 3 12859004 12859004 Missense_Mutation SNP A C A CAND2 c.A2294C p.H765P
XH_P57 3 12953129 12953129 Missense_Mutation SNP A G A IQSEC1 c.T2416C p.Y806H
XH_P57 3 12983345 12983345 Missense_Mutation SNP C A C IQSEC1 c.G44T p.S15I
XH_P57 3 13361287 13361287 Missense_Mutation SNP C T C NUP210 c.G5359A p.V1787M
XH_P57 3 13364876 13364876 Silent SNP G T G NUP210 c.C4701A p.T1567T
XH_P57 3 13367406 13367406 Silent SNP C T C NUP210 c.G4533A p.S1511S
XH_P57 3 14176347 14176347 Missense_Mutation SNP C T C TMEM43 c.C661T p.R221C
XH_P57 3 14712473 14712473 Silent SNP G A G CCDC174 c.G1176A p.P392P
XH_P57 3 19961331 19961331 Silent SNP T C T EFHB c.A990G p.S330S
XH_P57 3 25646268 25646268 Missense_Mutation SNP G A G TOP2B c.C4457T p.T1486M
XH_P57 3 29628639 29628639 Silent SNP C T C RBMS3 c.C339T p.A113A
XH_P57 3 30713246 30713246 Missense_Mutation SNP G A G TGFBR2 c.G571A p.V191I
XH_P57 3 31725316 31725316 Silent SNP G A G OSBPL10 c.C1344T p.H448H
XH_P57 3 31725478 31725478 Silent SNP G A G OSBPL10 c.C1182T p.F394F
XH_P57 3 32031895 32031895 Missense_Mutation SNP G A G ZNF860 c.G1324A p.V442I
XH_P57 3 33038747 33038747 Silent SNP C G C GLB1 c.G1431C p.L477L
XH_P57 3 35778773 35778773 Silent SNP A G A ARPP21 c.A1401G p.P467P
XH_P57 3 35779750 35779750 Silent SNP A G A ARPP21 c.A1527G p.P509P
XH_P57 3 36931348 36931348 Silent SNP A T A TRANK1 c.T747A p.A249A
XH_P57 3 37560819 37560819 Missense_Mutation SNP G A G ITGA9 c.G1210A p.G404S
XH_P57 3 38170810 38170810 Missense_Mutation SNP C G C ACAA1 c.G516C p.E172D
XH_P57 3 38317497 38317497 Missense_Mutation SNP A G A SLC22A13 c.A1147G p.M383V
XH_P57 3 38763863 38763863 Silent SNP G C G SCN10A c.C3099G p.T1033T
XH_P57 3 38764998 38764998 Missense_Mutation SNP A G A SCN10A c.T2981C p.L994P
XH_P57 3 38793989 38793989 Silent SNP G A G SCN10A c.C1476T p.L492L
XH_P57 3 39111140 39111140 Silent SNP C A C WDR48 c.C331A p.R111R
XH_P57 3 39152345 39152345 Missense_Mutation SNP G A G TTC21A c.G272A p.R91Q
XH_P57 3 39185077 39185077 Silent SNP G A G CSRNP1 c.C1299T p.S433S
XH_P57 3 39186728 39186728 Silent SNP C T C CSRNP1 c.G285A p.R95R
XH_P57 3 39225752 39225752 Missense_Mutation SNP C G C XIRP1 c.G1234C p.V412L
XH_P57 3 39226436 39226436 Missense_Mutation SNP C T C XIRP1 c.G550A p.V184M
XH_P57 3 39226610 39226610 Missense_Mutation SNP C T C XIRP1 c.G376A p.G126S
XH_P57 3 39453851 39453851 In_Frame_Ins INS - GTC - RPSA c.895_896insGTCp.W299delinsCR
XH_P57 3 40231383 40231383 Missense_Mutation SNP C T C MYRIP c.C533T p.P178L
XH_P57 3 42577733 42577733 Missense_Mutation SNP G T G VIPR1 c.G704T p.R235L
XH_P57 3 42700150 42700150 Silent SNP C T C ZBTB47 c.C303T p.I101I
XH_P57 3 43097765 43097765 Missense_Mutation SNP G A G FAM198A c.G1615A p.G539S
XH_P57 3 44794881 44794881 Missense_Mutation SNP A C A KIAA1143 c.T417G p.I139M
XH_P57 3 44881909 44881909 Silent SNP A G A KIF15 c.A3381G p.Q1127Q
XH_P57 3 44903434 44903434 Silent SNP G C G TMEM42 c.G18C p.G6G
XH_P57 3 44926861 44926861 Missense_Mutation SNP G A G TGM4 c.G64A p.V22I
XH_P57 3 45557707 45557707 Silent SNP G A G LARS2 c.G1983A p.T661T
XH_P57 3 45837886 45837886 Missense_Mutation SNP G C G SLC6A20 c.C26G p.A9G
XH_P57 3 46399798 46399798 Silent SNP T C T CCR2 c.T780C p.N260N
XH_P57 3 46449978 46449978 Silent SNP A C A CCRL2 c.A444C p.G148G
XH_P57 3 46484964 46484964 Silent SNP G A G LTF c.C1491T p.N497N
XH_P57 3 46501213 46501213 Missense_Mutation SNP T C T LTF c.A8G p.K3R
XH_P57 3 47288941 47288941 Missense_Mutation SNP G T G KIF9 c.C1155A p.D385E
XH_P57 3 47958037 47958037 Missense_Mutation SNP G T G MAP4 c.C1280A p.S427Y
XH_P57 3 48461313 48461313 Silent SNP C G C PLXNB1 c.G2382C p.P794P
XH_P57 3 48474249 48474249 Silent SNP A G A CCDC51 c.T805C p.L269L
XH_P57 3 48508585 48508585 Silent SNP C T C TREX1 c.C696T p.Y232Y
XH_P57 3 48638807 48638807 Missense_Mutation SNP G C G UQCRC1 c.C800G p.P267R
XH_P57 3 48669447 48669447 Missense_Mutation SNP C T C SLC26A6 c.G553A p.V185M
XH_P57 3 48681053 48681053 Silent SNP C T C CELSR3 c.G8223A p.G2741G
XH_P57 3 48683218 48683218 Missense_Mutation SNP C T C CELSR3 c.G7547A p.R2516Q
XH_P57 3 48691316 48691316 Missense_Mutation SNP T C T CELSR3 c.A5273G p.Q1758R
XH_P57 3 48694147 48694147 Silent SNP G A G CELSR3 c.C4383T p.C1461C
XH_P57 3 48697654 48697654 Missense_Mutation SNP C G C CELSR3 c.G2414C p.S805T
XH_P57 3 48699519 48699519 Silent SNP C T C CELSR3 c.G549A p.K183K
XH_P57 3 49688419 49688419 Silent SNP G A G BSN c.G1893A p.A631A
XH_P57 3 50151396 50151403 Frame_Shift_Del DEL TGGAACGC - TGGAACGC RBM5 c.1631_1638del p.M544fs
XH_P57 3 50294487 50294487 Frame_Shift_Ins INS - CAGT - GNAI2 .599_600insCAG p.H200fs
XH_P57 3 52183892 52183892 Missense_Mutation SNP G A G POC1A c.C215T p.S72L
XH_P57 3 52430526 52430526 Missense_Mutation SNP G A G DNAH1 c.G11402A p.G3801D
XH_P57 3 52555957 52555957 Silent SNP T C T STAB1 c.T6261C p.R2087R
XH_P57 3 52556890 52556890 Missense_Mutation SNP A G A STAB1 c.A6844G p.I2282V
XH_P57 3 52567617 52567617 Missense_Mutation SNP A G A NT5DC2 c.T137C p.V46A
XH_P57 3 52584787 52584787 Silent SNP T C T PBRM1 c.A4491G p.P1497P
XH_P57 3 52643685 52643685 Silent SNP T C T PBRM1 c.A2211G p.T737T
XH_P57 3 52740182 52740182 Missense_Mutation SNP C G C SPCS1 c.C121G p.P41A
XH_P57 3 52802402 52802402 Silent SNP A C A NEK4 c.T312G p.P104P
XH_P57 3 52833805 52833805 Missense_Mutation SNP C A C ITIH3 c.C943A p.Q315K
XH_P57 3 53222761 53222761 Silent SNP C T C PRKCD c.C1441T p.L481L
XH_P57 3 53321631 53321631 Silent SNP A C A DCP1A c.T1239G p.V413V
XH_P57 3 53796092 53796092 Missense_Mutation SNP C T C CACNA1D c.C3854T p.A1285V
XH_P57 3 57542173 57542173 Missense_Mutation SNP C T C PDE12 c.C67T p.R23W
XH_P57 3 58512237 58512237 Silent SNP A G A ACOX2 c.T1302C p.C434C
XH_P57 3 58516318 58516318 Silent SNP G A G ACOX2 c.C867T p.N289N



XH_P57 3 62189189 62189189 Missense_Mutation SNP G A G PTPRG c.G1720A p.G574S
XH_P57 3 62358208 62358208 In_Frame_Ins INS - CCGCCA - FEZF2 35_336insTGGCp.G112delinsGGG
XH_P57 3 63967900 63967900 Missense_Mutation SNP A G A ATXN7 c.A356G p.K119R
XH_P57 3 66431275 66431275 Silent SNP G A G LRIG1 c.C2781T p.G927G
XH_P57 3 66463340 66463340 Missense_Mutation SNP T C T LRIG1 c.A746G p.K249R
XH_P57 3 69134333 69134333 Frame_Shift_Ins INS - AACT - ARL6IP5 .135_136insAAC p.T45fs
XH_P57 3 74349062 74349062 Missense_Mutation SNP T C T CNTN3 c.A2123G p.N708S
XH_P57 3 97595379 97595379 Missense_Mutation SNP G A G CRYBG3 c.G5341A p.V1781M
XH_P57 3 97806616 97806616 Missense_Mutation SNP G A G OR5AC2 c.G600A p.M200I
XH_P57 3 98073313 98073313 Missense_Mutation SNP A G A OR5K4 c.A616G p.I206V
XH_P57 3 98109640 98109640 Missense_Mutation SNP G A G OR5K3 c.G131A p.G44D
XH_P57 3 99513973 99513973 Missense_Mutation SNP C T C COL8A1 c.C1228T p.P410S
XH_P57 3 105421034 105421034 Silent SNP C T C CBLB c.G1716A p.A572A
XH_P57 3 108475974 108475974 Missense_Mutation SNP G A G RETNLB c.C59T p.P20L
XH_P57 3 108634973 108634973 Splice_Site SNP C A C GUCA1C . .
XH_P57 3 108690221 108690221 Missense_Mutation SNP G A G MORC1 c.C2506T p.H836Y
XH_P57 3 111918215 111918215 Missense_Mutation SNP C T C SLC9C1 c.G2332A p.G778S
XH_P57 3 111985107 111985107 Missense_Mutation SNP T C T SLC9C1 c.A856G p.I286V
XH_P57 3 112993367 112993367 Silent SNP G A G BOC c.G1380A p.P460P
XH_P57 3 112998268 112998268 Silent SNP G A G BOC c.G1989A p.S663S
XH_P57 3 113176122 113176122 Silent SNP G A G SPICE1 c.C1518T p.P506P
XH_P57 3 113222036 113222036 Silent SNP G A G SPICE1 c.C138T p.P46P
XH_P57 3 118865801 118865801 Silent SNP C T C C3orf30 c.C765T p.S255S
XH_P57 3 118865969 118865969 Silent SNP C T C C3orf30 c.C933T p.Y311Y
XH_P57 3 119133554 119133554 Silent SNP G A G ARHGAP31 c.G2778A p.A926A
XH_P57 3 119305379 119305379 Silent SNP T A T ADPRH c.T225A p.A75A
XH_P57 3 119334934 119334934 Missense_Mutation SNP C G C PLA1A c.C221G p.T74S
XH_P57 3 120500093 120500093 Missense_Mutation SNP C T C GTF2E1 c.C1096T p.P366S
XH_P57 3 121208176 121208176 Missense_Mutation SNP T C T POLQ c.A3602G p.H1201R
XH_P57 3 121526204 121526204 Silent SNP G A G IQCB1 c.C574T p.L192L
XH_P57 3 122003757 122003757 Missense_Mutation SNP G T G CASR c.G2956T p.A986S
XH_P57 3 122259640 122259640 Missense_Mutation SNP T C T PARP9 c.A1549G p.I517V
XH_P57 3 122496747 122496747 Missense_Mutation SNP T C T HSPBAP1 c.A71G p.H24R
XH_P57 3 122811208 122811208 Missense_Mutation SNP C G C PDIA5 c.C176G p.A59G
XH_P57 3 123453061 123453061 Missense_Mutation SNP A G A MYLK c.T254C p.V85A
XH_P57 3 123946895 123946895 Silent SNP G A G KALRN c.G126A p.K42K
XH_P57 3 124418846 124418846 Silent SNP C T C KALRN c.C2868T p.S956S
XH_P57 3 124515636 124515636 Missense_Mutation SNP C T C ITGB5 c.G1292A p.R431Q
XH_P57 3 124731689 124731689 Missense_Mutation SNP T A T HEG1 c.A2734T p.T912S
XH_P57 3 124826408 124826408 Missense_Mutation SNP T C T SLC12A8 c.A1622G p.K541R
XH_P57 3 126726705 126726705 Silent SNP A G A PLXNA1 c.A2061G p.T687T
XH_P57 3 126735453 126735453 Silent SNP C T C PLXNA1 c.C3108T p.T1036T
XH_P57 3 126741011 126741011 Silent SNP G A G PLXNA1 c.G4122A p.T1374T
XH_P57 3 126916217 126916217 Missense_Mutation SNP G A G C3orf56 c.G689A p.R230Q
XH_P57 3 127379270 127379270 Silent SNP C T C PODXL2 c.C399T p.T133T
XH_P57 3 128651796 128651796 Missense_Mutation SNP G A G KIAA1257 c.C1625T p.T542M
XH_P57 3 128664664 128664664 Missense_Mutation SNP T C T KIAA1257 c.A635G p.E212G
XH_P57 3 128707606 128707606 Missense_Mutation SNP T C T KIAA1257 c.A82G p.M28V
XH_P57 3 129134242 129134242 Silent SNP G A G EFCAB12 c.C684T p.V228V
XH_P57 3 129137127 129137127 Silent SNP G A G EFCAB12 c.C651T p.T217T
XH_P57 3 129140499 129140499 Missense_Mutation SNP T C T EFCAB12 c.A197G p.E66G
XH_P57 3 129155451 129155451 Missense_Mutation SNP C T C MBD4 c.G1036A p.E346K
XH_P57 3 129289752 129289752 Silent SNP C T C PLXND1 c.G3627A p.Q1209Q
XH_P57 3 129291499 129291499 Silent SNP G A G PLXND1 c.C3030T p.S1010S
XH_P57 3 129302455 129302455 Silent SNP G A G PLXND1 c.C2196T p.S732S
XH_P57 3 129303072 129303072 Silent SNP G A G PLXND1 c.C2034T p.H678H
XH_P57 3 129304797 129304797 Missense_Mutation SNP G A G PLXND1 c.C1849T p.P617S
XH_P57 3 129305460 129305460 Missense_Mutation SNP C T C PLXND1 c.G1591A p.G531S
XH_P57 3 129694681 129694681 Missense_Mutation SNP C G C TRH c.C22G p.L8V
XH_P57 3 130190531 130190531 Missense_Mutation SNP T C T COL6A5 c.T7580C p.L2527P
XH_P57 3 130190721 130190721 Frame_Shift_Del DEL T - T COL6A5 c.7770delT p.H2590fs
XH_P57 3 130285929 130285929 Missense_Mutation SNP C T C COL6A6 c.C1666T p.P556S
XH_P57 3 130289976 130289976 Missense_Mutation SNP C T C COL6A6 c.C2716T p.R906C
XH_P57 3 130368301 130368301 Silent SNP G A G COL6A6 c.G5628A p.A1876A
XH_P57 3 132051110 132051110 Silent SNP A G A ACPP c.A378G p.P126P
XH_P57 3 132319924 132319924 Missense_Mutation SNP T C T ACKR4 c.T683C p.M228T
XH_P57 3 133368362 133368362 Missense_Mutation SNP T G T TOPBP1 c.A1369C p.K457Q
XH_P57 3 133474328 133474328 Silent SNP G A G TF c.G624A p.S208S
XH_P57 3 133547692 133547692 Silent SNP G A G RAB6B c.C567T p.I189I
XH_P57 3 133670073 133670073 Silent SNP T C T SLCO2A1 c.A840G p.R280R
XH_P57 3 134322916 134322916 Silent SNP G A G KY c.C1443T p.H481H
XH_P57 3 134327420 134327420 Silent SNP C T C KY c.G1035A p.P345P
XH_P57 3 134338074 134338074 Missense_Mutation SNP C T C KY c.G500A p.R167H
XH_P57 3 138191232 138191232 Missense_Mutation SNP G A G ESYT3 c.G1768A p.G590R
XH_P57 3 139075818 139075818 In_Frame_Ins INS - ATC - MRPS22 1045_1046insATp.Y349delinsYH
XH_P57 3 142523349 142523349 Silent SNP G A G TRPC1 c.G1929A p.T643T
XH_P57 3 142681090 142681090 Silent SNP T G T PAQR9 c.A1089C p.V363V
XH_P57 3 142681642 142681642 Silent SNP G A G PAQR9 c.C537T p.G179G
XH_P57 3 145938619 145938619 Missense_Mutation SNP T C T PLSCR4 c.A56G p.N19S
XH_P57 3 147108757 147108757 Missense_Mutation SNP G A G ZIC4 c.C347T p.S116L
XH_P57 3 148562470 148562470 Missense_Mutation SNP T C T CPB1 c.T694C p.F232L
XH_P57 3 150690439 150690439 Silent SNP T A T CLRN1 c.A57T p.A19A
XH_P57 3 151056616 151056616 Silent SNP G A G P2RY12 c.C18T p.N6N
XH_P57 3 151112568 151112568 Silent SNP G A G MED12L c.G5628A p.S1876S
XH_P57 3 151160772 151160772 Missense_Mutation SNP C G C IGSF10 c.G5963C p.R1988T
XH_P57 3 151161427 151161427 Missense_Mutation SNP C T C IGSF10 c.G5308A p.E1770K
XH_P57 3 153840389 153840389 Missense_Mutation SNP T C T ARHGEF26 c.T608C p.F203S
XH_P57 3 155571275 155571275 Missense_Mutation SNP T C T SLC33A1 c.A512G p.D171G
XH_P57 3 155632314 155632314 Silent SNP A G A GMPS c.A993G p.T331T
XH_P57 3 156763370 156763370 Missense_Mutation SNP G A G LEKR1 c.G1910A p.R637H
XH_P57 3 156983414 156983414 Silent SNP T C T VEPH1 c.A2031G p.K677K
XH_P57 3 157081324 157081324 Missense_Mutation SNP A G A VEPH1 c.T1564C p.S522P
XH_P57 3 158366900 158366900 Missense_Mutation SNP G A G GFM1 c.G643A p.V215I
XH_P57 3 158383218 158383218 Frame_Shift_Ins INS - AC - GFM1 .1473_1474insA p.T491fs
XH_P57 3 158383219 158383219 Missense_Mutation SNP G T G GFM1 c.G1474T p.V492F
XH_P57 3 158537443 158537443 Missense_Mutation SNP A G A MFSD1 c.A688G p.I230V
XH_P57 3 159606676 159606694 Frame_Shift_Del DEL GACTATTGGG - TGACTATTGGGCA IQCJ-SCHIP1 c.566_584del p.D189fs
XH_P57 3 160143943 160143943 Missense_Mutation SNP A G A SMC4 c.A2560G p.K854E



XH_P57 3 167189607 167189607 Missense_Mutation SNP A C A SERPINI2 c.T16G p.L6V
XH_P57 3 167293773 167293773 Missense_Mutation SNP G C G WDR49 c.C1442G p.A481G
XH_P57 3 167320010 167320010 Missense_Mutation SNP T C T WDR49 c.A1180G p.K394E
XH_P57 3 169500397 169500397 Silent SNP T C T MYNN c.T1365C p.S455S
XH_P57 3 169513320 169513320 Missense_Mutation SNP A T A LRRC34 c.T1048A p.S350T
XH_P57 3 169539812 169539812 Missense_Mutation SNP C G C LRRIQ4 c.C103G p.Q35E
XH_P57 3 169539990 169539990 Missense_Mutation SNP G A G LRRIQ4 c.G281A p.S94N
XH_P57 3 169572621 169572621 Missense_Mutation SNP G T G LRRC31 c.C803A p.A268E
XH_P57 3 169644710 169644710 Missense_Mutation SNP G C G SAMD7 c.G660C p.E220D
XH_P57 3 171969077 171969077 Missense_Mutation SNP C G C FNDC3B c.C536G p.T179S
XH_P57 3 172365832 172365832 Missense_Mutation SNP T G T NCEH1 c.A307C p.K103Q
XH_P57 3 175189447 175189447 Silent SNP G A G NAALADL2 c.G1554A p.Q518Q
XH_P57 3 178546026 178546026 Silent SNP T C T KCNMB2 c.T288C p.N96N
XH_P57 3 178968634 178968634 Missense_Mutation SNP C T C KCNMB3 c.G145A p.A49T
XH_P57 3 179137273 179137273 Silent SNP A G A GNB4 c.T117C p.S39S
XH_P57 3 183823729 183823729 Missense_Mutation SNP G T G HTR3E c.G975T p.L325F
XH_P57 3 183904049 183904049 Silent SNP A G A ABCF3 c.A54G p.Q18Q
XH_P57 3 183976103 183976103 Missense_Mutation SNP C T C ECE2 c.C508T p.R170W
XH_P57 3 184099728 184099728 Missense_Mutation SNP C G C CHRD c.C619G p.R207G
XH_P57 3 184633247 184633247 Silent SNP A C A VPS8 c.A2328C p.L776L
XH_P57 3 185229464 185229464 Silent SNP T C T LIPH c.A1116G p.K372K
XH_P57 3 186509517 186509517 Silent SNP G A G RFC4 c.C798T p.A266A
XH_P57 3 186943197 186943197 Silent SNP G A G MASP1 c.C1656T p.D552D
XH_P57 3 187088812 187088812 Missense_Mutation SNP C T C RTP4 c.C392T p.T131M
XH_P57 3 192994543 192994543 Missense_Mutation SNP A G A ATP13A5 c.T3392C p.V1131A
XH_P57 3 193334991 193334991 Missense_Mutation SNP G A G OPA1 c.G473A p.S158N
XH_P57 3 193374964 193374964 Silent SNP T C T OPA1 c.T2001C p.A667A
XH_P57 3 193385047 193385047 Silent SNP C T C OPA1 c.C2688T p.R896R
XH_P57 3 194061907 194061907 Nonsense_Mutation SNP G A G CPN2 c.C1525T p.Q509X
XH_P57 3 194325138 194325138 Frame_Shift_Ins INS - C - TMEM44 c.1053dupG p.Q352fs
XH_P57 3 194338424 194338424 Missense_Mutation SNP G C G TMEM44 c.C694G p.R232G
XH_P57 3 195474176 195474176 Silent SNP G A G MUC4 c.C3249T p.F1083F
XH_P57 3 195477791 195477791 Silent SNP G A G MUC4 c.C2979T p.I993I
XH_P57 3 195479256 195479256 Silent SNP T C T MUC4 c.A2709G p.E903E
XH_P57 3 195495916 195495916 Missense_Mutation SNP G C G MUC4 c.C645G p.N215K
XH_P57 3 195497174 195497174 Missense_Mutation SNP C G C MUC4 c.G450C p.M150I
XH_P57 3 195501149 195501149 Missense_Mutation SNP C T C MUC4 c.G110A p.G37D
XH_P57 3 195507591 195507591 Silent SNP C T C MUC4 c.G10860A p.T3620T
XH_P57 3 195507664 195507664 Missense_Mutation SNP C G C MUC4 c.G10787C p.G3596A
XH_P57 3 195508490 195508537 In_Frame_Del DEL AAGAAGAGG - CAAGAAGAGGAG MUC4 c.9914_9961delp.3305_3321del
XH_P57 3 195508986 195508986 Silent SNP G A G MUC4 c.C9465T p.V3155V
XH_P57 3 195510707 195510707 Missense_Mutation SNP T G T MUC4 c.A7744C p.T2582P
XH_P57 3 195511142 195511142 Missense_Mutation SNP T C T MUC4 c.A7309G p.N2437D
XH_P57 3 195512287 195512287 Missense_Mutation SNP G A G MUC4 c.C6164T p.S2055F
XH_P57 3 195515008 195515008 Missense_Mutation SNP C G C MUC4 c.G3443C p.G1148A
XH_P57 3 195516630 195516630 Silent SNP G T G MUC4 c.C1821A p.S607S
XH_P57 3 195516878 195516878 Missense_Mutation SNP T C T MUC4 c.A1573G p.T525A
XH_P57 3 195517553 195517553 Missense_Mutation SNP A C A MUC4 c.T898G p.F300V
XH_P57 3 195518112 195518112 In_Frame_Ins INS - TCTCCTGCGTAAC - MUC4 9insTGTTACGCAT113delinsTVTQET
XH_P57 3 195936382 195936382 Silent SNP G A G ZDHHC19 c.C273T p.S91S
XH_P57 3 197579466 197579466 Missense_Mutation SNP C T C LRCH3 c.C1565T p.P522L
XH_P57 3 197659160 197659160 Missense_Mutation SNP C G C IQCG c.G529C p.D177H
XH_P57 3 197665599 197665599 Missense_Mutation SNP G T G IQCG c.C335A p.A112D
XH_P57 4 517686 517686 Missense_Mutation SNP G A G PIGG c.G1654A p.G552S
XH_P57 4 663908 663908 Missense_Mutation SNP A G A PDE6B c.A1357G p.M453V
XH_P57 4 677103 677103 Silent SNP G A G MFSD7 c.C693T p.L231L
XH_P57 4 951947 951947 Missense_Mutation SNP T C T TMEM175 c.T932C p.M311T
XH_P57 4 994414 994414 Missense_Mutation SNP G A G IDUA c.G314A p.R105Q
XH_P57 4 995305 995305 Silent SNP T C T IDUA c.T543C p.N181N
XH_P57 4 995919 995919 Silent SNP G C G IDUA c.G942C p.A314A
XH_P57 4 996888 996888 Silent SNP C T C IDUA c.C1467T p.R489R
XH_P57 4 1006333 1006333 Silent SNP G A G FGFRL1 c.G60A p.P20P
XH_P57 4 1656900 1656900 Silent SNP G A G FAM53A c.C687T p.L229L
XH_P57 4 1729660 1729660 Silent SNP C T C TACC3 c.C531T p.S177S
XH_P57 4 1730299 1730299 Silent SNP A G A TACC3 c.A1170G p.A390A
XH_P57 4 1732978 1732978 Missense_Mutation SNP G A G TACC3 c.G1541A p.G514E
XH_P57 4 1805478 1805478 Silent SNP C T C FGFR3 c.C990T p.T330T
XH_P57 4 2461817 2461817 Silent SNP G A G CFAP99 c.G1509A p.R503R
XH_P57 4 2743999 2743999 Silent SNP A G A TNIP2 c.T1026C p.A342A
XH_P57 4 2826400 2826400 Silent SNP T C T SH3BP2 c.T300C p.H100H
XH_P57 4 2831383 2831383 Silent SNP T G T SH3BP2 c.T750G p.A250A
XH_P57 4 3039150 3039150 Missense_Mutation SNP T C T GRK4 c.T875C p.V292A
XH_P57 4 3231661 3231661 Silent SNP G A G HTT c.G8157A p.L2719L
XH_P57 4 3318413 3318413 Silent SNP A G A RGS12 c.A516G p.S172S
XH_P57 4 3319271 3319271 Silent SNP C T C RGS12 c.C1374T p.D458D
XH_P57 4 3446091 3446091 Missense_Mutation SNP G T G HGFAC c.G652T p.A218S
XH_P57 4 3451109 3451109 Missense_Mutation SNP G A G HGFAC c.G1931A p.R644Q
XH_P57 4 4249855 4249855 Silent SNP G A G TMEM128 c.C75T p.D25D
XH_P57 4 4861974 4861974 Silent SNP C T C MSX1 c.C348T p.G116G
XH_P57 4 7065903 7065903 Missense_Mutation SNP C T C GRPEL1 c.G110A p.G37D
XH_P57 4 7435194 7435194 Silent SNP G A G PSAPL1 c.C1413T p.G471G
XH_P57 4 7435805 7435805 Missense_Mutation SNP C A C PSAPL1 c.G802T p.A268S
XH_P57 4 7436486 7436486 Missense_Mutation SNP C A C PSAPL1 c.G121T p.A41S
XH_P57 4 7765495 7765495 Silent SNP G T G AFAP1 c.C2190A p.T730T
XH_P57 4 7774610 7774610 Silent SNP C T C AFAP1 c.G1938A p.A646A
XH_P57 4 8443041 8443041 Silent SNP C T C TRMT44 c.C492T p.L164L
XH_P57 4 8594577 8594577 Missense_Mutation SNP C T C CPZ c.C17T p.P6L
XH_P57 4 9909923 9909923 Missense_Mutation SNP G A G SLC2A9 c.C1049T p.P350L
XH_P57 4 10022992 10022992 Missense_Mutation SNP G A G SLC2A9 c.C62T p.T21I
XH_P57 4 13601977 13601977 Missense_Mutation SNP C A C BOD1L1 c.G6547T p.V2183F
XH_P57 4 15516389 15516389 Silent SNP C T C CC2D2A c.C777T p.H259H
XH_P57 4 15689928 15689928 Missense_Mutation SNP G A G FAM200B c.G1328A p.S443N
XH_P57 4 16513650 16513650 Silent SNP C G C LDB2 c.G693C p.L231L
XH_P57 4 17711076 17711076 Silent SNP T C T FAM184B c.A333G p.Q111Q
XH_P57 4 17805379 17805379 Missense_Mutation SNP G A G DCAF16 c.C386T p.T129I
XH_P57 4 25335580 25335580 Missense_Mutation SNP T C T ZCCHC4 c.T656C p.I219T
XH_P57 4 25419283 25419283 Silent SNP T C T ANAPC4 c.T2124C p.F708F
XH_P57 4 25419908 25419908 Silent SNP G T G ANAPC4 c.G2334T p.S778S



XH_P57 4 26417136 26417136 Silent SNP T C T RBPJ c.T195C p.S65S
XH_P57 4 37836302 37836302 Silent SNP T C T PGM2 c.T312C p.S104S
XH_P57 4 37851856 37851856 Missense_Mutation SNP A C A PGM2 c.A1464C p.E488D
XH_P57 4 37962133 37962133 Silent SNP G A G PTTG2 c.G78A p.L26L
XH_P57 4 38776303 38776303 Silent SNP T C T TLR10 c.A909G p.K303K
XH_P57 4 38777173 38777173 Silent SNP A T A TLR10 c.T39A p.I13I
XH_P57 4 38916631 38916631 Silent SNP T C T FAM114A1 c.T261C p.D87D
XH_P57 4 39303925 39303925 Silent SNP A G A RFC1 c.T2511C p.S837S
XH_P57 4 41634859 41634859 Silent SNP C T C LIMCH1 c.C1695T p.G565G
XH_P57 4 42895308 42895308 Missense_Mutation SNP G A G GRXCR1 c.G25A p.E9K
XH_P57 4 47589203 47589203 Silent SNP G A G ATP10D c.G3921A p.T1307T
XH_P57 4 52709752 52709752 Missense_Mutation SNP A G A DCUN1D4 c.A1G p.M1V
XH_P57 4 52862263 52862263 Missense_Mutation SNP G T G LRRC66 c.C925A p.H309N
XH_P57 4 52938243 52938243 Missense_Mutation SNP T C T SPATA18 c.T4C p.S2P
XH_P57 4 53610272 53610272 Silent SNP C T C ERVMER34-1 c.G1416A p.P472P
XH_P57 4 54011603 54011603 Silent SNP C T C SCFD2 c.G1458A p.T486T
XH_P57 4 57204777 57204777 Missense_Mutation SNP A C A AASDH c.T1633G p.Y545D
XH_P57 4 57219613 57219613 Silent SNP C T C AASDH c.G78A p.P26P
XH_P57 4 57333822 57333822 Silent SNP G T G SRP72 c.G21T p.G7G
XH_P57 4 70898907 70898907 Silent SNP C T C HTN3 c.C126T p.G42G
XH_P57 4 71201682 71201682 Missense_Mutation SNP C T C CABS1 c.C926T p.T309I
XH_P57 4 71232388 71232388 Missense_Mutation SNP G A G SMR3A c.G82A p.G28R
XH_P57 4 71384537 71384537 Missense_Mutation SNP C T C AMTN c.C43T p.R15W
XH_P57 4 71472426 71472426 Silent SNP A G A AMBN c.A1323G p.A441A
XH_P57 4 72433545 72433545 Missense_Mutation SNP A C A SLC4A4 c.A3220C p.I1074L
XH_P57 4 75938236 75938236 Silent SNP A G A PARM1 c.A645G p.V215V
XH_P57 4 77660731 77660731 Missense_Mutation SNP C G C SHROOM3 c.C1405G p.P469A
XH_P57 4 78987157 78987157 Missense_Mutation SNP A G A FRAS1 c.A95G p.D32G
XH_P57 4 79400868 79400868 Silent SNP C T C FRAS1 c.C8439T p.D2813D
XH_P57 4 88534065 88534065 Missense_Mutation SNP G A G DSPP c.G727A p.D243N
XH_P57 4 88535832 88535832 In_Frame_Ins INS - CAGTGACAGCAG - DSPP 9insTAGCAGTGAD673delinsDSSDSSS
XH_P57 4 88902692 88902692 Silent SNP T C T SPP1 c.T159C p.D53D
XH_P57 4 88903853 88903853 Silent SNP C T C SPP1 c.C627T p.A209A
XH_P57 4 90169925 90169925 Missense_Mutation SNP A G A GPRIN3 c.T1337C p.V446A
XH_P57 4 91230579 91230579 Missense_Mutation SNP G A G CCSER1 c.G1144A p.G382S
XH_P57 4 95170839 95170839 Missense_Mutation SNP G A G SMARCAD1 c.G740A p.S247N
XH_P57 4 95173779 95173779 Missense_Mutation SNP T C T SMARCAD1 c.T902C p.V301A
XH_P57 4 95197520 95197520 Silent SNP C T C SMARCAD1 c.C549T p.D183D
XH_P57 4 96091414 96091414 Missense_Mutation SNP C T C UNC5C c.G2521A p.A841T
XH_P57 4 96123981 96123981 Silent SNP C T C UNC5C c.G2037A p.A679A
XH_P57 4 96127869 96127869 Silent SNP T G T UNC5C c.A1812C p.P604P
XH_P57 4 100845949 100845949 Nonstop_Mutation SNP C A C DNAJB14 c.G329T p.X110L
XH_P57 4 103555992 103555992 Silent SNP A G A MANBA c.T2368C p.L790L
XH_P57 4 106510470 106510470 Missense_Mutation SNP A G A ARHGEF38 c.A262G p.M88V
XH_P57 4 107133919 107133919 Silent SNP A G A TBCK c.T1659C p.G553G
XH_P57 4 107956735 107956735 Missense_Mutation SNP A C A DKK2 c.T14G p.M5R
XH_P57 4 110932474 110932474 Nonsense_Mutation SNP C T C EGF c.C3364T p.R1122X
XH_P57 4 111543573 111543573 Missense_Mutation SNP G A G PITX2 c.C44T p.A15V
XH_P57 4 113538879 113538879 Silent SNP A G A ZGRF1 c.T2319C p.L773L
XH_P57 4 113565835 113565835 Missense_Mutation SNP G A G LARP7 c.G10A p.E4K
XH_P57 4 115544777 115544777 Silent SNP A G A UGT8 c.A741G p.A247A
XH_P57 4 119736796 119736796 Silent SNP A C A SEC24D c.T483G p.P161P
XH_P57 4 121706201 121706201 Silent SNP A G A PRDM5 c.T1141C p.L381L
XH_P57 4 121738049 121738049 Silent SNP T C T PRDM5 c.A681G p.L227L
XH_P57 4 122250623 122250623 Missense_Mutation SNP T C T QRFPR c.A1142G p.N381S
XH_P57 4 124323413 124323413 Frame_Shift_Del DEL T - T SPRY1 c.667delT p.C223fs
XH_P57 4 126237971 126237971 Silent SNP C T C FAT4 c.C405T p.F135F
XH_P57 4 126238924 126238924 Missense_Mutation SNP A T A FAT4 c.A1358T p.Q453L
XH_P57 4 126239986 126239986 Missense_Mutation SNP C T C FAT4 c.C2420T p.A807V
XH_P57 4 126370647 126370647 Missense_Mutation SNP G A G FAT4 c.G8482A p.D2828N
XH_P57 4 128689936 128689936 Silent SNP A G A SLC25A31 c.A663G p.P221P
XH_P57 4 129012181 129012181 Silent SNP G A G LARP1B c.G384A p.R128R
XH_P57 4 129012638 129012638 Silent SNP A G A LARP1B c.A639G p.A213A
XH_P57 4 129100643 129100643 Missense_Mutation SNP G A G LARP1B c.G1139A p.R380H
XH_P57 4 138442663 138442663 Silent SNP G A G PCDH18 c.C2925T p.S975S
XH_P57 4 139964337 139964337 Silent SNP G A G NOCT c.G300A p.E100E
XH_P57 4 140188094 140188094 Missense_Mutation SNP C T C MGARP c.G382A p.A128T
XH_P57 4 141294814 141294814 Missense_Mutation SNP G C G SCOC c.G124C p.V42L
XH_P57 4 144918712 144918712 Missense_Mutation SNP C G C GYPB c.G251C p.S84T
XH_P57 4 147215092 147215092 Missense_Mutation SNP T C T SLC10A7 c.A672G p.I224M
XH_P57 4 147788709 147788709 Missense_Mutation SNP C T C TTC29 c.G826A p.A276T
XH_P57 4 148605099 148605099 Missense_Mutation SNP C A C PRMT9 c.G40T p.G14C
XH_P57 4 148984321 148984321 Missense_Mutation SNP A G A ARHGAP10 c.A2050G p.M684V
XH_P57 4 151199080 151199080 Missense_Mutation SNP G A G LRBA c.C8390T p.S2797L
XH_P57 4 151773593 151773593 Missense_Mutation SNP G C G LRBA c.C3269G p.A1090G
XH_P57 4 151829824 151829824 Silent SNP T C T LRBA c.A1347G p.A449A
XH_P57 4 152498666 152498666 Missense_Mutation SNP C G C FAM160A1 c.C170G p.P57R
XH_P57 4 154197234 154197234 Silent SNP T G T TRIM2 c.T324G p.T108T
XH_P57 4 154216710 154216710 Silent SNP G A G TRIM2 c.G951A p.T317T
XH_P57 4 154279752 154279752 Missense_Mutation SNP A T A MND1 c.A254T p.K85M
XH_P57 4 155219318 155219318 Missense_Mutation SNP C T C DCHS2 c.G4783A p.E1595K
XH_P57 4 155219361 155219361 Silent SNP A G A DCHS2 c.T4740C p.D1580D
XH_P57 4 155219662 155219662 Missense_Mutation SNP G C G DCHS2 c.C4439G p.T1480R
XH_P57 4 155719189 155719189 Missense_Mutation SNP T G T RBM46 c.T378G p.I126M
XH_P57 4 155720349 155720349 Silent SNP C A C RBM46 c.C1035A p.G345G
XH_P57 4 156706482 156706482 Splice_Site SNP G A G GUCY1B3 . .
XH_P57 4 159791519 159791519 Silent SNP G A G FNIP2 c.G1785A p.A595A
XH_P57 4 165118652 165118652 Missense_Mutation SNP C T C ANP32C c.G212A p.R71K
XH_P57 4 165118796 165118796 Missense_Mutation SNP G A G ANP32C c.C68T p.A23V
XH_P57 4 165878248 165878248 Missense_Mutation SNP C T C FAM218A c.C74T p.A25V
XH_P57 4 169282355 169282355 Missense_Mutation SNP T C T DDX60L c.A4936G p.M1646V
XH_P57 4 173930333 173930333 Missense_Mutation SNP G A G GALNTL6 c.G1376A p.R459Q
XH_P57 4 174292472 174292472 Missense_Mutation SNP G T G SAP30 c.G139T p.A47S
XH_P57 4 177098285 177098285 Missense_Mutation SNP G A G WDR17 c.G3526A p.A1176T
XH_P57 4 177113836 177113836 Silent SNP C T C SPATA4 c.G630A p.A210A
XH_P57 4 183549831 183549831 Silent SNP T G T TENM3 c.T777G p.G259G
XH_P57 4 183674697 183674697 Silent SNP C T C TENM3 c.C3957T p.G1319G
XH_P57 4 184614874 184614874 Silent SNP C T C TRAPPC11 c.C2370T p.T790T



XH_P57 4 185553507 185553507 Silent SNP G A G CASP3 c.C222T p.L74L
XH_P57 4 186379735 186379735 Missense_Mutation SNP T C T CCDC110 c.A1895G p.Q632R
XH_P57 4 187078866 187078866 Missense_Mutation SNP C T C FAM149A c.C722T p.P241L
XH_P57 4 187113041 187113041 Missense_Mutation SNP C G C CYP4V2 c.C64G p.L22V
XH_P57 4 187455426 187455426 Missense_Mutation SNP G A G MTNR1A c.C470T p.A157V
XH_P57 5 224487 224487 Missense_Mutation SNP T C T SDHA c.T163C p.Y55H
XH_P57 5 344026 344026 Silent SNP G A G AHRR c.G21A p.P7P
XH_P57 5 422955 422955 Missense_Mutation SNP C G C AHRR c.C565G p.P189A
XH_P57 5 453567 453567 Silent SNP G A G EXOC3 c.G447A p.E149E
XH_P57 5 475104 475104 Missense_Mutation SNP A G A SLC9A3 c.T2368C p.C790R
XH_P57 5 482186 482186 Silent SNP C G C SLC9A3 c.G1416C p.G472G
XH_P57 5 1208964 1208964 Silent SNP T C T SLC6A19 c.T306C p.G102G
XH_P57 5 1213668 1213668 Missense_Mutation SNP G A G SLC6A19 c.G754A p.V252I
XH_P57 5 1216775 1216775 Silent SNP A G A SLC6A19 c.A990G p.T330T
XH_P57 5 1240757 1240757 Nonsense_Mutation SNP C G C SLC6A18 c.C957G p.Y319X
XH_P57 5 1244425 1244425 Missense_Mutation SNP C T C SLC6A18 c.C1433T p.P478L
XH_P57 5 1255520 1255520 Silent SNP G A G TERT c.C2850T p.H950H
XH_P57 5 1268697 1268697 Silent SNP C T C TERT c.G2520A p.L840L
XH_P57 5 1411412 1411412 Silent SNP T C T SLC6A3 c.A1215G p.S405S
XH_P57 5 1494909 1494909 Silent SNP C T C LPCAT1 c.G399A p.A133A
XH_P57 5 1880891 1880891 Missense_Mutation SNP C T C IRX4 c.G355A p.A119T
XH_P57 5 7866967 7866967 Silent SNP G C G FASTKD3 c.C1230G p.A410A
XH_P57 5 7868030 7868030 Missense_Mutation SNP T C T FASTKD3 c.A167G p.K56R
XH_P57 5 13737444 13737444 Missense_Mutation SNP G A G DNAH5 c.C11372T p.T3791I
XH_P57 5 13864728 13864728 Silent SNP C A C DNAH5 c.G4374T p.R1458R
XH_P57 5 13865980 13865980 Silent SNP T C T DNAH5 c.A4152G p.T1384T
XH_P57 5 14498727 14498727 Silent SNP G A G TRIO c.G8310A p.S2770S
XH_P57 5 16694522 16694522 Missense_Mutation SNP C T C MYO10 c.G3758A p.S1253N
XH_P57 5 31317952 31317952 Silent SNP T C T CDH6 c.T1803C p.H601H
XH_P57 5 32088795 32088795 Silent SNP C T C PDZD2 c.C5241T p.Y1747Y
XH_P57 5 33624430 33624430 Silent SNP A G A ADAMTS12 c.T2049C p.D683D
XH_P57 5 35641582 35641582 Missense_Mutation SNP A C A SPEF2 c.A211C p.N71H
XH_P57 5 35654711 35654711 Silent SNP C T C SPEF2 c.C861T p.D287D
XH_P57 5 35692775 35692775 Missense_Mutation SNP T A T SPEF2 c.T1848A p.N616K
XH_P57 5 35965970 35965970 Missense_Mutation SNP A C A UGT3A1 c.T361G p.C121G
XH_P57 5 36142648 36142648 Silent SNP A G A LMBRD2 c.T228C p.N76N
XH_P57 5 36985303 36985303 Missense_Mutation SNP A G A NIPBL c.A2021G p.N674S
XH_P57 5 37239884 37239884 Silent SNP T G T C5orf42 c.A765C p.G255G
XH_P57 5 37294473 37294473 Silent SNP T C T NUP155 c.A3696G p.L1232L
XH_P57 5 38921788 38921788 Missense_Mutation SNP G A G OSMR c.G1657A p.D553N
XH_P57 5 39377132 39377132 Missense_Mutation SNP G A G DAB2 c.C1694T p.T565I
XH_P57 5 41054934 41054934 Silent SNP A G A MROH2B c.T1042C p.L348L
XH_P57 5 43122176 43122176 In_Frame_Ins INS - GAATGC - ZNF131 .21_22insGAATGp.M7delinsMEC
XH_P57 5 50685678 50685678 Missense_Mutation SNP G A G ISL1 c.G677A p.R226Q
XH_P57 5 53814691 53814691 Silent SNP G A G SNX18 c.G909A p.T303T
XH_P57 5 54404057 54404057 Silent SNP C G C GZMA c.C462G p.G154G
XH_P57 5 54410099 54410099 Missense_Mutation SNP G A G CDC20B c.C1381T p.R461W
XH_P57 5 54420799 54420799 Silent SNP A C A CDC20B c.T1047G p.V349V
XH_P57 5 54528294 54528294 Silent SNP C T C CCNO c.G462A p.L154L
XH_P57 5 54572163 54572163 Silent SNP T C T DHX29 c.A2205G p.K735K
XH_P57 5 54645411 54645411 Silent SNP G A G SKIV2L2 c.G1251A p.K417K
XH_P57 5 54674296 54674296 Silent SNP A G A SKIV2L2 c.A1965G p.Q655Q
XH_P57 5 57754851 57754851 Silent SNP A G A PLK2 c.T339C p.I113I
XH_P57 5 61694379 61694379 Silent SNP T C T DIMT1 c.A405G p.S135S
XH_P57 5 66479189 66479189 Silent SNP G A G CD180 c.C1482T p.T494T
XH_P57 5 68471247 68471247 Silent SNP G A G CCNB1 c.G966A p.L322L
XH_P57 5 71495041 71495041 Silent SNP T C T MAP1B c.T5481C p.G1827G
XH_P57 5 71519664 71519664 Missense_Mutation SNP C T C MRPS27 c.G683A p.G228D
XH_P57 5 71524163 71524163 Silent SNP A T A MRPS27 c.T456A p.L152L
XH_P57 5 72868447 72868447 Silent SNP T C T UTP15 c.T237C p.D79D
XH_P57 5 75427935 75427935 Silent SNP G A G SV2C c.G360A p.R120R
XH_P57 5 75906923 75906923 Missense_Mutation SNP C A C IQGAP2 c.C95A p.P32H
XH_P57 5 77784738 77784738 Silent SNP A G A LHFPL2 c.T669C p.N223N
XH_P57 5 78181423 78181423 Missense_Mutation SNP C T C ARSB c.G1126A p.V376M
XH_P57 5 79024779 79024779 Missense_Mutation SNP A G A CMYA5 c.A191G p.Y64C
XH_P57 5 79025634 79025634 Missense_Mutation SNP G A G CMYA5 c.G1046A p.G349D
XH_P57 5 79026360 79026360 Missense_Mutation SNP G A G CMYA5 c.G1772A p.G591D
XH_P57 5 79026539 79026539 Missense_Mutation SNP A C A CMYA5 c.A1951C p.S651R
XH_P57 5 79030045 79030045 Silent SNP A G A CMYA5 c.A5457G p.V1819V
XH_P57 5 79030212 79030212 Missense_Mutation SNP C T C CMYA5 c.C5624T p.A1875V
XH_P57 5 79031372 79031372 Missense_Mutation SNP G C G CMYA5 c.G6784C p.V2262L
XH_P57 5 79033306 79033306 Missense_Mutation SNP A C A CMYA5 c.A8718C p.K2906N
XH_P57 5 79034662 79034662 Missense_Mutation SNP C G C CMYA5 c.C10074G p.H3358Q
XH_P57 5 79048562 79048562 Silent SNP C T C CMYA5 c.C11055T p.F3685F
XH_P57 5 79498812 79498812 Missense_Mutation SNP G A G SERINC5 c.C88T p.R30W
XH_P57 5 82833145 82833145 Silent SNP G A G VCAN c.G1362A p.Q454Q
XH_P57 5 82834630 82834630 Silent SNP T C T VCAN c.T2847C p.G949G
XH_P57 5 82835545 82835545 Silent SNP A G A VCAN c.A3762G p.R1254R
XH_P57 5 83360520 83360520 Silent SNP C T C EDIL3 c.G921A p.S307S
XH_P57 5 90020681 90020681 Frame_Shift_Ins INS - TATCTATTCTAAT - ADGRV1 nsAACTTATCTAT p.S3261fs
XH_P57 5 93722036 93722036 Missense_Mutation SNP G A G KIAA0825 c.C3530T p.T1177M
XH_P57 5 93753017 93753017 Missense_Mutation SNP C T C KIAA0825 c.G2551A p.A851T
XH_P57 5 94785958 94785958 Missense_Mutation SNP G A G FAM81B c.G1331A p.R444H
XH_P57 5 95733112 95733112 Silent SNP A G A PCSK1 c.T1650C p.N550N
XH_P57 5 96031569 96031569 Silent SNP A G A CAST c.A168G p.Q56Q
XH_P57 5 96086334 96086334 Missense_Mutation SNP G C G CAST c.G1061C p.C354S
XH_P57 5 96118843 96118843 Frame_Shift_Ins INS - T - ERAP1 c.2196dupA p.L733fs
XH_P57 5 96498783 96498783 Silent SNP G A G RIOK2 c.C1641T p.A547A
XH_P57 5 96503523 96503523 Missense_Mutation SNP C T C RIOK2 c.G1045A p.G349R
XH_P57 5 96513471 96513471 Missense_Mutation SNP G C G RIOK2 c.C287G p.S96C
XH_P57 5 108714298 108714298 Missense_Mutation SNP T C T PJA2 c.A890G p.Q297R
XH_P57 5 110819753 110819753 Silent SNP G C G CAMK4 c.G420C p.S140S
XH_P57 5 112824036 112824036 In_Frame_Ins INS - GCC - MCC c.75_76insGGC p.S26delinsGS
XH_P57 5 114860397 114860397 Silent SNP G A G FEM1C c.C1462T p.L488L
XH_P57 5 115811248 115811248 Missense_Mutation SNP G T G SEMA6A c.C1701A p.D567E
XH_P57 5 118669304 118669304 Silent SNP C T C TNFAIP8 c.C45T p.H15H
XH_P57 5 118861713 118861713 Missense_Mutation SNP A G A HSD17B4 c.A1621G p.I541V
XH_P57 5 121758849 121758849 Silent SNP G A G SNCAIP c.G417A p.S139S



XH_P57 5 122506503 122506503 Silent SNP C T C PRDM6 c.C1197T p.D399D
XH_P57 5 126783373 126783373 Silent SNP G A G MEGF10 c.G2853A p.T951T
XH_P57 5 131602166 131602166 Silent SNP T C T PDLIM4 c.T255C p.G85G
XH_P57 5 131607588 131607588 Missense_Mutation SNP G T G PDLIM4 c.G775T p.G259C
XH_P57 5 132158956 132158956 Missense_Mutation SNP C G C SHROOM1 c.G2212C p.D738H
XH_P57 5 134681684 134681684 Missense_Mutation SNP T C T H2AFY c.A749G p.K250R
XH_P57 5 135207187 135207187 Silent SNP G A G SLC25A48 c.G459A p.A153A
XH_P57 5 135692575 135692575 Silent SNP G A G TRPC7 c.C501T p.P167P
XH_P57 5 137726964 137726964 Missense_Mutation SNP C G C KDM3B c.C1643G p.A548G
XH_P57 5 139217320 139217320 Silent SNP G C G PSD2 c.G1776C p.V592V
XH_P57 5 139927354 139927366 Frame_Shift_Del DEL GGCCGGGAC - GGGGCCGGGACC EIF4EBP3 c.32_44del p.G11fs
XH_P57 5 140021482 140021482 Silent SNP C T C TMCO6 c.C342T p.V114V
XH_P57 5 140023238 140023238 Missense_Mutation SNP C G C TMCO6 c.C176G p.T59S
XH_P57 5 140048209 140048209 Silent SNP T C T WDR55 c.T393C p.N131N
XH_P57 5 140048544 140048544 Missense_Mutation SNP C T C WDR55 c.C629T p.S210F
XH_P57 5 140051060 140051060 Frame_Shift_Ins INS - CACC - DND1 .879_880insGGT p.I294fs
XH_P57 5 140052271 140052271 Silent SNP A G A DND1 c.T363C p.H121H
XH_P57 5 140208601 140208601 Missense_Mutation SNP G C G PCDHA6 c.G925C p.D309H
XH_P57 5 140228164 140228164 Missense_Mutation SNP C A C PCDHA9 c.C84A p.S28R
XH_P57 5 140229086 140229086 Missense_Mutation SNP C G C PCDHA9 c.C1006G p.L336V
XH_P57 5 140229368 140229368 Missense_Mutation SNP G C G PCDHA9 c.G1288C p.G430R
XH_P57 5 140229526 140229526 Silent SNP T G T PCDHA9 c.T1446G p.A482A
XH_P57 5 140237387 140237387 Missense_Mutation SNP T G T PCDHA10 c.T1754G p.V585G
XH_P57 5 140237548 140237548 Missense_Mutation SNP A G A PCDHA10 c.A1915G p.T639A
XH_P57 5 140250252 140250252 Silent SNP T C T PCDHA11 c.T1564C p.L522L
XH_P57 5 140263290 140263290 Silent SNP T G T PCDHA13 c.T1437G p.A479A
XH_P57 5 140515483 140515483 Missense_Mutation SNP T C T PCDHB5 c.T467C p.I156T
XH_P57 5 140558916 140558916 Missense_Mutation SNP C G C PCDHB8 c.C1301G p.T434R
XH_P57 5 140574045 140574045 Silent SNP C G C PCDHB10 c.C1920G p.L640L
XH_P57 5 140580493 140580493 Silent SNP T A T PCDHB11 c.T1146A p.V382V
XH_P57 5 140594234 140594234 Missense_Mutation SNP G A G PCDHB13 c.G539A p.R180Q
XH_P57 5 140723684 140723684 Frame_Shift_Ins INS - G - PCDHGA3 c.85dupG p.S28fs
XH_P57 5 140764727 140764727 Missense_Mutation SNP C T C PCDHGA7 c.C2261T p.S754F
XH_P57 5 140768428 140768428 Missense_Mutation SNP T C T PCDHGB4 c.T977C p.I326T
XH_P57 5 140857906 140857906 Silent SNP C T C PCDHGC3 c.C2223T p.S741S
XH_P57 5 141335498 141335498 Missense_Mutation SNP C T C PCDH12 c.G1919A p.S640N
XH_P57 5 145317685 145317685 Missense_Mutation SNP C T C SH3RF2 c.C194T p.A65V
XH_P57 5 145719271 145719271 Missense_Mutation SNP C T C POU4F3 c.C281T p.T94I
XH_P57 5 147466001 147466001 Missense_Mutation SNP G A G SPINK5 c.G316A p.D106N
XH_P57 5 147499891 147499891 Missense_Mutation SNP G T G SPINK5 c.G2475T p.E825D
XH_P57 5 147805120 147805120 Missense_Mutation SNP T C T FBXO38 c.T1774C p.S592P
XH_P57 5 149457678 149457678 Silent SNP G A G CSF1R c.C726T p.T242T
XH_P57 5 149677593 149677593 Silent SNP A G A ARSI c.T894C p.N298N
XH_P57 5 149755744 149755744 Missense_Mutation SNP G C G TCOF1 c.G1762C p.A588P
XH_P57 5 149907602 149907602 Silent SNP A G A NDST1 c.A750G p.P250P
XH_P57 5 150027814 150027814 Missense_Mutation SNP G A G SYNPO c.G709A p.D237N
XH_P57 5 150578574 150578574 Silent SNP A G A CCDC69 c.T303C p.N101N
XH_P57 5 150639409 150639409 Missense_Mutation SNP A G A GM2A c.A175G p.I59V
XH_P57 5 150723747 150723747 Silent SNP C T C SLC36A2 c.G246A p.A82A
XH_P57 5 150905398 150905398 Silent SNP C T C FAT2 c.G10437A p.P3479P
XH_P57 5 150908813 150908813 Missense_Mutation SNP G A G FAT2 c.C9952T p.R3318W
XH_P57 5 151784183 151784183 Silent SNP G A G NMUR2 c.C492T p.L164L
XH_P57 5 153149798 153149798 Missense_Mutation SNP G A G GRIA1 c.G1853A p.R618Q
XH_P57 5 154395158 154395158 Missense_Mutation SNP G T G KIF4B c.G1739T p.R580L
XH_P57 5 154395458 154395458 Missense_Mutation SNP G A G KIF4B c.G2039A p.R680H
XH_P57 5 154395682 154395682 Missense_Mutation SNP G A G KIF4B c.G2263A p.V755I
XH_P57 5 154396505 154396505 Missense_Mutation SNP G A G KIF4B c.G3086A p.R1029H
XH_P57 5 156589901 156589901 Missense_Mutation SNP C T C FAM71B c.G1375A p.D459N
XH_P57 5 156898690 156898690 Missense_Mutation SNP A G A NIPAL4 c.A580G p.R194G
XH_P57 5 159546013 159546013 Missense_Mutation SNP T C T PWWP2A c.A383G p.E128G
XH_P57 5 161119125 161119125 Silent SNP C G C GABRA6 c.C1005G p.A335A
XH_P57 5 167858371 167858371 Missense_Mutation SNP G T G WWC1 c.G2202T p.M734I
XH_P57 5 167858372 167858372 Missense_Mutation SNP T G T WWC1 c.T2203G p.S735A
XH_P57 5 167937607 167937607 Silent SNP G A G RARS c.G1368A p.S456S
XH_P57 5 168123313 168123313 Silent SNP A G A SLIT3 c.T3087C p.C1029C
XH_P57 5 168175326 168175326 Missense_Mutation SNP G A G SLIT3 c.C2251T p.P751S
XH_P57 5 169435713 169435713 Silent SNP A C A DOCK2 c.A3195C p.L1065L
XH_P57 5 169496219 169496219 Missense_Mutation SNP T C T DOCK2 c.T4723C p.W1575R
XH_P57 5 169533240 169533240 Silent SNP G A G FOXI1 c.G279A p.R93R
XH_P57 5 171299917 171299917 Silent SNP C T C FBXW11 c.G1134A p.R378R
XH_P57 5 171481606 171481606 Silent SNP A G A STK10 c.T2619C p.C873C
XH_P57 5 172197210 172197210 In_Frame_Ins INS - TGT - DUSP1 c.466_467insACAp.S156delinsNS
XH_P57 5 175523853 175523853 Missense_Mutation SNP C A C FAM153B c.C160A p.P54T
XH_P57 5 175772208 175772208 Silent SNP C T C SIMC1 c.C762T p.I254I
XH_P57 5 175793532 175793532 Silent SNP C T C ARL10 c.C333T p.G111G
XH_P57 5 176314639 176314639 Silent SNP G A G HK3 c.C1413T p.A471A
XH_P57 5 176637149 176637149 Silent SNP G A G NSD1 c.G1749A p.E583E
XH_P57 5 176637576 176637576 Missense_Mutation SNP T C T NSD1 c.T2176C p.S726P
XH_P57 5 176795196 176795196 Missense_Mutation SNP T G T RGS14 c.T778G p.S260A
XH_P57 5 176916516 176916516 Silent SNP C T C PDLIM7 c.G747A p.P249P
XH_P57 5 177035964 177035964 Silent SNP T C T B4GALT7 c.T777C p.H259H
XH_P57 5 178540975 178540975 Missense_Mutation SNP G A G ADAMTS2 c.C3529T p.P1177S
XH_P57 5 179135353 179135353 Missense_Mutation SNP C A C CANX c.C418A p.L140M
XH_P57 5 179193598 179193598 Silent SNP C T C MAML1 c.C1587T p.S529S
XH_P57 5 179201847 179201847 Missense_Mutation SNP G A G MAML1 c.G3020A p.S1007N
XH_P57 5 179498641 179498641 Frame_Shift_Ins INS - TGCA - RNF130 c.61_62insTGCA p.S21fs
XH_P57 5 179734230 179734230 Silent SNP C G C GFPT2 c.G1620C p.S540S
XH_P57 5 180046344 180046344 Missense_Mutation SNP G C G FLT4 c.C2670G p.H890Q
XH_P57 5 180057231 180057231 Silent SNP C A C FLT4 c.G507T p.L169L
XH_P57 5 180338368 180338368 Missense_Mutation SNP A G A BTNL8 c.A79G p.T27A
XH_P57 5 180374534 180374534 Silent SNP G A G BTNL8 c.G348A p.S116S
XH_P57 5 180432416 180432416 Silent SNP C T C BTNL3 c.C945T p.P315P
XH_P57 5 180622615 180622615 Missense_Mutation SNP C T C TRIM7 c.G541A p.G181S
XH_P57 5 180687212 180687212 Silent SNP C T C TRIM52 c.G603A p.L201L
XH_P57 6 1313470 1313470 Silent SNP C T C FOXQ1 c.C531T p.F177F
XH_P57 6 1395043 1395043 Silent SNP T C T FOXF2 c.T1284C p.Y428Y
XH_P57 6 1742794 1742794 Silent SNP A G A GMDS c.T708C p.D236D
XH_P57 6 3015790 3015790 Silent SNP A G A NQO2 c.A330G p.P110P



XH_P57 6 3850420 3850420 Silent SNP C T C FAM50B c.C375T p.D125D
XH_P57 6 7211818 7211818 Missense_Mutation SNP G A G RREB1 c.G583A p.G195R
XH_P57 6 7230906 7230906 Silent SNP C G C RREB1 c.C2574G p.P858P
XH_P57 6 7231770 7231770 Silent SNP A G A RREB1 c.A3438G p.P1146P
XH_P57 6 7246998 7246998 Missense_Mutation SNP G A G RREB1 c.G4150A p.G1384R
XH_P57 6 7301664 7301664 Missense_Mutation SNP G A G SSR1 c.C422T p.P141L
XH_P57 6 7581636 7581636 Missense_Mutation SNP G A G DSP c.G5213A p.R1738Q
XH_P57 6 7584943 7584943 Missense_Mutation SNP A G A DSP c.A5651G p.Y1884C
XH_P57 6 10877476 10877476 Silent SNP C T C GCM2 c.G240A p.S80S
XH_P57 6 11005686 11005686 Silent SNP G A G ELOVL2 c.C174T p.N58N
XH_P57 6 12122773 12122773 Silent SNP T C T HIVEP1 c.T2745C p.T915T
XH_P57 6 13801615 13801615 Missense_Mutation SNP T C T MCUR1 c.A646G p.T216A
XH_P57 6 15496662 15496662 Silent SNP C T C JARID2 c.C690T p.P230P
XH_P57 6 16290761 16290761 Missense_Mutation SNP T A T GMPR c.T766A p.F256I
XH_P57 6 16306866 16306866 Silent SNP G A G ATXN1 c.C2142T p.D714D
XH_P57 6 17543302 17543302 Silent SNP A G A CAP2 c.A1137G p.K379K
XH_P57 6 17551781 17551781 Silent SNP C T C CAP2 c.C1296T p.I432I
XH_P57 6 17764731 17764731 Silent SNP G C G KIF13A c.C4884G p.A1628A
XH_P57 6 18161563 18161563 Silent SNP G A G KDM1B c.G93A p.K31K
XH_P57 6 25967068 25967068 Silent SNP C T C TRIM38 c.C318T p.D106D
XH_P57 6 26017806 26017806 Missense_Mutation SNP G A G HIST1H1A c.C155T p.S52F
XH_P57 6 26104448 26104448 Silent SNP A G A HIST1H4C c.A273G p.L91L
XH_P57 6 26107790 26107790 Missense_Mutation SNP G T G HIST1H1T c.C532A p.Q178K
XH_P57 6 26108282 26108282 Missense_Mutation SNP C G C HIST1H1T c.G40C p.V14L
XH_P57 6 26204873 26204873 Missense_Mutation SNP A G A HIST1H4E c.A1G p.M1V
XH_P57 6 26501897 26501897 Silent SNP T C T BTN1A1 c.T159C p.S53S
XH_P57 6 26505362 26505362 Missense_Mutation SNP G A G BTN1A1 c.G637A p.A213T
XH_P57 6 26505403 26505403 Silent SNP C A C BTN1A1 c.C678A p.G226G
XH_P57 6 26509330 26509330 Missense_Mutation SNP C G C BTN1A1 c.C1509G p.D503E
XH_P57 6 26545632 26545632 Silent SNP G A G HMGN4 c.G198A p.G66G
XH_P57 6 26598188 26598188 Silent SNP A G A ABT1 c.A288G p.G96G
XH_P57 6 27791950 27791950 Silent SNP T A T HIST1H4J c.T48A p.A16A
XH_P57 6 27799258 27799258 Silent SNP A T A HIST1H4K c.T48A p.A16A
XH_P57 6 31106516 31106516 Missense_Mutation SNP C T C PSORS1C1 c.C127T p.P43S
XH_P57 6 32489753 32489753 Missense_Mutation SNP C G C HLA-DRB5 c.G299C p.R100T
XH_P57 6 32629931 32629931 Missense_Mutation SNP C G C HLA-DQB1 c.G474C p.Q158H
XH_P57 6 33630768 33630768 Frame_Shift_Ins INS - T - ITPR3 c.940dupT p.N313fs
XH_P57 6 33648144 33648144 Silent SNP C T C ITPR3 c.C4263T p.Y1421Y
XH_P57 6 33652167 33652167 Silent SNP G A G ITPR3 c.G4971A p.S1657S
XH_P57 6 33654254 33654254 Silent SNP C T C ITPR3 c.C5937T p.S1979S
XH_P57 6 33660597 33660597 Silent SNP C T C ITPR3 c.C7551T p.I2517I
XH_P57 6 34803949 34803949 Missense_Mutation SNP C T C UHRF1BP1 c.C857T p.P286L
XH_P57 6 34824107 34824107 Missense_Mutation SNP A C A UHRF1BP1 c.A1212C p.K404N
XH_P57 6 35430686 35430686 Missense_Mutation SNP G A G FANCE c.G1504A p.A502T
XH_P57 6 35705892 35705892 Silent SNP T C T ARMC12 c.T252C p.Y84Y
XH_P57 6 35773782 35773782 Missense_Mutation SNP T C T LHFPL5 c.T335C p.I112T
XH_P57 6 35923246 35923246 Missense_Mutation SNP T C T SLC26A8 c.A1600G p.I534V
XH_P57 6 36260858 36260858 Silent SNP C T C PNPLA1 c.C174T p.F58F
XH_P57 6 36262153 36262153 Missense_Mutation SNP G A G PNPLA1 c.G433A p.A145T
XH_P57 6 36275458 36275458 Missense_Mutation SNP T C T PNPLA1 c.T1306C p.S436P
XH_P57 6 36287312 36287312 Missense_Mutation SNP G C G C6orf222 c.C1744G p.L582V
XH_P57 6 36341294 36341294 Silent SNP C T C ETV7 c.G204A p.G68G
XH_P57 6 36686272 36686272 Silent SNP C T C RAB44 c.C735T p.S245S
XH_P57 6 36689630 36689630 Silent SNP C T C RAB44 c.C1719T p.A573A
XH_P57 6 36689821 36689821 Missense_Mutation SNP C T C RAB44 c.C1910T p.A637V
XH_P57 6 36689961 36689961 Silent SNP A C A RAB44 c.A2050C p.R684R
XH_P57 6 36733132 36733132 Silent SNP G A G CPNE5 c.C759T p.Y253Y
XH_P57 6 36824399 36824399 Silent SNP C T C PPIL1 c.G243A p.Q81Q
XH_P57 6 36938432 36938432 Silent SNP G A G MTCH1 c.C945T p.F315F
XH_P57 6 36995222 36995222 Silent SNP G A G FGD2 c.G1623A p.T541T
XH_P57 6 37447798 37447798 Silent SNP C T C CMTR1 c.C2385T p.Y795Y
XH_P57 6 37623626 37623626 Silent SNP C T C MDGA1 c.G429A p.V143V
XH_P57 6 37626142 37626142 Silent SNP C T C MDGA1 c.G261A p.S87S
XH_P57 6 38650628 38650628 Missense_Mutation SNP T G T GLO1 c.A332C p.E111A
XH_P57 6 38705682 38705682 Silent SNP C T C DNAH8 c.C1050T p.A350A
XH_P57 6 38840492 38840492 Missense_Mutation SNP G T G DNAH8 c.G7171T p.A2391S
XH_P57 6 38841083 38841083 Silent SNP T C T DNAH8 c.T7551C p.D2517D
XH_P57 6 39282806 39282806 Missense_Mutation SNP G T G KCNK16 c.C761A p.P254H
XH_P57 6 39283083 39283083 Silent SNP G A G KCNK16 c.C786T p.N262N
XH_P57 6 39284184 39284184 Silent SNP A G A KCNK16 c.T696C p.Y232Y
XH_P57 6 39881120 39881120 Missense_Mutation SNP G A G MOCS1 c.C698T p.A233V
XH_P57 6 40998141 40998141 Silent SNP G A G UNC5CL c.C1320T p.C440C
XH_P57 6 41029109 41029109 Silent SNP T C T APOBEC2 c.T174C p.N58N
XH_P57 6 41029342 41029342 Missense_Mutation SNP T C T APOBEC2 c.T407C p.I136T
XH_P57 6 41162518 41162518 Missense_Mutation SNP T C T TREML2 c.A430G p.S144G
XH_P57 6 41165899 41165899 Silent SNP G A G TREML2 c.C324T p.N108N
XH_P57 6 41533579 41533579 Silent SNP C A C FOXP4 c.C81A p.A27A
XH_P57 6 41555115 41555115 Missense_Mutation SNP A T A FOXP4 c.A737T p.K246M
XH_P57 6 41557567 41557567 Missense_Mutation SNP C T C FOXP4 c.C1124T p.S375L
XH_P57 6 42995126 42995126 Missense_Mutation SNP G A G RRP36 c.G539A p.R180Q
XH_P57 6 43005625 43005625 Missense_Mutation SNP G A G CUL7 c.C5150T p.T1717M
XH_P57 6 43008298 43008298 Silent SNP C T C CUL7 c.G4245A p.L1415L
XH_P57 6 43020188 43020188 Silent SNP G A G CUL7 c.C495T p.D165D
XH_P57 6 43021519 43021519 Silent SNP G A G CUL7 c.C78T p.R26R
XH_P57 6 43152573 43152573 Silent SNP A G A CUL9 c.A525G p.L175L
XH_P57 6 43184132 43184132 Missense_Mutation SNP A C A CUL9 c.A6173C p.H2058P
XH_P57 6 43230970 43230970 Missense_Mutation SNP G C G TTBK1 c.G1868C p.G623A
XH_P57 6 44185264 44185264 Missense_Mutation SNP T A T MYMX c.T56A p.L19Q
XH_P57 6 44221115 44221127 Frame_Shift_Del DEL GTAAGTAGCT - GGTAAGTAGCTTT HSP90AB1 c.2065delG p.G689fs
XH_P57 6 44270170 44270170 Silent SNP C T C AARS2 c.G2445A p.A815A
XH_P57 6 46133282 46133282 Missense_Mutation SNP T C T ENPP5 c.A566G p.Y189C
XH_P57 6 47846313 47846313 Missense_Mutation SNP C T C PTCHD4 c.G2267A p.G756E
XH_P57 6 49494241 49494241 Missense_Mutation SNP A G A GLYATL3 c.A481G p.N161D
XH_P57 6 49701439 49701439 Missense_Mutation SNP C A C CRISP3 c.G469T p.A157S
XH_P57 6 51890823 51890823 Missense_Mutation SNP G A G PKHD1 c.C3785T p.A1262V
XH_P57 6 51914956 51914956 Missense_Mutation SNP G A G PKHD1 c.C2278T p.R760C
XH_P57 6 51918923 51918923 Missense_Mutation SNP T C T PKHD1 c.A1877G p.K626R
XH_P57 6 52101739 52101739 Missense_Mutation SNP T C T IL17F c.A482G p.H161R



XH_P57 6 52878637 52878637 Silent SNP T C T ICK c.A975G p.P325P
XH_P57 6 53519857 53519857 Silent SNP G A G KLHL31 c.C214T p.L72L
XH_P57 6 54002026 54002026 Missense_Mutation SNP T C T MLIP c.T1126C p.S376P
XH_P57 6 55196587 55196587 Missense_Mutation SNP C T C GFRAL c.C97T p.R33C
XH_P57 6 56327849 56327849 Missense_Mutation SNP C T C DST c.G15124A p.A5042T
XH_P57 6 56463410 56463410 Missense_Mutation SNP T C T DST c.A3923G p.Q1308R
XH_P57 6 56484758 56484758 Silent SNP C T C DST c.G4074A p.K1358K
XH_P57 6 64498055 64498055 Missense_Mutation SNP T A T EYS c.A7666T p.S2556C
XH_P57 6 65622463 65622463 Missense_Mutation SNP A G A EYS c.T2555C p.L852P
XH_P57 6 66005794 66005794 Missense_Mutation SNP C A C EYS c.G1985T p.R662M
XH_P57 6 74073531 74073531 Missense_Mutation SNP C G C KHDC3L c.C602G p.A201G
XH_P57 6 74079024 74079024 Missense_Mutation SNP A G A OOEP c.T275C p.V92A
XH_P57 6 74354175 74354175 Silent SNP C T C SLC17A5 c.G246A p.A82A
XH_P57 6 74521947 74521947 Missense_Mutation SNP C T C CD109 c.C3491T p.T1164M
XH_P57 6 82461520 82461520 Silent SNP A G A FAM46A c.T339C p.I113I
XH_P57 6 83881740 83881740 Silent SNP T C T PGM3 c.A1038G p.E346E
XH_P57 6 88318883 88318883 Missense_Mutation SNP G A G ORC3 c.G220A p.V74I
XH_P57 6 88362943 88362943 Silent SNP C T C ORC3 c.C1063T p.L355L
XH_P57 6 88853635 88853635 Silent SNP C T C CNR1 c.G1359A p.T453T
XH_P57 6 89907883 89907883 Missense_Mutation SNP A G A GABRR1 c.T377C p.M126T
XH_P57 6 90338863 90338863 Silent SNP C T C ANKRD6 c.C1341T p.C447C
XH_P57 6 90482397 90482397 Missense_Mutation SNP T C T MDN1 c.A1978G p.I660V
XH_P57 6 90565242 90565242 Silent SNP A G A CASP8AP2 c.A279G p.K93K
XH_P57 6 90660319 90660319 Silent SNP T C T BACH2 c.A1506G p.V502V
XH_P57 6 97344676 97344676 Silent SNP G A G NDUFAF4 c.C184T p.L62L
XH_P57 6 99825348 99825348 Missense_Mutation SNP T C T COQ3 c.A400G p.K134E
XH_P57 6 101296389 101296389 Missense_Mutation SNP G A G ASCC3 c.C436T p.L146F
XH_P57 6 107019880 107019880 Silent SNP A G A RTN4IP1 c.T882C p.N294N
XH_P57 6 108068003 108068003 Missense_Mutation SNP C T C SCML4 c.G203A p.R68Q
XH_P57 6 109591433 109591433 Silent SNP T C T C6orf183 c.T1638C p.N546N
XH_P57 6 109770899 109770899 Silent SNP G C G MICAL1 c.C1137G p.R379R
XH_P57 6 110146303 110146303 Silent SNP G A G FIG4 c.G2559A p.S853S
XH_P57 6 110942500 110942500 Missense_Mutation SNP G A G CDK19 c.C1052T p.A351V
XH_P57 6 111650743 111650769 In_Frame_Del DEL CTCCCAGAAAA - TCTCCCAGAAAAA REV3L c.8207_8233delp.2736_2745del
XH_P57 6 112382313 112382313 Missense_Mutation SNP G T G WISP3 c.G222T p.Q74H
XH_P57 6 112493889 112493889 Missense_Mutation SNP A T A LAMA4 c.T1475A p.L492H
XH_P57 6 116574455 116574455 Silent SNP G A G TSPYL4 c.C717T p.H239H
XH_P57 6 116784850 116784850 Missense_Mutation SNP C G C FAM26F c.C414G p.N138K
XH_P57 6 116938073 116938073 Missense_Mutation SNP C T C RSPH4A c.C287T p.P96L
XH_P57 6 116968690 116968690 In_Frame_Ins INS - AAT - ZUFSP 1399_1400insATp.S467delinsYS
XH_P57 6 117591755 117591755 Silent SNP T C T VGLL2 c.T441C p.N147N
XH_P57 6 117710661 117710661 Missense_Mutation SNP T C T ROS1 c.A1611G p.I537M
XH_P57 6 118886961 118886961 Missense_Mutation SNP G T G CEP85L c.C751A p.P251T
XH_P57 6 119245024 119245024 Silent SNP C T C MCM9 c.G573A p.S191S
XH_P57 6 127476516 127476516 Silent SNP G A G RSPO3 c.G567A p.L189L
XH_P57 6 128411109 128411109 Silent SNP C T C PTPRK c.G804A p.K268K
XH_P57 6 129635800 129635800 Missense_Mutation SNP G A G LAMA2 c.G3412A p.V1138M
XH_P57 6 130374102 130374102 Missense_Mutation SNP C A C L3MBTL3 c.C473A p.T158N
XH_P57 6 130381246 130381246 Silent SNP T C T L3MBTL3 c.T750C p.P250P
XH_P57 6 131894479 131894479 Silent SNP G A G ARG1 c.G57A p.Q19Q
XH_P57 6 132189165 132189165 Missense_Mutation SNP A G A ENPP1 c.A1172G p.K391R
XH_P57 6 132206094 132206094 Missense_Mutation SNP A C A ENPP1 c.A2335C p.T779P
XH_P57 6 132938842 132938842 Nonsense_Mutation SNP C T C TAAR2 c.G368A p.W123X
XH_P57 6 133015227 133015227 Missense_Mutation SNP C T C VNN1 c.G436A p.D146N
XH_P57 6 136934321 136934321 Silent SNP T C T MAP3K5 c.A2352G p.T784T
XH_P57 6 138753153 138753153 Missense_Mutation SNP T A T NHSL1 c.A2341T p.T781S
XH_P57 6 138753155 138753155 Missense_Mutation SNP T G T NHSL1 c.A2339C p.Y780S
XH_P57 6 139487836 139487836 Silent SNP T C T HECA c.T687C p.N229N
XH_P57 6 142714117 142714117 Silent SNP G A G ADGRG6 c.G1257A p.T419T
XH_P57 6 143823157 143823157 Missense_Mutation SNP T C T FUCA2 c.A1066G p.M356V
XH_P57 6 144207282 144207282 Silent SNP A G A ZC2HC1B c.A204G p.Q68Q
XH_P57 6 145114993 145114993 Missense_Mutation SNP C T C UTRN c.C8944T p.P2982S
XH_P57 6 145956618 145956618 Missense_Mutation SNP G C G EPM2A c.C481G p.L161V
XH_P57 6 146126419 146126419 Missense_Mutation SNP C T C FBXO30 c.G1123A p.V375M
XH_P57 6 146755140 146755140 Silent SNP G A G GRM1 c.G2793A p.K931K
XH_P57 6 146755842 146755842 Silent SNP C A C GRM1 c.C3495A p.P1165P
XH_P57 6 149795522 149795522 Missense_Mutation SNP G A G ZC3H12D c.C158T p.P53L
XH_P57 6 150210723 150210723 Missense_Mutation SNP C T C RAET1E c.G275A p.R92H
XH_P57 6 150342232 150342232 Missense_Mutation SNP G A G RAET1L c.C440T p.T147I
XH_P57 6 150346532 150346532 Missense_Mutation SNP T C T RAET1L c.A76G p.R26G
XH_P57 6 150390149 150390149 Nonsense_Mutation SNP G C G ULBP3 c.C54G p.Y18X
XH_P57 6 150716533 150716533 Missense_Mutation SNP T A T IYD c.T691A p.F231I
XH_P57 6 150716697 150716697 Missense_Mutation SNP G A G IYD c.G794A p.C265Y
XH_P57 6 151055189 151055189 Silent SNP C G C PLEKHG1 c.C549G p.T183T
XH_P57 6 151673179 151673179 Missense_Mutation SNP A T A AKAP12 c.A3359T p.K1120I
XH_P57 6 151673630 151673630 Silent SNP A G A AKAP12 c.A3810G p.E1270E
XH_P57 6 151686905 151686905 Silent SNP C T C ZBTB2 c.G1296A p.E432E
XH_P57 6 151914265 151914265 Silent SNP T C T CCDC170 c.T1317C p.L439L
XH_P57 6 152646279 152646279 Silent SNP G C G SYNE1 c.C15384G p.A5128A
XH_P57 6 153296541 153296541 Missense_Mutation SNP G C G FBXO5 c.C181G p.Q61E
XH_P57 6 153315744 153315744 Silent SNP T A T MTRF1L c.A591T p.G197G
XH_P57 6 153323594 153323594 Missense_Mutation SNP C T C MTRF1L c.G227A p.R76Q
XH_P57 6 153323709 153323709 Missense_Mutation SNP T C T MTRF1L c.A112G p.T38A
XH_P57 6 154412347 154412347 Missense_Mutation SNP G A G OPRM1 c.G604A p.V202I
XH_P57 6 154763401 154763401 Silent SNP G A G CNKSR3 c.C240T p.N80N
XH_P57 6 155578010 155578010 Missense_Mutation SNP G A G TIAM2 c.G1636A p.G546R
XH_P57 6 160169258 160169258 Silent SNP G T G WTAP c.G309T p.P103P
XH_P57 6 160328620 160328620 Silent SNP C T C MAS1 c.C633T p.V211V
XH_P57 6 160493834 160493834 Silent SNP G A G IGF2R c.G4608A p.A1536A
XH_P57 6 160517481 160517481 Silent SNP C T C IGF2R c.C6666T p.L2222L
XH_P57 6 161054859 161054859 Silent SNP A T A LPA c.T1161A p.T387T
XH_P57 6 161807831 161807831 In_Frame_Ins INS - AAA - PRKN c.714_715insTTTp.T239delinsFT
XH_P57 6 166572005 166572005 Missense_Mutation SNP T C T T c.A932G p.N311S
XH_P57 6 166736362 166736362 Silent SNP C T C SFT2D1 c.G423A p.S141S
XH_P57 6 166864693 166864693 Silent SNP G A G RPS6KA2 c.C810T p.N270N
XH_P57 6 166873010 166873010 Silent SNP C T C RPS6KA2 c.G708A p.P236P
XH_P57 6 167040463 167040463 Silent SNP A G A RPS6KA2 c.T45C p.S15S
XH_P57 7 930689 930689 Silent SNP C T C GET4 c.C591T p.A197A



XH_P57 7 933428 933428 Silent SNP C T C GET4 c.C798T p.L266L
XH_P57 7 1276250 1276250 Silent SNP C T C UNCX c.C1233T p.P411P
XH_P57 7 1484852 1484852 Missense_Mutation SNP G A G MICALL2 c.C854T p.S285L
XH_P57 7 2472555 2472555 Missense_Mutation SNP C T C CHST12 c.C281T p.P94L
XH_P57 7 2565976 2565976 Missense_Mutation SNP G A G LFNG c.G920A p.R307H
XH_P57 7 2951824 2951824 Silent SNP A G A CARD11 c.T3126C p.I1042I
XH_P57 7 2957005 2957005 Silent SNP T C T CARD11 c.A2622G p.P874P
XH_P57 7 2985463 2985463 Silent SNP G A G CARD11 c.C348T p.S116S
XH_P57 7 4308362 4308362 Missense_Mutation SNP C T C SDK1 c.C2020T p.R674C
XH_P57 7 4830426 4830426 Silent SNP T C T AP5Z1 c.T2061C p.S687S
XH_P57 7 4900095 4900095 Silent SNP A G A PAPOLB c.T1347C p.N449N
XH_P57 7 4900341 4900341 Silent SNP G A G PAPOLB c.C1101T p.S367S
XH_P57 7 4901062 4901062 Missense_Mutation SNP C T C PAPOLB c.G380A p.R127Q
XH_P57 7 4901385 4901385 Missense_Mutation SNP A C A PAPOLB c.T57G p.N19K
XH_P57 7 4955653 4955653 Silent SNP C T C MMD2 c.G348A p.A116A
XH_P57 7 5104972 5104972 Missense_Mutation SNP G C G RBAK c.G1885C p.G629R
XH_P57 7 5105133 5105133 Silent SNP C T C RBAK c.C2046T p.N682N
XH_P57 7 5399044 5399044 Silent SNP C G C TNRC18 c.G4818C p.S1606S
XH_P57 7 5410425 5410425 Missense_Mutation SNP G C G TNRC18 c.C3800G p.A1267G
XH_P57 7 5959485 5959485 Missense_Mutation SNP G A G CCZ1 c.G994A p.V332I
XH_P57 7 6189780 6189780 Silent SNP T C T USP42 c.T1953C p.L651L
XH_P57 7 6193464 6193464 Missense_Mutation SNP T G T USP42 c.T2279G p.L760R
XH_P57 7 6449496 6449496 Missense_Mutation SNP T C T DAGLB c.A1604G p.Q535R
XH_P57 7 6550293 6550293 Missense_Mutation SNP C T C GRID2IP c.G1600A p.E534K
XH_P57 7 7493097 7493097 Missense_Mutation SNP C T C COL28A1 c.G1414A p.A472T
XH_P57 7 8009419 8009419 Silent SNP C T C GLCCI1 c.C438T p.P146P
XH_P57 7 11521542 11521542 Silent SNP T C T THSD7A c.A1890G p.P630P
XH_P57 7 11675855 11675855 Silent SNP C T C THSD7A c.G924A p.R308R
XH_P57 7 11676377 11676377 Silent SNP G A G THSD7A c.C402T p.P134P
XH_P57 7 18066569 18066569 Missense_Mutation SNP C A C PRPS1L1 c.G837T p.E279D
XH_P57 7 19184732 19184732 Missense_Mutation SNP C A C FERD3L c.G254T p.G85V
XH_P57 7 20193979 20193979 Missense_Mutation SNP T G T MACC1 c.A2183C p.E728A
XH_P57 7 20197911 20197911 Silent SNP C T C MACC1 c.G2073A p.E691E
XH_P57 7 20201458 20201458 Missense_Mutation SNP G A G MACC1 c.C28T p.R10W
XH_P57 7 20698270 20698270 Missense_Mutation SNP A G A ABCB5 c.A343G p.K115E
XH_P57 7 20824614 20824614 Silent SNP C T C SP8 c.G822A p.S274S
XH_P57 7 21639572 21639572 Silent SNP A G A DNAH11 c.A2835G p.Q945Q
XH_P57 7 21775443 21775443 Silent SNP G A G DNAH11 c.G7626A p.T2542T
XH_P57 7 21939032 21939032 Silent SNP C A C DNAH11 c.C13128A p.L4376L
XH_P57 7 24742436 24742436 Silent SNP T C T DFNA5 c.A708G p.A236A
XH_P57 7 29519929 29519929 Missense_Mutation SNP A G A CHN2 c.A203G p.H68R
XH_P57 7 30634630 30634630 Silent SNP G C G GARS c.G93C p.L31L
XH_P57 7 30695202 30695202 Silent SNP C T C CRHR2 c.G1044A p.S348S
XH_P57 7 30791847 30791847 Silent SNP C T C INMT c.C81T p.F27F
XH_P57 7 30831144 30831144 Silent SNP C T C MINDY4 c.C1027T p.L343L
XH_P57 7 31683054 31683054 Silent SNP G T G CCDC129 c.G2070T p.G690G
XH_P57 7 31920395 31920395 Silent SNP G A G PDE1C c.C207T p.A69A
XH_P57 7 33060946 33060946 Silent SNP A G A NT5C3A c.T393C p.Y131Y
XH_P57 7 33388713 33388713 Missense_Mutation SNP G A G BBS9 c.G997A p.A333T
XH_P57 7 34818113 34818113 Missense_Mutation SNP A T A NPSR1 c.A287T p.N96I
XH_P57 7 34867182 34867182 Silent SNP C T C NPSR1 c.C450T p.F150F
XH_P57 7 34874038 34874038 Missense_Mutation SNP C G C NPSR1 c.C525G p.S175R
XH_P57 7 34889182 34889182 Missense_Mutation SNP A G A NPSR1 c.A833G p.Q278R
XH_P57 7 34917740 34917740 Nonsense_Mutation SNP C T C NPSR1 c.C1045T p.R349X
XH_P57 7 36327317 36327317 Missense_Mutation SNP C T C EEPD1 c.C1246T p.P416S
XH_P57 7 37298800 37298800 Silent SNP C T C ELMO1 c.G399A p.V133V
XH_P57 7 37780799 37780799 Silent SNP C A C GPR141 c.C804A p.I268I
XH_P57 7 37890316 37890316 Silent SNP C T C NME8 c.C177T p.D59D
XH_P57 7 37947164 37947164 Missense_Mutation SNP G T G SFRP4 c.C958A p.P320T
XH_P57 7 37961001 37961001 Silent SNP C A C EPDR1 c.C34A p.R12R
XH_P57 7 38766588 38766588 Missense_Mutation SNP T C T VPS41 c.A2330G p.D777G
XH_P57 7 39606107 39606107 Silent SNP G A G YAE1D1 c.G90A p.A30A
XH_P57 7 40027484 40027484 Missense_Mutation SNP A G A CDK13 c.A1498G p.T500A
XH_P57 7 40127767 40127767 Silent SNP G A G CDK13 c.G3072A p.K1024K
XH_P57 7 43663423 43663423 Missense_Mutation SNP G C G STK17A c.G856C p.E286Q
XH_P57 7 43843423 43843423 Silent SNP G A G BLVRA c.G609A p.V203V
XH_P57 7 43916727 43916727 Missense_Mutation SNP T G T URGCP c.A2308C p.M770L
XH_P57 7 43917013 43917013 Silent SNP G A G URGCP c.C2022T p.H674H
XH_P57 7 43917274 43917274 Silent SNP A G A URGCP c.T1761C p.H587H
XH_P57 7 44047066 44047066 Missense_Mutation SNP T C T SPDYE1 c.T832C p.C278R
XH_P57 7 44099664 44099664 Silent SNP T C T DBNL c.T756C p.A252A
XH_P57 7 44112694 44112694 Silent SNP C T C POLM c.G1494A p.V498V
XH_P57 7 44153780 44153780 Missense_Mutation SNP A G A AEBP1 c.A3397G p.K1133E
XH_P57 7 44579180 44579180 Silent SNP G C G NPC1L1 c.C816G p.L272L
XH_P57 7 44612229 44612229 Silent SNP G A G DDX56 c.C498T p.D166D
XH_P57 7 44800176 44800176 Missense_Mutation SNP G T G ZMIZ2 c.G1146T p.L382F
XH_P57 7 45005795 45005795 Silent SNP G A G MYO1G c.C2034T p.H678H
XH_P57 7 45009723 45009723 Silent SNP G A G MYO1G c.C1248T p.N416N
XH_P57 7 45015107 45015107 Silent SNP G A G MYO1G c.C540T p.H180H
XH_P57 7 45016621 45016621 Missense_Mutation SNP C T C MYO1G c.G145A p.V49M
XH_P57 7 45148667 45148667 Missense_Mutation SNP G A G TBRG4 c.C203T p.P68L
XH_P57 7 45148773 45148773 Missense_Mutation SNP C A C TBRG4 c.G97T p.A33S
XH_P57 7 47859156 47859156 Frame_Shift_Ins INS - T - C7orf69 c.331dupT p.K110fs
XH_P57 7 47879049 47879049 Missense_Mutation SNP G A G PKD1L1 c.C5764T p.R1922W
XH_P57 7 47971626 47971626 Silent SNP G A G PKD1L1 c.C426T p.I142I
XH_P57 7 48285182 48285182 Frame_Shift_Ins INS - TA - ABCA13 .1464_1465insT p.K488fs
XH_P57 7 48285183 48285183 Frame_Shift_Ins INS - ACAAATTGATT - ABCA13 _1466insACAAAT p.D489fs
XH_P57 7 50173777 50173777 Missense_Mutation SNP A G A C7orf72 c.A802G p.T268A
XH_P57 7 51096036 51096036 Missense_Mutation SNP G C G COBL c.C2757G p.H919Q
XH_P57 7 55540707 55540707 Nonsense_Mutation SNP G A G VOPP1 c.C379T p.R127X
XH_P57 7 56149939 56149939 Silent SNP G A G PHKG1 c.C528T p.C176C
XH_P57 7 63529956 63529956 Silent SNP G A G ZNF727 c.G195A p.A65A
XH_P57 7 64169017 64169017 Frame_Shift_Ins INS - A - ZNF107 c.2447dupA p.E816fs
XH_P57 7 64388472 64388472 Missense_Mutation SNP C A C ZNF273 c.C766A p.H256N
XH_P57 7 64451656 64451656 Silent SNP G A G ERV3-1 c.C1749T p.V583V
XH_P57 7 66459316 66459316 Silent SNP G A G SBDS c.C141T p.L47L
XH_P57 7 70228020 70228020 Missense_Mutation SNP G T G AUTS2 c.G907T p.A303S
XH_P57 7 70228139 70228139 Silent SNP A G A AUTS2 c.A1026G p.P342P



XH_P57 7 70252283 70252283 Silent SNP G A G AUTS2 c.G2325A p.T775T
XH_P57 7 72209528 72209528 Splice_Site DEL A - A TYW1B . .
XH_P57 7 73097654 73097654 Missense_Mutation SNP C T C DNAJC30 c.G100A p.G34R
XH_P57 7 73097720 73097720 Missense_Mutation SNP G C G DNAJC30 c.C34G p.L12V
XH_P57 7 73122923 73122923 Silent SNP A G A STX1A c.T204C p.D68D
XH_P57 7 73151644 73151644 Silent SNP A G A ABHD11 c.T201C p.Y67Y
XH_P57 7 74489486 74489486 Missense_Mutation SNP T C T RCC1L c.A88G p.R30G
XH_P57 7 74564546 74564546 Missense_Mutation SNP G A G GTF2IRD2 c.G2293A p.A765T
XH_P57 7 75615287 75615287 Silent SNP G A G POR c.G1716A p.S572S
XH_P57 7 76140186 76140186 Missense_Mutation SNP T C T UPK3B c.T217C p.S73P
XH_P57 7 76143306 76143306 Missense_Mutation SNP G C G UPK3B c.G669C p.K223N
XH_P57 7 76144483 76144483 Missense_Mutation SNP A G A UPK3B c.A878G p.Q293R
XH_P57 7 76871086 76871086 Silent SNP G A G CCDC146 c.G318A p.L106L
XH_P57 7 77365770 77365770 Silent SNP A G A RSBN1L c.A630G p.E210E
XH_P57 7 83029438 83029438 Silent SNP C T C SEMA3E c.G1092A p.L364L
XH_P57 7 88963039 88963039 Missense_Mutation SNP G A G ZNF804B c.G743A p.C248Y
XH_P57 7 89791322 89791322 Frame_Shift_Ins INS - A - STEAP1 c.692_693insA p.A231fs
XH_P57 7 89791324 89791324 Frame_Shift_Ins INS - TTCTTTATTT - STEAP1 4_695insTTCTTT p.L232fs
XH_P57 7 92733766 92733766 Missense_Mutation SNP C A C SAMD9 c.G1645T p.V549L
XH_P57 7 92734451 92734451 Silent SNP A G A SAMD9 c.T960C p.Y320Y
XH_P57 7 92734983 92734983 Missense_Mutation SNP A G A SAMD9 c.T428C p.I143T
XH_P57 7 92760738 92760738 Missense_Mutation SNP T G T SAMD9L c.A4547C p.N1516T
XH_P57 7 92764982 92764982 Silent SNP C T C SAMD9L c.G303A p.Q101Q
XH_P57 7 95025600 95025600 Silent SNP G A G PON3 c.C63T p.F21F
XH_P57 7 97847040 97847040 Silent SNP G A G TECPR1 c.C3348T p.H1116H
XH_P57 7 97852399 97852399 Missense_Mutation SNP G A G TECPR1 c.C2831T p.P944L
XH_P57 7 97873994 97873994 Silent SNP G A G TECPR1 c.C420T p.Y140Y
XH_P57 7 98790671 98790671 Missense_Mutation SNP G A G KPNA7 c.C607T p.L203F
XH_P57 7 99445132 99445132 Silent SNP C T C CYP3A43 c.C340T p.L114L
XH_P57 7 99690564 99690564 Silent SNP A T A MCM7 c.T1623A p.T541T
XH_P57 7 99752642 99752642 Missense_Mutation SNP C T C C7orf43 c.G928A p.V310I
XH_P57 7 99818815 99818815 Frame_Shift_Ins INS - CT - PVRIG c.922_923insCT p.T308fs
XH_P57 7 100075191 100075191 Silent SNP G C G TSC22D4 c.C471G p.T157T
XH_P57 7 100285476 100285476 Missense_Mutation SNP C T C GIGYF1 c.G196A p.A66T
XH_P57 7 100466350 100466350 Missense_Mutation SNP C A C TRIP6 c.C597A p.H199Q
XH_P57 7 100635193 100635193 Missense_Mutation SNP C T C MUC12 c.C1349T p.T450I
XH_P57 7 100682613 100682613 Missense_Mutation SNP T C T MUC17 c.T7916C p.L2639P
XH_P57 7 100683520 100683520 Silent SNP C T C MUC17 c.C8823T p.A2941A
XH_P57 7 100771723 100771723 Missense_Mutation SNP G A G SERPINE1 c.G49A p.V17I
XH_P57 7 101916647 101916647 Silent SNP A G A CUX1 c.A1218G p.A406A
XH_P57 7 101917521 101917521 Missense_Mutation SNP G A G CUX1 c.G1342A p.A448T
XH_P57 7 102112980 102112980 Silent SNP G A G LRWD1 c.G1158A p.T386T
XH_P57 7 102715799 102715799 Missense_Mutation SNP T C T ARMC10 c.T80C p.L27P
XH_P57 7 105103086 105103086 Missense_Mutation SNP C T C PUS7 c.G1757A p.R586H
XH_P57 7 105662821 105662821 Missense_Mutation SNP T C T CDHR3 c.T1739C p.V580A
XH_P57 7 105671267 105671267 Silent SNP T C T CDHR3 c.T2070C p.D690D
XH_P57 7 106685448 106685448 Silent SNP G T G PRKAR2B c.G96T p.A32A
XH_P57 7 107603431 107603431 Silent SNP A C A LAMB1 c.T1776G p.P592P
XH_P57 7 107706895 107706895 Missense_Mutation SNP T C T LAMB4 c.A2597G p.N866S
XH_P57 7 107872816 107872816 Silent SNP G A G NRCAM c.C381T p.N127N
XH_P57 7 116339672 116339672 Silent SNP C T C MET c.C534T p.S178S
XH_P57 7 116340262 116340262 Missense_Mutation SNP A G A MET c.A1124G p.N375S
XH_P57 7 116528240 116528240 Silent SNP C T C CAPZA2 c.C99T p.F33F
XH_P57 7 117235055 117235055 Silent SNP T G T CFTR c.T2562G p.T854T
XH_P57 7 120969769 120969769 Missense_Mutation SNP G A G WNT16 c.G214A p.G72R
XH_P57 7 120979089 120979089 Missense_Mutation SNP C T C WNT16 c.C758T p.T253I
XH_P57 7 122635357 122635357 Missense_Mutation SNP G A G TAS2R16 c.C332T p.T111I
XH_P57 7 128317658 128317658 Missense_Mutation SNP C T C FAM71F2 c.C406T p.R136W
XH_P57 7 128478103 128478103 Silent SNP C T C FLNC c.C1032T p.V344V
XH_P57 7 128480123 128480123 Silent SNP C A C FLNC c.C1458A p.P486P
XH_P57 7 128484816 128484816 Silent SNP A G A FLNC c.A3297G p.V1099V
XH_P57 7 128487893 128487893 Silent SNP G A G FLNC c.G4431A p.L1477L
XH_P57 7 128491603 128491603 Silent SNP T C T FLNC c.T5664C p.T1888T
XH_P57 7 128495338 128495338 Silent SNP C T C FLNC c.C7122T p.D2374D
XH_P57 7 129950740 129950740 Missense_Mutation SNP G T G CPA4 c.G808T p.G270C
XH_P57 7 130007381 130007381 Missense_Mutation SNP T C T CPA5 c.T1007C p.L336S
XH_P57 7 130418525 130418525 Silent SNP G A G KLF14 c.C336T p.S112S
XH_P57 7 131195712 131195712 Missense_Mutation SNP G A G PODXL c.C581T p.S194L
XH_P57 7 131195959 131195959 Missense_Mutation SNP C T C PODXL c.G334A p.G112S
XH_P57 7 132193201 132193201 Silent SNP A G A PLXNA4 c.T252C p.H84H
XH_P57 7 133580447 133580447 Silent SNP G A G EXOC4 c.G1830A p.V610V
XH_P57 7 134719215 134719215 Silent SNP T C T AGBL3 c.T873C p.D291D
XH_P57 7 134925411 134925411 Silent SNP G A G STRA8 c.G201A p.A67A
XH_P57 7 135279315 135279315 Silent SNP A C A NUP205 c.A777C p.A259A
XH_P57 7 135300783 135300783 Missense_Mutation SNP C G C NUP205 c.C2356G p.L786V
XH_P57 7 135406176 135406176 Silent SNP A G A SLC13A4 c.T195C p.L65L
XH_P57 7 138433937 138433937 Silent SNP G A G ATP6V0A4 c.C1155T p.V385V
XH_P57 7 138601826 138601826 Missense_Mutation SNP G A G KIAA1549 c.C2546T p.S849L
XH_P57 7 138603282 138603282 Missense_Mutation SNP T C T KIAA1549 c.A1090G p.T364A
XH_P57 7 139715574 139715574 Silent SNP C T C TBXAS1 c.C1281T p.P427P
XH_P57 7 139724555 139724555 Silent SNP C T C PARP12 c.G1911A p.P637P
XH_P57 7 139727135 139727135 Silent SNP G A G PARP12 c.C1569T p.F523F
XH_P57 7 139797431 139797431 Missense_Mutation SNP G T G KDM7A c.C1930A p.R644S
XH_P57 7 140125750 140125750 Missense_Mutation SNP T C T RAB19 c.T454C p.Y152H
XH_P57 7 141464810 141464810 Silent SNP C T C TAS2R3 c.C852T p.L284L
XH_P57 7 141738389 141738389 Nonsense_Mutation INS - AATGAGATTTG - MGAM _2291insAATGAG764_L765delinsQX
XH_P57 7 141920426 141920426 Missense_Mutation SNP C T C MGAM2 c.C6115T p.P2039S
XH_P57 7 142564250 142564260 Frame_Shift_Del DEL CCTGTGGTGC - CCTGTGGTGCA EPHB6 c.598_608del p.P200fs
XH_P57 7 143017768 143017768 Missense_Mutation SNP C T C CLCN1 c.C313T p.R105C
XH_P57 7 143053723 143053723 Missense_Mutation SNP C T C FAM131B c.G721A p.A241T
XH_P57 7 143771557 143771557 Missense_Mutation SNP T C T OR2A25 c.T245C p.V82A
XH_P57 7 143807542 143807542 Frame_Shift_Ins INS - AT - OR2A2 c.867_868insAT p.Y289fs
XH_P57 7 143882673 143882673 Missense_Mutation SNP C T C CTAGE4 c.C2077T p.L693F
XH_P57 7 143955884 143955884 Missense_Mutation SNP A C A OR2A7 c.T838G p.F280V
XH_P57 7 143955886 143955900 In_Frame_Del DEL GCTGTGAAAC - GGCTGTGAAACAG OR2A7 c.822_836del p.274_279del
XH_P57 7 148489820 148489820 Silent SNP G A G CUL1 c.G1809A p.A603A
XH_P57 7 148525904 148525904 Missense_Mutation SNP C G C EZH2 c.G436C p.D146H
XH_P57 7 149191568 149191568 Silent SNP C T C ZNF746 c.G51A p.T17T



XH_P57 7 149484798 149484798 Missense_Mutation SNP C T C SSPO c.C3620T p.A1207V
XH_P57 7 149509419 149509419 Missense_Mutation SNP C T C SSPO c.C9817T p.R3273W
XH_P57 7 149511902 149511902 Silent SNP C T C SSPO c.C10452T p.C3484C
XH_P57 7 149513077 149513077 Silent SNP G C G SSPO c.G10980C p.S3660S
XH_P57 7 149517978 149517978 Missense_Mutation SNP G T G SSPO c.G12321T p.Q4107H
XH_P57 7 149523584 149523584 Missense_Mutation SNP C T C SSPO c.C14495T p.P4832L
XH_P57 7 149543269 149543269 Missense_Mutation SNP C T C ZNF862 c.C166T p.R56C
XH_P57 7 150094853 150094853 Silent SNP G A G ZNF775 c.G1284A p.T428T
XH_P57 7 150439500 150439500 Silent SNP C T C GIMAP1-GIMAP c.C273T p.A91A
XH_P57 7 150440043 150440043 Silent SNP C T C GIMAP1-GIMAP c.C816T p.L272L
XH_P57 7 150491156 150491156 Missense_Mutation SNP T C T TMEM176B c.A208G p.T70A
XH_P57 7 150707738 150707738 Silent SNP G A G NOS3 c.G2739A p.E913E
XH_P57 7 150768786 150768786 Silent SNP G A G SLC4A2 c.G2175A p.T725T
XH_P57 7 150774308 150774308 Missense_Mutation SNP G A G FASTK c.C884T p.A295V
XH_P57 7 150864240 150864240 Silent SNP G C G GBX1 c.C396G p.A132A
XH_P57 7 150878260 150878260 Silent SNP C G C ASB10 c.G870C p.A290A
XH_P57 7 150878399 150878399 Missense_Mutation SNP C T C ASB10 c.G731A p.R244H
XH_P57 7 150934817 150934817 Frame_Shift_Del DEL G - G CHPF2 c.1369delG p.G457fs
XH_P57 7 151097314 151097314 Silent SNP A G A WDR86 c.T177C p.Y59Y
XH_P57 7 151904421 151904421 Missense_Mutation SNP C T C KMT2C c.G3805A p.G1269S
XH_P57 7 154681050 154681050 Silent SNP C T C DPP6 c.C2052T p.A684A
XH_P57 7 154681216 154681216 Silent SNP G A G DPP6 c.G2106A p.R702R
XH_P57 7 155255332 155255332 Silent SNP T C T EN2 c.T952C p.L318L
XH_P57 7 155531080 155531080 Missense_Mutation SNP A G A RBM33 c.A1720G p.T574A
XH_P57 7 156742779 156742779 Silent SNP C A C NOM1 c.C348A p.A116A
XH_P57 7 157931091 157931091 Missense_Mutation SNP C T C PTPRN2 c.G913A p.V305M
XH_P57 7 158540945 158540945 Silent SNP C T C ESYT2 c.G1665A p.V555V
XH_P57 7 158827326 158827326 Silent SNP G A G VIPR2 c.C777T p.N259N
XH_P57 8 195254 195254 Missense_Mutation SNP C A C ZNF596 c.C407A p.T136K
XH_P57 8 196274 196274 Missense_Mutation SNP T G T ZNF596 c.T1427G p.V476G
XH_P57 8 2021421 2021421 Missense_Mutation SNP G T G MYOM2 c.G961T p.V321L
XH_P57 8 2040298 2040298 Silent SNP C T C MYOM2 c.C1953T p.A651A
XH_P57 8 6389889 6389889 Silent SNP C G C ANGPT2 c.G408C p.A136A
XH_P57 8 6500544 6500544 Missense_Mutation SNP C T C MCPH1 c.C2482T p.P828S
XH_P57 8 8234113 8234113 Silent SNP G A G PRAG1 c.C1806T p.V602V
XH_P57 8 8887407 8887407 In_Frame_Ins INS - TAG - ERI1 c.913_914insTAGp.I305delinsIV
XH_P57 8 10285810 10285810 Silent SNP T C T MSRA c.T576C p.G192G
XH_P57 8 10467160 10467160 Missense_Mutation SNP G A G RP1L1 c.C4448T p.A1483V
XH_P57 8 10469340 10469340 Silent SNP G A G RP1L1 c.C2268T p.N756N
XH_P57 8 11565920 11565920 Silent SNP G T G GATA4 c.G99T p.A33A
XH_P57 8 12958025 12958025 Silent SNP C A C DLC1 c.G288T p.A96A
XH_P57 8 17132462 17132462 Missense_Mutation SNP A G A VPS37A c.A562G p.I188V
XH_P57 8 17206588 17206588 Silent SNP G A G MTMR7 c.C471T p.V157V
XH_P57 8 17739538 17739538 Missense_Mutation SNP T C T FGL1 c.A214G p.I72V
XH_P57 8 17817553 17817553 Missense_Mutation SNP G T G PCM1 c.G2071T p.A691S
XH_P57 8 18725388 18725388 Missense_Mutation SNP G T G PSD3 c.C1430A p.P477H
XH_P57 8 19190491 19190491 Silent SNP A G A SH2D4A c.A72G p.K24K
XH_P57 8 20005554 20005554 Missense_Mutation SNP G C G SLC18A1 c.C1078G p.L360V
XH_P57 8 21955784 21955784 Missense_Mutation SNP A C A FAM160B2 c.A731C p.N244T
XH_P57 8 21965372 21965372 Silent SNP C T C NUDT18 c.G411A p.A137A
XH_P57 8 21978469 21978469 Silent SNP A G A HR c.T2370C p.D790D
XH_P57 8 21978578 21978578 Silent SNP A G A HR c.T2367C p.S789S
XH_P57 8 21984765 21984765 Missense_Mutation SNP C T C HR c.G1190A p.C397Y
XH_P57 8 21986657 21986657 Silent SNP C T C HR c.G27A p.K9K
XH_P57 8 21997738 21997738 Silent SNP A T A REEP4 c.T129A p.I43I
XH_P57 8 22273687 22273687 Silent SNP T C T SLC39A14 c.T1041C p.H347H
XH_P57 8 22419422 22419422 Missense_Mutation SNP G A G SORBS3 c.G562A p.G188S
XH_P57 8 23225559 23225559 Silent SNP G A G LOXL2 c.C306T p.Y102Y
XH_P57 8 23423669 23423669 Missense_Mutation SNP A G A SLC25A37 c.A259G p.I87V
XH_P57 8 23429329 23429329 Silent SNP T C T SLC25A37 c.T525C p.F175F
XH_P57 8 26481697 26481697 Missense_Mutation SNP G A G DPYSL2 c.G667A p.A223T
XH_P57 8 26510792 26510792 Silent SNP T C T DPYSL2 c.T1821C p.P607P
XH_P57 8 27362587 27362587 Missense_Mutation SNP G A G EPHX2 c.G263A p.C88Y
XH_P57 8 27528765 27528765 Missense_Mutation SNP C A C SCARA3 c.C1718A p.P573Q
XH_P57 8 27634064 27634064 Missense_Mutation SNP C T C ESCO2 c.C239T p.A80V
XH_P57 8 27668678 27668678 Missense_Mutation SNP G T G PBK c.C602A p.A201D
XH_P57 8 27767231 27767231 Missense_Mutation SNP C G C SCARA5 c.G946C p.D316H
XH_P57 8 28574803 28574803 Silent SNP G A G EXTL3 c.G1227A p.P409P
XH_P57 8 28998020 28998020 Frame_Shift_Del DEL G - G KIF13B c.2449delC p.Q817fs
XH_P57 8 28998021 28998021 Missense_Mutation SNP T A T KIF13B c.A2448T p.L816F
XH_P57 8 30702785 30702785 Missense_Mutation SNP T C T TEX15 c.A4898G p.N1633S
XH_P57 8 30706224 30706224 Missense_Mutation SNP A G A TEX15 c.T1459C p.C487R
XH_P57 8 30706810 30706810 Frame_Shift_Ins INS - T - TEX15 c.872dupA p.N291fs
XH_P57 8 30717452 30717452 Missense_Mutation SNP A G A TEX15 c.T662C p.I221T
XH_P57 8 30973957 30973957 Silent SNP G T G WRN c.G2361T p.L787L
XH_P57 8 30999280 30999280 Missense_Mutation SNP G T G WRN c.G3222T p.L1074F
XH_P57 8 37702472 37702472 Silent SNP G A G BRF2 c.C796T p.L266L
XH_P57 8 39682361 39682361 Frame_Shift_Ins INS - CTTGG - ADAM2 243_244insCCAA p.K82fs
XH_P57 8 41559609 41559609 Silent SNP G A G ANK1 c.C2349T p.T783T
XH_P57 8 48878746 48878751 Frame_Shift_Del DEL GACATT - GACATT MCM4 c.833_837del p.D278fs
XH_P57 8 52321686 52321686 Missense_Mutation SNP C T C PXDNL c.G2498A p.S833N
XH_P57 8 52321843 52321843 Missense_Mutation SNP G C G PXDNL c.C2341G p.R781G
XH_P57 8 54163562 54163562 Silent SNP C A C OPRK1 c.G36T p.P12P
XH_P57 8 59571856 59571856 Missense_Mutation SNP A C A NSMAF c.T50G p.I17S
XH_P57 8 63951312 63951312 Missense_Mutation SNP A G A GGH c.T16C p.C6R
XH_P57 8 66701147 66701147 Silent SNP G A G PDE7A c.C30T p.A10A
XH_P57 8 67064613 67064613 Silent SNP A G A TRIM55 c.A987G p.E329E
XH_P57 8 67089425 67089425 Silent SNP T G T CRH c.A288C p.G96G
XH_P57 8 67380528 67380528 Missense_Mutation SNP T C T ADHFE1 c.T1345C p.C449R
XH_P57 8 68864728 68864728 Silent SNP G A G PREX2 c.G99A p.K33K
XH_P57 8 69104619 69104619 Missense_Mutation SNP C T C PREX2 c.C4463T p.S1488L
XH_P57 8 70978690 70978690 Silent SNP C T C PRDM14 c.G963A p.T321T
XH_P57 8 72211295 72211295 Silent SNP T C T EYA1 c.A714G p.T238T
XH_P57 8 77765865 77765865 Silent SNP C T C ZFHX4 c.C6708T p.Y2236Y
XH_P57 8 86027418 86027418 Missense_Mutation SNP A G A LRRCC1 c.A349G p.T117A
XH_P57 8 95188850 95188850 Missense_Mutation SNP T C T CDH17 c.A343G p.K115E
XH_P57 8 95272605 95272605 Missense_Mutation SNP G C G GEM c.C127G p.R43G
XH_P57 8 97251798 97251798 Frame_Shift_Ins INS - AT - MTERF3 .1174_1175insA p.S392fs



XH_P57 8 99234772 99234772 Missense_Mutation SNP T G T NIPAL2 c.A493C p.T165P
XH_P57 8 101252680 101252680 Missense_Mutation SNP T C T SPAG1 c.T2330C p.M777T
XH_P57 8 101253184 101253184 Silent SNP G A G SPAG1 c.G2715A p.S905S
XH_P57 8 101271172 101271172 Missense_Mutation SNP G C G RNF19A c.C2129G p.A710G
XH_P57 8 101960850 101960850 Silent SNP G A G YWHAZ c.C268T p.L90L
XH_P57 8 101960851 101960851 Frame_Shift_Ins INS - TTTTTGTTTGGTT - YWHAZ 67insAAACCAAA p.E89fs
XH_P57 8 102555474 102555474 Missense_Mutation SNP A G A GRHL2 c.A26G p.K9R
XH_P57 8 102656413 102656413 Silent SNP A G A GRHL2 c.A1524G p.P508P
XH_P57 8 104342244 104342244 Missense_Mutation SNP G A G FZD6 c.G988A p.G330R
XH_P57 8 104394744 104394744 Silent SNP T C T CTHRC1 c.T606C p.G202G
XH_P57 8 104897809 104897809 Missense_Mutation SNP G A G RIMS2 c.G406A p.E136K
XH_P57 8 105105702 105105702 Nonsense_Mutation SNP C T C RIMS2 c.C2848T p.R950X
XH_P57 8 107754473 107754473 Silent SNP G A G OXR1 c.G369A p.E123E
XH_P57 8 110592147 110592154 Frame_Shift_Del DEL CAGAAGGT - CAGAAGGT SYBU c.218_225del p.D73fs
XH_P57 8 119391791 119391791 Silent SNP T C T SAMD12 c.A471G p.L157L
XH_P57 8 119964052 119964052 Missense_Mutation SNP G C G TNFRSF11B c.C9G p.N3K
XH_P57 8 120430428 120430428 Silent SNP T C T NOV c.T441C p.D147D
XH_P57 8 120803637 120803637 Missense_Mutation SNP C G C TAF2 c.G1340C p.S447T
XH_P57 8 124658203 124658203 Missense_Mutation SNP T C T KLHL38 c.A1522G p.K508E
XH_P57 8 124663895 124663895 Silent SNP G A G KLHL38 c.C1272T p.P424P
XH_P57 8 124663987 124663987 Missense_Mutation SNP C G C KLHL38 c.G1180C p.G394R
XH_P57 8 124693533 124693533 Missense_Mutation SNP G A G ANXA13 c.C898T p.R300C
XH_P57 8 125061895 125061895 Silent SNP G A G FER1L6 c.G2772A p.K924K
XH_P57 8 125463544 125463544 Silent SNP T C T TRMT12 c.T376C p.L126L
XH_P57 8 133047071 133047071 Silent SNP G A G OC90 c.C690T p.H230H
XH_P57 8 133092138 133092138 Missense_Mutation SNP G A G HHLA1 c.C752T p.P251L
XH_P57 8 133900495 133900495 Missense_Mutation SNP G A G TG c.G2443A p.G815R
XH_P57 8 133906136 133906136 Missense_Mutation SNP G C G TG c.G2963C p.R988P
XH_P57 8 134474148 134474148 Silent SNP C T C ST3GAL1 c.G819A p.S273S
XH_P57 8 134488007 134488007 Silent SNP G A G ST3GAL1 c.C261T p.T87T
XH_P57 8 135524797 135524797 Silent SNP G T G ZFAT c.C3096A p.I1032I
XH_P57 8 135649848 135649848 Missense_Mutation SNP G A G ZFAT c.C268T p.P90S
XH_P57 8 141461062 141461062 Silent SNP G A G TRAPPC9 c.C411T p.N137N
XH_P57 8 143413136 143413136 Missense_Mutation SNP C T C TSNARE1 c.G145A p.V49I
XH_P57 8 143425553 143425553 Silent SNP C T C TSNARE1 c.G519A p.A173A
XH_P57 8 143425720 143425720 Missense_Mutation SNP T C T TSNARE1 c.A352G p.T118A
XH_P57 8 143427178 143427178 Missense_Mutation SNP C G C TSNARE1 c.G164C p.R55P
XH_P57 8 143546035 143546035 Missense_Mutation SNP G C G ADGRB1 c.G476C p.R159P
XH_P57 8 143694775 143694775 Silent SNP G C G ARC c.C858G p.R286R
XH_P57 8 143922620 143922620 Missense_Mutation SNP C T C GML c.C160T p.R54C
XH_P57 8 143957163 143957163 Silent SNP C G C CYP11B1 c.G1086C p.L362L
XH_P57 8 143961102 143961102 Missense_Mutation SNP C T C CYP11B1 c.G128A p.R43Q
XH_P57 8 144239859 144239859 Silent SNP A G A LY6H c.T294C p.C98C
XH_P57 8 144240257 144240257 Silent SNP C G C LY6H c.G213C p.T71T
XH_P57 8 144295782 144295782 Silent SNP G T G GPIHBP1 c.G138T p.V46V
XH_P57 8 144413416 144413416 Silent SNP G A G TOP1MT c.C216T p.D72D
XH_P57 8 144457746 144457746 Silent SNP C A C RHPN1 c.C84A p.I28I
XH_P57 8 144623574 144623574 Missense_Mutation SNP T C T ZC3H3 c.A18G p.I6M
XH_P57 8 144654249 144654249 Missense_Mutation SNP G A G MROH6 c.C401T p.T134I
XH_P57 8 144658711 144658711 Silent SNP G A G NAPRT c.C913T p.L305L
XH_P57 8 144662353 144662353 Silent SNP G A G EEF1D c.C564T p.A188A
XH_P57 8 144671244 144671244 Silent SNP C A C EEF1D c.G1008T p.R336R
XH_P57 8 144671922 144671922 Silent SNP G A G EEF1D c.C330T p.R110R
XH_P57 8 144681777 144681777 Missense_Mutation SNP G T G TIGD5 c.G1704T p.M568I
XH_P57 8 144688736 144688736 Missense_Mutation SNP C G C PYCR3 c.G426C p.K142N
XH_P57 8 144801243 144801243 Silent SNP C T C MAPK15 c.C498T p.P166P
XH_P57 8 144808747 144808747 Silent SNP G A G FAM83H c.C2884T p.L962L
XH_P57 8 144941181 144941181 Missense_Mutation SNP G C G EPPK1 c.C6241G p.L2081V
XH_P57 8 144944176 144944176 Silent SNP T C T EPPK1 c.A3246G p.E1082E
XH_P57 8 144944638 144944638 Silent SNP G A G EPPK1 c.C2784T p.G928G
XH_P57 8 144945191 144945191 Missense_Mutation SNP T C T EPPK1 c.A2231G p.Y744C
XH_P57 8 144945792 144945792 Missense_Mutation SNP T C T EPPK1 c.A1630G p.K544E
XH_P57 8 144946799 144946799 Missense_Mutation SNP C T C EPPK1 c.G623A p.R208Q
XH_P57 8 144990528 144990528 Silent SNP A G A PLEC c.T13419C p.A4473A
XH_P57 8 144990921 144990921 Silent SNP G A G PLEC c.C13026T p.F4342F
XH_P57 8 144991176 144991176 Silent SNP T C T PLEC c.A12771G p.S4257S
XH_P57 8 144992103 144992103 Silent SNP T C T PLEC c.A11844G p.T3948T
XH_P57 8 144992361 144992361 Silent SNP T C T PLEC c.A11586G p.P3862P
XH_P57 8 144992862 144992862 Silent SNP A G A PLEC c.T11085C p.A3695A
XH_P57 8 144993324 144993324 Silent SNP C T C PLEC c.G10623A p.T3541T
XH_P57 8 144993377 144993377 Silent SNP A G A PLEC c.T10570C p.L3524L
XH_P57 8 144995188 144995188 Missense_Mutation SNP G A G PLEC c.C8759T p.T2920M
XH_P57 8 144995494 144995494 Missense_Mutation SNP C T C PLEC c.G8453A p.R2818H
XH_P57 8 144995736 144995736 Silent SNP G A G PLEC c.C8211T p.N2737N
XH_P57 8 144996029 144996029 Missense_Mutation SNP A G A PLEC c.T7918C p.S2640P
XH_P57 8 144996408 144996408 Silent SNP T G T PLEC c.A7539C p.A2513A
XH_P57 8 144997656 144997656 Silent SNP C T C PLEC c.G6399A p.A2133A
XH_P57 8 144997927 144997927 Missense_Mutation SNP G A G PLEC c.C6128T p.A2043V
XH_P57 8 144999417 144999417 Silent SNP C T C PLEC c.G4638A p.A1546A
XH_P57 8 145001031 145001031 Missense_Mutation SNP T C T PLEC c.A3923G p.H1308R
XH_P57 8 145001784 145001784 Silent SNP A G A PLEC c.T3508C p.L1170L
XH_P57 8 145007187 145007187 Missense_Mutation SNP G A G PLEC c.C1469T p.A490V
XH_P57 8 145011204 145011204 Silent SNP A G A PLEC c.T336C p.A112A
XH_P57 8 145057868 145057868 Missense_Mutation SNP A G A PARP10 c.T1925C p.V642A
XH_P57 8 145058986 145058986 Missense_Mutation SNP A G A PARP10 c.T1220C p.L407P
XH_P57 8 145059425 145059425 Missense_Mutation SNP T C T PARP10 c.A781G p.I261V
XH_P57 8 145060112 145060112 Silent SNP G A G PARP10 c.C249T p.H83H
XH_P57 8 145106274 145106274 Missense_Mutation SNP C T C OPLAH c.G3820A p.E1274K
XH_P57 8 145158050 145158050 Frame_Shift_Ins INS - T - SHARPIN c.279dupA p.G94fs
XH_P57 8 145170289 145170289 Missense_Mutation SNP G C G WDR97 c.G4123C p.A1375P
XH_P57 8 145579843 145579851 In_Frame_Del DEL GCCATACAG - GCCATACAG FBXL6 c.1249_1257del p.417_419del
XH_P57 8 145741602 145741602 Missense_Mutation SNP C T C RECQL4 c.G901A p.E301K
XH_P57 8 145742118 145742118 Frame_Shift_Ins INS - CCAC - RECQL4 .384_385insGTG p.P129fs
XH_P57 8 145756170 145756170 Silent SNP G A G ARHGAP39 c.C2973T p.D991D
XH_P57 8 146157483 146157483 Silent SNP G C G ZNF16 c.C690G p.V230V
XH_P57 9 214679 214679 Missense_Mutation SNP G A G C9orf66 c.C718T p.P240S
XH_P57 9 370244 370244 Silent SNP A G A DOCK8 c.A1608G p.K536K
XH_P57 9 377111 377111 Silent SNP G C G DOCK8 c.G2136C p.L712L



XH_P57 9 841971 841971 Missense_Mutation SNP T A T DMRT1 c.T133A p.S45T
XH_P57 9 990076 990076 Missense_Mutation SNP G A G DMRT3 c.G490A p.A164T
XH_P57 9 1056959 1056959 Missense_Mutation SNP G C G DMRT2 c.G1372C p.E458Q
XH_P57 9 2643634 2643634 Missense_Mutation SNP G C G VLDLR c.G704C p.R235P
XH_P57 9 4661970 4661971 Frame_Shift_Del DEL GA - GA SPATA6L c.105_106del p.N35fs
XH_P57 9 5431913 5431913 Missense_Mutation SNP A G A PLGRKT c.T65C p.M22T
XH_P57 9 6007500 6007500 Silent SNP G A G KIAA2026 c.C288T p.G96G
XH_P57 9 7046901 7046901 Missense_Mutation SNP C G C KDM4C c.C1534G p.Q512E
XH_P57 9 14846036 14846036 Missense_Mutation SNP C G C FREM1 c.G1315C p.V439L
XH_P57 9 15784631 15784631 Missense_Mutation SNP A G A CCDC171 c.A3206G p.K1069R
XH_P57 9 21384971 21384971 Missense_Mutation SNP C T C IFNA2 c.G358A p.A120T
XH_P57 9 21816758 21816758 Missense_Mutation SNP G A G MTAP c.G166A p.V56I
XH_P57 9 23692861 23692861 Silent SNP G A G ELAVL2 c.C735T p.D245D
XH_P57 9 23765046 23765046 Silent SNP C T C ELAVL2 c.G33A p.L11L
XH_P57 9 25677698 25677698 Missense_Mutation SNP A C A TUSC1 c.T622G p.S208A
XH_P57 9 25678122 25678122 Silent SNP G C G TUSC1 c.C198G p.A66A
XH_P57 9 26116157 26116157 Silent SNP G A G LOC100506422 c.G333A p.R111R
XH_P57 9 27296705 27296705 Silent SNP A G A EQTN c.T108C p.D36D
XH_P57 9 32542204 32542204 Silent SNP A G A TOPORS c.T2124C p.S708S
XH_P57 9 32630472 32630472 Silent SNP T C T TAF1L c.A5106G p.K1702K
XH_P57 9 32784838 32784838 Silent SNP T C T TMEM215 c.T657C p.C219C
XH_P57 9 33466219 33466219 Silent SNP A C A NOL6 c.T2214G p.V738V
XH_P57 9 33566234 33566234 Silent SNP C T C ANKRD18B c.C2289T p.A763A
XH_P57 9 33568789 33568789 Silent SNP T G T ANKRD18B c.T2886G p.L962L
XH_P57 9 33797928 33797928 Frame_Shift_Ins INS - CT - PRSS3 c.281_282insCT p.R94fs
XH_P57 9 33941759 33941759 Missense_Mutation SNP T C T UBAP2 c.A1016G p.N339S
XH_P57 9 34256347 34256347 Silent SNP C T C KIF24 c.G3258A p.G1086G
XH_P57 9 34397545 34397545 Silent SNP A G A C9orf24 c.T87C p.Y29Y
XH_P57 9 34459025 34459025 Missense_Mutation SNP G T G DNAI1 c.G22T p.A8S
XH_P57 9 34622032 34622032 Missense_Mutation SNP C T C ARID3C c.G1123A p.G375R
XH_P57 9 34622389 34622389 Missense_Mutation SNP A C A ARID3C c.T1003G p.C335G
XH_P57 9 34637690 34637690 Missense_Mutation SNP T G T SIGMAR1 c.A5C p.Q2P
XH_P57 9 34649442 34649442 Missense_Mutation SNP A G A GALT c.A613G p.N205D
XH_P57 9 34661994 34661994 Missense_Mutation SNP G A G CCL27 c.C286T p.L96F
XH_P57 9 35043291 35043291 Missense_Mutation SNP G T G C9orf131 c.G560T p.W187L
XH_P57 9 35044493 35044493 Missense_Mutation SNP T A T C9orf131 c.T1762A p.S588T
XH_P57 9 35105257 35105257 Silent SNP G A G FAM214B c.C1578T p.T526T
XH_P57 9 35674101 35674101 Silent SNP T C T CA9 c.T145C p.L49L
XH_P57 9 35674347 35674347 Missense_Mutation SNP A T A CA9 c.A391T p.R131W
XH_P57 9 35792423 35792423 Silent SNP T C T NPR2 c.T18C p.L6L
XH_P57 9 35818996 35818996 Silent SNP G A G FAM221B c.C1062T p.C354C
XH_P57 9 36105264 36105264 Silent SNP A G A RECK c.A1560G p.P520P
XH_P57 9 37692654 37692654 Missense_Mutation SNP A C A FRMPD1 c.A16C p.T6P
XH_P57 9 37729786 37729786 Missense_Mutation SNP C T C FRMPD1 c.C674T p.A225V
XH_P57 9 37731007 37731007 Silent SNP C T C FRMPD1 c.C765T p.D255D
XH_P57 9 37745413 37745413 Silent SNP G A G FRMPD1 c.G3384A p.E1128E
XH_P57 9 40772563 40772563 Silent SNP G A G ZNF658 c.C2712T p.R904R
XH_P57 9 40784155 40784157 In_Frame_Del DEL CTC - CTC ZNF658 c.188_190del p.63_64del
XH_P57 9 42368614 42368614 Missense_Mutation SNP A G A ANKRD20A2 c.A200G p.H67R
XH_P57 9 69206924 69206924 Missense_Mutation SNP T A T CBWD6 c.A864T p.E288D
XH_P57 9 69256816 69256816 Silent SNP G A G CBWD5 c.C315T p.N105N
XH_P57 9 72472831 72472831 Silent SNP C T C C9orf135 c.C90T p.T30T
XH_P57 9 75545882 75545882 Silent SNP G A G ALDH1A1 c.C225T p.S75S
XH_P57 9 77377410 77377410 Missense_Mutation SNP C T C TRPM6 c.G4162A p.V1388I
XH_P57 9 79955345 79955345 Missense_Mutation SNP G A G VPS13A c.G6788A p.S2263N
XH_P57 9 80851350 80851350 Silent SNP G C G CEP78 c.G84C p.S28S
XH_P57 9 80919756 80919756 Silent SNP T G T PSAT1 c.T297G p.A99A
XH_P57 9 84205860 84205860 Silent SNP G A G TLE1 c.C1719T p.T573T
XH_P57 9 86474115 86474115 Missense_Mutation SNP T C T KIF27 c.A2815G p.N939D
XH_P57 9 86518796 86518796 Missense_Mutation SNP T C T KIF27 c.A637G p.I213V
XH_P57 9 86900926 86900926 Silent SNP G A G SLC28A3 c.C1381T p.L461L
XH_P57 9 90538288 90538288 Nonsense_Mutation SNP C T C SPATA31C1 c.C3466T p.R1156X
XH_P57 9 90749692 90749692 Silent SNP C T C SPATA31C2 c.G180A p.K60K
XH_P57 9 91993724 91993724 Silent SNP C T C SEMA4D c.G2484A p.T828T
XH_P57 9 92008486 92008486 Frame_Shift_Ins INS - G - SEMA4D c.498dupC p.V167fs
XH_P57 9 94172975 94172975 Silent SNP C T C NFIL3 c.G42A p.A14A
XH_P57 9 95768448 95768448 Missense_Mutation SNP G A G FGD3 c.G823A p.V275I
XH_P57 9 95782667 95782667 Silent SNP C T C FGD3 c.C1455T p.F485F
XH_P57 9 96052295 96052295 Silent SNP C G C WNK2 c.C4902G p.A1634A
XH_P57 9 96055063 96055063 Silent SNP C T C WNK2 c.C5316T p.D1772D
XH_P57 9 96097669 96097669 Missense_Mutation SNP C T C C9orf129 c.G352A p.G118R
XH_P57 9 96278291 96278291 Silent SNP C T C FAM120A c.C1155T p.G385G
XH_P57 9 96278474 96278474 Silent SNP C T C FAM120A c.C1338T p.H446H
XH_P57 9 96318822 96318822 Silent SNP C T C FAM120A c.C2430T p.L810L
XH_P57 9 96407920 96407920 Silent SNP C T C PHF2 c.C309T p.D103D
XH_P57 9 96415482 96415482 Silent SNP A T A PHF2 c.A624T p.P208P
XH_P57 9 97062852 97062852 Missense_Mutation SNP A T A ZNF169 c.A439T p.R147W
XH_P57 9 97062981 97062981 Missense_Mutation SNP C T C ZNF169 c.C568T p.R190C
XH_P57 9 97082699 97082699 Missense_Mutation SNP G A G NUTM2F c.C1159T p.P387S
XH_P57 9 98997810 98997810 Missense_Mutation SNP C T C HSD17B3 c.G865A p.G289S
XH_P57 9 100105782 100105782 Missense_Mutation SNP C G C CCDC180 c.C2567G p.S856C
XH_P57 9 100388119 100388119 Missense_Mutation SNP G T G TSTD2 c.C326A p.A109D
XH_P57 9 100897139 100897139 Missense_Mutation SNP C G C CORO2A c.G417C p.E139D
XH_P57 9 100971348 100971348 Silent SNP T C T TBC1D2 c.A372G p.A124A
XH_P57 9 102591042 102591042 Missense_Mutation SNP A G A NR4A3 c.A718G p.S240G
XH_P57 9 102595069 102595069 Silent SNP G A G NR4A3 c.G1050A p.Q350Q
XH_P57 9 102595685 102595685 Silent SNP C T C NR4A3 c.C1203T p.A401A
XH_P57 9 104324545 104324545 Silent SNP G A G RNF20 c.G2769A p.P923P
XH_P57 9 104335682 104335682 Missense_Mutation SNP C T C GRIN3A c.G3122A p.R1041Q
XH_P57 9 104385712 104385712 Silent SNP A G A GRIN3A c.T2502C p.N834N
XH_P57 9 104499987 104499987 Missense_Mutation SNP G A G GRIN3A c.C275T p.S92L
XH_P57 9 107298444 107298444 Silent SNP C T C OR13C3 c.G651A p.L217L
XH_P57 9 107456933 107456933 Silent SNP C T C OR13D1 c.C231T p.L77L
XH_P57 9 107588033 107588033 Missense_Mutation SNP C T C ABCA1 c.G2473A p.V825I
XH_P57 9 109688010 109688010 Frame_Shift_Ins INS - T - ZNF462 c.1818dupT p.N606fs
XH_P57 9 111727670 111727670 Missense_Mutation SNP C G C CTNNAL1 c.G1579C p.E527Q
XH_P57 9 111868885 111868885 Silent SNP G A G TMEM245 c.C702T p.S234S
XH_P57 9 111881856 111881856 Missense_Mutation SNP T C T TMEM245 c.A338G p.H113R



XH_P57 9 111881927 111881927 Silent SNP T C T TMEM245 c.A267G p.L89L
XH_P57 9 111882167 111882167 Missense_Mutation SNP G C G TMEM245 c.C27G p.D9E
XH_P57 9 113459655 113459655 Silent SNP C T C MUSK c.C537T p.N179N
XH_P57 9 114089882 114089882 Missense_Mutation SNP C T C OR2K2 c.G832A p.G278R
XH_P57 9 114174415 114174415 Missense_Mutation SNP T C T KIAA0368 c.A2627G p.N876S
XH_P57 9 114190337 114190337 Silent SNP G A G KIAA0368 c.C1569T p.F523F
XH_P57 9 114195587 114195587 Silent SNP G A G KIAA0368 c.C1308T p.H436H
XH_P57 9 115024796 115024796 Silent SNP T C T PTBP3 c.A234G p.T78T
XH_P57 9 115216321 115216321 Missense_Mutation SNP A G A C9orf147 c.T415C p.F139L
XH_P57 9 115598610 115598610 Missense_Mutation SNP A G A SNX30 c.A735G p.I245M
XH_P57 9 115600827 115600827 Silent SNP C T C SNX30 c.C864T p.S288S
XH_P57 9 115925104 115925104 Silent SNP C T C SLC31A2 c.C339T p.A113A
XH_P57 9 115931692 115931692 Silent SNP A G A FKBP15 c.T3297C p.T1099T
XH_P57 9 116136473 116136473 Missense_Mutation SNP C A C HDHD3 c.G162T p.R54S
XH_P57 9 116346287 116346287 Silent SNP C T C RGS3 c.C558T p.Y186Y
XH_P57 9 116791161 116791161 Silent SNP T C T ZNF618 c.T897C p.C299C
XH_P57 9 117002517 117002517 Silent SNP C T C COL27A1 c.C2745T p.I915I
XH_P57 9 117122202 117122202 Silent SNP C T C AKNA c.G1908A p.E636E
XH_P57 9 117124731 117124731 Missense_Mutation SNP G A G AKNA c.C1514T p.P505L
XH_P57 9 117169033 117169033 Missense_Mutation SNP A G A WHRN c.T785C p.M262T
XH_P57 9 117186712 117186712 Missense_Mutation SNP C T C WHRN c.G265A p.A89T
XH_P57 9 119461275 119461275 Silent SNP G A G TRIM32 c.G1254A p.V418V
XH_P57 9 122001000 122001000 Silent SNP G A G BRINP1 c.C618T p.S206S
XH_P57 9 123301346 123301346 Silent SNP T G T CDK5RAP2 c.A480C p.L160L
XH_P57 9 123914854 123914854 Missense_Mutation SNP C T C CNTRL c.C2399T p.S800L
XH_P57 9 124048461 124048461 Missense_Mutation SNP T C T GSN c.T40C p.W14R
XH_P57 9 124065224 124065224 Missense_Mutation SNP G A G GSN c.G385A p.A129T
XH_P57 9 124094800 124094800 Silent SNP T C T GSN c.T2268C p.F756F
XH_P57 9 124632992 124632992 Missense_Mutation SNP T C T TTLL11 c.A1787G p.E596G
XH_P57 9 124914613 124914613 Silent SNP C T C NDUFA8 c.G126A p.E42E
XH_P57 9 125273435 125273435 Missense_Mutation SNP G A G OR1J2 c.G355A p.A119T
XH_P57 9 125288893 125288893 Missense_Mutation SNP C T C OR1N1 c.G680A p.R227Q
XH_P57 9 125316157 125316157 Missense_Mutation SNP C T C OR1N2 c.C709T p.R237C
XH_P57 9 125391409 125391409 Silent SNP A G A OR1B1 c.T406C p.L136L
XH_P57 9 126135936 126135936 Silent SNP G C G CRB2 c.G3126C p.A1042A
XH_P57 9 126219706 126219706 Silent SNP A G A DENND1A c.T1107C p.D369D
XH_P57 9 127262802 127262802 Missense_Mutation SNP C G C NR5A1 c.G437C p.G146A
XH_P57 9 129974928 129974929 Frame_Shift_Del DEL GG - GG RALGPS1 c.1250_1251del p.W417fs
XH_P57 9 130197414 130197414 Missense_Mutation SNP A G A ZNF79 c.A79G p.R27G
XH_P57 9 130206762 130206762 Silent SNP C T C ZNF79 c.C381T p.N127N
XH_P57 9 130475480 130475480 Missense_Mutation SNP C T C CFAP157 c.C1486T p.P496S
XH_P57 9 130511552 130511552 Silent SNP G A G SH2D3C c.C603T p.S201S
XH_P57 9 130513469 130513469 Silent SNP A G A SH2D3C c.T192C p.H64H
XH_P57 9 130529184 130529184 Missense_Mutation SNP C T C SH2D3C c.G307A p.G103S
XH_P57 9 130586621 130586621 Missense_Mutation SNP C G C ENG c.G1096C p.D366H
XH_P57 9 131117383 131117383 Missense_Mutation SNP G A G SLC27A4 c.G1376A p.R459H
XH_P57 9 131768785 131768785 Missense_Mutation SNP C T C NUP188 c.C5078T p.T1693M
XH_P57 9 131830610 131830610 Frame_Shift_Ins INS - GGTG - MIGA2 1403_1404insGG p.T468fs
XH_P57 9 132854659 132854659 Missense_Mutation SNP C T C GPR107 c.C862T p.R288W
XH_P57 9 133556930 133556930 Silent SNP C T C PRDM12 c.C978T p.P326P
XH_P57 9 133787225 133787225 Silent SNP A G A FIBCD1 c.T900C p.D300D
XH_P57 9 133924451 133924451 Missense_Mutation SNP C T C LAMC3 c.C1564T p.P522S
XH_P57 9 133927878 133927878 Missense_Mutation SNP A G A LAMC3 c.A1631G p.E544G
XH_P57 9 133928345 133928345 Silent SNP C T C LAMC3 c.C1932T p.S644S
XH_P57 9 134021630 134021630 Silent SNP A G A NUP214 c.A1851G p.T617T
XH_P57 9 134351343 134351343 Missense_Mutation SNP C T C PRRC2B c.C3827T p.A1276V
XH_P57 9 135202829 135202829 Missense_Mutation SNP T C T SETX c.A4156G p.I1386V
XH_P57 9 135203231 135203231 Missense_Mutation SNP C T C SETX c.G3754A p.G1252R
XH_P57 9 135763816 135763816 Silent SNP C T C SPACA9 c.C487T p.L163L
XH_P57 9 136262342 136262342 Silent SNP C G C STKLD1 c.C918G p.V306V
XH_P57 9 136573412 136573412 Silent SNP G A G SARDH c.C1467T p.H489H
XH_P57 9 136672413 136672413 Silent SNP C T C VAV2 c.G687A p.P229P
XH_P57 9 137711997 137711997 Silent SNP G C G COL5A1 c.G4482C p.P1494P
XH_P57 9 138236031 138236031 Silent SNP A G A C9orf62 c.A237G p.P79P
XH_P57 9 138379419 138379419 Silent SNP C T C PPP1R26 c.C3063T p.A1021A
XH_P57 9 138391600 138391600 Missense_Mutation SNP T C T C9orf116 c.A98G p.D33G
XH_P57 9 138395969 138395969 Missense_Mutation SNP A G A MRPS2 c.A881G p.H294R
XH_P57 9 138456155 138456155 Missense_Mutation SNP C A C PAEP c.C310A p.Q104K
XH_P57 9 138516347 138516347 Frame_Shift_Del DEL A - A GLT6D1 c.427delT p.W143fs
XH_P57 9 138669261 138669261 Silent SNP G A G KCNT1 c.G2292A p.T764T
XH_P57 9 138714620 138714620 Silent SNP G A G CAMSAP1 c.C1887T p.S629S
XH_P57 9 139612156 139612156 Missense_Mutation SNP T C T FAM69B c.T191C p.V64A
XH_P57 9 139925464 139925464 Missense_Mutation SNP G A G FUT7 c.C727T p.R243C
XH_P57 9 140093651 140093651 Missense_Mutation SNP G A G TPRN c.C1513T p.P505S
XH_P57 9 140127798 140127798 Missense_Mutation SNP C T C SLC34A3 c.C698T p.A233V
XH_P57 9 140147586 140147586 Missense_Mutation SNP C T C STPG3 c.C832T p.R278C
XH_P57 9 140327663 140327663 Missense_Mutation SNP C T C NOXA1 c.C689T p.P230L
XH_P57 9 140400456 140400456 Silent SNP G A G PNPLA7 c.C1230T p.P410P
XH_P57 9 140611140 140611140 Missense_Mutation SNP G A G EHMT1 c.G148A p.A50T
XH_P57 9 141008876 141008876 Silent SNP C T C CACNA1B c.C5583T p.F1861F
XH_P57 10 93816 93816 Silent SNP C T C TUBB8 c.G516A p.S172S
XH_P57 10 323283 323283 Silent SNP A G A DIP2C c.T4653C p.Y1551Y
XH_P57 10 871067 871070 Frame_Shift_Del DEL CTCT - CTCT LARP4B c.1419_1422del p.R473fs
XH_P57 10 1046712 1046712 Silent SNP G A G GTPBP4 c.G750A p.A250A
XH_P57 10 1406029 1406029 Missense_Mutation SNP C T C ADARB2 c.G271A p.G91S
XH_P57 10 3150973 3150973 Silent SNP C T C PFKP c.C303T p.F101F
XH_P57 10 5929962 5929962 Missense_Mutation SNP G C G ANKRD16 c.C383G p.A128G
XH_P57 10 5931230 5931230 Missense_Mutation SNP C T C ANKRD16 c.G88A p.G30R
XH_P57 10 5979117 5979117 Silent SNP T C T FBXO18 c.T3006C p.C1002C
XH_P57 10 7605067 7605067 Missense_Mutation SNP C T C ITIH5 c.G2165A p.R722Q
XH_P57 10 7780646 7780646 Missense_Mutation SNP C G C ITIH2 c.C2020G p.P674A
XH_P57 10 12811723 12811723 Frame_Shift_Ins INS - GT - CAMK1D c.490_491insGT p.S164fs
XH_P57 10 13151224 13151224 Silent SNP G A G OPTN c.G102A p.T34T
XH_P57 10 13375906 13375906 Silent SNP T C T SEPHS1 c.A270G p.T90T
XH_P57 10 13653653 13653653 Silent SNP A G A PRPF18 c.A549G p.K183K
XH_P57 10 14941635 14941635 In_Frame_Ins INS - TTGTGATTACCT - SUV39H2 _768insTTGTGAT.T256delinsTCDYL
XH_P57 10 15138615 15138615 Missense_Mutation SNP C T C C10orf111 c.G209A p.R70K
XH_P57 10 15145569 15145569 Missense_Mutation SNP A G A RPP38 c.A256G p.I86V



XH_P57 10 15256194 15256194 Missense_Mutation SNP G A G FAM171A1 c.C1393T p.P465S
XH_P57 10 16562600 16562600 Silent SNP G A G C1QL3 c.C465T p.H155H
XH_P57 10 16794623 16794623 Silent SNP C T C RSU1 c.G354A p.S118S
XH_P57 10 16918972 16918972 Silent SNP A G A CUBN c.T9030C p.A3010A
XH_P57 10 17130199 17130199 Silent SNP G A G CUBN c.C1911T p.L637L
XH_P57 10 17156151 17156151 Missense_Mutation SNP A G A CUBN c.T758C p.F253S
XH_P57 10 17157572 17157572 Silent SNP G A G CUBN c.C618T p.Y206Y
XH_P57 10 19392925 19392925 Silent SNP A G A MALRD1 c.A615G p.Q205Q
XH_P57 10 19780557 19780557 Missense_Mutation SNP C A C MALRD1 c.C5141A p.S1714Y
XH_P57 10 21108377 21108377 Silent SNP C T C NEBL c.G2031A p.R677R
XH_P57 10 21415006 21415006 Missense_Mutation SNP T C T C10orf113 c.A214G p.R72G
XH_P57 10 21805466 21805466 In_Frame_Ins INS - CCTCCT - SKIDA1 85_1286insAGGp.G429delinsEEG
XH_P57 10 22024074 22024074 Silent SNP A T A MLLT10 c.A2865T p.S955S
XH_P57 10 22048330 22048330 Silent SNP C T C DNAJC1 c.G1365A p.A455A
XH_P57 10 22618362 22618362 Missense_Mutation SNP G A G BMI1 c.G872A p.S291N
XH_P57 10 23393091 23393091 Missense_Mutation SNP A G A MSRB2 c.A137G p.E46G
XH_P57 10 24721946 24721946 Silent SNP A C A KIAA1217 c.A576C p.G192G
XH_P57 10 25701341 25701341 Missense_Mutation SNP C G C GPR158 c.C1274G p.A425G
XH_P57 10 27317840 27317840 Missense_Mutation SNP C T C ANKRD26 c.G3910A p.V1304I
XH_P57 10 27353007 27353007 Missense_Mutation SNP T C T ANKRD26 c.A1273G p.I425V
XH_P57 10 27381349 27381349 Silent SNP T C T ANKRD26 c.A624G p.V208V
XH_P57 10 27499804 27499804 Silent SNP T C T ACBD5 c.A612G p.A204A
XH_P57 10 28345418 28345418 Silent SNP T C T MPP7 c.A1542G p.K514K
XH_P57 10 29754644 29754644 Missense_Mutation SNP T C T SVIL c.A4735G p.I1579V
XH_P57 10 29812602 29812602 Silent SNP G T G SVIL c.C1663A p.R555R
XH_P57 10 29821523 29821523 Silent SNP T C T SVIL c.A1773G p.K591K
XH_P57 10 29822159 29822159 Silent SNP T C T SVIL c.A1137G p.L379L
XH_P57 10 29839787 29839787 Missense_Mutation SNP A G A SVIL c.T566C p.V189A
XH_P57 10 30915859 30915859 Missense_Mutation SNP G A G LYZL2 c.C124T p.R42W
XH_P57 10 31138817 31138817 Missense_Mutation SNP G A G ZNF438 c.C517T p.P173S
XH_P57 10 33475282 33475282 Missense_Mutation SNP C T C NRP1 c.G2179A p.V727I
XH_P57 10 35896957 35896957 Silent SNP G A G GJD4 c.G516A p.K172K
XH_P57 10 43696279 43696279 Silent SNP A G A RASGEF1A c.T541C p.L181L
XH_P57 10 44111806 44111806 Silent SNP G A G ZNF485 c.G42A p.L14L
XH_P57 10 44788818 44788825 Frame_Shift_Del DEL CCGCTGTT - CCGCTGTT C10orf142 c.243_250del p.Y81fs
XH_P57 10 47087609 47087609 Missense_Mutation SNP G A G NPY4R c.G826A p.V276M
XH_P57 10 47756065 47756065 Silent SNP C T C ANXA8L1 c.C354T p.D118D
XH_P57 10 49383976 49383976 Missense_Mutation SNP T C T FRMPD2 c.A2827G p.I943V
XH_P57 10 49440194 49440194 Missense_Mutation SNP C T C FRMPD2 c.G1060A p.E354K
XH_P57 10 49998780 49998780 Missense_Mutation SNP G A G WDFY4 c.G4075A p.V1359I
XH_P57 10 50040728 50040728 Missense_Mutation SNP G T G WDFY4 c.G6637T p.A2213S
XH_P57 10 50315893 50315893 Missense_Mutation SNP A G A VSTM4 c.T203C p.F68S
XH_P57 10 50533617 50533617 Silent SNP T C T C10orf71 c.T3027C p.G1009G
XH_P57 10 50533776 50533776 Silent SNP C G C C10orf71 c.C3186G p.P1062P
XH_P57 10 50534599 50534599 Missense_Mutation SNP G A G C10orf71 c.G4009A p.G1337S
XH_P57 10 50740626 50740626 Missense_Mutation SNP C T C ERCC6 c.G385A p.V129M
XH_P57 10 50740876 50740876 Silent SNP G C G ERCC6 c.C135G p.L45L
XH_P57 10 50872912 50872912 Silent SNP C T C CHAT c.C1713T p.I571I
XH_P57 10 50916542 50916542 Missense_Mutation SNP C T C C10orf53 c.C353T p.T118I
XH_P57 10 50950976 50950976 Missense_Mutation SNP G A G OGDHL c.C1283T p.T428M
XH_P57 10 52005153 52005153 Silent SNP A G A ASAH2 c.T189C p.A63A
XH_P57 10 53458047 53458047 Silent SNP A G A CSTF2T c.T1263C p.R421R
XH_P57 10 53458998 53458998 Silent SNP A G A CSTF2T c.T312C p.L104L
XH_P57 10 54074757 54074757 Silent SNP A G A DKK1 c.A318G p.A106A
XH_P57 10 54528266 54528266 Silent SNP G C G MBL2 c.C378G p.L126L
XH_P57 10 55943191 55943204 Frame_Shift_Del DEL TGAGTAGTTA - TGTGAGTAGTTAC PCDH15 c.1479delG p.Q493fs
XH_P57 10 59956041 59956041 Missense_Mutation SNP C T C IPMK c.G1047A p.M349I
XH_P57 10 61665886 61665886 Silent SNP C A C CCDC6 c.G297T p.V99V
XH_P57 10 61831271 61831271 Missense_Mutation SNP T C T ANK3 c.A9368G p.K3123R
XH_P57 10 63170292 63170292 Silent SNP A G A TMEM26 c.T895C p.L299L
XH_P57 10 64565011 64565011 Silent SNP G A G ADO c.G192A p.E64E
XH_P57 10 64573312 64573312 Silent SNP T G T EGR2 c.A1086C p.R362R
XH_P57 10 68040240 68040240 Silent SNP G T G CTNNA3 c.C1872A p.V624V
XH_P57 10 70225504 70225504 Silent SNP G T G DNA2 c.C507A p.A169A
XH_P57 10 70992635 70992635 Silent SNP G A G HKDC1 c.G342A p.T114T
XH_P57 10 71026510 71026510 Missense_Mutation SNP C A C HKDC1 c.C2751A p.N917K
XH_P57 10 71052083 71052083 Missense_Mutation SNP C T C HK1 c.C97T p.P33S
XH_P57 10 71176012 71176012 Missense_Mutation SNP A G A TACR2 c.T68C p.I23T
XH_P57 10 71391538 71391538 Silent SNP T C T C10orf35 c.T39C p.D13D
XH_P57 10 71874784 71874784 Missense_Mutation SNP C T C AIFM2 c.G862A p.D288N
XH_P57 10 71902488 71902488 Silent SNP C G C TYSND1 c.G1419C p.T473T
XH_P57 10 71905242 71905242 Silent SNP T G T TYSND1 c.A1101C p.V367V
XH_P57 10 72195717 72195717 Silent SNP G A G NODAL c.C216T p.N72N
XH_P57 10 72326400 72326400 Missense_Mutation SNP G A G PALD1 c.G2482A p.G828R
XH_P57 10 72503344 72503344 Silent SNP G A G ADAMTS14 c.G1965A p.T655T
XH_P57 10 72517830 72517830 Missense_Mutation SNP G A G ADAMTS14 c.G3050A p.S1017N
XH_P57 10 72535007 72535007 Missense_Mutation SNP C T C TBATA c.G713A p.R238Q
XH_P57 10 73057755 73057755 Silent SNP G C G UNC5B c.G2547C p.L849L
XH_P57 10 73434906 73434906 Missense_Mutation SNP G A G CDH23 c.G1487A p.S496N
XH_P57 10 75533448 75533448 Silent SNP A G A FUT11 c.A1209G p.K403K
XH_P57 10 75884157 75884157 Silent SNP G T G AP3M1 c.C1137A p.I379I
XH_P57 10 76855412 76855412 Silent SNP G A G DUSP13 c.C465T p.D155D
XH_P57 10 76867899 76867899 Missense_Mutation SNP T C T DUSP13 c.A218G p.K73R
XH_P57 10 81064950 81064950 Silent SNP G C G ZMIZ1 c.G2316C p.L772L
XH_P57 10 81373674 81373674 Silent SNP T C T SFTPA1 c.T552C p.Y184Y
XH_P57 10 81926702 81926702 Missense_Mutation SNP G A G ANXA11 c.C688T p.R230C
XH_P57 10 85961608 85961608 Missense_Mutation SNP C T C CDHR1 c.C571T p.R191C
XH_P57 10 85997105 85997105 Missense_Mutation SNP G T G LRIT1 c.C460A p.L154M
XH_P57 10 88203068 88203068 Silent SNP T C T WAPL c.A3357G p.T1119T
XH_P57 10 88277457 88277457 Missense_Mutation SNP C T C WAPL c.G370A p.V124I
XH_P57 10 88414570 88414570 Silent SNP G A G OPN4 c.G30A p.P10P
XH_P57 10 88422151 88422151 Silent SNP C A C OPN4 c.C1216A p.R406R
XH_P57 10 88939962 88939962 Silent SNP T C T FAM35A c.T2094C p.G698G
XH_P57 10 91162182 91162182 Silent SNP C T C IFIT1 c.C150T p.Y50Y
XH_P57 10 91404832 91404832 Silent SNP T C T PANK1 c.A228G p.A76A
XH_P57 10 91497207 91497207 Missense_Mutation SNP A G A KIF20B c.A2609G p.N870S
XH_P57 10 91497912 91497912 Missense_Mutation SNP A G A KIF20B c.A3314G p.K1105R
XH_P57 10 93608142 93608142 Silent SNP G A G TNKS2 c.G2361A p.A787A



XH_P57 10 95083039 95083039 Missense_Mutation SNP C T C MYOF c.G5309A p.R1770Q
XH_P57 10 95121288 95121288 Silent SNP G A G MYOF c.C2856T p.S952S
XH_P57 10 95259979 95259979 Missense_Mutation SNP C G C CEP55 c.C171G p.H57Q
XH_P57 10 95326676 95326676 Missense_Mutation SNP C T C FFAR4 c.C199T p.R67C
XH_P57 10 95791613 95791613 Silent SNP T C T PLCE1 c.T810C p.C270C
XH_P57 10 96447920 96447920 Missense_Mutation SNP C T C CYP2C18 c.C370T p.R124W
XH_P57 10 97023725 97023725 Missense_Mutation SNP C A C PDLIM1 c.G429T p.Q143H
XH_P57 10 97141487 97141487 Silent SNP G A G SORBS1 c.C978T p.Y326Y
XH_P57 10 97174352 97174352 Missense_Mutation SNP T C T SORBS1 c.A682G p.T228A
XH_P57 10 97371146 97371146 Silent SNP G A G ALDH18A1 c.C1341T p.S447S
XH_P57 10 97791754 97791754 Nonsense_Mutation SNP C T C CC2D2B c.C958T p.Q320X
XH_P57 10 98144492 98144492 Silent SNP G A G TLL2 c.C2046T p.S682S
XH_P57 10 98369536 98369536 Silent SNP A G A PIK3AP1 c.T2103C p.S701S
XH_P57 10 98469507 98469507 Missense_Mutation SNP C A C PIK3AP1 c.G247T p.A83S
XH_P57 10 99126540 99126540 Silent SNP C T C RRP12 c.G2874A p.E958E
XH_P57 10 99140570 99140570 Missense_Mutation SNP G A G RRP12 c.C1219T p.P407S
XH_P57 10 99228045 99228045 In_Frame_Ins INS - AGT - MMS19 1052_1053insACp.L351delinsLL
XH_P57 10 99433454 99433454 Silent SNP C T C PI4K2A c.C1395T p.Y465Y
XH_P57 10 100144782 100144782 Missense_Mutation SNP C T C PYROXD2 c.G1597A p.A533T
XH_P57 10 100190920 100190920 Silent SNP G A G HPS1 c.C267T p.L89L
XH_P57 10 101639616 101639616 Silent SNP C T C DNMBP c.G3396A p.P1132P
XH_P57 10 101657880 101657880 Silent SNP G A G DNMBP c.C1779T p.N593N
XH_P57 10 101689378 101689378 Missense_Mutation SNP G C G DNMBP c.C1143G p.S381R
XH_P57 10 101690379 101690379 Silent SNP A G A DNMBP c.T142C p.L48L
XH_P57 10 101715303 101715303 Missense_Mutation SNP C T C DNMBP c.G1928A p.R643H
XH_P57 10 101715899 101715899 Silent SNP G A G DNMBP c.C1332T p.P444P
XH_P57 10 101716484 101716484 Silent SNP G A G DNMBP c.C747T p.V249V
XH_P57 10 101823396 101823396 Silent SNP C T C CPN1 c.G846A p.G282G
XH_P57 10 101943529 101943529 Missense_Mutation SNP G C G ERLIN1 c.C179G p.T60R
XH_P57 10 102006681 102006681 Silent SNP C T C CWF19L1 c.G309A p.A103A
XH_P57 10 102295836 102295836 Missense_Mutation SNP C G C HIF1AN c.C121G p.P41A
XH_P57 10 102744376 102744376 Missense_Mutation SNP T C T SEMA4G c.T1835C p.M612T
XH_P57 10 102798962 102798962 Silent SNP C A C SFXN3 c.C864A p.A288A
XH_P57 10 103368654 103368654 Missense_Mutation SNP T C T DPCD c.T500C p.L167S
XH_P57 10 103427716 103427716 Missense_Mutation SNP G A G FBXW4 c.C436T p.R146W
XH_P57 10 103825747 103825747 Silent SNP G A G HPS6 c.G516A p.G172G
XH_P57 10 103898986 103898986 Missense_Mutation SNP C G C PPRC1 c.C721G p.Q241E
XH_P57 10 103908648 103908648 Silent SNP C T C PPRC1 c.C3900T p.S1300S
XH_P57 10 104229785 104229785 Silent SNP C T C MFSD13A c.C204T p.P68P
XH_P57 10 104596924 104596924 Silent SNP C A C CYP17A1 c.G195T p.S65S
XH_P57 10 104814162 104814162 Silent SNP T C T CNNM2 c.T1842C p.S614S
XH_P57 10 104849468 104849468 Silent SNP G A G NT5C2 c.C1074T p.D358D
XH_P57 10 104934709 104934709 Missense_Mutation SNP T C T NT5C2 c.A7G p.T3A
XH_P57 10 105184858 105184858 Missense_Mutation SNP G A G PDCD11 c.G2881A p.D961N
XH_P57 10 106022789 106022789 Missense_Mutation SNP C A C GSTO1 c.C335A p.A112D
XH_P57 10 112266771 112266771 Silent SNP C T C DUSP5 c.C607T p.L203L
XH_P57 10 112404302 112404302 Silent SNP G A G RBM20 c.G90A p.R30R
XH_P57 10 112838892 112838892 Silent SNP C A C ADRA2A c.C1138A p.R380R
XH_P57 10 114053546 114053546 Silent SNP C G C TECTB c.C534G p.S178S
XH_P57 10 114200355 114200355 Silent SNP G A G ZDHHC6 c.C606T p.T202T
XH_P57 10 114911641 114911641 Frame_Shift_Ins INS - G - TCF7L2 c.731dupG p.R244fs
XH_P57 10 115381747 115381747 Missense_Mutation SNP G A G NRAP c.C2542T p.R848C
XH_P57 10 115644040 115644040 Missense_Mutation SNP G A G NHLRC2 c.G940A p.V314I
XH_P57 10 116068193 116068193 Silent SNP G A G AFAP1L2 c.C966T p.D322D
XH_P57 10 116307504 116307504 Silent SNP A G A ABLIM1 c.T525C p.N175N
XH_P57 10 116335246 116335246 Silent SNP G A G ABLIM1 c.C312T p.F104F
XH_P57 10 116602805 116602805 Silent SNP A G A FAM160B1 c.A636G p.E212E
XH_P57 10 116659253 116659253 Missense_Mutation SNP A G A FAM160B1 c.A2197G p.T733A
XH_P57 10 119774598 119774598 Missense_Mutation SNP T A T RAB11FIP2 c.A1289T p.N430I
XH_P57 10 121579040 121579040 Silent SNP T C T INPP5F c.T45C p.F15F
XH_P57 10 121586520 121586520 Missense_Mutation SNP C T C INPP5F c.C797T p.A266V
XH_P57 10 121671651 121671651 Silent SNP T C T SEC23IP c.T1287C p.D429D
XH_P57 10 121685689 121685689 Missense_Mutation SNP G A G SEC23IP c.G2263A p.V755M
XH_P57 10 121693246 121693246 Silent SNP A G A SEC23IP c.A2970G p.T990T
XH_P57 10 122216862 122216862 Silent SNP C T C PLPP4 c.C45T p.F15F
XH_P57 10 123310871 123310871 Missense_Mutation SNP A G A FGFR2 c.T212C p.M71T
XH_P57 10 123687456 123687456 Silent SNP G A G ATE1 c.C9T p.F3F
XH_P57 10 123810060 123810060 Silent SNP G A G TACC2 c.G141A p.A47A
XH_P57 10 123842825 123842825 Silent SNP C G C TACC2 c.C810G p.P270P
XH_P57 10 123844558 123844558 Missense_Mutation SNP A G A TACC2 c.A2543G p.Q848R
XH_P57 10 123846490 123846490 Missense_Mutation SNP C T C TACC2 c.C4475T p.P1492L
XH_P57 10 123848113 123848113 Silent SNP G A G TACC2 c.G5580A p.A1860A
XH_P57 10 124066731 124066731 Silent SNP T G T BTBD16 c.T822G p.L274L
XH_P57 10 124094467 124094467 Silent SNP T C T BTBD16 c.T1239C p.D413D
XH_P57 10 124249010 124249010 Silent SNP C T C HTRA1 c.C645T p.I215I
XH_P57 10 125780759 125780759 Missense_Mutation SNP G C G CHST15 c.C1360G p.P454A
XH_P57 10 126714714 126714714 Missense_Mutation SNP G C G CTBP2 c.C1615G p.Q539E
XH_P57 10 126714966 126714966 Missense_Mutation SNP A G A CTBP2 c.T1363C p.Y455H
XH_P57 10 127344606 127344606 Missense_Mutation SNP G A G TEX36 c.C424T p.R142C
XH_P57 10 128150015 128150015 Missense_Mutation SNP G C G C10orf90 c.C1674G p.D558E
XH_P57 10 129899543 129899543 Silent SNP C T C MKI67 c.G8604A p.R2868R
XH_P57 10 129899578 129899578 Missense_Mutation SNP T C T MKI67 c.A8569G p.K2857E
XH_P57 10 129899778 129899778 Missense_Mutation SNP G C G MKI67 c.C8369G p.T2790S
XH_P57 10 129901393 129901393 Missense_Mutation SNP T C T MKI67 c.A7631G p.Q2544R
XH_P57 10 129903016 129903016 Missense_Mutation SNP T C T MKI67 c.A6008G p.N2003S
XH_P57 10 129904917 129904917 Silent SNP G A G MKI67 c.C4107T p.N1369N
XH_P57 10 129906364 129906364 Missense_Mutation SNP G A G MKI67 c.C2660T p.T887I
XH_P57 10 129906468 129906468 Silent SNP C T C MKI67 c.G2556A p.Q852Q
XH_P57 10 129907544 129907544 Missense_Mutation SNP G C G MKI67 c.C1480G p.L494V
XH_P57 10 129910475 129910475 Missense_Mutation SNP T G T MKI67 c.A811C p.I271L
XH_P57 10 133758869 133758869 Silent SNP G A G PPP2R2D c.G231A p.P77P
XH_P57 10 133761285 133761285 Missense_Mutation SNP G A G PPP2R2D c.G577A p.G193S
XH_P57 10 133950642 133950642 Silent SNP T C T JAKMIP3 c.T1020C p.D340D
XH_P57 10 134624504 134624504 Silent SNP C T C CFAP46 c.G7533A p.A2511A
XH_P57 10 134942166 134942166 Silent SNP A G A ADGRA1 c.A543G p.S181S
XH_P57 10 134942340 134942340 Silent SNP C T C ADGRA1 c.C717T p.A239A
XH_P57 10 134942832 134942832 Silent SNP G A G ADGRA1 c.G1209A p.P403P
XH_P57 10 134981942 134981942 Silent SNP C T C KNDC1 c.C486T p.A162A



XH_P57 11 233026 233026 Silent SNP C A C SIRT3 c.G237T p.L79L
XH_P57 11 284257 284257 Silent SNP G A G NLRP6 c.G2226A p.A742A
XH_P57 11 396915 396915 Silent SNP C T C PKP3 c.C414T p.N138N
XH_P57 11 433867 433867 Missense_Mutation SNP G A G ANO9 c.C152T p.A51V
XH_P57 11 494942 494942 Silent SNP G C G RNH1 c.C1239G p.A413A
XH_P57 11 499059 499059 Silent SNP C T C RNH1 c.G570A p.L190L
XH_P57 11 534242 534242 Silent SNP A G A HRAS c.T81C p.H27H
XH_P57 11 608360 608360 Silent SNP G A G PHRF1 c.G2904A p.P968P
XH_P57 11 615196 615196 Silent SNP C T C IRF7 c.G123A p.E41E
XH_P57 11 619015 619015 Missense_Mutation SNP G C G CDHR5 c.C1526G p.S509W
XH_P57 11 828916 828916 Missense_Mutation SNP G A G CRACR2B c.G230A p.R77Q
XH_P57 11 1028042 1028042 Frame_Shift_Ins INS - T - MUC6 c.1770_1771insA p.H591fs
XH_P57 11 1075747 1075747 Missense_Mutation SNP T C T MUC2 c.T173C p.L58P
XH_P57 11 1081141 1081141 Silent SNP C T C MUC2 c.C1437T p.T479T
XH_P57 11 1084362 1084362 Missense_Mutation SNP G A G MUC2 c.G2494A p.G832S
XH_P57 11 1248597 1248597 Silent SNP C T C MUC5B c.C636T p.G212G
XH_P57 11 1267475 1267475 Missense_Mutation SNP T C T MUC5B c.T9365C p.M3122T
XH_P57 11 1491416 1491416 Missense_Mutation SNP C T C MOB2 c.G793A p.V265M
XH_P57 11 1619396 1619396 Missense_Mutation SNP C T C KRTAP5-2 c.G85A p.G29R
XH_P57 11 1643252 1643252 Silent SNP A G A KRTAP5-4 c.T72C p.C24C
XH_P57 11 1651140 1651140 Missense_Mutation SNP T C T KRTAP5-5 c.T70C p.C24R
XH_P57 11 2016717 2016717 Silent SNP T A T HOTS c.T291A p.I97I
XH_P57 11 2906012 2906012 Silent SNP C T C CDKN1C c.G708A p.E236E
XH_P57 11 3249552 3249552 Missense_Mutation SNP C T C MRGPRE c.G478A p.G160S
XH_P57 11 3380998 3380998 Missense_Mutation SNP C T C ZNF195 c.G1024A p.E342K
XH_P57 11 3697594 3697594 Missense_Mutation SNP C T C NUP98 c.G4976A p.R1659H
XH_P57 11 4510629 4510629 Missense_Mutation SNP C T C OR52K1 c.C499T p.R167C
XH_P57 11 4661621 4661621 Missense_Mutation SNP T G T OR51D1 c.T601G p.S201A
XH_P57 11 4703321 4703321 Silent SNP G A G OR51E2 c.C621T p.G207G
XH_P57 11 4869649 4869649 Missense_Mutation SNP G A G OR51S1 c.C790T p.L264F
XH_P57 11 4869906 4869906 Missense_Mutation SNP A C A OR51S1 c.T533G p.L178R
XH_P57 11 4976391 4976391 Missense_Mutation SNP C A C OR51A2 c.G553T p.D185Y
XH_P57 11 5021055 5021055 Missense_Mutation SNP C G C OR51L1 c.C843G p.I281M
XH_P57 11 5068297 5068297 Missense_Mutation SNP G A G OR52J3 c.G542A p.C181Y
XH_P57 11 5080359 5080359 Missense_Mutation SNP G A G OR52E2 c.C499T p.R167W
XH_P57 11 5080591 5080591 Silent SNP G T G OR52E2 c.C267A p.I89I
XH_P57 11 5322737 5322737 Missense_Mutation SNP A G A OR51B4 c.T440C p.M147T
XH_P57 11 5323019 5323019 Missense_Mutation SNP A G A OR51B4 c.T158C p.L53P
XH_P57 11 5344902 5344902 Missense_Mutation SNP C G C OR51B2 c.G626C p.C209S
XH_P57 11 5423931 5423931 Silent SNP C T C OR51J1 c.C105T p.S35S
XH_P57 11 5424125 5424125 Missense_Mutation SNP G A G OR51J1 c.G299A p.C100Y
XH_P57 11 5424387 5424387 Frame_Shift_Ins INS - TATC - OR51J1 .561_562insTAT p.S187fs
XH_P57 11 5537245 5537245 Missense_Mutation SNP G T G UBQLNL c.C427A p.Q143K
XH_P57 11 5719667 5719667 Silent SNP T C T TRIM22 c.T630C p.D210D
XH_P57 11 5776484 5776484 Nonsense_Mutation SNP A T A OR52N4 c.A514T p.R172X
XH_P57 11 5776595 5776595 Missense_Mutation SNP T G T OR52N4 c.T625G p.W209G
XH_P57 11 5799468 5799468 Missense_Mutation SNP C T C OR52N5 c.G397A p.V133I
XH_P57 11 5809230 5809230 Silent SNP G A G OR52N1 c.C817T p.L273L
XH_P57 11 5862532 5862532 Missense_Mutation SNP A C A OR52E6 c.T596G p.M199R
XH_P57 11 5906205 5906205 Missense_Mutation SNP G A G OR52E4 c.G683A p.R228H
XH_P57 11 5989293 5989293 Silent SNP G A G OR56A5 c.C432T p.V144V
XH_P57 11 6238960 6238960 Missense_Mutation SNP C A C FAM160A2 c.G1856T p.R619L
XH_P57 11 6281267 6281267 Missense_Mutation SNP C T C CCKBR c.C109T p.L37F
XH_P57 11 6411931 6411942 In_Frame_Del DEL TGGTGCTGGC - CTGGTGCTGGCG SMPD1 c.103_114del p.35_38del
XH_P57 11 6422867 6422867 Silent SNP G A G APBB1 c.C780T p.H260H
XH_P57 11 6579106 6579106 Missense_Mutation SNP C A C DNHD1 c.C8581A p.H2861N
XH_P57 11 6588228 6588228 Missense_Mutation SNP G A G DNHD1 c.G11489A p.R3830H
XH_P57 11 6631016 6631016 Silent SNP C T C ILK c.C735T p.A245A
XH_P57 11 6643976 6643976 Silent SNP C T C DCHS1 c.G8931A p.Q2977Q
XH_P57 11 6644600 6644600 Silent SNP C T C DCHS1 c.G8307A p.A2769A
XH_P57 11 6648424 6648424 Missense_Mutation SNP G A G DCHS1 c.C5846T p.T1949M
XH_P57 11 6651810 6651810 Silent SNP A G A DCHS1 c.T4215C p.L1405L
XH_P57 11 6652618 6652618 Silent SNP C T C DCHS1 c.G3696A p.P1232P
XH_P57 11 6655433 6655433 Silent SNP G A G DCHS1 c.C1902T p.H634H
XH_P57 11 6790028 6790028 Missense_Mutation SNP C G C OR2AG2 c.G161C p.R54P
XH_P57 11 6891758 6891758 Missense_Mutation SNP A C A OR10A2 c.A773C p.K258T
XH_P57 11 6913290 6913290 Missense_Mutation SNP A G A OR2D2 c.T442C p.S148P
XH_P57 11 6942695 6942695 Missense_Mutation SNP C T C OR2D3 c.C463T p.R155W
XH_P57 11 6977175 6977175 Missense_Mutation SNP G C G ZNF215 c.G967C p.V323L
XH_P57 11 6977334 6977334 Missense_Mutation SNP A G A ZNF215 c.A1126G p.M376V
XH_P57 11 7110363 7110363 Silent SNP G A G RBMXL2 c.G12A p.A4A
XH_P57 11 7950024 7950024 Silent SNP A G A OR10A6 c.T186C p.F62F
XH_P57 11 8435077 8435077 Missense_Mutation SNP C T C STK33 c.G748A p.A250T
XH_P57 11 8435078 8435078 Missense_Mutation SNP A C A STK33 c.T747G p.D249E
XH_P57 11 9501063 9501063 Missense_Mutation SNP T G T ZNF143 c.T522G p.I174M
XH_P57 11 10786175 10786175 Silent SNP C T C CTR9 c.C1494T p.T498T
XH_P57 11 12183846 12183846 Silent SNP C T C MICAL2 c.C144T p.N48N
XH_P57 11 12315907 12315907 Missense_Mutation SNP G A G MICALCL c.G929A p.R310H
XH_P57 11 17409069 17409069 Silent SNP G A G KCNJ11 c.C570T p.A190A
XH_P57 11 17496516 17496516 Silent SNP A G A ABCC8 c.T207C p.P69P
XH_P57 11 17531146 17531146 Silent SNP G A G USH1C c.C1770T p.A590A
XH_P57 11 17569527 17569527 Missense_Mutation SNP C G C OTOG c.C148G p.Q50E
XH_P57 11 17593709 17593709 Missense_Mutation SNP T C T OTOG c.T2074C p.S692P
XH_P57 11 18194944 18194944 Silent SNP T A T MRGPRX4 c.T141A p.V47V
XH_P57 11 18267597 18267597 Splice_Site INS - GGAAA - SAA2 . .
XH_P57 11 20622975 20622975 Missense_Mutation SNP G A G SLC6A5 c.G304A p.G102S
XH_P57 11 20805335 20805335 Silent SNP C T C NELL1 c.C294T p.S98S
XH_P57 11 22271870 22271870 Missense_Mutation SNP A T A ANO5 c.A963T p.L321F
XH_P57 11 27679473 27679473 Silent SNP C T C BDNF c.G639A p.S213S
XH_P57 11 28098605 28098605 Silent SNP T C T KIF18A c.A1374G p.Q458Q
XH_P57 11 28110151 28110151 Missense_Mutation SNP T C T KIF18A c.A817G p.T273A
XH_P57 11 31327787 31327787 Frame_Shift_Ins INS - G - DCDC1 c.582dupC p.I195fs
XH_P57 11 32456694 32456694 Silent SNP C A C WT1 c.G198T p.P66P
XH_P57 11 33581306 33581306 Silent SNP G A G KIAA1549L c.G2976A p.T992T
XH_P57 11 33631423 33631423 Silent SNP G A G KIAA1549L c.G4299A p.K1433K
XH_P57 11 36472800 36472800 Silent SNP A G A PRR5L c.A243G p.Q81Q
XH_P57 11 36597313 36597313 Missense_Mutation SNP A G A RAG1 c.A2459G p.K820R
XH_P57 11 44089352 44089352 Missense_Mutation SNP G A G ACCS c.G175A p.D59N



XH_P57 11 44129290 44129290 Silent SNP C A C EXT2 c.C127A p.R43R
XH_P57 11 44286566 44286566 Silent SNP G A G ALX4 c.C1074T p.H358H
XH_P57 11 44636833 44636833 Silent SNP G A G CD82 c.G273A p.E91E
XH_P57 11 45245770 45245770 Missense_Mutation SNP G A G PRDM11 c.G745A p.E249K
XH_P57 11 45949534 45949534 Silent SNP C T C LARGE2 c.C1668T p.F556F
XH_P57 11 47434986 47434986 Silent SNP G A G SLC39A13 c.G573A p.A191A
XH_P57 11 47460306 47460306 Silent SNP A G A RAPSN c.T966C p.P322P
XH_P57 11 47469439 47469439 Silent SNP A G A RAPSN c.T456C p.Y152Y
XH_P57 11 47857253 47857253 Missense_Mutation SNP T C T NUP160 c.A1051G p.T351A
XH_P57 11 47869855 47869855 Missense_Mutation SNP C T C NUP160 c.G118A p.A40T
XH_P57 11 48285856 48285856 Silent SNP C T C OR4X1 c.C444T p.G148G
XH_P57 11 49080616 49080616 Missense_Mutation SNP T C T TRIM64C c.A49G p.I17V
XH_P57 11 49973979 49973979 Missense_Mutation SNP C T C OR4C13 c.C5T p.A2V
XH_P57 11 56019925 56019925 Missense_Mutation SNP T G T OR5T3 c.T250G p.W84G
XH_P57 11 57077464 57077464 Silent SNP T C T TNKS1BP1 c.A2721G p.Q907Q
XH_P57 11 57080184 57080184 Missense_Mutation SNP G C G TNKS1BP1 c.C1978G p.Q660E
XH_P57 11 57799183 57799183 Silent SNP C T C OR6Q1 c.C759T p.S253S
XH_P57 11 57799371 57799371 Missense_Mutation SNP G C G OR6Q1 c.G947C p.G316A
XH_P57 11 57886435 57886435 Missense_Mutation SNP G T G OR9I1 c.C482A p.T161N
XH_P57 11 57947264 57947264 Silent SNP C G C OR9Q1 c.C348G p.A116A
XH_P57 11 57982584 57982584 Missense_Mutation SNP T C T OR1S1 c.T368C p.I123T
XH_P57 11 57982620 57982620 Missense_Mutation SNP A G A OR1S1 c.A404G p.H135R
XH_P57 11 57983194 57983194 Nonstop_Mutation SNP A G A OR1S1 c.A978G p.X326W
XH_P57 11 58034543 58034543 Missense_Mutation SNP C T C OR10W1 c.G788A p.R263Q
XH_P57 11 58125620 58125620 Missense_Mutation SNP T C T OR5B17 c.A923G p.Y308C
XH_P57 11 58126305 58126305 Missense_Mutation SNP A T A OR5B17 c.T238A p.L80I
XH_P57 11 58318619 58318619 Silent SNP C G C LPXN c.G345C p.L115L
XH_P57 11 58978684 58978684 Missense_Mutation SNP G A G MPEG1 c.C1655T p.P552L
XH_P57 11 61914260 61914260 Missense_Mutation SNP G A G INCENP c.G2078A p.R693Q
XH_P57 11 62295075 62295075 Missense_Mutation SNP C T C AHNAK c.G6814A p.V2272I
XH_P57 11 62402393 62402393 Missense_Mutation SNP G A G GANAB c.C118T p.R40W
XH_P57 11 62473078 62473078 In_Frame_Ins INS - GCT - BSCL2 c.98_99insAGC p.A33delinsAA
XH_P57 11 62652779 62652779 Silent SNP C T C SLC3A2 c.C949T p.L317L
XH_P57 11 62677529 62677529 Silent SNP C T C CHRM1 c.G1044A p.Q348Q
XH_P57 11 63670097 63670097 Frame_Shift_Ins INS - T - MARK2 c.1260dupT p.S420fs
XH_P57 11 64004692 64004692 Silent SNP C T C VEGFB c.C408T p.D136D
XH_P57 11 64023971 64023971 Silent SNP G A G PLCB3 c.G621A p.L207L
XH_P57 11 64026685 64026685 Silent SNP C T C PLCB3 c.C1293T p.S431S
XH_P57 11 64326696 64326696 Silent SNP C A C SLC22A11 c.C483A p.G161G
XH_P57 11 64359286 64359286 Silent SNP C T C SLC22A12 c.C258T p.H86H
XH_P57 11 64360274 64360274 Silent SNP T C T SLC22A12 c.T426C p.H142H
XH_P57 11 64418900 64418900 Silent SNP G A G NRXN2 c.C2625T p.I875I
XH_P57 11 64572018 64572018 Missense_Mutation SNP T C T MEN1 c.A1636G p.T546A
XH_P57 11 64572602 64572602 Silent SNP G A G MEN1 c.C1269T p.D423D
XH_P57 11 64603753 64603753 Missense_Mutation SNP G A G CDC42BPG c.C1504T p.R502W
XH_P57 11 64669565 64669565 Missense_Mutation SNP C A C ATG2A c.G3988T p.V1330F
XH_P57 11 64757254 64757254 Missense_Mutation SNP C T C BATF2 c.G100A p.A34T
XH_P57 11 65064690 65064690 Missense_Mutation SNP G A G POLA2 c.G1747A p.G583R
XH_P57 11 65168281 65168281 Silent SNP C T C FRMD8 c.C846T p.F282F
XH_P57 11 65380916 65380916 Silent SNP G A G MAP3K11 c.C312T p.G104G
XH_P57 11 65408937 65408937 Missense_Mutation SNP C T C SIPA1 c.C545T p.S182F
XH_P57 11 65546857 65546857 Silent SNP A C A AP5B1 c.T1107G p.L369L
XH_P57 11 65547333 65547333 Missense_Mutation SNP G A G AP5B1 c.C631T p.L211F
XH_P57 11 65547455 65547455 Missense_Mutation SNP C A C AP5B1 c.G509T p.G170V
XH_P57 11 65628334 65628334 Missense_Mutation SNP G A G MUS81 c.G110A p.R37H
XH_P57 11 65629932 65629932 Silent SNP T C T MUS81 c.T537C p.A179A
XH_P57 11 65629934 65629934 Missense_Mutation SNP G C G MUS81 c.G539C p.R180P
XH_P57 11 65631167 65631167 Silent SNP C T C MUS81 c.C936T p.A312A
XH_P57 11 65631973 65631973 Silent SNP G A G MUS81 c.G1068A p.R356R
XH_P57 11 65632262 65632262 Silent SNP G T G MUS81 c.G1251T p.T417T
XH_P57 11 65638719 65638719 Silent SNP G A G EFEMP2 c.C276T p.H92H
XH_P57 11 65652436 65652436 Silent SNP G A G FIBP c.C789T p.G263G
XH_P57 11 65685317 65685317 Silent SNP G A G C11orf68 c.C495T p.H165H
XH_P57 11 65733393 65733393 Silent SNP C T C SART1 c.C774T p.T258T
XH_P57 11 65793797 65793797 Silent SNP G A G CATSPER1 c.C54T p.N18N
XH_P57 11 65826704 65826704 Silent SNP G A G SF3B2 c.G1215A p.K405K
XH_P57 11 66031660 66031660 Silent SNP C T C KLC2 c.C855T p.D285D
XH_P57 11 66062686 66062712 In_Frame_Del DEL GGGGGCCGT - CCGGGGGCCGTGC TMEM151A c.969_995del p.323_332del
XH_P57 11 66099987 66099987 Silent SNP C T C RIN1 c.G2112A p.A704A
XH_P57 11 66610645 66610645 Silent SNP G C G C11orf80 c.G1476C p.V492V
XH_P57 11 66626234 66626234 Missense_Mutation SNP T C T LRFN4 c.T1019C p.V340A
XH_P57 11 67220015 67220015 Missense_Mutation SNP C T C GPR152 c.G181A p.G61R
XH_P57 11 68030173 68030173 Missense_Mutation SNP C A C C11orf24 c.G290T p.G97V
XH_P57 11 68115489 68115489 Missense_Mutation SNP A G A LRP5 c.A266G p.Q89R
XH_P57 11 68177510 68177510 Silent SNP C T C LRP5 c.C477T p.N159N
XH_P57 11 68201295 68201295 Missense_Mutation SNP C T C LRP5 c.C2246T p.A749V
XH_P57 11 68204438 68204438 Missense_Mutation SNP G A G LRP5 c.G2339A p.C780Y
XH_P57 11 68671477 68671477 Silent SNP T C T IGHMBP2 c.T57C p.L19L
XH_P57 11 68678962 68678962 Missense_Mutation SNP T C T IGHMBP2 c.T602C p.L201S
XH_P57 11 68704270 68704270 Silent SNP A G A IGHMBP2 c.A2322G p.E774E
XH_P57 11 68816564 68816564 Silent SNP A G A TPCN2 c.A99G p.Q33Q
XH_P57 11 69063184 69063184 Silent SNP G A G MYEOV c.G93A p.A31A
XH_P57 11 69063572 69063572 Missense_Mutation SNP A G A MYEOV c.A481G p.M161V
XH_P57 11 70017120 70017120 Silent SNP G A G ANO1 c.G2325A p.P775P
XH_P57 11 71277083 71277083 Silent SNP C T C KRTAP5-10 c.C450T p.C150C
XH_P57 11 71821236 71821236 Silent SNP A G A ANAPC15 c.T216C p.D72D
XH_P57 11 71941212 71941212 Silent SNP A G A INPPL1 c.A987G p.S329S
XH_P57 11 72288599 72288599 Silent SNP G A G PDE2A c.C2634T p.Y878Y
XH_P57 11 72290629 72290629 Silent SNP G A G PDE2A c.C2184T p.I728I
XH_P57 11 72410084 72410084 Missense_Mutation SNP T C T ARAP1 c.A1589G p.E530G
XH_P57 11 72415329 72415329 Silent SNP G A G ARAP1 c.C1125T p.N375N
XH_P57 11 74204479 74204496 In_Frame_Del DEL GCCAGGCCAC - GGCCAGGCCACC LIPT2 c.253_270del p.85_90del
XH_P57 11 74324000 74324000 Frame_Shift_Ins INS - AGAG - POLD3 .337_338insAGA p.P113fs
XH_P57 11 74800149 74800149 Missense_Mutation SNP C T C OR2AT4 c.G610A p.G204S
XH_P57 11 77378008 77378008 Missense_Mutation SNP C G C RSF1 c.G4280C p.R1427T
XH_P57 11 77909004 77909004 Silent SNP C G C USP35 c.C696G p.A232A
XH_P57 11 82880258 82880258 Missense_Mutation SNP G T G PCF11 c.G3274T p.G1092C
XH_P57 11 85445492 85445492 Missense_Mutation SNP A C A SYTL2 c.T877G p.F293V



XH_P57 11 85447611 85447611 Silent SNP T C T SYTL2 c.A516G p.S172S
XH_P57 11 85456703 85456703 Silent SNP T C T SYTL2 c.A366G p.E122E
XH_P57 11 86123467 86123467 Silent SNP G A G CCDC81 c.G987A p.A329A
XH_P57 11 86161388 86161388 Missense_Mutation SNP C G C ME3 c.G972C p.K324N
XH_P57 11 89531540 89531540 Missense_Mutation SNP C T C TRIM49 c.G1117A p.G373R
XH_P57 11 92703105 92703105 Missense_Mutation SNP C T C MTNR1B c.C214T p.R72W
XH_P57 11 92901249 92901249 Missense_Mutation SNP C G C SLC36A4 c.G224C p.R75T
XH_P57 11 93529655 93529655 Silent SNP G A G MED17 c.G1092A p.P364P
XH_P57 11 93913036 93913036 Missense_Mutation SNP A G A PANX1 c.A814G p.I272V
XH_P57 11 94113466 94113466 Missense_Mutation SNP G T G GPR83 c.C995A p.P332Q
XH_P57 11 94862577 94862577 Missense_Mutation SNP G T G ENDOD1 c.G1337T p.G446V
XH_P57 11 95825371 95825371 Frame_Shift_Del DEL C - C MAML2 c.1824delG p.Q608fs
XH_P57 11 95825797 95825797 Silent SNP A G A MAML2 c.T1398C p.S466S
XH_P57 11 101454192 101454192 Missense_Mutation SNP G A G TRPC6 c.C43T p.P15S
XH_P57 11 102201848 102201848 Silent SNP G A G BIRC3 c.G1200A p.Q400Q
XH_P57 11 102272884 102272884 Missense_Mutation SNP C T C TMEM123 c.G211A p.V71M
XH_P57 11 102584104 102584104 Missense_Mutation SNP T G T MMP8 c.A1379C p.K460T
XH_P57 11 102593273 102593273 Silent SNP T G T MMP8 c.A234C p.P78P
XH_P57 11 102595579 102595579 Missense_Mutation SNP G C G MMP8 c.C8G p.S3C
XH_P57 11 102646042 102646042 Nonsense_Mutation SNP G A G MMP10 c.C943T p.R315X
XH_P57 11 102650246 102650246 Silent SNP G A G MMP10 c.C336T p.H112H
XH_P57 11 103027496 103027496 Frame_Shift_Ins INS - AATTCTGCAGGT - DYNC2H1 125insAAATTCTG p.F1375fs
XH_P57 11 106849400 106849400 Silent SNP G A G GUCY1A2 c.C432T p.N144N
XH_P57 11 107799426 107799426 Silent SNP C A C RAB39A c.C132A p.T44T
XH_P57 11 108009660 108009660 Silent SNP C A C ACAT1 c.C471A p.S157S
XH_P57 11 108159732 108159732 Missense_Mutation SNP C T C ATM c.C4138T p.H1380Y
XH_P57 11 111154904 111154904 Silent SNP C T C C11orf53 c.C111T p.S37S
XH_P57 11 111597762 111597762 Frame_Shift_Del DEL C - C PPP2R1B c.1739delG p.R580fs
XH_P57 11 113236975 113236975 Missense_Mutation SNP G A G TTC12 c.G2089A p.G697S
XH_P57 11 113295162 113295162 Frame_Shift_Ins INS - AA - DRD2 c.211_212insTT p.Y71fs
XH_P57 11 117864047 117864047 Silent SNP A G A IL10RA c.A459G p.A153A
XH_P57 11 117988082 117988082 Silent SNP T C T TMPRSS4 c.T1095C p.S365S
XH_P57 11 118183445 118183445 Silent SNP T C T CD3E c.T216C p.D72D
XH_P57 11 118405068 118405068 Missense_Mutation SNP A G A TMEM25 c.A581G p.Q194R
XH_P57 11 118406329 118406336 Frame_Shift_Del DEL AGTGTGGA - AGTGTGGA TMEM25 c.1131_1138del p.T377fs
XH_P57 11 118430519 118430519 Missense_Mutation SNP C T C IFT46 c.G26A p.C9Y
XH_P57 11 118471423 118471423 Silent SNP T C T ARCN1 c.T1266C p.I422I
XH_P57 11 118498080 118498080 Frame_Shift_Ins INS - C - PHLDB1 c.542dupC p.S181fs
XH_P57 11 118773071 118773071 Missense_Mutation SNP C T C BCL9L c.G1381A p.G461R
XH_P57 11 119050896 119050896 Silent SNP C T C NLRX1 c.C2166T p.S722S
XH_P57 11 119216504 119216504 Missense_Mutation SNP C T C MFRP c.G406A p.V136M
XH_P57 11 119229964 119229964 Silent SNP G A G USP2 c.C309T p.Y103Y
XH_P57 11 120823608 120823608 Silent SNP G A G GRIK4 c.G1635A p.P545P
XH_P57 11 120989335 120989335 Missense_Mutation SNP A G A TECTA c.A1111G p.R371G
XH_P57 11 121000774 121000774 Missense_Mutation SNP T C T TECTA c.T2795C p.V932A
XH_P57 11 121393684 121393684 Missense_Mutation SNP G A G SORL1 c.G1582A p.A528T
XH_P57 11 121498338 121498338 Missense_Mutation SNP A C A SORL1 c.A6439C p.I2147L
XH_P57 11 122671963 122671963 Silent SNP T A T UBASH3B c.T1518A p.V506V
XH_P57 11 122795688 122795688 Silent SNP T C T C11orf63 c.T948C p.D316D
XH_P57 11 122953804 122953804 Frame_Shift_Del DEL A - A CLMP c.668delT p.V223fs
XH_P57 11 123813823 123813823 Silent SNP G A G OR6T1 c.C723T p.C241C
XH_P57 11 123813940 123813940 Silent SNP G C G OR6T1 c.C606G p.L202L
XH_P57 11 123814489 123814489 Silent SNP A G A OR6T1 c.T57C p.S19S
XH_P57 11 123886307 123886307 Missense_Mutation SNP C T C OR10G4 c.C26T p.A9V
XH_P57 11 124095414 124095414 Missense_Mutation SNP C G C OR8G2P c.C17G p.S6C
XH_P57 11 124095525 124095525 Missense_Mutation SNP T C T OR8G2P c.T128C p.L43P
XH_P57 11 124095647 124095647 Missense_Mutation SNP A C A OR8G2P c.A250C p.I84L
XH_P57 11 124096247 124096247 Missense_Mutation SNP G A G OR8G2P c.G850A p.G284R
XH_P57 11 124310752 124310752 Missense_Mutation SNP A T A OR8B8 c.T230A p.I77N
XH_P57 11 124749777 124749777 Silent SNP G A G ROBO3 c.G3891A p.E1297E
XH_P57 11 124794712 124794712 Silent SNP C T C HEPACAM c.G339A p.Q113Q
XH_P57 11 124857708 124857708 Missense_Mutation SNP G A G CCDC15 c.G1586A p.G529D
XH_P57 11 124955032 124955032 Silent SNP T C T SLC37A2 c.T1245C p.D415D
XH_P57 11 125831701 125831701 Silent SNP G A G CDON c.C3549T p.V1183V
XH_P57 11 125848261 125848261 Silent SNP C T C CDON c.G3294A p.T1098T
XH_P57 11 126277216 126277216 Silent SNP C T C ST3GAL4 c.C249T p.Y83Y
XH_P57 11 126278075 126278075 Silent SNP C T C ST3GAL4 c.C420T p.Y140Y
XH_P57 11 128675292 128675292 Silent SNP T A T FLI1 c.T108A p.A36A
XH_P57 11 129794950 129794950 Missense_Mutation SNP T C T PRDM10 c.A1447G p.T483A
XH_P57 11 129802018 129802018 Silent SNP T C T PRDM10 c.A1008G p.E336E
XH_P57 11 129817221 129817221 Silent SNP A G A PRDM10 c.T81C p.S27S
XH_P57 11 130297748 130297748 Missense_Mutation SNP G C G ADAMTS8 c.C434G p.A145G
XH_P57 11 130319732 130319732 Silent SNP G T G ADAMTS15 c.G864T p.T288T
XH_P57 11 134226278 134226278 Silent SNP C T C GLB1L2 c.C642T p.Y214Y
XH_P57 12 427575 427575 Missense_Mutation SNP A G A KDM5A c.T2594C p.M865T
XH_P57 12 644337 644337 Missense_Mutation SNP G A G B4GALNT3 c.G175A p.G59S
XH_P57 12 657404 657404 Missense_Mutation SNP G A G B4GALNT3 c.G794A p.R265Q
XH_P57 12 662838 662838 Silent SNP T C T B4GALNT3 c.T1749C p.P583P
XH_P57 12 939302 939302 Silent SNP A G A WNK1 c.A1287G p.A429A
XH_P57 12 993930 993930 Silent SNP C T C WNK1 c.C3219T p.N1073N
XH_P57 12 1192664 1192664 Missense_Mutation SNP G A G ERC1 c.G1004A p.R335Q
XH_P57 12 1887056 1887056 In_Frame_Ins INS - TAC - ADIPOR2 c.328_329insTACp.V110delinsVL
XH_P57 12 1893170 1893170 Silent SNP C T C ADIPOR2 c.C963T p.Y321Y
XH_P57 12 4479549 4479549 Missense_Mutation SNP G A G FGF23 c.C716T p.T239M
XH_P57 12 4705317 4705317 Silent SNP C T C DYRK4 c.C285T p.V95V
XH_P57 12 4735737 4735737 Silent SNP A G A AKAP3 c.T2331C p.L777L
XH_P57 12 4791379 4791379 Missense_Mutation SNP G A G NDUFA9 c.G809A p.R270Q
XH_P57 12 4919267 4919267 Silent SNP A G A KCNA6 c.A60G p.G20G
XH_P57 12 5021840 5021840 Silent SNP C G C KCNA1 c.C1296G p.S432S
XH_P57 12 5853474 5853474 Missense_Mutation SNP C T C ANO2 c.G1203A p.M401I
XH_P57 12 6030405 6030405 Missense_Mutation SNP A G A ANO2 c.T335C p.V112A
XH_P57 12 6030437 6030437 Silent SNP A G A ANO2 c.T303C p.Y101Y
XH_P57 12 6128443 6128443 Missense_Mutation SNP T C T VWF c.A4141G p.T1381A
XH_P57 12 6639009 6639009 Missense_Mutation SNP G A G NCAPD2 c.G3722A p.R1241H
XH_P57 12 6639981 6639981 Missense_Mutation SNP C G C NCAPD2 c.C3962G p.T1321S
XH_P57 12 6646320 6646320 Silent SNP T C T GAPDH c.T255C p.D85D
XH_P57 12 6647109 6647109 Silent SNP T C T GAPDH c.T759C p.F253F
XH_P57 12 6933223 6933223 Silent SNP C T C GPR162 c.C159T p.C53C



XH_P57 12 7249598 7249598 Missense_Mutation SNP T C T C1RL c.A727G p.I243V
XH_P57 12 7254669 7254669 Silent SNP A C A C1RL c.T315G p.G105G
XH_P57 12 7280880 7280880 Missense_Mutation SNP C G C RBP5 c.G208C p.E70Q
XH_P57 12 7287956 7287956 Silent SNP C T C CLSTN3 c.C417T p.N139N
XH_P57 12 7649653 7649653 Silent SNP T C T CD163 c.A855G p.G285G
XH_P57 12 7867847 7867847 Missense_Mutation SNP G C G DPPA3 c.G151C p.E51Q
XH_P57 12 7966975 7966975 Silent SNP C T C SLC2A14 c.G1173A p.G391G
XH_P57 12 8192590 8192590 Silent SNP G C G FOXJ2 c.G162C p.L54L
XH_P57 12 9010671 9010671 Silent SNP G A G A2ML1 c.G1764A p.V588V
XH_P57 12 11149629 11149629 Silent SNP C T C TAS2R20 c.G846A p.G282G
XH_P57 12 11150054 11150054 Missense_Mutation SNP C T C TAS2R20 c.G421A p.V141I
XH_P57 12 12022389 12022389 Silent SNP C T C ETV6 c.C495T p.S165S
XH_P57 12 12334098 12334098 Missense_Mutation SNP A G A LRP6 c.T1252C p.Y418H
XH_P57 12 12483134 12483134 Missense_Mutation SNP T A T MANSC1 c.A1123T p.N375Y
XH_P57 12 12618690 12618690 Missense_Mutation SNP G A G BORCS5 c.G427A p.D143N
XH_P57 12 12815145 12815145 Missense_Mutation SNP T C T GPR19 c.A238G p.I80V
XH_P57 12 14587301 14587301 Missense_Mutation SNP A G A ATF7IP c.A1586G p.K529R
XH_P57 12 14849295 14849295 Missense_Mutation SNP A G A GUCY2C c.T88C p.C30R
XH_P57 12 15819385 15819385 Silent SNP G A G EPS8 c.C588T p.P196P
XH_P57 12 21011481 21011481 Missense_Mutation SNP C A C SLCO1B3 c.C251A p.S84Y
XH_P57 12 22627735 22627735 Missense_Mutation SNP C T C C2CD5 c.G1993A p.V665I
XH_P57 12 25311489 25311489 Missense_Mutation SNP G T G CASC1 c.C97A p.R33S
XH_P57 12 26383811 26383811 Silent SNP C T C SSPN c.C225T p.Y75Y
XH_P57 12 31820716 31820716 Missense_Mutation SNP A T A ETFBKMT c.A581T p.D194V
XH_P57 12 39695445 39695445 Silent SNP G A G KIF21A c.C4657T p.L1553L
XH_P57 12 39698641 39698641 Silent SNP G C G KIF21A c.C4431G p.S1477S
XH_P57 12 41966306 41966306 Silent SNP G A G PDZRN4 c.G951A p.E317E
XH_P57 12 43769228 43769228 Silent SNP A C A ADAMTS20 c.T5400G p.T1800T
XH_P57 12 43769276 43769276 Silent SNP T C T ADAMTS20 c.A5352G p.R1784R
XH_P57 12 43833739 43833739 Silent SNP A G A ADAMTS20 c.T2424C p.I808I
XH_P57 12 46758923 46758923 Frame_Shift_Del DEL C - C SLC38A2 c.313delG p.V105fs
XH_P57 12 47186770 47186770 Missense_Mutation SNP C T C SLC38A4 c.G85A p.G29R
XH_P57 12 47471439 47471439 Silent SNP G A G AMIGO2 c.C1347T p.P449P
XH_P57 12 48376291 48376291 Silent SNP G A G COL2A1 c.C2088T p.G696G
XH_P57 12 48963021 48963021 Missense_Mutation SNP T C T LALBA c.A136G p.I46V
XH_P57 12 49221622 49221622 Silent SNP G A G CACNB3 c.G1272A p.E424E
XH_P57 12 49230035 49230035 Silent SNP T G T DDX23 c.A1251C p.I417I
XH_P57 12 49360028 49360046 Frame_Shift_Del DEL CGGCTGGTCT - GCGGCTGGTCTTG WNT10B c.1002_1020del p.C334fs
XH_P57 12 49390677 49390677 Missense_Mutation SNP T C T DDN c.A1982G p.E661G
XH_P57 12 49689335 49689335 Missense_Mutation SNP C A C PRPH c.C352A p.L118M
XH_P57 12 49951232 49951232 Silent SNP T C T KCNH3 c.T2568C p.G856G
XH_P57 12 49952668 49952668 Silent SNP G A G MCRS1 c.C687T p.L229L
XH_P57 12 49993678 49993678 Missense_Mutation SNP C T C FAM186B c.G1745A p.R582Q
XH_P57 12 50037745 50037745 Silent SNP G A G PRPF40B c.G2442A p.E814E
XH_P57 12 50749554 50749554 Missense_Mutation SNP G T G FAM186A c.C1061A p.P354H
XH_P57 12 51089734 51089734 Silent SNP T A T DIP2B c.T1917A p.T639T
XH_P57 12 51236802 51236802 Missense_Mutation SNP T C T TMPRSS12 c.T55C p.Y19H
XH_P57 12 51639824 51639826 In_Frame_Del DEL GCT - GCT SMAGP c.193_195del p.65_65del
XH_P57 12 51733734 51733734 Silent SNP G A G CELA1 c.C519T p.Y173Y
XH_P57 12 51737607 51737607 Missense_Mutation SNP G A G CELA1 c.C130T p.R44W
XH_P57 12 51773557 51773557 Silent SNP G A G GALNT6 c.C9T p.L3L
XH_P57 12 51863437 51863437 Silent SNP C G C SLC4A8 c.C1389G p.A463A
XH_P57 12 51883711 51883711 Frame_Shift_Ins INS - CATGT - SLC4A8 676_2677insCAT p.S892fs
XH_P57 12 52452659 52452659 Silent SNP C G C NR4A1 c.C1728G p.L576L
XH_P57 12 52642518 52642518 Missense_Mutation SNP G A G KRT7 c.G1384A p.A462T
XH_P57 12 52938320 52938320 Missense_Mutation SNP C T C KRT71 c.G1568A p.R523Q
XH_P57 12 52981442 52981442 Missense_Mutation SNP C A C KRT72 c.G1157T p.R386L
XH_P57 12 52984620 52984620 Silent SNP C T C KRT72 c.G1089A p.Q363Q
XH_P57 12 53007492 53007492 Missense_Mutation SNP C T C KRT73 c.G964A p.E322K
XH_P57 12 53069223 53069243 In_Frame_Del DEL GGAGCCGTA - CCGGAGCCGTAGC KRT1 c.1669_1689del p.557_563del
XH_P57 12 53070145 53070145 Silent SNP G A G KRT1 c.C1389T p.R463R
XH_P57 12 53086645 53086645 Missense_Mutation SNP G A G KRT77 c.C1100T p.T367M
XH_P57 12 53090190 53090190 Silent SNP C T C KRT77 c.G783A p.R261R
XH_P57 12 53091566 53091566 Missense_Mutation SNP C A C KRT77 c.G658T p.G220C
XH_P57 12 53186088 53186088 Missense_Mutation SNP G C G KRT3 c.C1123G p.R375G
XH_P57 12 54115875 54115875 Silent SNP C T C CALCOCO1 c.G444A p.V148V
XH_P57 12 54379670 54379670 Silent SNP C T C HOXC10 c.C627T p.P209P
XH_P57 12 54970454 54970454 Silent SNP T C T PDE1B c.T864C p.N288N
XH_P57 12 55420747 55420747 Frame_Shift_Ins INS - GG - NEUROD4 c.524_525insGG p.Q175fs
XH_P57 12 55688895 55688895 Missense_Mutation SNP A G A OR6C6 c.T122C p.L41S
XH_P57 12 56030938 56030938 Missense_Mutation SNP C T C OR10P1 c.C263T p.P88L
XH_P57 12 56031273 56031273 Missense_Mutation SNP G A G OR10P1 c.G598A p.V200M
XH_P57 12 56295707 56295707 Silent SNP T C T PYM1 c.A561G p.A187A
XH_P57 12 57039080 57039080 Missense_Mutation SNP C T C ATP5B c.G185A p.R62H
XH_P57 12 57324068 57324068 Missense_Mutation SNP T C T SDR9C7 c.A502G p.I168V
XH_P57 12 57496678 57496678 Silent SNP G A G STAT6 c.C909T p.I303I
XH_P57 12 57577265 57577265 Silent SNP G A G LRP1 c.G5766A p.S1922S
XH_P57 12 57649840 57649840 Silent SNP C T C R3HDM2 c.G2469A p.K823K
XH_P57 12 57859431 57859431 Silent SNP G A G GLI1 c.G192A p.E64E
XH_P57 12 57865321 57865321 Missense_Mutation SNP G A G GLI1 c.G2414A p.G805D
XH_P57 12 57865821 57865821 Missense_Mutation SNP G C G GLI1 c.G2914C p.E972Q
XH_P57 12 57870155 57870155 Missense_Mutation SNP A C A ARHGAP9 c.T118G p.S40A
XH_P57 12 57985204 57985204 Silent SNP C T C PIP4K2C c.C132T p.A44A
XH_P57 12 58126234 58126234 Silent SNP C A C AGAP2 c.G1746T p.L582L
XH_P57 12 59270333 59270333 Silent SNP C T C LRIG3 c.G2409A p.T803T
XH_P57 12 59274546 59274546 Nonsense_Mutation INS - GTGGACCATCTA - LRIG3 GATATTTAGATGp.L480delinsDIX
XH_P57 12 64519806 64519806 Silent SNP T C T SRGAP1 c.T2205C p.S735S
XH_P57 12 64536245 64536245 Silent SNP C T C SRGAP1 c.C2982T p.L994L
XH_P57 12 64712546 64712546 In_Frame_Ins INS - GTT - C12orf56 c.702_703insAACp.S235delinsNS
XH_P57 12 64827294 64827294 Missense_Mutation SNP C T C XPOT c.C2363T p.A788V
XH_P57 12 65269548 65269548 Missense_Mutation SNP A C A TBC1D30 c.A2194C p.S732R
XH_P57 12 66725160 66725160 Missense_Mutation SNP C T C HELB c.C2897T p.P966L
XH_P57 12 67700025 67700025 Silent SNP T C T CAND1 c.T2577C p.S859S
XH_P57 12 70037520 70037520 Missense_Mutation SNP G A G BEST3 c.C1148T p.P383L
XH_P57 12 71523134 71523134 Missense_Mutation SNP A C A TSPAN8 c.T637G p.S213A
XH_P57 12 75785100 75785100 Silent SNP C T C GLIPR1L2 c.C204T p.V68V
XH_P57 12 80747209 80747209 Missense_Mutation SNP C G C OTOGL c.C5485G p.L1829V
XH_P57 12 80761411 80761411 Missense_Mutation SNP G T G OTOGL c.G6375T p.L2125F



XH_P57 12 88500631 88500631 Missense_Mutation SNP C A C CEP290 c.G2638T p.A880S
XH_P57 12 91502250 91502250 Silent SNP A G A LUM c.T507C p.N169N
XH_P57 12 94673277 94673277 Silent SNP G A G PLXNC1 c.G3627A p.P1209P
XH_P57 12 94761701 94761701 Silent SNP T C T CEP83 c.A1212G p.R404R
XH_P57 12 94976159 94976159 Silent SNP T C T TMCC3 c.A141G p.V47V
XH_P57 12 96292170 96292170 Missense_Mutation SNP C G C CCDC38 c.G607C p.V203L
XH_P57 12 96641003 96641003 Missense_Mutation SNP A G A ELK3 c.A493G p.K165E
XH_P57 12 97157933 97157933 Missense_Mutation SNP C A C CFAP54 c.C8045A p.P2682H
XH_P57 12 97186242 97186242 Missense_Mutation SNP C A C CFAP54 c.C8815A p.P2939T
XH_P57 12 99007623 99007623 Missense_Mutation SNP C T C IKBIP c.G793A p.G265S
XH_P57 12 100751196 100751196 Silent SNP C T C SLC17A8 c.C27T p.F9F
XH_P57 12 101603396 101603396 Missense_Mutation SNP C A C SLC5A8 c.G231T p.E77D
XH_P57 12 102517804 102517804 Silent SNP G A G PARPBP c.G138A p.A46A
XH_P57 12 102545563 102545563 Silent SNP A G A PARPBP c.A603G p.A201A
XH_P57 12 103696182 103696182 Missense_Mutation SNP T G T C12orf42 c.A787C p.S263R
XH_P57 12 104100617 104100617 Silent SNP C T C STAB2 c.C4044T p.C1348C
XH_P57 12 104136316 104136316 Silent SNP C T C STAB2 c.C6015T p.F2005F
XH_P57 12 105589101 105589101 Silent SNP G A G APPL2 c.C1197T p.T399T
XH_P57 12 107937768 107937768 Missense_Mutation SNP G A G BTBD11 c.G1342A p.G448S
XH_P57 12 108618630 108618630 Missense_Mutation SNP C T C WSCD2 c.C797T p.T266I
XH_P57 12 108954862 108954862 Missense_Mutation SNP G C G SART3 c.C69G p.D23E
XH_P57 12 108986112 108986112 Silent SNP G C G TMEM119 c.C48G p.L16L
XH_P57 12 109605730 109605730 Silent SNP C T C ACACB c.C816T p.A272A
XH_P57 12 109623516 109623516 Missense_Mutation SNP G A G ACACB c.G1951A p.A651T
XH_P57 12 110226379 110226379 Silent SNP G A G TRPV4 c.C1713T p.I571I
XH_P57 12 110238481 110238481 Silent SNP G A G TRPV4 c.C795T p.H265H
XH_P57 12 111160003 111160003 Silent SNP G A G PPP1CC c.C819T p.C273C
XH_P57 12 114374887 114374887 Missense_Mutation SNP T C T RBM19 c.A1993G p.T665A
XH_P57 12 114386639 114386639 Silent SNP A G A RBM19 c.T1275C p.Y425Y
XH_P57 12 114395651 114395651 Missense_Mutation SNP T C T RBM19 c.A776G p.K259R
XH_P57 12 117993064 117993064 Silent SNP C T C KSR2 c.G1341A p.P447P
XH_P57 12 118020115 118020115 Silent SNP G A G KSR2 c.C1134T p.L378L
XH_P57 12 118506186 118506186 Silent SNP A T A VSIG10 c.T1563A p.L521L
XH_P57 12 120171995 120171995 Silent SNP T C T CIT c.A3198G p.R1066R
XH_P57 12 120589064 120589064 Silent SNP G C G GCN1 c.C4194G p.A1398A
XH_P57 12 120591143 120591143 Silent SNP A G A GCN1 c.T3936C p.Y1312Y
XH_P57 12 120608031 120608031 Silent SNP A G A GCN1 c.T1461C p.T487T
XH_P57 12 121176083 121176083 Missense_Mutation SNP G A G ACADS c.G625A p.G209S
XH_P57 12 121600253 121600253 Missense_Mutation SNP T C T P2RX7 c.T463C p.Y155H
XH_P57 12 121622239 121622239 Silent SNP C T C P2RX7 c.C1422T p.P474P
XH_P57 12 121666646 121666646 Missense_Mutation SNP A G A P2RX4 c.A643G p.S215G
XH_P57 12 121691096 121691096 Missense_Mutation SNP G A G CAMKK2 c.C1087T p.R363C
XH_P57 12 121701681 121701681 Silent SNP G A G CAMKK2 c.C687T p.P229P
XH_P57 12 121712077 121712077 Missense_Mutation SNP T A T CAMKK2 c.A253T p.T85S
XH_P57 12 122079295 122079295 Missense_Mutation SNP A G A ORAI1 c.A658G p.S220G
XH_P57 12 122186268 122186268 Silent SNP C T C TMEM120B c.C225T p.L75L
XH_P57 12 122186317 122186317 Missense_Mutation SNP G A G TMEM120B c.G274A p.D92N
XH_P57 12 122217457 122217457 Missense_Mutation SNP C T C RHOF c.G583A p.A195T
XH_P57 12 122217559 122217559 Missense_Mutation SNP C T C RHOF c.G481A p.A161T
XH_P57 12 122246136 122246136 Silent SNP T C T SETD1B c.T567C p.Y189Y
XH_P57 12 122247853 122247853 Silent SNP C T C SETD1B c.C1002T p.P334P
XH_P57 12 122257461 122257461 Silent SNP G A G SETD1B c.G3441A p.E1147E
XH_P57 12 122261456 122261456 Silent SNP G A G SETD1B c.G4842A p.A1614A
XH_P57 12 122277891 122277891 Missense_Mutation SNP C A C HPD c.G1018T p.V340L
XH_P57 12 123470790 123470790 Silent SNP G A G PITPNM2 c.C3816T p.F1272F
XH_P57 12 124826462 124826462 Missense_Mutation SNP C T C NCOR2 c.G5065A p.A1689T
XH_P57 12 124979789 124979789 Silent SNP T G T NCOR2 c.A9C p.G3G
XH_P57 12 125396893 125396893 Silent SNP C G C UBC c.G1425C p.P475P
XH_P57 12 125397553 125397553 Silent SNP T C T UBC c.A765G p.K255K
XH_P57 12 125834095 125834095 Silent SNP C A C TMEM132B c.C150A p.S50S
XH_P57 12 125834395 125834395 Silent SNP T C T TMEM132B c.T450C p.S150S
XH_P57 12 125900095 125900095 Silent SNP T A T TMEM132B c.T963A p.G321G
XH_P57 12 126137060 126137060 Missense_Mutation SNP C T C TMEM132B c.C509T p.A170V
XH_P57 12 129153986 129153986 Missense_Mutation SNP G A G TMEM132C c.G1330A p.V444I
XH_P57 12 129558926 129558926 Silent SNP A G A TMEM132D c.T2794C p.L932L
XH_P57 12 129559557 129559557 Silent SNP C T C TMEM132D c.G2163A p.T721T
XH_P57 12 130941150 130941150 Silent SNP G C G RIMBP2 c.C198G p.G66G
XH_P57 12 132624262 132624262 Missense_Mutation SNP C T C DDX51 c.G1892A p.R631Q
XH_P57 12 132635581 132635581 Silent SNP C T C NOC4L c.C957T p.H319H
XH_P57 12 132636155 132636155 Silent SNP C T C NOC4L c.C1200T p.A400A
XH_P57 12 133244162 133244162 Missense_Mutation SNP C T C POLE c.G2246A p.R749Q
XH_P57 12 133354366 133354366 Missense_Mutation SNP C T C GOLGA3 c.G3608A p.G1203E
XH_P57 13 20221394 20221394 Frame_Shift_Ins INS - AG - MPHOSPH8 .1181_1182insA p.E394fs
XH_P57 13 23929842 23929842 Silent SNP T C T SACS c.A468G p.A156A
XH_P57 13 24465585 24465585 Missense_Mutation SNP C T C C1QTNF9B c.G845A p.S282N
XH_P57 13 24895437 24895437 Missense_Mutation SNP G A G C1QTNF9 c.G533A p.R178Q
XH_P57 13 25356053 25356053 Silent SNP T C T RNF17 c.T582C p.F194F
XH_P57 13 25367301 25367301 Silent SNP C T C RNF17 c.C1057T p.L353L
XH_P57 13 25670813 25670813 Silent SNP C T C PABPC3 c.C477T p.N159N
XH_P57 13 25670988 25670988 Missense_Mutation SNP T A T PABPC3 c.T652A p.L218I
XH_P57 13 27845134 27845134 Missense_Mutation SNP C A C RASL11A c.C53A p.S18Y
XH_P57 13 28143229 28143229 Missense_Mutation SNP A G A LNX2 c.T592C p.S198P
XH_P57 13 28674628 28674628 Missense_Mutation SNP T C T FLT3 c.A20G p.D7G
XH_P57 13 29599410 29599410 Missense_Mutation SNP C T C MTUS2 c.C605T p.P202L
XH_P57 13 32360583 32360583 Silent SNP A G A RXFP2 c.A921G p.L307L
XH_P57 13 32371361 32371361 Missense_Mutation SNP A G A RXFP2 c.A1738G p.I580V
XH_P57 13 32676114 32676114 Silent SNP A G A FRY c.A285G p.T95T
XH_P57 13 32760476 32760476 Silent SNP C A C FRY c.C3399A p.P1133P
XH_P57 13 32885658 32885658 Silent SNP G A G ZAR1L c.C405T p.P135P
XH_P57 13 32912299 32912299 Silent SNP T C T BRCA2 c.T3807C p.V1269V
XH_P57 13 33591089 33591089 Missense_Mutation SNP C A C KL c.C511A p.R171S
XH_P57 13 33634983 33634983 Silent SNP C T C KL c.C1767T p.H589H
XH_P57 13 33700374 33700374 Silent SNP T G T STARD13 c.A1902C p.S634S
XH_P57 13 33704065 33704065 Missense_Mutation SNP T C T STARD13 c.A725G p.K242R
XH_P57 13 36686138 36686138 Silent SNP T C T DCLK1 c.A591G p.P197P
XH_P57 13 37401827 37401827 Silent SNP A G A RFXAP c.A756G p.Q252Q
XH_P57 13 37678704 37678704 Missense_Mutation SNP T A T CSNK1A1L c.A690T p.K230N
XH_P57 13 39343822 39343822 Missense_Mutation SNP C T C FREM2 c.C5518T p.R1840W



XH_P57 13 39546671 39546671 Frame_Shift_Ins INS - TAAC - STOML3 .289_290insGTT p.T97fs
XH_P57 13 39586343 39586343 Silent SNP G C G PROSER1 c.C2589G p.G863G
XH_P57 13 39587166 39587166 Silent SNP A G A PROSER1 c.T2223C p.P741P
XH_P57 13 39587677 39587677 Missense_Mutation SNP A G A PROSER1 c.T1712C p.V571A
XH_P57 13 39587865 39587865 Silent SNP A C A PROSER1 c.T1524G p.S508S
XH_P57 13 39587889 39587889 Silent SNP T C T PROSER1 c.A1500G p.L500L
XH_P57 13 41705921 41705921 Missense_Mutation SNP C T C KBTBD6 c.G727A p.A243T
XH_P57 13 42772717 42772717 Silent SNP G T G DGKH c.G1536T p.P512P
XH_P57 13 44457925 44457925 Missense_Mutation SNP A G A LACC1 c.A760G p.I254V
XH_P57 13 45914196 45914196 Frame_Shift_Ins INS - CATC - TPT1 .123_124insGAT p.H42fs
XH_P57 13 46067593 46067593 Silent SNP G A G COG3 c.G1299A p.E433E
XH_P57 13 46115731 46115731 Missense_Mutation SNP C A C ERICH6B c.G1957T p.V653F
XH_P57 13 46170621 46170621 Missense_Mutation SNP A T A ERICH6B c.T520A p.S174T
XH_P57 13 46539401 46539414 Splice_Site DEL GCAAATAGTT - CTGCAAATAGTTA ZC3H13 . .
XH_P57 13 49089344 49089344 Missense_Mutation SNP T C T RCBTB2 c.A274G p.T92A
XH_P57 13 49795277 49795277 Silent SNP G A G MLNR c.G804A p.G268G
XH_P57 13 50057633 50057633 Silent SNP A G A SETDB2 c.A1416G p.Q472Q
XH_P57 13 51417656 51417656 Missense_Mutation SNP G C G DLEU7 c.C127G p.P43A
XH_P57 13 51948392 51948392 Missense_Mutation SNP T C T INTS6 c.A2056G p.T686A
XH_P57 13 52603241 52603241 Missense_Mutation SNP A G A UTP14C c.A301G p.T101A
XH_P57 13 53217035 53217035 Silent SNP C A C HNRNPA1L2 c.C408A p.I136I
XH_P57 13 53217270 53217270 Missense_Mutation SNP A G A HNRNPA1L2 c.A643G p.N215D
XH_P57 13 76055602 76055602 Missense_Mutation SNP G A G TBC1D4 c.C302T p.A101V
XH_P57 13 76423248 76423248 Missense_Mutation SNP T C T LMO7 c.T3485C p.M1162T
XH_P57 13 77531774 77531774 Missense_Mutation SNP G A G ACOD1 c.G1088A p.S363N
XH_P57 13 77566158 77566158 Silent SNP A G A CLN5 c.A72G p.G24G
XH_P57 13 77751892 77751892 Silent SNP C T C MYCBP2 c.G5331A p.L1777L
XH_P57 13 77780857 77780857 Nonsense_Mutation INS - TTTTTTAGAGTAT - MYCBP2 nsTAAAATACTCTp.P1174delinsX
XH_P57 13 77780859 77780859 Missense_Mutation SNP C T C MYCBP2 c.G3518A p.S1173N
XH_P57 13 78236177 78236177 Silent SNP T C T LOC100129307 c.A585G p.G195G
XH_P57 13 95034749 95034749 Missense_Mutation SNP G A G GPC6 c.G1234A p.V412M
XH_P57 13 99948178 99948178 Silent SNP C A C GPR183 c.G222T p.V74V
XH_P57 13 102106276 102106276 Silent SNP G C G ITGBL1 c.G141C p.S47S
XH_P57 13 103396716 103396716 Missense_Mutation SNP C G C CCDC168 c.G6331C p.E2111Q
XH_P57 13 103397583 103397583 Missense_Mutation SNP C G C CCDC168 c.G5464C p.A1822P
XH_P57 13 103400083 103400083 Silent SNP G A G CCDC168 c.C2964T p.S988S
XH_P57 13 103400729 103400729 Missense_Mutation SNP G A G CCDC168 c.C2318T p.P773L
XH_P57 13 103402522 103402522 Silent SNP C T C CCDC168 c.G525A p.T175T
XH_P57 13 109661359 109661359 Missense_Mutation SNP C G C MYO16 c.C2557G p.P853A
XH_P57 13 110435231 110435231 Missense_Mutation SNP C T C IRS2 c.G3170A p.G1057D
XH_P57 13 110435953 110435953 Silent SNP A G A IRS2 c.T2448C p.C816C
XH_P57 13 110436232 110436232 Silent SNP G A G IRS2 c.C2169T p.S723S
XH_P57 13 111176519 111176519 Silent SNP G T G RAB20 c.C198A p.G66G
XH_P57 13 111896595 111896595 Missense_Mutation SNP T C T ARHGEF7 c.T199C p.C67R
XH_P57 13 112722056 112722079 In_Frame_Del DEL GGCGGGGGC - CGGCGGGGGCGG SOX1 c.84_107del p.28_36del
XH_P57 13 113140459 113140459 Missense_Mutation SNP C T C TUBGCP3 c.G2542A p.V848M
XH_P57 13 113770068 113770068 Silent SNP C T C F7 c.C273T p.H91H
XH_P57 13 113773159 113773159 Missense_Mutation SNP G A G F7 c.G986A p.R329Q
XH_P57 13 113973832 113973832 Missense_Mutation SNP C T C LAMP1 c.C611T p.A204V
XH_P57 13 113975894 113975894 Silent SNP C T C LAMP1 c.C966T p.N322N
XH_P57 13 113979972 113979972 Frame_Shift_Ins INS - CACT - GRTP1 .924_925insAGT p.C309fs
XH_P57 13 114303764 114303764 Silent SNP C T C ATP4B c.G801A p.A267A
XH_P57 13 115067313 115067313 Missense_Mutation SNP A G A UPF3A c.A1016G p.H339R
XH_P57 14 20248595 20248595 Silent SNP C T C OR4M1 c.C114T p.I38I
XH_P57 14 20482434 20482434 Missense_Mutation SNP C A C OR4K14 c.G919T p.V307L
XH_P57 14 20502120 20502120 Silent SNP C T C OR4K13 c.G798A p.S266S
XH_P57 14 20847202 20847202 Silent SNP A G A TEP1 c.T4866C p.D1622D
XH_P57 14 20852029 20852029 Missense_Mutation SNP A G A TEP1 c.T3259C p.S1087P
XH_P57 14 20876253 20876253 Missense_Mutation SNP A G A TEP1 c.T346C p.S116P
XH_P57 14 20897064 20897064 Missense_Mutation SNP C T C KLHL33 c.G1546A p.A516T
XH_P57 14 20925154 20925154 Missense_Mutation SNP T G T APEX1 c.T444G p.D148E
XH_P57 14 20978834 20978834 Silent SNP G A G RNASE10 c.G204A p.L68L
XH_P57 14 21215923 21215923 Missense_Mutation SNP G T G EDDM3A c.G184T p.G62C
XH_P57 14 21469151 21469151 Missense_Mutation SNP T C T SLC39A2 c.T343C p.F115L
XH_P57 14 21500121 21500121 Missense_Mutation SNP G T G TPPP2 c.G398T p.R133L
XH_P57 14 21623303 21623303 Silent SNP G T G OR5AU1 c.C882A p.S294S
XH_P57 14 21769193 21769193 Missense_Mutation SNP C A C RPGRIP1 c.C287A p.P96Q
XH_P57 14 23102801 23102801 Frame_Shift_Ins INS - G - OR6J1 c.915dupC p.R306fs
XH_P57 14 23102969 23102969 Missense_Mutation SNP G A G OR6J1 c.C748T p.P250S
XH_P57 14 23240328 23240328 Silent SNP T A T OXA1L c.T1221A p.R407R
XH_P57 14 23240713 23240713 In_Frame_Ins INS - AGC - OXA1L 1434_1435insAGp.P478delinsPS
XH_P57 14 23248112 23248112 Silent SNP A G A SLC7A7 c.T660C p.G220G
XH_P57 14 23745533 23745533 Missense_Mutation SNP C T C HOMEZ c.G904A p.A302T
XH_P57 14 23894053 23894053 Silent SNP A G A MYH7 c.T2604C p.A868A
XH_P57 14 24029037 24029037 Missense_Mutation SNP C T C AP1G2 c.G1136A p.R379H
XH_P57 14 24569474 24569474 Missense_Mutation SNP T C T PCK2 c.T1286C p.M429T
XH_P57 14 24601553 24601553 Missense_Mutation SNP G A G FITM1 c.G400A p.V134M
XH_P57 14 24653954 24653954 Missense_Mutation SNP G A G IPO4 c.C1538T p.A513V
XH_P57 14 24682767 24682767 Missense_Mutation SNP C T C CHMP4A c.G8A p.R3Q
XH_P57 14 24702789 24702789 Silent SNP C T C GMPR2 c.C246T p.A82A
XH_P57 14 24784911 24784911 Silent SNP T C T LTB4R c.T54C p.S18S
XH_P57 14 24839083 24839083 Missense_Mutation SNP G C G NFATC4 c.G479C p.G160A
XH_P57 14 24845841 24845841 Missense_Mutation SNP T C T NFATC4 c.T2188C p.S730P
XH_P57 14 24878370 24878370 Missense_Mutation SNP C T C NYNRIN c.C1370T p.T457M
XH_P57 14 24898547 24898547 Missense_Mutation SNP G C G KHNYN c.G40C p.E14Q
XH_P57 14 25076906 25076906 Missense_Mutation SNP C T C GZMH c.G251A p.R84Q
XH_P57 14 25443879 25443879 Frame_Shift_Ins INS - AGAT - STXBP6 .145_146insATC p.C49fs
XH_P57 14 30396622 30396622 In_Frame_Ins INS - CCCGGA - PRKD1 96_97insTCCGGp.P33delinsSGP
XH_P57 14 35263983 35263983 Silent SNP T C T BAZ1A c.A1335G p.Q445Q
XH_P57 14 35873770 35873770 Silent SNP G A G NFKBIA c.C81T p.D27D
XH_P57 14 37135752 37135752 Silent SNP C T C PAX9 c.C717T p.H239H
XH_P57 14 38679473 38679473 Silent SNP C T C SSTR1 c.C879T p.V293V
XH_P57 14 39644498 39644498 Silent SNP G A G PNN c.G15A p.V5V
XH_P57 14 39716201 39716201 Missense_Mutation SNP A G A MIA2 c.A423G p.I141M
XH_P57 14 39722023 39722023 Missense_Mutation SNP G C G MIA2 c.G1639C p.D547H
XH_P57 14 39818028 39818028 Missense_Mutation SNP A G A MIA2 c.A1879G p.I627V
XH_P57 14 39818145 39818145 Missense_Mutation SNP G A G MIA2 c.G1996A p.G666R
XH_P57 14 44975052 44975052 Missense_Mutation SNP A G A FSCB c.T1139C p.L380P



XH_P57 14 44975606 44975606 Missense_Mutation SNP G T G FSCB c.C585A p.H195Q
XH_P57 14 45644287 45644287 Missense_Mutation SNP A G A FANCM c.A2252G p.Y751C
XH_P57 14 50088470 50088470 Frame_Shift_Ins INS - T - MGAT2 c.484_485insT p.Q162fs
XH_P57 14 51204996 51204996 Silent SNP C T C NIN c.G3498A p.Q1166Q
XH_P57 14 51378591 51378591 Splice_Site DEL T - T PYGL . .
XH_P57 14 52520368 52520368 Missense_Mutation SNP C T C NID2 c.G1358A p.G453D
XH_P57 14 52735108 52735108 Silent SNP C T C PTGDR c.C576T p.G192G
XH_P57 14 52937255 52937255 Missense_Mutation SNP C T C TXNDC16 c.G1441A p.E481K
XH_P57 14 52981664 52981664 Missense_Mutation SNP G C G TXNDC16 c.C524G p.A175G
XH_P57 14 53019944 53019944 Missense_Mutation SNP A G A GPR137C c.A79G p.S27G
XH_P57 14 53529669 53529669 Silent SNP A T A DDHD1 c.T1758A p.T586T
XH_P57 14 55458040 55458040 Missense_Mutation SNP A G A WDHD1 c.T863C p.L288P
XH_P57 14 55615090 55615105 Frame_Shift_Del DEL TGAAAAAGTA - GTGAAAAAGTAA DLGAP5 c.2505_2520del p.L835fs
XH_P57 14 55619311 55619311 Silent SNP A G A DLGAP5 c.T2118C p.N706N
XH_P57 14 55817708 55817708 Silent SNP T C T FBXO34 c.T600C p.Y200Y
XH_P57 14 55864130 55864130 Silent SNP A G A ATG14 c.T244C p.L82L
XH_P57 14 59112732 59112732 Missense_Mutation SNP C T C DACT1 c.C1280T p.A427V
XH_P57 14 59951012 59951012 Missense_Mutation SNP G A G L3HYPDH c.C23T p.P8L
XH_P57 14 64954683 64954683 Missense_Mutation SNP A G A ZBTB25 c.T266C p.I89T
XH_P57 14 65270357 65270376 Frame_Shift_Del DEL ACCAGGCGGT - GACCAGGCGGTG SPTB c.423_442del p.G141fs
XH_P57 14 65499392 65499392 Missense_Mutation SNP G A G CHURC1-FNTB c.G670A p.G224S
XH_P57 14 68024134 68024134 Missense_Mutation SNP A T A PLEKHH1 c.A338T p.Q113L
XH_P57 14 68029313 68029313 Missense_Mutation SNP G A G PLEKHH1 c.G965A p.R322Q
XH_P57 14 68042547 68042547 Frame_Shift_Ins INS - G - PLEKHH1 c.2178dupG p.L726fs
XH_P57 14 69352230 69352230 Silent SNP G A G ACTN1 c.C1297T p.L433L
XH_P57 14 70039587 70039587 Silent SNP C T C CCDC177 c.G753A p.S251S
XH_P57 14 70039881 70039881 Missense_Mutation SNP C G C CCDC177 c.G459C p.E153D
XH_P57 14 70171418 70171418 Silent SNP T C T SUSD6 c.T417C p.F139F
XH_P57 14 70418881 70418881 Silent SNP G A G SMOC1 c.G126A p.Q42Q
XH_P57 14 70477508 70477508 Silent SNP C T C SMOC1 c.C702T p.A234A
XH_P57 14 71197250 71197250 Silent SNP C T C MAP3K9 c.G2361A p.P787P
XH_P57 14 74058832 74058832 Missense_Mutation SNP C T C ACOT4 c.C169T p.R57C
XH_P57 14 74523869 74523869 Missense_Mutation SNP A G A BBOF1 c.A1486G p.K496E
XH_P57 14 74523949 74523949 Silent SNP G A G BBOF1 c.G1566A p.Q522Q
XH_P57 14 74976452 74976452 Missense_Mutation SNP C T C LTBP2 c.G3262A p.G1088S
XH_P57 14 74992800 74992800 Silent SNP A G A LTBP2 c.T2406C p.T802T
XH_P57 14 75019002 75019002 Silent SNP C T C LTBP2 c.G1287A p.L429L
XH_P57 14 75022271 75022271 Missense_Mutation SNP G T G LTBP2 c.C956A p.P319Q
XH_P57 14 77786863 77786863 Silent SNP C A C POMT2 c.G162T p.A54A
XH_P57 14 77843977 77843977 Silent SNP T C T SAMD15 c.T216C p.A72A
XH_P57 14 77951255 77951255 Missense_Mutation SNP G T G ISM2 c.C149A p.A50D
XH_P57 14 78353533 78353533 Missense_Mutation SNP G A G ADCK1 c.G319A p.V107M
XH_P57 14 78710044 78710044 Missense_Mutation SNP G A G NRXN3 c.G608A p.G203D
XH_P57 14 81574959 81574959 Silent SNP A G A TSHR c.A696G p.L232L
XH_P57 14 88407888 88407888 Missense_Mutation SNP A G A GALC c.T1616C p.I539T
XH_P57 14 91755515 91755515 Missense_Mutation SNP C T C CCDC88C c.G4375A p.D1459N
XH_P57 14 91773494 91773494 Missense_Mutation SNP G A G CCDC88C c.C3083T p.A1028V
XH_P57 14 91773568 91773568 Silent SNP T C T CCDC88C c.A3009G p.L1003L
XH_P57 14 92278836 92278836 Frame_Shift_Ins INS - A - TC2N c.120dupT p.I41fs
XH_P57 14 92958522 92958522 Missense_Mutation SNP A C A SLC24A4 c.A1654C p.K552Q
XH_P57 14 93199080 93199080 Missense_Mutation SNP C T C LGMN c.G52A p.V18I
XH_P57 14 93412743 93412743 Silent SNP G A G ITPK1 c.C834T p.F278F
XH_P57 14 93799221 93799221 Silent SNP G A G BTBD7 c.C54T p.G18G
XH_P57 14 94394645 94394645 Missense_Mutation SNP G C G FAM181A c.G14C p.S5T
XH_P57 14 95029852 95029852 Silent SNP G T G SERPINA4 c.G144T p.L48L
XH_P57 14 95906023 95906023 Silent SNP G A G SYNE3 c.C2172T p.A724A
XH_P57 14 96178688 96178688 Missense_Mutation SNP C T C TCL1A c.G166A p.V56I
XH_P57 14 96730142 96730142 Silent SNP A G A BDKRB1 c.A123G p.P41P
XH_P57 14 97299853 97299853 Silent SNP A G A VRK1 c.A45G p.A15A
XH_P57 14 100118941 100118941 Silent SNP C T C HHIPL1 c.C636T p.A212A
XH_P57 14 100141689 100141689 Missense_Mutation SNP T C T HHIPL1 c.T2075C p.V692A
XH_P57 14 100996312 100996312 Silent SNP T C T WDR25 c.T795C p.Y265Y
XH_P57 14 102808330 102808330 Silent SNP C T C ZNF839 c.C2250T p.V750V
XH_P57 14 102814945 102814945 Silent SNP G A G CINP c.C588T p.S196S
XH_P57 14 103342049 103342049 Missense_Mutation SNP T C T TRAF3 c.T386C p.M129T
XH_P57 14 103568614 103568614 Missense_Mutation SNP T A T EXOC3L4 c.T554A p.L185H
XH_P57 14 103568981 103568981 Silent SNP A C A EXOC3L4 c.A921C p.P307P
XH_P57 14 104001032 104001032 Silent SNP C T C TRMT61A c.C744T p.P248P
XH_P57 14 104028270 104028270 Silent SNP T C T BAG5 c.A75G p.P25P
XH_P57 14 104029449 104029449 Silent SNP G A G APOPT1 c.G150A p.T50T
XH_P57 14 104199036 104199036 Silent SNP A G A ZFYVE21 c.A606G p.T202T
XH_P57 14 104206854 104206854 Silent SNP C T C PPP1R13B c.G1899A p.T633T
XH_P57 14 105393556 105393556 Missense_Mutation SNP G C G PLD4 c.G100C p.E34Q
XH_P57 14 105408270 105408270 Silent SNP G C G AHNAK2 c.C13218G p.L4406L
XH_P57 14 105410816 105410816 Missense_Mutation SNP C T C AHNAK2 c.G10672A p.E3558K
XH_P57 14 105414804 105414804 Silent SNP A G A AHNAK2 c.T6684C p.F2228F
XH_P57 14 105417036 105417036 Missense_Mutation SNP G C G AHNAK2 c.C4452G p.F1484L
XH_P57 14 105452907 105452907 Silent SNP C T C C14orf79 c.C139T p.L47L
XH_P57 14 105461067 105461067 Silent SNP C T C C14orf79 c.C949T p.L317L
XH_P57 14 105477613 105477613 Silent SNP T C T CDCA4 c.A654G p.P218P
XH_P57 14 105995534 105995534 Silent SNP G A G TMEM121 c.G363A p.V121V
XH_P57 15 21051201 21051201 Missense_Mutation SNP T C T POTEB c.A1259G p.N420S
XH_P57 15 22369373 22369373 Silent SNP G A G OR4M2 c.G798A p.S266S
XH_P57 15 22382655 22382655 Missense_Mutation SNP A C A OR4N4 c.A183C p.L61F
XH_P57 15 22383064 22383064 Missense_Mutation SNP C A C OR4N4 c.C592A p.L198I
XH_P57 15 22743235 22743235 Silent SNP A G A GOLGA6L1 c.A1620G p.R540R
XH_P57 15 24921649 24921649 Missense_Mutation SNP T C T NPAP1 c.T635C p.V212A
XH_P57 15 24921771 24921771 Missense_Mutation SNP G C G NPAP1 c.G757C p.G253R
XH_P57 15 25953198 25953198 Missense_Mutation SNP C T C ATP10A c.G2500A p.E834K
XH_P57 15 28096538 28096538 Silent SNP A G A OCA2 c.T2256C p.A752A
XH_P57 15 28419659 28419659 Silent SNP G A G HERC2 c.C9939T p.R3313R
XH_P57 15 28502279 28502279 Silent SNP A G A HERC2 c.T2445C p.G815G
XH_P57 15 28632820 28632820 Missense_Mutation SNP T C T GOLGA8F c.T1388C p.L463P
XH_P57 15 31222820 31222820 Silent SNP T C T FAN1 c.T2862C p.C954C
XH_P57 15 32688214 32688214 Missense_Mutation SNP C T C GOLGA8K c.G1150A p.A384T
XH_P57 15 34015013 34015013 Silent SNP G A G RYR3 c.G6717A p.G2239G
XH_P57 15 34640510 34640510 Silent SNP G A G NUTM1 c.G411A p.P137P
XH_P57 15 35045057 35045057 Silent SNP G A G GJD2 c.C588T p.S196S



XH_P57 15 35045312 35045312 Silent SNP T A T GJD2 c.A333T p.T111T
XH_P57 15 36946303 36946303 Missense_Mutation SNP C G C C15orf41 c.C106G p.L36V
XH_P57 15 39874781 39874781 Missense_Mutation SNP A G A THBS1 c.A455G p.Q152R
XH_P57 15 40494810 40494810 Missense_Mutation SNP G A G BUB1B c.G1649A p.R550Q
XH_P57 15 40558087 40558087 Silent SNP G A G BUB1B-PAK6 c.G249A p.S83S
XH_P57 15 40750740 40750740 Missense_Mutation SNP A G A BAHD1 c.A77G p.E26G
XH_P57 15 40917613 40917613 Silent SNP T C T KNL1 c.T5151C p.P1717P
XH_P57 15 41036410 41036410 Missense_Mutation SNP G T G RMDN3 c.C823A p.Q275K
XH_P57 15 41099899 41099899 Frame_Shift_Ins INS - GGGGC - ZFYVE19 112_113insGGGG p.W38fs
XH_P57 15 41192558 41192558 Silent SNP T C T VPS18 c.T1542C p.T514T
XH_P57 15 41772795 41772795 Silent SNP C T C RTF1 c.C2043T p.A681A
XH_P57 15 41805237 41805237 Missense_Mutation SNP C T C LTK c.G125A p.R42Q
XH_P57 15 41819696 41819696 Silent SNP T C T RPAP1 c.A1536G p.A512A
XH_P57 15 41820200 41820200 Missense_Mutation SNP C T C RPAP1 c.G1286A p.R429Q
XH_P57 15 42116076 42116076 Missense_Mutation SNP G T G MAPKBP1 c.G4030T p.G1344C
XH_P57 15 42281719 42281719 Silent SNP G A G PLA2G4E c.C1617T p.G539G
XH_P57 15 42371752 42371752 Missense_Mutation SNP A T A PLA2G4D c.T1300A p.S434T
XH_P57 15 42373810 42373810 Missense_Mutation SNP G C G PLA2G4D c.C824G p.P275R
XH_P57 15 42434254 42434254 Silent SNP G A G PLA2G4F c.C2478T p.N826N
XH_P57 15 42436305 42436305 Silent SNP G C G PLA2G4F c.C2013G p.P671P
XH_P57 15 42977676 42977676 Silent SNP G A G STARD9 c.G3900A p.Q1300Q
XH_P57 15 42981377 42981377 Missense_Mutation SNP C T C STARD9 c.C7601T p.P2534L
XH_P57 15 42981806 42981806 Missense_Mutation SNP G A G STARD9 c.G8030A p.R2677H
XH_P57 15 42982340 42982340 Missense_Mutation SNP C T C STARD9 c.C8564T p.T2855I
XH_P57 15 42984892 42984892 Silent SNP A C A STARD9 c.A11116C p.R3706R
XH_P57 15 43017426 43017426 Silent SNP T G T CDAN1 c.A3474C p.L1158L
XH_P57 15 43023482 43023482 Missense_Mutation SNP T C T CDAN1 c.A1787G p.Q596R
XH_P57 15 43027835 43027835 Silent SNP G T G CDAN1 c.C816A p.T272T
XH_P57 15 43028749 43028749 Missense_Mutation SNP T A T CDAN1 c.A320T p.Q107L
XH_P57 15 43044193 43044193 Missense_Mutation SNP G A G TTBK2 c.C3251T p.T1084M
XH_P57 15 43552360 43552360 Missense_Mutation SNP G A G TGM5 c.C326T p.T109M
XH_P57 15 43712876 43712876 Silent SNP T C T TP53BP1 c.A4308G p.P1436P
XH_P57 15 44089414 44089414 Frame_Shift_Ins INS - AG - SERINC4 c.772_773insCT p.M258fs
XH_P57 15 44751350 44751350 Silent SNP C T C CTDSPL2 c.C138T p.T46T
XH_P57 15 44944341 44944341 Silent SNP G A G SPG11 c.C993T p.S331S
XH_P57 15 44949329 44949329 Missense_Mutation SNP T C T SPG11 c.A833G p.N278S
XH_P57 15 44967847 44967847 Missense_Mutation SNP A G A PATL2 c.T59C p.L20P
XH_P57 15 45406896 45406896 Missense_Mutation SNP T G T DUOXA2 c.T93G p.F31L
XH_P57 15 49085599 49085599 Frame_Shift_Ins INS - TC - CEP152 c.750_751insGA p.Q251fs
XH_P57 15 50534703 50534703 Silent SNP C T C HDC c.G1644A p.T548T
XH_P57 15 50534832 50534832 Silent SNP A G A HDC c.T1515C p.N505N
XH_P57 15 53081221 53081221 Silent SNP C A C ONECUT1 c.G861T p.G287G
XH_P57 15 54003091 54003091 Missense_Mutation SNP G A G WDR72 c.C917T p.P306L
XH_P57 15 56388726 56388726 Frame_Shift_Ins INS - TGAG - RFX7 1199_1200insCT p.Q400fs
XH_P57 15 57918069 57918069 Silent SNP A G A GCOM1 c.A504G p.A168A
XH_P57 15 58000981 58000981 Silent SNP C T C GCOM1 c.C183T p.A61A
XH_P57 15 58256127 58256127 Missense_Mutation SNP C T C ALDH1A2 c.G754A p.V252I
XH_P57 15 58837957 58837957 Silent SNP A G A LIPC c.A591G p.G197G
XH_P57 15 62990971 62990971 Silent SNP C T C TLN2 c.C1492T p.L498L
XH_P57 15 64204147 64204147 Missense_Mutation SNP G A G DAPK2 c.C992T p.S331L
XH_P57 15 64962630 64962630 Silent SNP A C A ZNF609 c.A1059C p.P353P
XH_P57 15 65489643 65489643 Missense_Mutation SNP C T C CILP c.G2981A p.R994Q
XH_P57 15 65676726 65676726 Missense_Mutation SNP C T C IGDCC4 c.G3374A p.C1125Y
XH_P57 15 66411441 66411441 Missense_Mutation SNP C T C MEGF11 c.G284A p.S95N
XH_P57 15 66618342 66618342 Missense_Mutation SNP A G A DIS3L c.A1463G p.D488G
XH_P57 15 68609647 68609647 Missense_Mutation SNP G T G ITGA11 c.C2671A p.Q891K
XH_P57 15 68612556 68612556 Silent SNP T C T ITGA11 c.A2583G p.S861S
XH_P57 15 68624290 68624290 Silent SNP G A G ITGA11 c.C1677T p.D559D
XH_P57 15 69682021 69682021 Silent SNP G A G PAQR5 c.G414A p.T138T
XH_P57 15 70350607 70350607 Silent SNP C T C TLE3 c.G774A p.G258G
XH_P57 15 72638967 72638967 Missense_Mutation SNP C T C HEXA c.G1231A p.G411S
XH_P57 15 72668305 72668305 Silent SNP G A G HEXA c.C9T p.S3S
XH_P57 15 73027478 73027478 Missense_Mutation SNP T C T BBS4 c.T545C p.I182T
XH_P57 15 73832892 73832892 Missense_Mutation SNP T C T REC114 c.T316C p.F106L
XH_P57 15 74032783 74032783 Silent SNP A G A C15orf59 c.T357C p.S119S
XH_P57 15 74219546 74219546 Missense_Mutation SNP G T G LOXL1 c.G422T p.R141L
XH_P57 15 74328141 74328141 Missense_Mutation SNP G T G PML c.G2195T p.G732V
XH_P57 15 74467856 74467856 Silent SNP G A G ISLR c.G657A p.T219T
XH_P57 15 74473739 74473739 Missense_Mutation SNP C T C STRA6 c.G1581A p.M527I
XH_P57 15 74565181 74565181 Silent SNP G A G CCDC33 c.G708A p.P236P
XH_P57 15 74710305 74710305 Silent SNP G A G SEMA7A c.C336T p.C112C
XH_P57 15 75499768 75499768 Missense_Mutation SNP C T C C15orf39 c.C1379T p.P460L
XH_P57 15 75521240 75521240 Missense_Mutation SNP A T A LOC105376731 c.T193A p.S65T
XH_P57 15 75932129 75932129 Silent SNP G T G IMP3 c.C381A p.A127A
XH_P57 15 77344793 77344793 Silent SNP T A T TSPAN3 c.A411T p.V137V
XH_P57 15 78770698 78770698 Silent SNP C A C IREB2 c.C505A p.R169R
XH_P57 15 79054773 79054773 Silent SNP G A G ADAMTS7 c.C4875T p.T1625T
XH_P57 15 79064170 79064170 Silent SNP C T C ADAMTS7 c.G2133A p.G711G
XH_P57 15 79068649 79068649 Silent SNP G A G ADAMTS7 c.C1587T p.P529P
XH_P57 15 79069121 79069121 Silent SNP A G A ADAMTS7 c.T1530C p.A510A
XH_P57 15 79092603 79092603 Silent SNP G A G ADAMTS7 c.C387T p.H129H
XH_P57 15 79224747 79224747 Silent SNP C T C CTSH c.G459A p.A153A
XH_P57 15 79277511 79277511 Silent SNP A G A RASGRF1 c.T948C p.N316N
XH_P57 15 79586361 79586361 Silent SNP T C T ANKRD34C c.T735C p.P245P
XH_P57 15 80191343 80191343 Missense_Mutation SNP G A G ST20 c.C170T p.P57L
XH_P57 15 80263217 80263217 Missense_Mutation SNP C T C BCL2A1 c.G245A p.G82D
XH_P57 15 81212521 81212521 Silent SNP T C T CEMIP c.T1884C p.C628C
XH_P57 15 81218024 81218024 Missense_Mutation SNP A G A CEMIP c.A2348G p.H783R
XH_P57 15 81229192 81229192 Missense_Mutation SNP G A G CEMIP c.G3187A p.A1063T
XH_P57 15 81440788 81440788 Nonsense_Mutation INS - TGTGA - CFAP161 820_821insTGTGA274_S275delinsVX
XH_P57 15 81440789 81440789 Missense_Mutation SNP C G C CFAP161 c.C821G p.A274G
XH_P57 15 81605655 81605655 Missense_Mutation SNP C T C STARD5 c.G584A p.R195H
XH_P57 15 82555242 82555242 Missense_Mutation SNP A G A SAXO2 c.A22G p.S8G
XH_P57 15 82635194 82635194 Missense_Mutation SNP T C T GOLGA6L10 c.A1505G p.E502G
XH_P57 15 83679041 83679041 Silent SNP G A G C15orf40 c.C186T p.C62C
XH_P57 15 85401106 85401106 Missense_Mutation SNP G A G ALPK3 c.G3743A p.R1248H
XH_P57 15 85402610 85402610 Silent SNP G A G ALPK3 c.G4560A p.E1520E
XH_P57 15 85447431 85447431 Missense_Mutation SNP G A G SLC28A1 c.G565A p.V189I



XH_P57 15 85448875 85448875 Missense_Mutation SNP C A C SLC28A1 c.C709A p.Q237K
XH_P57 15 86123751 86123751 Frame_Shift_Ins INS - TG - AKAP13 .2452_2453insT p.L818fs
XH_P57 15 89421405 89421405 Silent SNP G A G HAPLN3 c.C879T p.I293I
XH_P57 15 89444947 89444947 Silent SNP G C G MFGE8 c.C573G p.G191G
XH_P57 15 90168693 90168693 Missense_Mutation SNP T A T TICRR c.T5149A p.S1717T
XH_P57 15 90170237 90170237 Missense_Mutation SNP C T C TICRR c.C5650T p.R1884C
XH_P57 15 90196008 90196008 Missense_Mutation SNP C T C KIF7 c.G154A p.D52N
XH_P57 15 90246336 90246336 Silent SNP A G A WDR93 c.A459G p.L153L
XH_P57 15 90335788 90335788 Missense_Mutation SNP C T C ANPEP c.G2255A p.S752N
XH_P57 15 90344352 90344352 Missense_Mutation SNP T C T ANPEP c.A1809G p.I603M
XH_P57 15 90349558 90349558 Missense_Mutation SNP C T C ANPEP c.G257A p.R86Q
XH_P57 15 91161164 91161164 Silent SNP G A G CRTC3 c.G663A p.P221P
XH_P57 15 91185204 91185204 Silent SNP G A G CRTC3 c.G1689A p.A563A
XH_P57 15 91454424 91454424 Silent SNP C T C MAN2A2 c.C1899T p.D633D
XH_P57 15 91499986 91499986 Missense_Mutation SNP G T G RCCD1 c.G22T p.A8S
XH_P57 15 91795203 91795203 Silent SNP C G C SV2B c.C153G p.L51L
XH_P57 15 91811749 91811749 Silent SNP G A G SV2B c.G954A p.V318V
XH_P57 15 92987938 92987938 Silent SNP C G C ST8SIA2 c.C558G p.P186P
XH_P57 15 93015427 93015427 Missense_Mutation SNP G A G C15orf32 c.G49A p.A17T
XH_P57 15 93588264 93588264 Silent SNP G C G RGMA c.C1269G p.L423L
XH_P57 15 95013577 95013577 Silent SNP G A G MCTP2 c.G2211A p.T737T
XH_P57 15 99511873 99511873 Missense_Mutation SNP G A G PGPEP1L c.C425T p.A142V
XH_P57 15 101718529 101718529 Silent SNP T C T CHSY1 c.A1473G p.Q491Q
XH_P57 15 101718950 101718950 Missense_Mutation SNP T C T CHSY1 c.A1052G p.K351R
XH_P57 15 101791359 101791359 Silent SNP C G C CHSY1 c.G303C p.R101R
XH_P57 16 449659 449659 Silent SNP G A G NME4 c.G258A p.S86S
XH_P57 16 450309 450309 Silent SNP C T C NME4 c.C429T p.D143D
XH_P57 16 624114 624114 Missense_Mutation SNP A G A PIGQ c.A40G p.T14A
XH_P57 16 624713 624713 Silent SNP C T C PIGQ c.C639T p.C213C
XH_P57 16 633125 633125 Missense_Mutation SNP T C T PIGQ c.T1774C p.C592R
XH_P57 16 633353 633353 Missense_Mutation SNP T C T PIGQ c.T2002C p.C668R
XH_P57 16 633354 633354 Missense_Mutation SNP G A G PIGQ c.G2003A p.C668Y
XH_P57 16 681280 681280 Silent SNP G T G WFIKKN1 c.G27T p.P9P
XH_P57 16 718514 718514 Silent SNP C G C RHOT2 c.C123G p.T41T
XH_P57 16 719592 719592 Missense_Mutation SNP G A G RHOT2 c.G262A p.A88T
XH_P57 16 720152 720152 Silent SNP T C T RHOT2 c.T306C p.N102N
XH_P57 16 720960 720960 Silent SNP C T C RHOT2 c.C708T p.N236N
XH_P57 16 721780 721780 Missense_Mutation SNP A G A RHOT2 c.A953G p.Q318R
XH_P57 16 1416355 1416355 Silent SNP C T C UNKL c.G435A p.R145R
XH_P57 16 1591962 1591962 Silent SNP G A G TMEM204 c.G321A p.T107T
XH_P57 16 1608082 1608082 Silent SNP A G A IFT140 c.T2253C p.P751P
XH_P57 16 1614097 1614097 Silent SNP A G A IFT140 c.T1968C p.S656S
XH_P57 16 1814391 1814391 Silent SNP T C T MAPK8IP3 c.T2190C p.D730D
XH_P57 16 1820661 1820666 In_Frame_Del DEL GCCAGT - GCCAGT NME3 c.494_499del p.165_167del
XH_P57 16 1825663 1825668 In_Frame_Del DEL GCTCTC - GCTCTC EME2 c.757_762del p.253_254del
XH_P57 16 2160494 2160494 Silent SNP C T C PKD1 c.G4674A p.T1558T
XH_P57 16 2257105 2257105 Silent SNP C G C MLST8 c.C414G p.P138P
XH_P57 16 2867450 2867450 Silent SNP G C G PRSS21 c.G84C p.P28P
XH_P57 16 2871555 2871555 Silent SNP G A G PRSS21 c.G894A p.P298P
XH_P57 16 2946666 2946666 Silent SNP C T C FLYWCH2 c.C216T p.G72G
XH_P57 16 3017124 3017124 Missense_Mutation SNP C A C KREMEN2 c.C737A p.A246D
XH_P57 16 3017810 3017828 In_Frame_Del DEL CTGTCTGCTG - GCTGTCTGCTGG KREMEN2 c.983_1000del p.328_334del
XH_P57 16 3142911 3142911 Missense_Mutation SNP C G C ZSCAN10 c.G28C p.V10L
XH_P57 16 3165425 3165425 Missense_Mutation SNP A G A ZNF205 c.A127G p.T43A
XH_P57 16 3304573 3304573 Silent SNP G T G MEFV c.C495A p.A165A
XH_P57 16 3304654 3304654 Silent SNP T C T MEFV c.A414G p.G138G
XH_P57 16 3304762 3304762 Silent SNP A G A MEFV c.T306C p.D102D
XH_P57 16 3367023 3367023 Splice_Site INS - TAAA - ZNF75A . .
XH_P57 16 3613207 3613207 Silent SNP G A G NLRC3 c.C1731T p.T577T
XH_P57 16 3613637 3613637 Missense_Mutation SNP G A G NLRC3 c.C1301T p.P434L
XH_P57 16 3640274 3640274 Missense_Mutation SNP G A G SLX4 c.C3365T p.P1122L
XH_P57 16 3640477 3640477 Silent SNP C T C SLX4 c.G3162A p.S1054S
XH_P57 16 3656557 3656557 Silent SNP G A G SLX4 c.C678T p.H226H
XH_P57 16 3708193 3708193 Silent SNP G A G TRAP1 c.C1893T p.D631D
XH_P57 16 4033373 4033373 Silent SNP C A C ADCY9 c.G2379T p.L793L
XH_P57 16 4310475 4310475 Frame_Shift_Ins INS - CA - TFAP4 c.646_647insTG p.Q216fs
XH_P57 16 4748011 4748011 Missense_Mutation SNP C T C ANKS3 c.G1258A p.A420T
XH_P57 16 4790168 4790168 In_Frame_Ins INS - GCAGAATTGGCC - C16orf71 292insGCAGAATp.P97delinsPAELA
XH_P57 16 4802874 4802874 Missense_Mutation SNP G A G ZNF500 c.C946T p.R316W
XH_P57 16 4815602 4815602 Silent SNP T C T ZNF500 c.A378G p.E126E
XH_P57 16 8870314 8870314 Silent SNP G A G ABAT c.G1236A p.G412G
XH_P57 16 8993587 8993587 Silent SNP T C T USP7 c.A2289G p.E763E
XH_P57 16 9057131 9057131 Missense_Mutation SNP C G C USP7 c.G12C p.Q4H
XH_P57 16 10775855 10775855 Silent SNP G A G TEKT5 c.C858T p.D286D
XH_P57 16 10788406 10788406 Silent SNP G T G TEKT5 c.C325A p.R109R
XH_P57 16 11001743 11001743 Silent SNP G A G CIITA c.G2394A p.P798P
XH_P57 16 11362729 11362729 Missense_Mutation SNP G A G TNP2 c.C391T p.R131W
XH_P57 16 11369930 11369930 Missense_Mutation SNP C G C PRM2 c.G298C p.A100P
XH_P57 16 11374866 11374866 Silent SNP G T G PRM1 c.C139A p.R47R
XH_P57 16 11647492 11647492 Missense_Mutation SNP T C T LITAF c.A274G p.I92V
XH_P57 16 11933678 11933678 Silent SNP G C G RSL1D1 c.C1020G p.T340T
XH_P57 16 11940390 11940390 Silent SNP T C T RSL1D1 c.A603G p.T201T
XH_P57 16 14859120 14859120 Silent SNP G A G NPIPA2 c.G903A p.A301A
XH_P57 16 14976513 14976513 Silent SNP C T C NOMO1 c.C3090T p.L1030L
XH_P57 16 15122812 15122812 Missense_Mutation SNP C G C PDXDC1 c.C1201G p.L401V
XH_P57 16 15811023 15811023 Silent SNP C T C MYH11 c.G5478A p.L1826L
XH_P57 16 15811062 15811062 Silent SNP C T C MYH11 c.G5439A p.K1813K
XH_P57 16 15818141 15818141 Silent SNP A C A MYH11 c.T4242G p.A1414A
XH_P57 16 20043330 20043330 Silent SNP T C T GPR139 c.A789G p.V263V
XH_P57 16 20552075 20552075 Silent SNP G T G ACSM2B c.C1530A p.I510I
XH_P57 16 21221430 21221430 Missense_Mutation SNP C A C ZP2 c.G235T p.D79Y
XH_P57 16 21288900 21288910 In_Frame_Del DEL AGGTAGCTAC - AGGTAGCTACA CRYM c.171_176del p.57_59del
XH_P57 16 21847193 21847193 Missense_Mutation SNP G T G NPIPB4 c.C2515A p.P839T
XH_P57 16 21858799 21858799 Missense_Mutation SNP G A G NPIPB4 c.C184T p.H62Y
XH_P57 16 22137603 22137603 Missense_Mutation SNP G A G VWA3A c.G1637A p.C546Y
XH_P57 16 22237118 22237118 Missense_Mutation SNP A G A EEF2K c.A68G p.H23R
XH_P57 16 22237273 22237273 Missense_Mutation SNP C G C EEF2K c.C223G p.P75A
XH_P57 16 22326513 22326513 Missense_Mutation SNP A G A POLR3E c.A518G p.H173R



XH_P57 16 22826339 22826339 Silent SNP A G A HS3ST2 c.A408G p.V136V
XH_P57 16 24788423 24788434 In_Frame_Del DEL CAGCCACAGC - GCAGCCACAGCC TNRC6A c.333_344del p.111_115del
XH_P57 16 24788645 24788645 Missense_Mutation SNP T A T TNRC6A c.T555A p.N185K
XH_P57 16 24801737 24801737 Missense_Mutation SNP G A G TNRC6A c.G1774A p.A592T
XH_P57 16 27373872 27373872 Missense_Mutation SNP A C A IL4R c.A1199C p.E400A
XH_P57 16 27374180 27374180 Missense_Mutation SNP T C T IL4R c.T1507C p.S503P
XH_P57 16 27374400 27374400 Missense_Mutation SNP A G A IL4R c.A1727G p.Q576R
XH_P57 16 28354000 28354000 Silent SNP G C G NPIPB6 c.C1206G p.P402P
XH_P57 16 28354077 28354077 Missense_Mutation SNP G A G NPIPB6 c.C1129T p.R377W
XH_P57 16 28354223 28354223 Missense_Mutation SNP G C G NPIPB6 c.C983G p.P328R
XH_P57 16 28620120 28620120 Silent SNP C T C SULT1A1 c.G57A p.P19P
XH_P57 16 28909622 28909622 Silent SNP G A G ATP2A1 c.G1239A p.T413T
XH_P57 16 29891374 29891374 Missense_Mutation SNP C T C SEZ6L2 c.G1042A p.D348N
XH_P57 16 29899123 29899123 Missense_Mutation SNP G T G SEZ6L2 c.C713A p.T238N
XH_P57 16 29900017 29900017 Missense_Mutation SNP G A G SEZ6L2 c.C541T p.R181W
XH_P57 16 30536994 30536994 Missense_Mutation SNP A G A ZNF768 c.T467C p.L156P
XH_P57 16 31090407 31090407 Missense_Mutation SNP G C G ZNF646 c.G2762C p.G921A
XH_P57 16 31091209 31091209 Silent SNP T C T ZNF646 c.T3564C p.T1188T
XH_P57 16 31092075 31092075 Missense_Mutation SNP G A G ZNF646 c.G4430A p.G1477D
XH_P57 16 31096164 31096164 Missense_Mutation SNP G C G PRSS53 c.C1216G p.P406A
XH_P57 16 46642286 46642286 Silent SNP G A G SHCBP1 c.C498T p.N166N
XH_P57 16 46762977 46762977 Silent SNP G A G MYLK3 c.C708T p.D236D
XH_P57 16 47143623 47143623 Splice_Site SNP C A C NETO2 . .
XH_P57 16 49314837 49314837 Silent SNP T G T CBLN1 c.A381C p.I127I
XH_P57 16 49670525 49670525 Silent SNP G T G ZNF423 c.C2187A p.P729P
XH_P57 16 50827518 50827518 Silent SNP C T C CYLD c.C2403T p.D801D
XH_P57 16 53639438 53639438 Missense_Mutation SNP C T C RPGRIP1L c.G3550A p.D1184N
XH_P57 16 54967096 54967096 Missense_Mutation SNP C A C IRX5 c.C760A p.P254T
XH_P57 16 55519535 55519535 Silent SNP G C G MMP2 c.G528C p.G176G
XH_P57 16 55536727 55536727 Silent SNP C T C MMP2 c.C1656T p.F552F
XH_P57 16 55601388 55601388 Silent SNP A G A CAPNS2 c.A720G p.E240E
XH_P57 16 55853446 55853446 Splice_Site SNP C A C CES1 . .
XH_P57 16 56370652 56370652 Silent SNP C T C GNAO1 c.C603T p.D201D
XH_P57 16 57416726 57416726 Missense_Mutation SNP G A G CX3CL1 c.G721A p.V241I
XH_P57 16 57717851 57717851 Missense_Mutation SNP C T C ADGRG3 c.C529T p.R177W
XH_P57 16 57760031 57760031 Missense_Mutation SNP G A G DRC7 c.G1615A p.V539M
XH_P57 16 57787906 57787906 Silent SNP C T C KATNB1 c.C1227T p.D409D
XH_P57 16 57849373 57849373 Missense_Mutation SNP A T A LOC388282 c.A333T p.R111S
XH_P57 16 58550484 58550484 Silent SNP G A G SETD6 c.G579A p.L193L
XH_P57 16 60392823 60392823 Missense_Mutation SNP G C G LOC729159 c.C784G p.P262A
XH_P57 16 67265541 67265541 Missense_Mutation SNP C T C FHOD1 c.G2384A p.R795Q
XH_P57 16 67289369 67289369 Frame_Shift_Ins INS - AGTC - SLC9A5 .425_426insAGT p.G142fs
XH_P57 16 67691668 67691668 Missense_Mutation SNP A G A ACD c.T1553C p.V518A
XH_P57 16 67863713 67863713 Missense_Mutation SNP C T C CENPT c.G1141A p.G381R
XH_P57 16 68373239 68373239 Silent SNP C T C PRMT7 c.C369T p.A123A
XH_P57 16 69973297 69973297 Silent SNP C T C WWP2 c.C1177T p.L393L
XH_P57 16 70365715 70365715 Frame_Shift_Ins INS - G - DDX19B c.662dupG p.R221fs
XH_P57 16 70395387 70395387 Silent SNP C T C DDX19A c.C360T p.N120N
XH_P57 16 70710858 70710858 Silent SNP C T C MTSS1L c.G756A p.S252S
XH_P57 16 71220794 71220794 Missense_Mutation SNP G T G HYDIN c.C86A p.T29K
XH_P57 16 74419311 74419311 Silent SNP C T C NPIPB15 c.C321T p.A107A
XH_P57 16 74425299 74425299 Missense_Mutation SNP C T C NPIPB15 c.C653T p.A218V
XH_P57 16 74425447 74425447 Silent SNP C T C NPIPB15 c.C801T p.P267P
XH_P57 16 74425622 74425636 In_Frame_Del DEL TCTTCCACCCT - CCTCTTCCACCCTC NPIPB15 c.976_990del p.326_330del
XH_P57 16 74640753 74640753 Missense_Mutation SNP T A T GLG1 c.A240T p.Q80H
XH_P57 16 74640754 74640754 Missense_Mutation SNP T G T GLG1 c.A239C p.Q80P
XH_P57 16 75149110 75149110 Frame_Shift_Ins INS - T - LDHD c.312_313insA p.V105fs
XH_P57 16 75513044 75513044 Missense_Mutation SNP G A G CHST6 c.C683T p.T228I
XH_P57 16 75563330 75563330 Missense_Mutation SNP G A G CHST5 c.C953T p.T318M
XH_P57 16 75563746 75563746 Silent SNP T G T CHST5 c.A537C p.P179P
XH_P57 16 75590113 75590113 Silent SNP C G C TMEM231 c.G57C p.R19R
XH_P57 16 76501304 76501304 Missense_Mutation SNP G C G CNTNAP4 c.G1152C p.Q384H
XH_P57 16 77327018 77327018 Silent SNP G A G ADAMTS18 c.C2628T p.C876C
XH_P57 16 77769834 77769834 Missense_Mutation SNP G A G NUDT7 c.G299A p.R100H
XH_P57 16 78466484 78466484 Silent SNP G A G WWOX c.G552A p.K184K
XH_P57 16 81053707 81053707 In_Frame_Ins INS - ACA - CENPN c.297_298insACAp.V99delinsVT
XH_P57 16 81076821 81076821 Missense_Mutation SNP T C T ATMIN c.T250C p.S84P
XH_P57 16 81094951 81094951 Missense_Mutation SNP A G A C16orf46 c.T1003C p.Y335H
XH_P57 16 81095099 81095099 Silent SNP C G C C16orf46 c.G855C p.A285A
XH_P57 16 81095358 81095358 Missense_Mutation SNP A C A C16orf46 c.T596G p.I199S
XH_P57 16 81248716 81248716 Missense_Mutation SNP C T C PKD1L2 c.G547A p.V183I
XH_P57 16 81737570 81737570 Silent SNP C T C CMIP c.C1689T p.S563S
XH_P57 16 82033612 82033612 Missense_Mutation SNP T C T SDR42E1 c.A286G p.K96E
XH_P57 16 82101827 82101827 Silent SNP C T C HSD17B2 c.C318T p.G106G
XH_P57 16 83999033 83999033 Silent SNP A G A OSGIN1 c.A855G p.S285S
XH_P57 16 84012104 84012104 Missense_Mutation SNP T C T NECAB2 c.T59C p.L20S
XH_P57 16 84115393 84115393 Silent SNP G A G MBTPS1 c.C1407T p.L469L
XH_P57 16 84158248 84158248 Missense_Mutation SNP G C G HSDL1 c.C980G p.S327C
XH_P57 16 84229517 84229517 Silent SNP G A G ADAD2 c.G1149A p.A383A
XH_P57 16 84256410 84256410 Missense_Mutation SNP C T C KCNG4 c.G973A p.G325R
XH_P57 16 84270476 84270476 Missense_Mutation SNP G A G KCNG4 c.C616T p.R206W
XH_P57 16 84691044 84691044 Silent SNP C T C KLHL36 c.C631T p.L211L
XH_P57 16 84693385 84693385 Missense_Mutation SNP G A G KLHL36 c.G1157A p.R386H
XH_P57 16 84906098 84906098 Missense_Mutation SNP C G C CRISPLD2 c.C965G p.T322S
XH_P57 16 84922859 84922859 Silent SNP C T C CRISPLD2 c.C1329T p.A443A
XH_P57 16 85009970 85009970 Silent SNP A G A ZDHHC7 c.T906C p.G302G
XH_P57 16 86565882 86565882 Missense_Mutation SNP G C G MTHFSD c.C887G p.S296C
XH_P57 16 88017809 88017809 Silent SNP C T C BANP c.C306T p.V102V
XH_P57 16 88061150 88061150 Silent SNP C T C BANP c.C858T p.I286I
XH_P57 16 88497937 88497937 Silent SNP C G C ZNF469 c.C3975G p.G1325G
XH_P57 16 88500430 88500430 Silent SNP G T G ZNF469 c.G6468T p.T2156T
XH_P57 16 88501386 88501386 Missense_Mutation SNP C A C ZNF469 c.C7424A p.A2475E
XH_P57 16 88502482 88502482 Silent SNP C T C ZNF469 c.C8520T p.R2840R
XH_P57 16 88552370 88552370 Missense_Mutation SNP A G A ZFPM1 c.A64G p.R22G
XH_P57 16 88594567 88594567 Silent SNP C T C ZFPM1 c.C633T p.C211C
XH_P57 16 88599023 88599023 Silent SNP A G A ZFPM1 c.A948G p.G316G
XH_P57 16 88798819 88798819 Missense_Mutation SNP C T C PIEZO1 c.G2915A p.R972H
XH_P57 16 88803124 88803124 Missense_Mutation SNP T C T PIEZO1 c.A1219G p.R407G



XH_P57 16 89245890 89245890 Missense_Mutation SNP G T G CDH15 c.G109T p.A37S
XH_P57 16 89258747 89258747 Missense_Mutation SNP A C A CDH15 c.A1750C p.K584Q
XH_P57 16 89345573 89345573 Silent SNP C A C ANKRD11 c.G7377T p.T2459T
XH_P57 16 89355034 89355034 Missense_Mutation SNP C T C ANKRD11 c.G646A p.V216I
XH_P57 16 89623393 89623393 Silent SNP G A G SPG7 c.G2280A p.P760P
XH_P57 16 89799950 89799950 Silent SNP C T C ZNF276 c.C1341T p.G447G
XH_P57 16 89805914 89805914 Missense_Mutation SNP T C T FANCA c.A3982G p.T1328A
XH_P57 16 89809319 89809319 Silent SNP T C T FANCA c.A3654G p.P1218P
XH_P57 16 89825065 89825065 Silent SNP G A G FANCA c.C2901T p.S967S
XH_P57 16 89858417 89858417 Silent SNP C A C FANCA c.G1143T p.T381T
XH_P57 16 89920957 89920957 Silent SNP A G A SPIRE2 c.A789G p.Q263Q
XH_P57 16 89965055 89965055 Silent SNP G A G TCF25 c.G1113A p.L371L
XH_P57 16 89985940 89985940 Missense_Mutation SNP G A G MC1R c.G274A p.V92M
XH_P57 16 89986608 89986608 Silent SNP A G A MC1R c.A942G p.T314T
XH_P57 16 90025640 90025640 Missense_Mutation SNP G C G DEF8 c.G591C p.M197I
XH_P57 17 465775 465775 Silent SNP G A G VPS53 c.C1437T p.Y479Y
XH_P57 17 1183338 1183338 Missense_Mutation SNP C T C TUSC5 c.C43T p.P15S
XH_P57 17 1370542 1370542 Silent SNP C A C MYO1C c.G3159T p.L1053L
XH_P57 17 1611433 1611433 Silent SNP A G A TLCD2 c.T426C p.S142S
XH_P57 17 1630584 1630584 Silent SNP A G A WDR81 c.A2331G p.L777L
XH_P57 17 1636934 1636934 Missense_Mutation SNP A G A WDR81 c.A994G p.M332V
XH_P57 17 1655924 1655924 Silent SNP T G T SERPINF2 c.T711G p.L237L
XH_P57 17 1673276 1673276 Missense_Mutation SNP C T C SERPINF1 c.C215T p.T72M
XH_P57 17 1703422 1703422 Silent SNP A G A SMYD4 c.T1266C p.Y422Y
XH_P57 17 1704296 1704296 Missense_Mutation SNP C A C SMYD4 c.G392T p.R131I
XH_P57 17 1731268 1731268 Silent SNP T C T SMYD4 c.A21G p.E7E
XH_P57 17 1733399 1733399 Silent SNP A G A RPA1 c.A12G p.Q4Q
XH_P57 17 2203025 2203025 Missense_Mutation SNP T G T SMG6 c.A1022C p.N341T
XH_P57 17 2600186 2600186 Missense_Mutation SNP G A G CLUH c.C1898T p.A633V
XH_P57 17 2601836 2601836 Missense_Mutation SNP T C T CLUH c.A1201G p.I401V
XH_P57 17 2883588 2883588 Missense_Mutation SNP C A C RAP1GAP2 c.C559A p.L187M
XH_P57 17 2966032 2966032 Missense_Mutation SNP C G C OR1D5 c.G870C p.R290S
XH_P57 17 3100827 3100827 Silent SNP T C T OR1A2 c.T15C p.N5N
XH_P57 17 3101578 3101578 Missense_Mutation SNP G T G OR1A2 c.G766T p.G256C
XH_P57 17 3101691 3101691 Missense_Mutation SNP G T G OR1A2 c.G879T p.W293C
XH_P57 17 3422073 3422073 Missense_Mutation SNP C T C TRPV3 c.G1882A p.A628T
XH_P57 17 3431387 3431387 Missense_Mutation SNP T A T TRPV3 c.A1435T p.M479L
XH_P57 17 3475490 3475490 Silent SNP C T C TRPV1 c.G2157A p.K719K
XH_P57 17 3476990 3476990 Silent SNP G A G TRPV1 c.C2040T p.I680I
XH_P57 17 3480910 3480910 Silent SNP A G A TRPV1 c.T1695C p.Y565Y
XH_P57 17 3559823 3559823 Silent SNP G A G CTNS c.G504A p.T168T
XH_P57 17 3627473 3627473 Missense_Mutation SNP C T C HASPIN c.C244T p.R82C
XH_P57 17 3628212 3628212 Missense_Mutation SNP T C T HASPIN c.T983C p.I328T
XH_P57 17 3628362 3628362 Missense_Mutation SNP T C T HASPIN c.T1133C p.V378A
XH_P57 17 3977532 3977532 Silent SNP G A G ZZEF1 c.C3597T p.A1199A
XH_P57 17 3979949 3979949 Silent SNP G A G ZZEF1 c.C3216T p.P1072P
XH_P57 17 4451453 4451453 Missense_Mutation SNP C T C MYBBP1A c.G1709A p.R570H
XH_P57 17 4622585 4622585 Frame_Shift_Ins INS - TATC - ARRB2 .211_212insTAT p.V71fs
XH_P57 17 4700993 4700993 Missense_Mutation SNP C G C PSMB6 c.C319G p.P107A
XH_P57 17 4712395 4712395 Silent SNP A T A PLD2 c.A384T p.R128R
XH_P57 17 4712617 4712617 Missense_Mutation SNP C T C PLD2 c.C514T p.R172C
XH_P57 17 4836973 4836973 Silent SNP A G A GP1BA c.A1074G p.R358R
XH_P57 17 5009500 5009500 Silent SNP A G A ZNF232 c.T927C p.L309L
XH_P57 17 5286475 5286475 Frame_Shift_Ins INS - CTTTGACTGGT - RABEP1 _2448insCTTTGA p.N816fs
XH_P57 17 5404011 5404011 Missense_Mutation SNP T C T LOC728392 c.A266G p.D89G
XH_P57 17 6406883 6406883 Missense_Mutation SNP C T C PITPNM3 c.G130A p.A44T
XH_P57 17 6916044 6916044 Silent SNP C T C RNASEK c.C159T p.C53C
XH_P57 17 6930139 6930139 Silent SNP C T C BCL6B c.C1170T p.G390G
XH_P57 17 6942111 6942111 Silent SNP G T G SLC16A13 c.G984T p.V328V
XH_P57 17 7099811 7099811 Silent SNP G A G DLG4 c.C987T p.I329I
XH_P57 17 7133162 7133162 Silent SNP G A G DVL2 c.C621T p.S207S
XH_P57 17 7133609 7133609 Silent SNP G A G DVL2 c.C405T p.S135S
XH_P57 17 7224921 7224921 Missense_Mutation SNP C G C NEURL4 c.G3051C p.Q1017H
XH_P57 17 7286326 7286326 Silent SNP T A T TNK1 c.T81A p.L27L
XH_P57 17 7592168 7592168 Missense_Mutation SNP C G C WRAP53 c.C202G p.R68G
XH_P57 17 7592560 7592560 Silent SNP C T C WRAP53 c.C450T p.F150F
XH_P57 17 7637982 7637982 Missense_Mutation SNP T A T DNAH2 c.T934A p.S312T
XH_P57 17 7674784 7674784 Missense_Mutation SNP C T C DNAH2 c.C4499T p.P1500L
XH_P57 17 8022065 8022065 Missense_Mutation SNP G A G ALOXE3 c.C32T p.P11L
XH_P57 17 8026364 8026364 Silent SNP C T C HES7 c.G123A p.E41E
XH_P57 17 8161149 8161149 Missense_Mutation SNP C T C PFAS c.C1100T p.P367L
XH_P57 17 8402669 8402669 Silent SNP C T C MYH10 c.G3777A p.A1259A
XH_P57 17 8701799 8701799 Missense_Mutation SNP G T G MFSD6L c.C640A p.P214T
XH_P57 17 9549441 9549441 Silent SNP C T C USP43 c.C492T p.S164S
XH_P57 17 9586165 9586165 Silent SNP C T C USP43 c.C1131T p.S377S
XH_P57 17 9862584 9862584 Missense_Mutation SNP G C G GAS7 c.C40G p.L14V
XH_P57 17 10206595 10206595 Missense_Mutation SNP T C T MYH13 c.A5585G p.H1862R
XH_P57 17 10312762 10312762 Missense_Mutation SNP C G C MYH8 c.G1731C p.E577D
XH_P57 17 10348150 10348150 Missense_Mutation SNP G A G MYH4 c.C5533T p.R1845C
XH_P57 17 10417137 10417137 Splice_Site SNP C T C MYH1 . .
XH_P57 17 10541741 10541741 Silent SNP A G A MYH3 c.T3348C p.I1116I
XH_P57 17 11532835 11532835 Silent SNP A G A DNAH9 c.A1452G p.E484E
XH_P57 17 11651057 11651057 Missense_Mutation SNP A G A DNAH9 c.A6584G p.N2195S
XH_P57 17 14205082 14205082 Missense_Mutation SNP G C G HS3ST3B1 c.G247C p.G83R
XH_P57 17 14248423 14248423 Silent SNP T C T HS3ST3B1 c.T633C p.P211P
XH_P57 17 15134291 15134291 Silent SNP G A G PMP22 c.C426T p.A142A
XH_P57 17 15406197 15406197 Missense_Mutation SNP A T A TVP23C c.T812A p.L271Q
XH_P57 17 15644506 15644506 Missense_Mutation SNP C T C TBC1D26 c.C617T p.A206V
XH_P57 17 15645289 15645289 Missense_Mutation SNP G A G TBC1D26 c.G700A p.G234S
XH_P57 17 16537207 16537207 Silent SNP C T C ZNF624 c.G345A p.T115T
XH_P57 17 16692262 16692262 Silent SNP C T C FAM106CP c.C48T p.N16N
XH_P57 17 17109309 17109324 Frame_Shift_Del DEL AGAGATCCAG - GCAGAGATCCAGG PLD6 c.277_292del p.S93fs
XH_P57 17 18041507 18041507 Silent SNP C T C MYO15A c.C4954T p.L1652L
XH_P57 17 18047189 18047189 Missense_Mutation SNP G A G MYO15A c.G6052A p.G2018R
XH_P57 17 18077175 18077175 Silent SNP T C T MYO15A c.T10431C p.Y3477Y
XH_P57 17 18148485 18148485 Silent SNP G A G FLII c.C3612T p.H1204H
XH_P57 17 18159847 18159847 Missense_Mutation SNP G A G FLII c.C206T p.S69L
XH_P57 17 18167505 18167505 Silent SNP T C T MIEF2 c.T792C p.A264A



XH_P57 17 18219835 18219835 Silent SNP T C T SMCR8 c.T732C p.I244I
XH_P57 17 18220770 18220770 Missense_Mutation SNP G A G SMCR8 c.G1667A p.R556H
XH_P57 17 18221010 18221010 Missense_Mutation SNP A G A SMCR8 c.A1907G p.N636S
XH_P57 17 18996788 18996788 Silent SNP G C G LOC388436 c.G207C p.V69V
XH_P57 17 19458972 19458972 Silent SNP C T C SLC47A1 c.C708T p.L236L
XH_P57 17 19608773 19608773 Silent SNP G A G SLC47A2 c.C885T p.Y295Y
XH_P57 17 19617236 19617236 Silent SNP G T G SLC47A2 c.C345A p.G115G
XH_P57 17 19642952 19642952 Missense_Mutation SNP G C G ALDH3A1 c.C985G p.P329A
XH_P57 17 19812541 19812541 Missense_Mutation SNP T C T AKAP10 c.A1762G p.I588V
XH_P57 17 19861458 19861458 Missense_Mutation SNP C T C AKAP10 c.G746A p.R249H
XH_P57 17 20354836 20354836 Silent SNP A G A LGALS9B c.T879C p.S293S
XH_P57 17 26824156 26824156 Missense_Mutation SNP A G A SLC13A2 c.A1795G p.I599V
XH_P57 17 26851602 26851602 Missense_Mutation SNP C T C FOXN1 c.C205T p.R69C
XH_P57 17 26864302 26864302 Missense_Mutation SNP G C G FOXN1 c.G1795C p.A599P
XH_P57 17 27613350 27613350 Silent SNP T C T NUFIP2 c.A1662G p.S554S
XH_P57 17 28769470 28769472 Splice_Site DEL TGA - TGA CPD . .
XH_P57 17 29855661 29855661 Silent SNP G A G RAB11FIP4 c.G738A p.E246E
XH_P57 17 30814717 30814717 Nonsense_Mutation INS - G - CDK5R1 c.79_80insG p.Y27_T28delinsX
XH_P57 17 32906008 32906008 Missense_Mutation SNP C G C C17orf102 c.G292C p.G98R
XH_P57 17 32953258 32953258 Silent SNP G A G TMEM132E c.G180A p.E60E
XH_P57 17 33286664 33286664 Missense_Mutation SNP A G A CCT6B c.T143C p.V48A
XH_P57 17 33289046 33289046 Missense_Mutation SNP G C G ZNF830 c.G461C p.S154T
XH_P57 17 33343582 33343582 In_Frame_Ins INS - AAAGAGATC - RFFL 2_693insGATCTCp.D231delinsEISF
XH_P57 17 33433487 33433487 Missense_Mutation SNP C T C RAD51D c.G158A p.R53Q
XH_P57 17 33520965 33520965 Missense_Mutation SNP G A G SLC35G3 c.C362T p.A121V
XH_P57 17 33768199 33768199 Silent SNP G A G SLFN13 c.C2109T p.D703D
XH_P57 17 33769039 33769039 Missense_Mutation SNP G A G SLFN13 c.C1465T p.R489C
XH_P57 17 33814758 33814758 Missense_Mutation SNP T C T SLFN12L c.A1G p.M1V
XH_P57 17 34072519 34072519 Missense_Mutation SNP A G A GAS2L2 c.T1997C p.L666P
XH_P57 17 34073301 34073301 Silent SNP C T C GAS2L2 c.G1215A p.E405E
XH_P57 17 34074883 34074883 Missense_Mutation SNP G A G GAS2L2 c.C817T p.R273C
XH_P57 17 34195739 34195739 Missense_Mutation SNP T C T HEATR9 c.A8G p.Y3C
XH_P57 17 34257637 34257637 Missense_Mutation SNP T C T RDM1 c.A95G p.H32R
XH_P57 17 34797746 34797746 Missense_Mutation SNP C T C TBC1D3B c.G1390A p.V464I
XH_P57 17 34854280 34854280 Missense_Mutation SNP G A G MYO19 c.C1987T p.L663F
XH_P57 17 35580489 35580489 Missense_Mutation SNP C G C ACACA c.G3223C p.V1075L
XH_P57 17 35609866 35609866 Silent SNP C T C ACACA c.G1638A p.Q546Q
XH_P57 17 35896123 35896123 Silent SNP T C T SYNRG c.A3006G p.V1002V
XH_P57 17 35937637 35937637 Missense_Mutation SNP T C T SYNRG c.A664G p.T222A
XH_P57 17 35956391 35956391 Missense_Mutation SNP G C G SYNRG c.C119G p.A40G
XH_P57 17 36636008 36636008 Missense_Mutation SNP C T C ARHGAP23 c.C2513T p.P838L
XH_P57 17 38457151 38457151 Missense_Mutation SNP G A G CDC6 c.G1321A p.V441I
XH_P57 17 38645125 38645125 Missense_Mutation SNP A G A TNS4 c.T536C p.L179P
XH_P57 17 38857446 38857446 Missense_Mutation SNP C A C KRT24 c.G801T p.M267I
XH_P57 17 38859601 38859601 Silent SNP A T A KRT24 c.T345A p.A115A
XH_P57 17 38955961 38955961 Missense_Mutation SNP G A G KRT28 c.C185T p.A62V
XH_P57 17 38991003 38991003 Missense_Mutation SNP T C T TMEM99 c.T235C p.Y79H
XH_P57 17 39116728 39116728 Missense_Mutation SNP G A G KRT39 c.C1022T p.T341M
XH_P57 17 39135214 39135214 Silent SNP T C T KRT40 c.A1038G p.Q346Q
XH_P57 17 39137104 39137104 Missense_Mutation SNP A G A KRT40 c.T908C p.M303T
XH_P57 17 39137154 39137154 Missense_Mutation SNP C G C KRT40 c.G858C p.E286D
XH_P57 17 39138712 39138712 Silent SNP G A G KRT40 c.C534T p.Y178Y
XH_P57 17 39140417 39140417 Missense_Mutation SNP T C T KRT40 c.A109G p.T37A
XH_P57 17 39183037 39183037 Missense_Mutation SNP C T C KRTAP1-5 c.G371A p.R124H
XH_P57 17 39274069 39274069 Missense_Mutation SNP G C G KRTAP4-11 c.C499G p.R167G
XH_P57 17 39274518 39274518 Missense_Mutation SNP C T C KRTAP4-11 c.G50A p.R17Q
XH_P57 17 39296254 39296254 Silent SNP C T C KRTAP4-6 c.G486A p.P162P
XH_P57 17 39296361 39296361 Missense_Mutation SNP A G A KRTAP4-6 c.T379C p.S127P
XH_P57 17 39305956 39305956 Missense_Mutation SNP G A G KRTAP4-5 c.C64T p.R22C
XH_P57 17 39316528 39316528 Missense_Mutation SNP G A G KRTAP4-4 c.C416T p.T139I
XH_P57 17 39388811 39388811 Missense_Mutation SNP C A C KRTAP9-3 c.C58A p.Q20K
XH_P57 17 39432066 39432066 Silent SNP G T G KRTAP9-7 c.G117T p.V39V
XH_P57 17 39458893 39458893 Missense_Mutation SNP G A G KRTAP29-1 c.C211T p.R71C
XH_P57 17 39464046 39464046 Missense_Mutation SNP G C G KRTAP16-1 c.C1460G p.A487G
XH_P57 17 39464487 39464487 Missense_Mutation SNP G C G KRTAP16-1 c.C1019G p.P340R
XH_P57 17 39464736 39464736 Missense_Mutation SNP C G C KRTAP16-1 c.G770C p.S257T
XH_P57 17 39465389 39465389 Silent SNP T A T KRTAP16-1 c.A117T p.T39T
XH_P57 17 39503163 39503163 Missense_Mutation SNP G A G KRT33A c.C809T p.A270V
XH_P57 17 39578424 39578424 Missense_Mutation SNP G T G KRT37 c.C917A p.A306D
XH_P57 17 39595484 39595484 Nonsense_Mutation SNP G A G KRT38 c.C703T p.Q235X
XH_P57 17 39619193 39619193 Missense_Mutation SNP C T C KRT32 c.G1106A p.R369Q
XH_P57 17 39634625 39634625 Silent SNP A G A KRT35 c.T987C p.A329A
XH_P57 17 39637244 39637244 Missense_Mutation SNP A G A KRT35 c.T106C p.S36P
XH_P57 17 39643646 39643646 Missense_Mutation SNP G A G KRT36 c.C944T p.T315M
XH_P57 17 39884065 39884065 Missense_Mutation SNP C A C HAP1 c.G1224T p.L408F
XH_P57 17 39912145 39912145 Missense_Mutation SNP T A T JUP c.A2089T p.M697L
XH_P57 17 39998141 39998141 Silent SNP C T C KLHL10 c.C261T p.P87P
XH_P57 17 40010979 40010979 Silent SNP G A G KLHL11 c.C1140T p.Y380Y
XH_P57 17 40125864 40125864 Silent SNP G A G CNP c.G1128A p.G376G
XH_P57 17 40322165 40322165 Silent SNP G A G KCNH4 c.C1350T p.D450D
XH_P57 17 40717719 40717719 Missense_Mutation SNP G A G COASY c.G1528A p.A510T
XH_P57 17 40864421 40864421 Silent SNP C T C EZH1 c.G1305A p.S435S
XH_P57 17 41573636 41573638 Frame_Shift_Del DEL GGT - GGT DHX8 c.1027delG p.D343fs
XH_P57 17 41879074 41879074 Missense_Mutation SNP T C T MPP3 c.A1828G p.R610G
XH_P57 17 42254417 42254417 Missense_Mutation SNP A G A ASB16 c.A881G p.N294S
XH_P57 17 42287519 42287519 Silent SNP C T C UBTF c.G1488A p.K496K
XH_P57 17 42336609 42336609 Silent SNP A G A SLC4A1 c.T798C p.F266F
XH_P57 17 42953409 42953409 Silent SNP A G A EFTUD2 c.T657C p.T219T
XH_P57 17 44590611 44590611 Frame_Shift_Ins INS - GG - LRRC37A2 c.533_534insGG p.Q178fs
XH_P57 17 44590613 44590613 Frame_Shift_Ins INS - GT - LRRC37A2 c.535_536insGT p.T179fs
XH_P57 17 45056301 45056301 Missense_Mutation SNP G T G RPRML c.C73A p.L25M
XH_P57 17 45368337 45368337 Silent SNP A C A ITGB3 c.A1143C p.V381V
XH_P57 17 46024046 46024046 In_Frame_Ins INS - CAT - PNPO c.684_685insCATp.D228delinsDH
XH_P57 17 46059071 46059071 Missense_Mutation SNP T C T CDK5RAP3 c.T922C p.S308P
XH_P57 17 46262171 46262171 Missense_Mutation SNP C T C SKAP1 c.G481A p.G161S
XH_P57 17 46923425 46923425 Silent SNP C T C CALCOCO2 c.C210T p.L70L
XH_P57 17 47921419 47921429 Frame_Shift_Del DEL CACTCACCTCC - CACTCACCTCC TAC4 c.196_199del p.G66fs
XH_P57 17 48174908 48174908 Silent SNP C T C PDK2 c.C48T p.S16S



XH_P57 17 48183471 48183471 Silent SNP G T G PDK2 c.G555T p.G185G
XH_P57 17 48433958 48433958 Silent SNP T C T XYLT2 c.T1569C p.Y523Y
XH_P57 17 48452978 48452978 In_Frame_Ins INS - AGC - EME1 c.409_410insAGCp.K137delinsKQ
XH_P57 17 48546028 48546028 Silent SNP C T C CHAD c.G147A p.V49V
XH_P57 17 48649993 48649993 Silent SNP C T C CACNA1G c.C825T p.R275R
XH_P57 17 48913352 48913352 Silent SNP G A G WFIKKN2 c.G54A p.A18A
XH_P57 17 48917609 48917609 Silent SNP C T C WFIKKN2 c.C681T p.G227G
XH_P57 17 51901494 51901494 Missense_Mutation SNP T C T KIF2B c.T1100C p.L367S
XH_P57 17 56247101 56247101 Missense_Mutation SNP C A C OR4D2 c.C85A p.L29I
XH_P57 17 56272390 56272390 Silent SNP A G A EPX c.A660G p.R220R
XH_P57 17 56283519 56283519 Missense_Mutation SNP C T C MKS1 c.G992A p.R331Q
XH_P57 17 56332327 56332327 Missense_Mutation SNP G A G LPO c.G1012A p.V338M
XH_P57 17 56344867 56344867 Silent SNP G A G LPO c.G1602A p.P534P
XH_P57 17 56357818 56357818 Missense_Mutation SNP C A C MPO c.G157T p.V53F
XH_P57 17 56382477 56382477 Missense_Mutation SNP C T C TSPOAP1 c.G5309A p.G1770E
XH_P57 17 56383744 56383744 Missense_Mutation SNP T C T TSPOAP1 c.A5003G p.H1668R
XH_P57 17 56386118 56386118 Silent SNP A G A TSPOAP1 c.T4335C p.D1445D
XH_P57 17 56386358 56386358 Silent SNP T A T TSPOAP1 c.A4095T p.R1365R
XH_P57 17 56388238 56388238 Missense_Mutation SNP C G C TSPOAP1 c.G3238C p.A1080P
XH_P57 17 56396587 56396587 Silent SNP T C T TSPOAP1 c.A1383G p.E461E
XH_P57 17 56448297 56448297 Missense_Mutation SNP C T C RNF43 c.G350A p.R117H
XH_P57 17 56584508 56584508 Missense_Mutation SNP T C T MTMR4 c.A838G p.S280G
XH_P57 17 56618030 56618030 Missense_Mutation SNP C T C SEPT4 c.G5A p.R2K
XH_P57 17 56636908 56636908 Silent SNP T C T TEX14 c.A4173G p.K1391K
XH_P57 17 56690848 56690848 Silent SNP T C T TEX14 c.A957G p.L319L
XH_P57 17 56772341 56772341 Silent SNP A G A RAD51C c.A195G p.R65R
XH_P57 17 57287454 57287454 Silent SNP A G A SMG8 c.A42G p.A14A
XH_P57 17 59477903 59477903 Silent SNP C A C TBX2 c.C366A p.G122G
XH_P57 17 60493386 60493386 Missense_Mutation SNP A G A EFCAB3 c.A1013G p.Y338C
XH_P57 17 61488943 61488943 Missense_Mutation SNP T C T TANC2 c.T3439C p.S1147P
XH_P57 17 61557200 61557200 Silent SNP C T C ACE c.C582T p.N194N
XH_P57 17 61566031 61566031 Silent SNP G A G ACE c.G606A p.T202T
XH_P57 17 61949665 61949665 Missense_Mutation SNP G A G CSH2 c.C190T p.R64C
XH_P57 17 62007498 62007498 Silent SNP A G A CD79B c.T366C p.C122C
XH_P57 17 62018773 62018773 Silent SNP T C T SCN4A c.A4869G p.T1623T
XH_P57 17 62020348 62020348 Missense_Mutation SNP T C T SCN4A c.A4126G p.N1376D
XH_P57 17 62034801 62034801 Silent SNP C T C SCN4A c.G2097A p.A699A
XH_P57 17 62076077 62076077 Missense_Mutation SNP C G C PRR29 c.C71G p.T24S
XH_P57 17 62079334 62079334 Silent SNP A G A PRR29 c.A710G p.X237X
XH_P57 17 62121480 62121480 Silent SNP T C T ERN1 c.A2802G p.T934T
XH_P57 17 62144222 62144222 Silent SNP C T C ERN1 c.G651A p.L217L
XH_P57 17 63554307 63554307 Silent SNP A G A AXIN2 c.T432C p.I144I
XH_P57 17 65212042 65212042 Missense_Mutation SNP C T C HELZ c.G220A p.V74M
XH_P57 17 66391276 66391276 Missense_Mutation SNP G A G ARSG c.G1154A p.R385H
XH_P57 17 66871837 66871837 Missense_Mutation SNP C T C ABCA8 c.G4288A p.G1430S
XH_P57 17 66873743 66873743 Silent SNP G A G ABCA8 c.C3996T p.P1332P
XH_P57 17 67028260 67028260 Silent SNP T C T ABCA9 c.A1434G p.K478K
XH_P57 17 67212031 67212031 Silent SNP A G A ABCA10 c.T783C p.Y261Y
XH_P57 17 71192663 71192663 Silent SNP G A G COG1 c.G333A p.Q111Q
XH_P57 17 71196809 71196809 Missense_Mutation SNP A G A COG1 c.A1175G p.N392S
XH_P57 17 71197748 71197748 Silent SNP G A G COG1 c.G1782A p.E594E
XH_P57 17 71232687 71232687 Missense_Mutation SNP T C T C17orf80 c.T1066C p.F356L
XH_P57 17 71233130 71233130 Silent SNP A G A C17orf80 c.A1509G p.S503S
XH_P57 17 72245220 72245220 Splice_Site INS - T - TTYH2 . .
XH_P57 17 72346868 72346868 Missense_Mutation SNP C T C KIF19 c.C1411T p.R471W
XH_P57 17 72351406 72351406 Silent SNP C T C KIF19 c.C2952T p.H984H
XH_P57 17 72368550 72368550 Silent SNP T C T GPR142 c.T936C p.N312N
XH_P57 17 72469966 72469966 Missense_Mutation SNP G A G CD300A c.G332A p.R111Q
XH_P57 17 72613589 72613589 Missense_Mutation SNP T G T CD300E c.A56C p.K19T
XH_P57 17 72937605 72937605 Missense_Mutation SNP G A G OTOP3 c.G137A p.R46Q
XH_P57 17 72949167 72949167 Silent SNP T C T HID1 c.A1986G p.A662A
XH_P57 17 72949649 72949649 Silent SNP C T C HID1 c.G1962A p.P654P
XH_P57 17 73279651 73279651 Silent SNP C T C SLC25A19 c.G312A p.T104T
XH_P57 17 73488794 73488794 Silent SNP C T C TMEM94 c.C1866T p.I622I
XH_P57 17 73498483 73498483 Missense_Mutation SNP T C T CASKIN2 c.A2426G p.E809G
XH_P57 17 73498623 73498623 Silent SNP A G A CASKIN2 c.T2286C p.S762S
XH_P57 17 73518203 73518203 Missense_Mutation SNP G C G TSEN54 c.G1041C p.K347N
XH_P57 17 73518284 73518284 Silent SNP G C G TSEN54 c.G1122C p.R374R
XH_P57 17 73519413 73519413 Missense_Mutation SNP C T C TSEN54 c.C1310T p.A437V
XH_P57 17 73552185 73552185 Missense_Mutation SNP G A G LLGL2 c.G134A p.R45H
XH_P57 17 73565171 73565171 Missense_Mutation SNP T C T LLGL2 c.T1435C p.F479L
XH_P57 17 73566561 73566561 Silent SNP G A G LLGL2 c.G2007A p.P669P
XH_P57 17 73567846 73567846 Missense_Mutation SNP C T C LLGL2 c.C2275T p.P759S
XH_P57 17 73568055 73568055 Silent SNP C T C LLGL2 c.C2370T p.P790P
XH_P57 17 73732412 73732412 Missense_Mutation SNP A T A ITGB4 c.A1805T p.H602L
XH_P57 17 73736879 73736879 Silent SNP C T C ITGB4 c.C2556T p.N852N
XH_P57 17 73750859 73750859 Silent SNP C G C ITGB4 c.C4311G p.P1437P
XH_P57 17 73831594 73831594 Silent SNP G A G UNC13D c.C1744T p.L582L
XH_P57 17 73837050 73837050 Missense_Mutation SNP T C T UNC13D c.A602G p.H201R
XH_P57 17 73843040 73843040 Silent SNP G A G WBP2 c.C546T p.A182A
XH_P57 17 73897344 73897344 Missense_Mutation SNP G A G MRPL38 c.C602T p.A201V
XH_P57 17 73917372 73917372 Missense_Mutation SNP A G A FBF1 c.T1627C p.C543R
XH_P57 17 74003981 74003981 Missense_Mutation SNP C T C EVPL c.G5371A p.G1791S
XH_P57 17 74076415 74076415 Missense_Mutation SNP G A G ZACN c.G454A p.A152T
XH_P57 17 74163821 74163821 Silent SNP G A G RNF157 c.C354T p.Y118Y
XH_P57 17 74383601 74383601 Silent SNP C T C SPHK1 c.C1089T p.S363S
XH_P57 17 74921072 74921072 Silent SNP G C G MGAT5B c.G1083C p.R361R
XH_P57 17 75190962 75190962 Silent SNP C T C SEC14L1 c.C576T p.S192S
XH_P57 17 76116777 76116777 Missense_Mutation SNP C T C TMC6 c.G1672A p.V558I
XH_P57 17 76120792 76120792 Missense_Mutation SNP T C T TMC6 c.A704G p.K235R
XH_P57 17 76121864 76121864 Missense_Mutation SNP A G A TMC6 c.T373C p.W125R
XH_P57 17 76354964 76354964 Silent SNP G A G SOCS3 c.C213T p.R71R
XH_P57 17 76420085 76420085 Missense_Mutation SNP T C T DNAH17 c.A13291G p.I4431V
XH_P57 17 76480966 76480966 Missense_Mutation SNP T C T DNAH17 c.A7633G p.M2545V
XH_P57 17 76490694 76490694 Missense_Mutation SNP C T C DNAH17 c.G6251A p.R2084Q
XH_P57 17 76503593 76503593 Missense_Mutation SNP T C T DNAH17 c.A4531G p.T1511A
XH_P57 17 76557855 76557855 Silent SNP G A G DNAH17 c.C1777T p.L593L
XH_P57 17 76817090 76817090 Missense_Mutation SNP C T C USP36 c.G811A p.V271I



XH_P57 17 76887763 76887763 Missense_Mutation SNP G A G CEP295NL c.C823T p.R275W
XH_P57 17 76989782 76989782 Silent SNP G A G CANT1 c.C1056T p.N352N
XH_P57 17 77079574 77079574 Nonsense_Mutation SNP C T C ENGASE c.C1153T p.R385X
XH_P57 17 77809192 77809192 In_Frame_Ins INS - CCT - CBX4 c.248_249insAGGp.V83delinsVG
XH_P57 17 78087041 78087041 Missense_Mutation SNP G A G GAA c.G2065A p.E689K
XH_P57 17 78166351 78166351 Missense_Mutation SNP G T G CARD14 c.G578T p.R193L
XH_P57 17 78184393 78184393 Missense_Mutation SNP C T C SGSH c.G1367A p.R456H
XH_P57 17 78226506 78226506 Silent SNP C G C SLC26A11 c.C1812G p.L604L
XH_P57 17 78261805 78261805 Silent SNP A G A RNF213 c.A453G p.P151P
XH_P57 17 78341776 78341776 Silent SNP G A G RNF213 c.G11988A p.P3996P
XH_P57 17 78350110 78350110 Missense_Mutation SNP G A G RNF213 c.G13195A p.A4399T
XH_P57 17 78919558 78919558 Silent SNP C T C RPTOR c.C2643T p.A881A
XH_P57 17 79009061 79009061 Silent SNP C T C BAIAP2 c.C7T p.L3L
XH_P57 17 79354342 79354342 Missense_Mutation SNP T C T LOC100130370 c.A46G p.N16D
XH_P57 17 79511135 79511135 Silent SNP A G A FAAP100 c.T2322C p.T774T
XH_P57 17 79514129 79514129 Missense_Mutation SNP G A G FAAP100 c.C1979T p.P660L
XH_P57 17 79589242 79589242 Silent SNP G A G NPLOC4 c.C159T p.T53T
XH_P57 17 79803540 79803540 Frame_Shift_Ins INS - TC - P4HB .1255_1256insG p.N419fs
XH_P57 17 79899272 79899272 Missense_Mutation SNP A G A MYADML2 c.T346C p.S116P
XH_P57 17 79899495 79899495 Silent SNP G A G MYADML2 c.C123T p.A41A
XH_P57 17 80051183 80051183 Silent SNP A G A FASN c.T567C p.N189N
XH_P57 17 80273272 80273272 Silent SNP C T C CD7 c.G648A p.S216S
XH_P57 17 80280865 80280865 Silent SNP G A G SECTM1 c.C426T p.P142P
XH_P57 17 80332897 80332897 Missense_Mutation SNP C T C UTS2R c.C697T p.R233C
XH_P57 17 80789628 80789628 Missense_Mutation SNP T C T ZNF750 c.A703G p.M235V
XH_P57 18 658035 658035 Silent SNP A G A TYMSOS c.T213C p.G71G
XH_P57 18 712568 712568 Missense_Mutation SNP G A G ENOSF1 c.C20T p.S7F
XH_P57 18 2939499 2939499 Silent SNP G A G LPIN2 c.C801T p.G267G
XH_P57 18 3729175 3729175 Silent SNP C T C DLGAP1 c.G645A p.P215P
XH_P57 18 5891637 5891637 Silent SNP C A C TMEM200C c.G426T p.P142P
XH_P57 18 6943264 6943264 Silent SNP G A G LAMA1 c.C8982T p.D2994D
XH_P57 18 6983194 6983194 Silent SNP G T G LAMA1 c.C5700A p.T1900T
XH_P57 18 6985270 6985270 Missense_Mutation SNP C T C LAMA1 c.G5626A p.A1876T
XH_P57 18 6986259 6986259 Silent SNP G A G LAMA1 c.C5256T p.H1752H
XH_P57 18 6993673 6993673 Missense_Mutation SNP T C T LAMA1 c.A4975G p.I1659V
XH_P57 18 6997818 6997818 Missense_Mutation SNP A C A LAMA1 c.T4729G p.S1577A
XH_P57 18 6999489 6999489 Missense_Mutation SNP C T C LAMA1 c.G4618A p.D1540N
XH_P57 18 7888198 7888198 Silent SNP C T C PTPRM c.C291T p.I97I
XH_P57 18 13056333 13056333 Silent SNP C T C CEP192 c.C3744T p.H1248H
XH_P57 18 13069114 13069114 Silent SNP T A T CEP192 c.T4989A p.A1663A
XH_P57 18 13826007 13826007 Silent SNP G T G MC5R c.G243T p.A81A
XH_P57 18 13826391 13826391 Missense_Mutation SNP C G C MC5R c.C627G p.F209L
XH_P57 18 13826508 13826508 Silent SNP C T C MC5R c.C744T p.T248T
XH_P57 18 14537949 14537949 Missense_Mutation SNP A G A POTEC c.T661C p.C221R
XH_P57 18 14542648 14542648 Missense_Mutation SNP C A C POTEC c.G498T p.M166I
XH_P57 18 14850280 14850280 Nonsense_Mutation SNP G T G ANKRD30B c.G3106T p.E1036X
XH_P57 18 19019528 19019528 Silent SNP C A C GREB1L c.C879A p.S293S
XH_P57 18 20516917 20516917 Missense_Mutation SNP G A G RBBP8 c.G103A p.V35I
XH_P57 18 21119777 21119777 Silent SNP G A G NPC1 c.C2793T p.N931N
XH_P57 18 21120444 21120444 Missense_Mutation SNP T C T NPC1 c.A2572G p.I858V
XH_P57 18 21481233 21481233 Silent SNP C G C LAMA3 c.C1152G p.A384A
XH_P57 18 21513768 21513768 Silent SNP C T C LAMA3 c.C3736T p.L1246L
XH_P57 18 30349653 30349653 Frame_Shift_Ins INS - A - KLHL14 c.901_902insT p.H301fs
XH_P57 18 32470291 32470291 Missense_Mutation SNP G A G DTNA c.G2062A p.E688K
XH_P57 18 33557466 33557466 Missense_Mutation SNP A G A C18orf21 c.A130G p.T44A
XH_P57 18 34156497 34156497 Missense_Mutation SNP A G A FHOD3 c.A595G p.I199V
XH_P57 18 34205551 34205551 Silent SNP C T C FHOD3 c.C1035T p.S345S
XH_P57 18 43319519 43319519 Missense_Mutation SNP G A G SLC14A1 c.G442A p.D148N
XH_P57 18 43490602 43490602 Silent SNP G A G EPG5 c.C4089T p.H1363H
XH_P57 18 46447817 46447817 Silent SNP G C G SMAD7 c.C642G p.G214G
XH_P57 18 46448129 46448129 Silent SNP G A G SMAD7 c.C330T p.L110L
XH_P57 18 47429022 47429022 Missense_Mutation SNP C T C MYO5B c.G2753A p.R918H
XH_P57 18 47431128 47431128 Missense_Mutation SNP G A G MYO5B c.C2485T p.R829C
XH_P57 18 47800179 47800179 Missense_Mutation SNP G C G MBD1 c.C964G p.P322A
XH_P57 18 47811603 47811603 Silent SNP C T C CXXC1 c.G681A p.T227T
XH_P57 18 48327815 48327815 Silent SNP G A G MRO c.C531T p.A177A
XH_P57 18 52895531 52895531 Silent SNP T C T TCF4 c.A1461G p.S487S
XH_P57 18 54293658 54293658 Silent SNP T C T TXNL1 c.A129G p.A43A
XH_P57 18 54354098 54354098 Missense_Mutation SNP A G A WDR7 c.A610G p.I204V
XH_P57 18 55226383 55226383 Silent SNP G C G FECH c.C798G p.P266P
XH_P57 18 55342156 55342156 Missense_Mutation SNP T C T ATP8B1 c.A1729G p.I577V
XH_P57 18 55373767 55373767 Missense_Mutation SNP G C G ATP8B1 c.C234G p.H78Q
XH_P57 18 56246442 56246442 Silent SNP T C T ALPK2 c.A1566G p.G522G
XH_P57 18 56247180 56247180 Silent SNP T C T ALPK2 c.A828G p.L276L
XH_P57 18 56409214 56409214 In_Frame_Ins INS - AGAGCC - MALT1 688_1689insAGAp.L563delinsLEP
XH_P57 18 56587802 56587802 Missense_Mutation SNP A C A ZNF532 c.A2283C p.E761D
XH_P57 18 59855000 59855000 Missense_Mutation SNP A G A KIAA1468 c.A262G p.T88A
XH_P57 18 61260204 61260204 Silent SNP T C T SERPINB13 c.T498C p.N166N
XH_P57 18 61585260 61585260 Missense_Mutation SNP T C T SERPINB10 c.T296C p.I99T
XH_P57 18 72176083 72176083 Missense_Mutation SNP T C T CNDP2 c.T376C p.Y126H
XH_P57 18 72178161 72178161 Silent SNP T C T CNDP2 c.T318C p.Y106Y
XH_P57 18 72998899 72998899 Missense_Mutation SNP G A G TSHZ1 c.G1537A p.A513T
XH_P57 18 72999777 72999777 Silent SNP C T C TSHZ1 c.C2415T p.N805N
XH_P57 18 74635105 74635105 Silent SNP C T C ZNF236 c.C3636T p.L1212L
XH_P57 18 74680208 74680208 Silent SNP C T C ZNF236 c.C5457T p.D1819D
XH_P57 18 76753658 76753658 Missense_Mutation SNP C T C SALL3 c.C1667T p.P556L
XH_P57 18 77067000 77067000 Silent SNP T G T ATP9B c.T1539G p.A513A
XH_P57 18 77208922 77208922 Silent SNP C T C NFATC1 c.C111T p.A37A
XH_P57 19 372661 372661 Missense_Mutation SNP C A C THEG c.G533T p.R178I
XH_P57 19 407900 407900 Silent SNP A G A C2CD4C c.T462C p.A154A
XH_P57 19 422238 422238 Silent SNP G T G SHC2 c.C1528A p.R510R
XH_P57 19 496532 496532 Silent SNP G A G MADCAM1 c.G33A p.G11G
XH_P57 19 603832 603832 Silent SNP C T C HCN2 c.C921T p.I307I
XH_P57 19 613307 613307 Silent SNP C T C HCN2 c.C1644T p.A548A
XH_P57 19 746712 746712 Silent SNP C T C PALM c.C930T p.A310A
XH_P57 19 756985 756985 Silent SNP T G T MISP c.T39G p.P13P
XH_P57 19 757606 757606 Silent SNP T C T MISP c.T660C p.P220P
XH_P57 19 821512 821512 Silent SNP C T C PLPPR3 c.G48A p.T16T



XH_P57 19 830854 830854 Silent SNP T C T AZU1 c.T507C p.F169F
XH_P57 19 966693 966693 Silent SNP C T C ARID3A c.C1320T p.A440A
XH_P57 19 971949 971949 Missense_Mutation SNP G A G ARID3A c.G1666A p.G556S
XH_P57 19 984554 984554 Silent SNP C G C WDR18 c.C201G p.L67L
XH_P57 19 1005230 1005230 Missense_Mutation SNP C T C GRIN3B c.C1730T p.T577M
XH_P57 19 1005531 1005531 Silent SNP G C G GRIN3B c.G2031C p.L677L
XH_P57 19 1009551 1009577 In_Frame_Del DEL GGAGGCCCCA - CGGAGGCCCCAC GRIN3B c.3082_3108delp.1028_1036del
XH_P57 19 1049269 1049269 Silent SNP G A G ABCA7 c.G2385A p.L795L
XH_P57 19 1054785 1054785 Silent SNP C T C ABCA7 c.C3858T p.D1286D
XH_P57 19 1113701 1113701 Missense_Mutation SNP G A G SBNO2 c.C1909T p.P637S
XH_P57 19 1398750 1398750 Silent SNP C T C GAMT c.G735A p.A245A
XH_P57 19 1466252 1466252 Silent SNP C A C APC2 c.C2949A p.T983T
XH_P57 19 1469030 1469030 Silent SNP A G A APC2 c.A5727G p.K1909K
XH_P57 19 1535179 1535179 Missense_Mutation SNP G A G PLK5 c.G941A p.R314Q
XH_P57 19 1582656 1582659 Frame_Shift_Del DEL AGCT - AGCT MBD3 c.461_464del p.E154fs
XH_P57 19 1619348 1619348 Silent SNP G A G TCF3 c.C1293T p.G431G
XH_P57 19 1619350 1619350 Missense_Mutation SNP C T C TCF3 c.G1291A p.G431S
XH_P57 19 1811603 1811603 Missense_Mutation SNP C T C ATP8B3 c.G133A p.G45R
XH_P57 19 1819125 1819125 Missense_Mutation SNP T C T REXO1 c.A2656G p.S886G
XH_P57 19 1825928 1825930 In_Frame_Del DEL CTC - CTC REXO1 c.1924_1926del p.642_642del
XH_P57 19 1827565 1827565 Missense_Mutation SNP A G A REXO1 c.T1223C p.V408A
XH_P57 19 1854557 1854557 Silent SNP A G A KLF16 c.T660C p.P220P
XH_P57 19 1912817 1912817 Silent SNP C T C ADAT3 c.C723T p.Y241Y
XH_P57 19 2050823 2050823 Missense_Mutation SNP G T G MKNK2 c.C28A p.Q10K
XH_P57 19 2230406 2230406 Missense_Mutation SNP C A C PLEKHJ1 c.G590T p.S197I
XH_P57 19 2250469 2250469 Silent SNP G A G AMH c.G546A p.P182P
XH_P57 19 2252990 2252990 Missense_Mutation SNP C G C JSRP1 c.G449C p.G150A
XH_P57 19 2405505 2405505 Silent SNP C T C TMPRSS9 c.C702T p.N234N
XH_P57 19 2422177 2422177 Missense_Mutation SNP G A G TMPRSS9 c.G2378A p.S793N
XH_P57 19 2425196 2425196 Missense_Mutation SNP G A G TMPRSS9 c.G2812A p.E938K
XH_P57 19 2427266 2427266 Silent SNP G A G TIMM13 c.C177T p.D59D
XH_P57 19 3186085 3186085 Silent SNP G T G NCLN c.G57T p.P19P
XH_P57 19 3281298 3281298 Silent SNP G A G CELF5 c.G705A p.P235P
XH_P57 19 3753874 3753874 Silent SNP G A G APBA3 c.C900T p.I300I
XH_P57 19 4280186 4280186 Silent SNP C T C SHD c.C126T p.F42F
XH_P57 19 5455890 5455890 Missense_Mutation SNP C T C ZNRF4 c.C388T p.R130W
XH_P57 19 5455989 5455989 Missense_Mutation SNP C T C ZNRF4 c.C487T p.R163C
XH_P57 19 5749130 5749130 Frame_Shift_Ins INS - TA - CATSPERD c.923_924insTA p.V308fs
XH_P57 19 5831672 5831672 Missense_Mutation SNP G C G FUT6 c.C907G p.R303G
XH_P57 19 5867177 5867177 Missense_Mutation SNP G A G FUT5 c.C560T p.P187L
XH_P57 19 6495736 6495736 Silent SNP A G A TUBB4A c.T558C p.V186V
XH_P57 19 6669934 6669934 Silent SNP G A G TNFSF14 c.C147T p.A49A
XH_P57 19 7141775 7141775 Silent SNP G A G INSR c.C2559T p.N853N
XH_P57 19 7565823 7565823 Missense_Mutation SNP A G A TEX45 c.A115G p.M39V
XH_P57 19 7570324 7570324 Splice_Site INS - GA - TEX45 . .
XH_P57 19 7975586 7975586 Silent SNP C T C MAP2K7 c.C573T p.D191D
XH_P57 19 8160334 8160334 Missense_Mutation SNP G A G FBN3 c.C5710T p.L1904F
XH_P57 19 8203328 8203328 Missense_Mutation SNP G A G FBN3 c.C986T p.P329L
XH_P57 19 8321562 8321562 Silent SNP C T C CERS4 c.C580T p.L194L
XH_P57 19 8398975 8398975 Missense_Mutation SNP C T C KANK3 c.G1453A p.A485T
XH_P57 19 8808394 8808394 Missense_Mutation SNP G A G ACTL9 c.C658T p.R220C
XH_P57 19 8999530 8999530 Missense_Mutation SNP C G C MUC16 c.G40645C p.A13549P
XH_P57 19 9005674 9005674 Silent SNP G A G MUC16 c.C39732T p.D13244D
XH_P57 19 9024994 9024994 Missense_Mutation SNP C T C MUC16 c.G36868A p.E12290K
XH_P57 19 9028373 9028373 Missense_Mutation SNP G A G MUC16 c.C36419T p.T12140M
XH_P57 19 9048342 9048342 Missense_Mutation SNP C T C MUC16 c.G33289A p.V11097M
XH_P57 19 9048519 9048519 Missense_Mutation SNP C A C MUC16 c.G33112T p.V11038L
XH_P57 19 9048895 9048895 Missense_Mutation SNP A C A MUC16 c.T32736G p.S10912R
XH_P57 19 9049322 9049322 Missense_Mutation SNP G A G MUC16 c.C32309T p.T10770I
XH_P57 19 9056482 9056482 Missense_Mutation SNP C T C MUC16 c.G30964A p.E10322K
XH_P57 19 9058907 9058907 Missense_Mutation SNP G C G MUC16 c.C28539G p.H9513Q
XH_P57 19 9059159 9059159 Missense_Mutation SNP T G T MUC16 c.A28287C p.K9429N
XH_P57 19 9065203 9065203 Missense_Mutation SNP T C T MUC16 c.A22243G p.S7415G
XH_P57 19 9066259 9066259 Missense_Mutation SNP T C T MUC16 c.A21187G p.T7063A
XH_P57 19 9070079 9070079 Silent SNP C G C MUC16 c.G17367C p.T5789T
XH_P57 19 9075565 9075565 Missense_Mutation SNP C T C MUC16 c.G11881A p.E3961K
XH_P57 19 9075737 9075737 Silent SNP T C T MUC16 c.A11709G p.V3903V
XH_P57 19 9225685 9225685 Missense_Mutation SNP T C T OR7G1 c.A755G p.Y252C
XH_P57 19 9226017 9226017 Missense_Mutation SNP C G C OR7G1 c.G423C p.W141C
XH_P57 19 9226192 9226192 Missense_Mutation SNP A G A OR7G1 c.T248C p.V83A
XH_P57 19 9297381 9297381 Silent SNP A C A OR7D2 c.A924C p.A308A
XH_P57 19 9325116 9325116 Missense_Mutation SNP G A G OR7D4 c.C398T p.T133M
XH_P57 19 9325252 9325252 Missense_Mutation SNP G A G OR7D4 c.C262T p.R88W
XH_P57 19 9361767 9361767 Silent SNP G A G OR7E24 c.G48A p.P16P
XH_P57 19 9415754 9415754 Silent SNP T C T ZNF699 c.A42G p.R14R
XH_P57 19 9434872 9434872 Silent SNP C T C ZNF559 c.C18T p.A6A
XH_P57 19 9449888 9449888 Missense_Mutation SNP A G A ZNF559 c.A245G p.D82G
XH_P57 19 9524272 9524272 Silent SNP T C T ZNF266 c.A1329G p.K443K
XH_P57 19 10076990 10076990 Missense_Mutation SNP G C G COL5A3 c.C4782G p.I1594M
XH_P57 19 10078589 10078589 Silent SNP T C T COL5A3 c.A4395G p.K1465K
XH_P57 19 10091500 10091500 Silent SNP T C T COL5A3 c.A2541G p.T847T
XH_P57 19 10116375 10116375 Silent SNP G T G COL5A3 c.C453A p.A151A
XH_P57 19 10220616 10220616 Silent SNP G A G PPAN c.G459A p.A153A
XH_P57 19 10224526 10224526 Missense_Mutation SNP C T C P2RY11 c.C1559T p.P520L
XH_P57 19 10226256 10226256 Silent SNP A G A EIF3G c.T846C p.F282F
XH_P57 19 10370444 10370444 Silent SNP A C A MRPL4 c.A891C p.L297L
XH_P57 19 10488969 10488969 Silent SNP G T G TYK2 c.C114A p.G38G
XH_P57 19 10577843 10577843 Missense_Mutation SNP C A C PDE4A c.C1490A p.A497E
XH_P57 19 10599965 10599965 Silent SNP G A G KEAP1 c.C1611T p.Y537Y
XH_P57 19 10662779 10662779 Silent SNP G A G ATG4D c.G915A p.Q305Q
XH_P57 19 10664632 10664632 Missense_Mutation SNP A G A KRI1 c.T2125C p.S709P
XH_P57 19 10670992 10670992 Missense_Mutation SNP C T C KRI1 c.G814A p.E272K
XH_P57 19 10676681 10676681 Missense_Mutation SNP T C T KRI1 c.A13G p.T5A
XH_P57 19 11319636 11319636 Missense_Mutation SNP G A G DOCK6 c.C4895T p.A1632V
XH_P57 19 11486642 11486663 Frame_Shift_Del DEL GACCCCAGCT - GTGACCCCAGCTC SWSAP1 c.640_661del p.A214fs
XH_P57 19 11508177 11508177 Missense_Mutation SNP G A G RGL3 c.C1843T p.R615C
XH_P57 19 11527706 11527706 Missense_Mutation SNP G A G RGL3 c.C175T p.L59F
XH_P57 19 11532450 11532455 In_Frame_Del DEL ATAGTT - ATAGTT CCDC151 c.1300_1305del p.434_435del



XH_P57 19 12876964 12876964 Missense_Mutation SNP G C G HOOK2 c.C1464G p.H488Q
XH_P57 19 14040420 14040420 Missense_Mutation SNP G A G CC2D1A c.G2657A p.R886H
XH_P57 19 14065341 14065341 Silent SNP T C T DCAF15 c.T234C p.H78H
XH_P57 19 14070706 14070706 Frame_Shift_Ins INS - GGCCCAGGGCGG - DCAF15 nsGGTGGGCCCAG p.E480fs
XH_P57 19 14083761 14083761 Missense_Mutation SNP T C T RFX1 c.A1108G p.T370A
XH_P57 19 14193358 14193358 Silent SNP C T C C19orf67 c.G825A p.S275S
XH_P57 19 14512489 14512489 Missense_Mutation SNP G A G ADGRE5 c.G821A p.R274Q
XH_P57 19 14829749 14829749 Missense_Mutation SNP C T C ZNF333 c.C1610T p.A537V
XH_P57 19 14910210 14910210 Missense_Mutation SNP C G C OR7C1 c.G739C p.V247L
XH_P57 19 14991643 14991643 Silent SNP G A G OR7A17 c.C525T p.P175P
XH_P57 19 15083693 15083693 Silent SNP C A C SLC1A6 c.G30T p.L10L
XH_P57 19 15122045 15122045 Silent SNP C A C CCDC105 c.C408A p.T136T
XH_P57 19 15132241 15132241 Silent SNP C T C CCDC105 c.C951T p.N317N
XH_P57 19 15198024 15198024 Missense_Mutation SNP A T A OR1I1 c.A148T p.I50F
XH_P57 19 15198441 15198441 Missense_Mutation SNP G T G OR1I1 c.G565T p.G189C
XH_P57 19 15198851 15198851 Silent SNP A T A OR1I1 c.A975T p.P325P
XH_P57 19 15229993 15229993 Silent SNP A G A ILVBL c.T1035C p.D345D
XH_P57 19 15565474 15565474 Missense_Mutation SNP C T C RASAL3 c.G1952A p.R651H
XH_P57 19 15648715 15648715 Silent SNP G A G CYP4F22 c.G582A p.A194A
XH_P57 19 15763691 15763691 Silent SNP G A G CYP4F3 c.G1044A p.P348P
XH_P57 19 15996820 15996820 Silent SNP G A G CYP4F2 c.C1029T p.H343H
XH_P57 19 16514682 16514682 Silent SNP G A G EPS15L1 c.C1488T p.D496D
XH_P57 19 16625435 16625435 Silent SNP G A G C19orf44 c.G1767A p.A589A
XH_P57 19 17088319 17088319 Missense_Mutation SNP G T G CPAMD8 c.C1758A p.D586E
XH_P57 19 17362482 17362482 Silent SNP G A G USHBP1 c.C1639T p.L547L
XH_P57 19 17392629 17392629 Missense_Mutation SNP G A G ANKLE1 c.G62A p.G21E
XH_P57 19 17392894 17392894 Missense_Mutation SNP G A G ANKLE1 c.G220A p.A74T
XH_P57 19 17393015 17393015 Missense_Mutation SNP C T C ANKLE1 c.C341T p.A114V
XH_P57 19 17394124 17394124 Missense_Mutation SNP T G T ANKLE1 c.T680G p.L227W
XH_P57 19 17396549 17396549 Silent SNP T C T ANKLE1 c.T1647C p.G549G
XH_P57 19 17412218 17412218 Missense_Mutation SNP C T C ABHD8 c.G208A p.G70R
XH_P57 19 17435884 17435884 Silent SNP T C T ANO8 c.A2973G p.S991S
XH_P57 19 17436152 17436152 Missense_Mutation SNP C T C ANO8 c.G2705A p.R902H
XH_P57 19 17439034 17439034 Silent SNP C T C ANO8 c.G2163A p.P721P
XH_P57 19 17444569 17444570 Frame_Shift_Del DEL GT - GT ANO8 c.146_147del p.Y49fs
XH_P57 19 17448961 17448961 Silent SNP A C A GTPBP3 c.A198C p.T66T
XH_P57 19 17450016 17450016 Missense_Mutation SNP T C T GTPBP3 c.T845C p.V282A
XH_P57 19 17597765 17597765 Silent SNP G A G SLC27A1 c.G561A p.A187A
XH_P57 19 17628587 17628587 Silent SNP A G A PGLS c.A567G p.T189T
XH_P57 19 17691655 17691655 Silent SNP G A G COLGALT1 c.G1542A p.P514P
XH_P57 19 17922795 17922795 Missense_Mutation SNP G A G B3GNT3 c.G983A p.R328H
XH_P57 19 17932289 17932289 Silent SNP C T C INSL3 c.G27A p.A9A
XH_P57 19 18180489 18180489 Silent SNP G A G IL12RB1 c.C1056T p.N352N
XH_P57 19 18375563 18375563 Silent SNP G A G KIAA1683 c.C2787T p.P929P
XH_P57 19 18375659 18375659 Silent SNP C T C KIAA1683 c.G2691A p.L897L
XH_P57 19 18497024 18497024 Missense_Mutation SNP G C G GDF15 c.G25C p.V9L
XH_P57 19 18497141 18497141 Missense_Mutation SNP T A T GDF15 c.T142A p.S48T
XH_P57 19 18499238 18499238 Silent SNP G T G GDF15 c.G420T p.P140P
XH_P57 19 18499422 18499422 Missense_Mutation SNP C G C GDF15 c.C604G p.H202D
XH_P57 19 18502835 18502835 Missense_Mutation SNP G A G LRRC25 c.C880T p.P294S
XH_P57 19 18778962 18778962 Missense_Mutation SNP G A G KLHL26 c.G842A p.R281H
XH_P57 19 18943156 18943156 Silent SNP G A G UPF1 c.G138A p.T46T
XH_P57 19 19310037 19310037 Missense_Mutation SNP C T C RFXANK c.C637T p.R213W
XH_P57 19 19737888 19737888 Frame_Shift_Ins INS - TA - LPAR2 c.205_206insTA p.Y69fs
XH_P57 19 20044041 20044041 Missense_Mutation SNP G T G ZNF93 c.G277T p.D93Y
XH_P57 19 20727463 20727463 Missense_Mutation SNP T C T ZNF737 c.A1546G p.K516E
XH_P57 19 20808149 20808149 Silent SNP A G A ZNF626 c.T534C p.C178C
XH_P57 19 21606756 21606756 Missense_Mutation SNP C T C ZNF493 c.C911T p.P304L
XH_P57 19 22847487 22847487 Missense_Mutation SNP G A G ZNF492 c.G1016A p.C339Y
XH_P57 19 22848028 22848028 Missense_Mutation SNP G C G ZNF492 c.G1557C p.K519N
XH_P57 19 22940192 22940192 Frame_Shift_Ins INS - G - ZNF99 c.2518_2519insC p.M840fs
XH_P57 19 22952111 22952111 Missense_Mutation SNP A G A ZNF99 c.T19C p.W7R
XH_P57 19 23040182 23040182 Missense_Mutation SNP G T G ZNF723 c.G489T p.Q163H
XH_P57 19 23542697 23542697 Silent SNP G C G ZNF91 c.C2988G p.G996G
XH_P57 19 23545250 23545250 Silent SNP A G A ZNF91 c.T435C p.T145T
XH_P57 19 30193721 30193721 Silent SNP G A G C19orf12 c.C132T p.T44T
XH_P57 19 31038995 31038995 Silent SNP T C T ZNF536 c.T2469C p.D823D
XH_P57 19 31769550 31769550 Silent SNP C T C TSHZ3 c.G1149A p.S383S
XH_P57 19 31769763 31769763 Silent SNP G A G TSHZ3 c.C936T p.V312V
XH_P57 19 33467515 33467515 Missense_Mutation SNP T C T FAAP24 c.T290C p.I97T
XH_P57 19 33698448 33698448 Silent SNP G A G LRP3 c.G2280A p.E760E
XH_P57 19 33882222 33882222 Silent SNP G A G PEPD c.C1008T p.H336H
XH_P57 19 34868642 34868642 Silent SNP A G A GPI c.A405G p.G135G
XH_P57 19 35501051 35501051 Silent SNP T C T GRAMD1A c.T360C p.S120S
XH_P57 19 35649281 35649281 Silent SNP A G A FXYD5 c.A177G p.P59P
XH_P57 19 35790503 35790503 Silent SNP G A G MAG c.G387A p.E129E
XH_P57 19 35836530 35836530 Missense_Mutation SNP G A G CD22 c.G1703A p.G568D
XH_P57 19 35842652 35842652 Silent SNP G A G FFAR1 c.G198A p.A66A
XH_P57 19 35849883 35849883 Missense_Mutation SNP C G C FFAR3 c.C91G p.L31V
XH_P57 19 35850672 35850672 Silent SNP T C T FFAR3 c.T880C p.L294L
XH_P57 19 35863141 35863141 Silent SNP T C T GPR42 c.T880C p.L294L
XH_P57 19 36134208 36134208 Missense_Mutation SNP G A G ETV2 c.G268A p.D90N
XH_P57 19 36159368 36159368 Missense_Mutation SNP T G T UPK1A c.T97G p.S33A
XH_P57 19 36206050 36206050 Missense_Mutation SNP A C A ZBTB32 c.A522C p.R174S
XH_P57 19 36206271 36206271 Missense_Mutation SNP C T C ZBTB32 c.C743T p.S248L
XH_P57 19 36222857 36222857 Missense_Mutation SNP C T C KMT2B c.C5486T p.P1829L
XH_P57 19 36223747 36223747 Silent SNP A G A KMT2B c.A6297G p.A2099A
XH_P57 19 36230767 36230767 Missense_Mutation SNP A G A IGFLR1 c.T565C p.W189R
XH_P57 19 36268771 36268771 Silent SNP C T C ARHGAP33 c.C150T p.A50A
XH_P57 19 36273308 36273308 Silent SNP G A G ARHGAP33 c.G711A p.L237L
XH_P57 19 36278111 36278111 Missense_Mutation SNP C A C ARHGAP33 c.C2236A p.L746I
XH_P57 19 36339044 36339044 Missense_Mutation SNP C T C NPHS1 c.G1339A p.E447K
XH_P57 19 37210805 37210805 Silent SNP C T C ZNF567 c.C1086T p.Y362Y
XH_P57 19 37211478 37211478 Missense_Mutation SNP G A G ZNF567 c.G1759A p.V587I
XH_P57 19 37854580 37854580 Missense_Mutation SNP C T C HKR1 c.C1703T p.T568I
XH_P57 19 38572597 38572597 Missense_Mutation SNP C T C SIPA1L3 c.C392T p.A131V
XH_P57 19 38684261 38684261 Missense_Mutation SNP G C G SIPA1L3 c.G4681C p.A1561P
XH_P57 19 38684391 38684391 Missense_Mutation SNP C A C SIPA1L3 c.C4811A p.A1604D



XH_P57 19 38847431 38847431 Silent SNP T C T CATSPERG c.T1245C p.T415T
XH_P57 19 38851247 38851247 Missense_Mutation SNP C A C CATSPERG c.C1607A p.T536N
XH_P57 19 38852453 38852453 Silent SNP C T C CATSPERG c.C1926T p.Y642Y
XH_P57 19 38861362 38861362 Missense_Mutation SNP T C T CATSPERG c.T3290C p.M1097T
XH_P57 19 38876352 38876352 Missense_Mutation SNP G A G GGN c.C1550T p.A517V
XH_P57 19 38894102 38894102 Missense_Mutation SNP G A G FAM98C c.G190A p.A64T
XH_P57 19 38896244 38896244 Missense_Mutation SNP C A C FAM98C c.C641A p.T214K
XH_P57 19 38935280 38935280 Silent SNP A G A RYR1 c.A594G p.L198L
XH_P57 19 39416887 39416887 Silent SNP C T C SARS2 c.G321A p.E107E
XH_P57 19 39789115 39789115 Missense_Mutation SNP A G A IFNL1 c.A562G p.N188D
XH_P57 19 39898461 39898461 Missense_Mutation SNP T C T ZFP36 c.T121C p.S41P
XH_P57 19 40196627 40196627 Missense_Mutation SNP G A G LGALS14 c.G80A p.R27H
XH_P57 19 40363020 40363020 Missense_Mutation SNP G A G FCGBP c.C15050T p.A5017V
XH_P57 19 40363926 40363926 Missense_Mutation SNP C G C FCGBP c.G14716C p.D4906H
XH_P57 19 40366362 40366362 Silent SNP G C G FCGBP c.C13872G p.L4624L
XH_P57 19 40367862 40367862 Silent SNP T C T FCGBP c.A13098G p.P4366P
XH_P57 19 40370471 40370471 Silent SNP G A G FCGBP c.C12195T p.G4065G
XH_P57 19 40374023 40374023 Missense_Mutation SNP C T C FCGBP c.G12055A p.V4019M
XH_P57 19 40374025 40374025 Missense_Mutation SNP A C A FCGBP c.T12053G p.V4018G
XH_P57 19 40384099 40384099 Missense_Mutation SNP G A G FCGBP c.C9511T p.P3171S
XH_P57 19 40392496 40392496 Missense_Mutation SNP C T C FCGBP c.G8008A p.G2670R
XH_P57 19 40392585 40392585 Missense_Mutation SNP T G T FCGBP c.A7919C p.E2640A
XH_P57 19 40402410 40402410 Silent SNP G A G FCGBP c.C4989T p.G1663G
XH_P57 19 40420087 40420087 Silent SNP G A G FCGBP c.C2907T p.A969A
XH_P57 19 40582039 40582039 Missense_Mutation SNP T A T ZNF780A c.A310T p.I104L
XH_P57 19 40928944 40928944 Silent SNP A G A SERTAD1 c.T510C p.L170L
XH_P57 19 40964312 40964312 Silent SNP G A G BLVRB c.C220T p.L74L
XH_P57 19 41211056 41211056 Missense_Mutation SNP T C T COQ8B c.A398G p.H133R
XH_P57 19 41282981 41282981 Silent SNP A T A MIA c.A369T p.T123T
XH_P57 19 41633946 41633946 Missense_Mutation SNP A C A CYP2F1 c.A1435C p.N479H
XH_P57 19 42083673 42083673 Silent SNP T C T CEACAM21 c.T186C p.L62L
XH_P57 19 42132120 42132120 Silent SNP G A G CEACAM4 c.C279T p.A93A
XH_P57 19 42260569 42260569 Silent SNP G A G CEACAM6 c.G126A p.P42P
XH_P57 19 42880120 42880120 Silent SNP C T C MEGF8 c.C7530T p.Y2510Y
XH_P57 19 43699278 43699278 Missense_Mutation SNP A G A PSG4 c.T578C p.V193A
XH_P57 19 43708100 43708100 Missense_Mutation SNP T A T PSG4 c.A368T p.H123L
XH_P57 19 44156435 44156435 Silent SNP A G A PLAUR c.T561C p.T187T
XH_P57 19 44515352 44515352 Silent SNP T G T ZNF230 c.T1161G p.T387T
XH_P57 19 44515514 44515514 Missense_Mutation SNP C A C ZNF230 c.C1323A p.D441E
XH_P57 19 44652954 44652954 Missense_Mutation SNP G A G ZNF234 c.G46A p.V16I
XH_P57 19 44660967 44660967 Silent SNP A G A ZNF234 c.A798G p.G266G
XH_P57 19 44933504 44933504 Silent SNP G A G ZNF229 c.C1434T p.T478T
XH_P57 19 44933706 44933706 Missense_Mutation SNP C T C ZNF229 c.G1232A p.S411N
XH_P57 19 45021210 45021210 Missense_Mutation SNP G A G CEACAM20 c.C1106T p.S369F
XH_P57 19 45029208 45029208 Missense_Mutation SNP G A G CEACAM20 c.C122T p.A41V
XH_P57 19 45153329 45153329 Missense_Mutation SNP G A G PVR c.G676A p.E226K
XH_P57 19 45315539 45315539 Silent SNP G A G BCAM c.G324A p.G108G
XH_P57 19 45851252 45851252 Missense_Mutation SNP G T G KLC3 c.G613T p.A205S
XH_P57 19 45998247 45998247 Silent SNP A G A RTN2 c.T96C p.S32S
XH_P57 19 46216642 46216642 Missense_Mutation SNP G T G FBXO46 c.C112A p.P38T
XH_P57 19 46376202 46376202 Missense_Mutation SNP G C G FOXA3 c.G939C p.Q313H
XH_P57 19 46388315 46388343 Frame_Shift_Del DEL ACAGCGCCAG - GACAGCGCCAGT IRF2BP1 c.690_718del p.R230fs
XH_P57 19 46511548 46511548 Silent SNP T C T CCDC61 c.T540C p.H180H
XH_P57 19 46520026 46520026 Missense_Mutation SNP A G A CCDC61 c.A1166G p.Q389R
XH_P57 19 46663890 46663890 Silent SNP A G A IGFL2 c.A93G p.P31P
XH_P57 19 46857021 46857021 Silent SNP C T C PPP5C c.C138T p.N46N
XH_P57 19 47124714 47124714 Silent SNP T G T PTGIR c.A984C p.S328S
XH_P57 19 47126847 47126847 Silent SNP G A G PTGIR c.C636T p.R212R
XH_P57 19 47126848 47126848 Missense_Mutation SNP C T C PTGIR c.G635A p.R212H
XH_P57 19 47127324 47127324 Silent SNP C G C PTGIR c.G159C p.V53V
XH_P57 19 47258842 47258842 Silent SNP C T C FKRP c.C135T p.A45A
XH_P57 19 47844955 47844955 Missense_Mutation SNP G A G C5AR2 c.G899A p.R300H
XH_P57 19 47969620 47969620 Missense_Mutation SNP G A G SLC8A2 c.C41T p.A14V
XH_P57 19 48182787 48182787 Silent SNP C T C BICRA c.C360T p.A120A
XH_P57 19 48183771 48183771 Silent SNP C T C BICRA c.C1344T p.S448S
XH_P57 19 48184474 48184474 Missense_Mutation SNP C T C BICRA c.C2047T p.P683S
XH_P57 19 48198675 48198675 Missense_Mutation SNP A G A BICRA c.A3130G p.T1044A
XH_P57 19 48229404 48229404 Missense_Mutation SNP C T C EHD2 c.C838T p.R280C
XH_P57 19 48244194 48244194 Silent SNP A G A EHD2 c.A1137G p.L379L
XH_P57 19 48244569 48244569 Silent SNP G A G EHD2 c.G1512A p.E504E
XH_P57 19 48255804 48255804 Silent SNP A G A NOP53 c.A705G p.A235A
XH_P57 19 48258141 48258141 Missense_Mutation SNP A G A NOP53 c.A1046G p.H349R
XH_P57 19 48789237 48789237 Nonsense_Mutation INS - AGTCTTCTCTTAA - ZNF114 357insAGTCTTCT19_V120delinsPVFSX
XH_P57 19 48821738 48821738 Missense_Mutation SNP C G C CCDC114 c.G155C p.R52P
XH_P57 19 48869178 48869178 Missense_Mutation SNP C T C SYNGR4 c.C79T p.R27W
XH_P57 19 48949286 48949286 Silent SNP G T G GRWD1 c.G24T p.R8R
XH_P57 19 49079224 49079224 Missense_Mutation SNP G A G SULT2B1 c.G53A p.R18Q
XH_P57 19 49300500 49300500 Silent SNP G A G BCAT2 c.C510T p.L170L
XH_P57 19 49391404 49391404 Missense_Mutation SNP C T C TULP2 c.G751A p.D251N
XH_P57 19 49481243 49481243 Missense_Mutation SNP T C T GYS1 c.A1054G p.M352V
XH_P57 19 49611629 49611629 Missense_Mutation SNP A G A SNRNP70 c.A1216G p.M406V
XH_P57 19 49671832 49671832 Missense_Mutation SNP G A G TRPM4 c.G290A p.R97Q
XH_P57 19 49850606 49850606 Frame_Shift_Ins INS - A - TEAD2 c.758dupT p.L253fs
XH_P57 19 49860521 49860521 Missense_Mutation SNP C A C TEAD2 c.G348T p.Q116H
XH_P57 19 50312653 50312653 Silent SNP C T C FUZ c.G564A p.L188L
XH_P57 19 50412650 50412650 Missense_Mutation SNP C T C NUP62 c.G415A p.G139S
XH_P57 19 50435747 50435747 Silent SNP T C T ATF5 c.T247C p.L83L
XH_P57 19 50463965 50463965 Nonsense_Mutation SNP G A G SIGLEC11 c.C304T p.R102X
XH_P57 19 50755955 50755955 Silent SNP C T C MYH14 c.C1866T p.V622V
XH_P57 19 50760716 50760716 Silent SNP C G C MYH14 c.C2082G p.R694R
XH_P57 19 50789850 50789850 Missense_Mutation SNP G A G MYH14 c.G4528A p.E1510K
XH_P57 19 50812280 50812280 Nonsense_Mutation SNP C T C MYH14 c.C5683T p.R1895X
XH_P57 19 51412666 51412666 Silent SNP C A C KLK4 c.G66T p.S22S
XH_P57 19 51528041 51528041 Missense_Mutation SNP C T C KLK11 c.G50A p.G17E
XH_P57 19 51628529 51628529 Missense_Mutation SNP A G A SIGLEC9 c.A298G p.K100E
XH_P57 19 51630482 51630482 Missense_Mutation SNP C A C SIGLEC9 c.C944A p.A315E
XH_P57 19 51857738 51857738 Missense_Mutation SNP G A G ETFB c.C155T p.P52L
XH_P57 19 51984727 51984727 Missense_Mutation SNP A G A CEACAM18 c.A481G p.T161A



XH_P57 19 52004759 52004759 Missense_Mutation SNP C T C SIGLEC12 c.G229A p.A77T
XH_P57 19 52249680 52249680 Missense_Mutation SNP T A T FPR1 c.A568T p.R190W
XH_P57 19 52380625 52380625 Nonsense_Mutation SNP G A G ZNF577 c.C193T p.R65X
XH_P57 19 52569057 52569057 Missense_Mutation SNP C T C ZNF841 c.G1730A p.S577N
XH_P57 19 52856955 52856955 Silent SNP C T C ZNF610 c.C84T p.D28D
XH_P57 19 53770261 53770261 Missense_Mutation SNP T C T VN1R4 c.A658G p.N220D
XH_P57 19 53770569 53770569 Missense_Mutation SNP G C G VN1R4 c.C350G p.A117G
XH_P57 19 53793042 53793042 Missense_Mutation SNP G A G BIRC8 c.C586T p.H196Y
XH_P57 19 53793574 53793574 Silent SNP A G A BIRC8 c.T54C p.V18V
XH_P57 19 53854397 53854397 Missense_Mutation SNP G C G ZNF845 c.G469C p.E157Q
XH_P57 19 53958126 53958126 Missense_Mutation SNP T G T ZNF761 c.T365G p.I122S
XH_P57 19 53958263 53958263 Missense_Mutation SNP G A G ZNF761 c.G502A p.V168I
XH_P57 19 53959343 53959343 Missense_Mutation SNP G A G ZNF761 c.G1582A p.G528S
XH_P57 19 53959568 53959568 Missense_Mutation SNP G C G ZNF761 c.G1807C p.E603Q
XH_P57 19 53959804 53959804 Silent SNP T C T ZNF761 c.T2043C p.H681H
XH_P57 19 54080960 54080960 Silent SNP G A G ZNF331 c.G1146A p.P382P
XH_P57 19 54327313 54327313 Missense_Mutation SNP C A C NLRP12 c.G116T p.G39V
XH_P57 19 54394965 54394965 Silent SNP T C T PRKCG c.T567C p.N189N
XH_P57 19 54409996 54409996 Silent SNP C T C PRKCG c.C1941T p.F647F
XH_P57 19 54656709 54656709 Silent SNP A T A CNOT3 c.A2010T p.T670T
XH_P57 19 54664209 54664209 Missense_Mutation SNP G C G TMC4 c.C2065G p.Q689E
XH_P57 19 54664752 54664752 Silent SNP A C A TMC4 c.T1854G p.L618L
XH_P57 19 54675643 54675643 Missense_Mutation SNP G A G TMC4 c.C307T p.H103Y
XH_P57 19 54744799 54744799 Missense_Mutation SNP G C G LILRA6 c.C863G p.P288R
XH_P57 19 54755918 54755918 Missense_Mutation SNP C G C LILRB5 c.G1328C p.R443P
XH_P57 19 54871664 54871664 Missense_Mutation SNP G C G LAIR1 c.C326G p.P109R
XH_P57 19 55098667 55098667 Splice_Site SNP G A G LILRA2 . .
XH_P57 19 55106590 55106590 Silent SNP A G A LILRA1 c.A384G p.S128S
XH_P57 19 55106865 55106865 Missense_Mutation SNP T C T LILRA1 c.T659C p.L220P
XH_P57 19 55174498 55174498 Missense_Mutation SNP T C T LILRB4 c.T13C p.F5L
XH_P57 19 55246739 55246739 Silent SNP C T C KIR3DL3 c.C969T p.H323H
XH_P57 19 55445980 55445980 Missense_Mutation SNP T C T NLRP7 c.A2348G p.Y783C
XH_P57 19 55559715 55559715 Silent SNP G A G RDH13 c.C640T p.L214L
XH_P57 19 55991285 55991285 Splice_Site INS - TGACT - ZNF628 . .
XH_P57 19 56000797 56000797 Silent SNP C T C SSC5D c.C129T p.T43T
XH_P57 19 56011460 56011460 Silent SNP C T C SSC5D c.C1983T p.T661T
XH_P57 19 56012108 56012108 Missense_Mutation SNP C T C SSC5D c.C2554T p.P852S
XH_P57 19 56114045 56114045 Silent SNP C T C ZNF524 c.C567T p.H189H
XH_P57 19 56180115 56180115 Frame_Shift_Ins INS - CT - U2AF2 c.902_903insCT p.G301fs
XH_P57 19 56284197 56284197 Silent SNP C G C RFPL4AL1 c.C516G p.V172V
XH_P57 19 56443519 56443519 Silent SNP C T C NLRP13 c.G159A p.P53P
XH_P57 19 56459342 56459342 Missense_Mutation SNP C T C NLRP8 c.C74T p.P25L
XH_P57 19 56459614 56459614 Missense_Mutation SNP G C G NLRP8 c.G346C p.V116L
XH_P57 19 57065189 57065189 Silent SNP T C T ZFP28 c.T1035C p.F345F
XH_P57 19 57132968 57132968 Missense_Mutation SNP G A G ZNF71 c.G313A p.V105I
XH_P57 19 57175484 57175484 Silent SNP A G A ZNF835 c.T1083C p.P361P
XH_P57 19 57176198 57176198 Silent SNP T G T ZNF835 c.A369C p.S123S
XH_P57 19 57649900 57649900 Missense_Mutation SNP C T C ZIM3 c.G82A p.E28K
XH_P57 19 58002964 58002964 Silent SNP G C G ZNF419 c.G162C p.L54L
XH_P57 19 58117083 58117083 Missense_Mutation SNP A G A ZNF530 c.A190G p.T64A
XH_P57 19 58144715 58144715 Missense_Mutation SNP A G A ZNF211 c.A1G p.M1V
XH_P57 19 58151286 58151286 Missense_Mutation SNP T C T ZNF211 c.T224C p.I75T
XH_P57 19 58198887 58198887 Missense_Mutation SNP G A G ZNF551 c.G1160A p.G387E
XH_P57 19 58928302 58928302 Silent SNP T C T ZNF584 c.T417C p.A139A
XH_P57 19 58929052 58929052 Silent SNP G A G ZNF584 c.G1167A p.K389K
XH_P57 19 58966644 58966644 Silent SNP A T A ZNF324B c.A333T p.P111P
XH_P57 19 58989495 58989495 Missense_Mutation SNP A C A ZNF446 c.A574C p.N192H
XH_P57 19 58991900 58991900 Missense_Mutation SNP G A G ZNF446 c.G1160A p.R387H
XH_P57 19 59061357 59061357 Silent SNP C T C TRIM28 c.C2148T p.P716P
XH_P57 19 59073613 59073613 Silent SNP A G A MZF1 c.T2031C p.G677G
XH_P57 19 59074429 59074429 Silent SNP C T C MZF1 c.G1215A p.T405T
XH_P57 19 59074653 59074653 Missense_Mutation SNP T C T MZF1 c.A991G p.I331V
XH_P57 19 59082368 59082368 Missense_Mutation SNP C T C MZF1 c.G389A p.R130Q
XH_P57 20 306748 306748 In_Frame_Ins INS - CCA - SOX12 c.180_181insCCAp.D60delinsDP
XH_P57 20 333898 333898 Silent SNP G A G NRSN2 c.G234A p.A78A
XH_P57 20 368905 368905 Missense_Mutation SNP A G A TRIB3 c.A251G p.Q84R
XH_P57 20 744615 744615 Silent SNP G A G SLC52A3 c.C600T p.P200P
XH_P57 20 2187943 2187943 Silent SNP G T G LOC388780 c.G153T p.P51P
XH_P57 20 2187944 2187944 Nonsense_Mutation SNP C T C LOC388780 c.C154T p.Q52X
XH_P57 20 2398091 2398091 Missense_Mutation SNP T G T TGM6 c.T1550G p.L517W
XH_P57 20 2463941 2463941 Nonsense_Mutation SNP G A G ZNF343 c.C1396T p.R466X
XH_P57 20 2591232 2591232 Silent SNP C T C TMC2 c.C1581T p.D527D
XH_P57 20 2593863 2593863 Silent SNP T C T TMC2 c.T1767C p.S589S
XH_P57 20 2816138 2816138 Frame_Shift_Ins INS - GGCC - PCED1A 1181_1182insGG p.P394fs
XH_P57 20 2840929 2840929 Silent SNP G A G VPS16 c.G285A p.E95E
XH_P57 20 2844911 2844911 Silent SNP C T C VPS16 c.C1266T p.I422I
XH_P57 20 3025107 3025107 Missense_Mutation SNP C T C GNRH2 c.C47T p.A16V
XH_P57 20 3640606 3640606 Missense_Mutation SNP G A G GFRA4 c.C850T p.R284C
XH_P57 20 3732633 3732633 Silent SNP C T C HSPA12B c.C1623T p.C541C
XH_P57 20 3842971 3842971 Missense_Mutation SNP A T A MAVS c.A113T p.E38V
XH_P57 20 3870130 3870130 Missense_Mutation SNP G A G PANK2 c.G383A p.R128Q
XH_P57 20 4163205 4163205 In_Frame_Ins INS - GGC - SMOX 1079_1080insGGp.L360delinsLA
XH_P57 20 4880308 4880308 Silent SNP G A G SLC23A2 c.C375T p.A125A
XH_P57 20 5283376 5283376 Silent SNP G A G PROKR2 c.C465T p.L155L
XH_P57 20 5843812 5843812 Silent SNP T C T C20orf196 c.T321C p.G107G
XH_P57 20 5903223 5903223 Missense_Mutation SNP G A G CHGB c.G433A p.D145N
XH_P57 20 5943956 5943956 Missense_Mutation SNP G C G MCM8 c.G826C p.A276P
XH_P57 20 5948542 5948542 Missense_Mutation SNP G A G MCM8 c.G1094A p.S365N
XH_P57 20 9547018 9547018 Missense_Mutation SNP C G C PAK5 c.G1004C p.R335P
XH_P57 20 10277621 10277621 Silent SNP C T C SNAP25 c.C330T p.D110D
XH_P57 20 10394046 10394046 Silent SNP G A G MKKS c.C117T p.P39P
XH_P57 20 10620275 10620275 Silent SNP G A G JAG1 c.C3528T p.Y1176Y
XH_P57 20 10620386 10620386 Silent SNP A G A JAG1 c.T3417C p.Y1139Y
XH_P57 20 10639222 10639222 Silent SNP G A G JAG1 c.C588T p.C196C
XH_P57 20 17596155 17596155 Missense_Mutation SNP C A C RRBP1 c.G2672T p.R891L
XH_P57 20 17600357 17600357 Missense_Mutation SNP G A G RRBP1 c.C2297T p.S766L
XH_P57 20 17932210 17932210 Silent SNP C T C SNX5 c.G228A p.E76E
XH_P57 20 17968923 17968923 Silent SNP T C T MGME1 c.T846C p.D282D



XH_P57 20 18143355 18143355 Silent SNP C T C KAT14 c.C1437T p.P479P
XH_P57 20 18370386 18370386 Silent SNP A G A DZANK1 c.T1977C p.V659V
XH_P57 20 18523002 18523002 Missense_Mutation SNP C G C SEC23B c.C1467G p.H489Q
XH_P57 20 19955577 19955577 Missense_Mutation SNP G A G RIN2 c.G908A p.R303Q
XH_P57 20 23345069 23345069 Silent SNP C T C GZF1 c.C49T p.L17L
XH_P57 20 23432528 23432528 Silent SNP A G A CST11 c.T258C p.N86N
XH_P57 20 23546639 23546639 Missense_Mutation SNP T G T CST9L c.A326C p.H109P
XH_P57 20 23804663 23804663 Missense_Mutation SNP T A T CST2 c.A420T p.E140D
XH_P57 20 25259006 25259006 Missense_Mutation SNP G T G PYGB c.G907T p.A303S
XH_P57 20 25259097 25259115 Frame_Shift_Del DEL GCATGGTGGC - TGCATGGTGGCCC PYGB c.998_999del p.K333fs
XH_P57 20 30816237 30816237 Silent SNP T C T POFUT1 c.T714C p.H238H
XH_P57 20 30915461 30915461 Silent SNP T C T KIF3B c.T1965C p.Y655Y
XH_P57 20 31427635 31427635 Silent SNP C T C MAPRE1 c.C570T p.D190D
XH_P57 20 31480052 31480052 Missense_Mutation SNP G C G EFCAB8 c.G707C p.R236P
XH_P57 20 31625415 31625415 Silent SNP C T C BPIFB6 c.C717T p.A239A
XH_P57 20 32664926 32664926 Missense_Mutation SNP G A G RALY c.G703A p.G235S
XH_P57 20 33337751 33337751 Silent SNP T C T NCOA6 c.A2247G p.P749P
XH_P57 20 33874346 33874346 Missense_Mutation SNP C G C FAM83C c.G2236C p.E746Q
XH_P57 20 35491277 35491277 Silent SNP C A C SOGA1 c.G471T p.G157G
XH_P57 20 35865054 35865054 Silent SNP C T C RPN2 c.C1354T p.L452L
XH_P57 20 36954724 36954724 Missense_Mutation SNP C T C BPI c.C1063T p.P355S
XH_P57 20 36977970 36977970 Silent SNP G A G LBP c.G144A p.L48L
XH_P57 20 40040828 40040828 Missense_Mutation SNP C T C CHD6 c.G7207A p.G2403R
XH_P57 20 42743454 42743454 Silent SNP A G A JPH2 c.T2073C p.F691F
XH_P57 20 42825929 42825929 Silent SNP C T C OSER1 c.G642A p.V214V
XH_P57 20 43108846 43108846 Silent SNP C T C TTPAL c.C207T p.Y69Y
XH_P57 20 43723627 43723627 Missense_Mutation SNP T C T KCNS1 c.A1465G p.I489V
XH_P57 20 43727155 43727155 Silent SNP C T C KCNS1 c.G258A p.E86E
XH_P57 20 43739100 43739100 Missense_Mutation SNP G A G WFDC5 c.C308T p.S103L
XH_P57 20 44047974 44047974 Missense_Mutation SNP G A G PIGT c.G227A p.R76Q
XH_P57 20 44469290 44469290 Missense_Mutation SNP G A G SNX21 c.G460A p.A154T
XH_P57 20 44469348 44469348 Missense_Mutation SNP C T C SNX21 c.C518T p.S173L
XH_P57 20 44470676 44470676 Silent SNP T C T SNX21 c.T594C p.S198S
XH_P57 20 44505973 44505973 Missense_Mutation SNP T C T ZSWIM3 c.T776C p.V259A
XH_P57 20 44506418 44506418 Silent SNP G A G ZSWIM3 c.G1221A p.R407R
XH_P57 20 44643111 44643111 Missense_Mutation SNP G A G MMP9 c.G2003A p.R668Q
XH_P57 20 44644965 44644965 Silent SNP G A G MMP9 c.G2082A p.V694V
XH_P57 20 45204266 45204266 Silent SNP G A G SLC13A3 c.C1128T p.P376P
XH_P57 20 45717954 45717954 Silent SNP C T C EYA2 c.C738T p.D246D
XH_P57 20 45816757 45816757 Silent SNP C T C EYA2 c.C1356T p.H452H
XH_P57 20 45867852 45867852 Missense_Mutation SNP A G A ZMYND8 c.T2099C p.V700A
XH_P57 20 47244450 47244450 Silent SNP G A G PREX1 c.C4818T p.H1606H
XH_P57 20 47261017 47261017 Silent SNP T C T PREX1 c.A3531G p.R1177R
XH_P57 20 47351095 47351095 Silent SNP G A G PREX1 c.C507T p.R169R
XH_P57 20 47630449 47630449 Silent SNP C T C ARFGEF2 c.C4131T p.I1377I
XH_P57 20 49509184 49509184 Silent SNP G A G ADNP c.C2067T p.G689G
XH_P57 20 49575419 49575419 Missense_Mutation SNP G A G MOCS3 c.G40A p.V14I
XH_P57 20 50140627 50140627 Silent SNP G C G NFATC2 c.C93G p.V31V
XH_P57 20 52198340 52198340 Silent SNP T A T ZNF217 c.A1026T p.A342A
XH_P57 20 52570229 52570229 Silent SNP T C T BCAS1 c.A1188G p.S396S
XH_P57 20 56071399 56071399 Silent SNP C T C CTCFL c.G2010A p.R670R
XH_P57 20 56190634 56190634 Missense_Mutation SNP C T C ZBP1 c.G37A p.E13K
XH_P57 20 57568113 57568113 Silent SNP G A G NELFCD c.G1344A p.R448R
XH_P57 20 60511860 60511860 Silent SNP C T C CDH4 c.C2499T p.Y833Y
XH_P57 20 60704940 60704940 Missense_Mutation SNP C A C LSM14B c.C527A p.P176H
XH_P57 20 60791422 60791422 Silent SNP C T C HRH3 c.G978A p.P326P
XH_P57 20 60886768 60886768 Silent SNP C T C LAMA5 c.G9708A p.P3236P
XH_P57 20 60899191 60899191 Missense_Mutation SNP C T C LAMA5 c.G5713A p.D1905N
XH_P57 20 60913127 60913127 Silent SNP A G A LAMA5 c.T1836C p.A612A
XH_P57 20 61288258 61288258 Missense_Mutation SNP T C T SLCO4A1 c.T452C p.I151T
XH_P57 20 61386232 61386232 Missense_Mutation SNP G A G NTSR1 c.G910A p.V304I
XH_P57 20 61443687 61443687 Silent SNP G A G OGFR c.G720A p.T240T
XH_P57 20 61444939 61444939 Missense_Mutation SNP G C G OGFR c.G1972C p.G658R
XH_P57 20 61981279 61981279 Missense_Mutation SNP C G C CHRNA4 c.G1484C p.R495P
XH_P57 20 62038277 62038277 Missense_Mutation SNP T G T KCNQ2 c.A2255C p.N752T
XH_P57 20 62038381 62038381 Silent SNP C T C KCNQ2 c.G2151A p.P717P
XH_P57 20 62070966 62070966 Silent SNP G A G KCNQ2 c.C912T p.F304F
XH_P57 20 62126185 62126185 Silent SNP A G A EEF1A2 c.T594C p.G198G
XH_P57 20 62126299 62126299 Silent SNP C T C EEF1A2 c.G480A p.P160P
XH_P57 20 62194727 62194727 Silent SNP C T C HELZ2 c.G3741A p.P1247P
XH_P57 20 62221766 62221766 Silent SNP C T C GMEB2 c.G1269A p.P423P
XH_P57 20 62324289 62324289 Silent SNP C T C RTEL1 c.C2115T p.F705F
XH_P57 20 62421622 62421622 Silent SNP A G A ZBTB46 c.T489C p.A163A
XH_P57 20 62421823 62421823 Silent SNP C T C ZBTB46 c.G288A p.A96A
XH_P57 20 62422080 62422080 Missense_Mutation SNP T C T ZBTB46 c.A31G p.T11A
XH_P57 21 16339570 16339570 Missense_Mutation SNP T A T NRIP1 c.A944T p.Y315F
XH_P57 21 19169218 19169218 Missense_Mutation SNP G C G C21orf91 c.C345G p.N115K
XH_P57 21 19713821 19713821 Silent SNP C T C TMPRSS15 c.G1473A p.A491A
XH_P57 21 28212760 28212760 Silent SNP G A G ADAMTS1 c.C1500T p.P500P
XH_P57 21 28216595 28216595 Missense_Mutation SNP C G C ADAMTS1 c.G679C p.A227P
XH_P57 21 28217178 28217178 Silent SNP T G T ADAMTS1 c.A96C p.P32P
XH_P57 21 30357163 30357163 Silent SNP G T G LTN1 c.C564A p.P188P
XH_P57 21 30971183 30971183 Silent SNP G A G GRIK1 c.C747T p.D249D
XH_P57 21 31587793 31587793 Missense_Mutation SNP A G A CLDN8 c.T451C p.S151P
XH_P57 21 31874211 31874211 Silent SNP A G A KRTAP19-5 c.T198C p.Y66Y
XH_P57 21 32201816 32201816 Silent SNP G A G KRTAP7-1 c.C201T p.C67C
XH_P57 21 33688944 33688947 Frame_Shift_Del DEL AGCC - AGCC URB1 c.6464_6467del p.R2155fs
XH_P57 21 33755763 33755763 Silent SNP G A G URB1 c.C535T p.L179L
XH_P57 21 34924805 34924805 Missense_Mutation SNP C T C SON c.C3268T p.R1090W
XH_P57 21 35467804 35467804 Frame_Shift_Ins INS - GGAT - SLC5A3 .307_308insGGA p.R103fs
XH_P57 21 38512956 38512956 Silent SNP A G A TTC3 c.A825G p.V275V
XH_P57 21 38563725 38563725 Silent SNP G A G TTC3 c.G4185A p.K1395K
XH_P57 21 38568308 38568308 Silent SNP C T C TTC3 c.C4620T p.H1540H
XH_P57 21 42824661 42824661 Silent SNP A G A MX1 c.A1623G p.A541A
XH_P57 21 42830690 42830690 Silent SNP A G A MX1 c.A1509G p.T503T
XH_P57 21 42852497 42852497 Missense_Mutation SNP C T C TMPRSS2 c.G589A p.V197M
XH_P57 21 42866296 42866296 Silent SNP T C T TMPRSS2 c.A336G p.T112T
XH_P57 21 43221797 43221797 Missense_Mutation SNP G C G PRDM15 c.C3140G p.T1047S



XH_P57 21 43373657 43373657 Missense_Mutation SNP G A G C2CD2 c.C101T p.A34V
XH_P57 21 43491502 43491502 Splice_Site SNP G C G UMODL1 . .
XH_P57 21 43508466 43508466 Silent SNP C T C UMODL1 c.C666T p.N222N
XH_P57 21 43531553 43531553 Missense_Mutation SNP A C A UMODL1 c.A2005C p.T669P
XH_P57 21 43691232 43691232 Silent SNP G A G ABCG1 c.G339A p.L113L
XH_P57 21 43852232 43852232 Silent SNP C T C UBASH3A c.C1077T p.S359S
XH_P57 21 44180443 44180443 Silent SNP C T C PDE9A c.C252T p.C84C
XH_P57 21 44514664 44514664 Silent SNP T C T U2AF1 c.A492G p.T164T
XH_P57 21 45708277 45708277 Silent SNP C T C AIRE c.C588T p.S196S
XH_P57 21 45712977 45712977 Silent SNP T C T AIRE c.T1197C p.A399A
XH_P57 21 45811343 45811343 Missense_Mutation SNP T G T TRPM2 c.T1629G p.D543E
XH_P57 21 45876716 45876716 Silent SNP G A G LRRC3 c.G189A p.P63P
XH_P57 21 45959557 45959559 In_Frame_Del DEL ATC - ATC KRTAP10-1 c.475_477del p.159_159del
XH_P57 21 45994488 45994488 Missense_Mutation SNP G T G KRTAP10-4 c.G853T p.G285C
XH_P57 21 46011687 46011687 Missense_Mutation SNP C T C KRTAP10-6 c.G679A p.A227T
XH_P57 21 46021335 46021335 Missense_Mutation SNP G A G KRTAP10-7 c.G799A p.V267M
XH_P57 21 46057590 46057590 Missense_Mutation SNP A T A KRTAP10-10 c.A256T p.T86S
XH_P57 21 46066466 46066466 Missense_Mutation SNP T C T KRTAP10-11 c.T91C p.C31R
XH_P57 21 47552386 47552386 Missense_Mutation SNP G A G COL6A2 c.G2980A p.A994T
XH_P57 21 47557222 47557222 Silent SNP G A G FTCD c.C1470T p.G490G
XH_P57 21 47635627 47635627 Silent SNP C G C LSS c.G624C p.P208P
XH_P57 21 47641794 47641794 Missense_Mutation SNP C T C LSS c.G284A p.R95Q
XH_P57 21 47642609 47642609 Silent SNP G A G LSS c.C123T p.A41A
XH_P57 21 47704896 47704896 Missense_Mutation SNP G A G MCM3AP c.C305T p.S102L
XH_P57 21 47970581 47970581 Silent SNP G A G DIP2A c.G2751A p.T917T
XH_P57 21 47974582 47974582 Silent SNP A G A DIP2A c.A3237G p.T1079T
XH_P57 21 48022230 48022230 Silent SNP C G C S100B c.G99C p.L33L
XH_P57 22 17590599 17590599 Silent SNP C T C IL17RA c.C2388T p.P796P
XH_P57 22 17600456 17600456 Missense_Mutation SNP C T C CECR6 c.G1562A p.R521Q
XH_P57 22 17600689 17600689 Silent SNP G A G CECR6 c.C1329T p.L443L
XH_P57 22 18021604 18021604 Missense_Mutation SNP C T C CECR2 c.C1472T p.P491L
XH_P57 22 18095609 18095609 Missense_Mutation SNP T C T ATP6V1E1 c.A179G p.K60R
XH_P57 22 18300879 18300879 Silent SNP G A G MICAL3 c.C4548T p.S1516S
XH_P57 22 18567995 18567997 In_Frame_Del DEL TCT - TCT PEX26 c.785_787del p.262_263del
XH_P57 22 18898523 18898523 Silent SNP C T C DGCR6 c.C495T p.Y165Y
XH_P57 22 18904489 18904489 Silent SNP G A G PRODH c.C1116T p.Y372Y
XH_P57 22 18910355 18910355 Missense_Mutation SNP G T G PRODH c.C500A p.T167N
XH_P57 22 19165478 19165478 Silent SNP A G A SLC25A1 c.T300C p.G100G
XH_P57 22 19183787 19183787 Missense_Mutation SNP A G A CLTCL1 c.T4181C p.I1394T
XH_P57 22 19184095 19184095 Missense_Mutation SNP T C T CLTCL1 c.A3946G p.M1316V
XH_P57 22 19423250 19423250 Missense_Mutation SNP G A G MRPL40 c.G254A p.R85H
XH_P57 22 19511265 19511265 Missense_Mutation SNP C T C CLDN5 c.G769A p.A257T
XH_P57 22 19776406 19776406 Silent SNP G A G GNB1L c.C810T p.T270T
XH_P57 22 20024496 20024505 Frame_Shift_Del DEL GCCTGGCACT - GCCTGGCACT TANGO2 c.58_67del p.A20fs
XH_P57 22 20051108 20051108 Missense_Mutation SNP G C G TANGO2 c.G559C p.D187H
XH_P57 22 20103225 20103225 Silent SNP C T C TRMT2A c.G678A p.P226P
XH_P57 22 20302276 20302276 Missense_Mutation SNP A T A DGCR6L c.T585A p.N195K
XH_P57 22 20303664 20303664 Missense_Mutation SNP G A G DGCR6L c.C350T p.A117V
XH_P57 22 20759672 20759672 Missense_Mutation SNP G A G ZNF74 c.G263A p.G88E
XH_P57 22 20761192 20761192 Missense_Mutation SNP G T G ZNF74 c.G1656T p.K552N
XH_P57 22 20761193 20761193 Missense_Mutation SNP C T C ZNF74 c.C1657T p.L553F
XH_P57 22 20784050 20784050 Missense_Mutation SNP T A T SCARF2 c.A1273T p.T425S
XH_P57 22 20940085 20940085 Silent SNP G A G MED15 c.G1869A p.P623P
XH_P57 22 21341823 21341823 Silent SNP C T C LZTR1 c.C351T p.P117P
XH_P57 22 21370237 21370237 Silent SNP T G T P2RX6 c.T93G p.A31A
XH_P57 22 21982892 21982892 Missense_Mutation SNP C T C YDJC c.G787A p.A263T
XH_P57 22 22049783 22049783 Silent SNP C T C PPIL2 c.C1563T p.S521S
XH_P57 22 22300281 22300281 Missense_Mutation SNP G A G PPM1F c.C140T p.T47M
XH_P57 22 22318619 22318619 Missense_Mutation SNP G A G TOP3B c.C1012T p.R338W
XH_P57 22 22599380 22599380 Silent SNP G A G VPREB1 c.G66A p.L22L
XH_P57 22 23438191 23438191 Silent SNP C T C GNAZ c.C309T p.D103D
XH_P57 22 23503121 23503121 Missense_Mutation SNP G A G RAB36 c.G853A p.G285S
XH_P57 22 23523630 23523630 Silent SNP C A C BCR c.C483A p.I161I
XH_P57 22 24086107 24086107 Silent SNP A G A ZNF70 c.T1221C p.I407I
XH_P57 22 26194045 26194045 Silent SNP T C T MYO18B c.T2502C p.G834G
XH_P57 22 26247456 26247456 Silent SNP G A G MYO18B c.G3798A p.G1266G
XH_P57 22 26936766 26936766 Silent SNP G A G TPST2 c.C831T p.V277V
XH_P57 22 29446611 29446611 Silent SNP A C A ZNRF3 c.A2442C p.P814P
XH_P57 22 29456733 29456733 Silent SNP T C T C22orf31 c.A102G p.S34S
XH_P57 22 29630337 29630337 Missense_Mutation SNP G A G EMID1 c.G1067A p.R356Q
XH_P57 22 29656389 29656389 Silent SNP G T G RHBDD3 c.C909A p.A303A
XH_P57 22 29885473 29885473 Missense_Mutation SNP C T C NEFH c.C1844T p.P615L
XH_P57 22 29908072 29908072 Missense_Mutation SNP C T C THOC5 c.G1735A p.V579I
XH_P57 22 30953295 30953295 Missense_Mutation SNP C T C GAL3ST1 c.G85A p.V29M
XH_P57 22 31010417 31010417 Missense_Mutation SNP G A G TCN2 c.G509A p.R170Q
XH_P57 22 31013374 31013374 Missense_Mutation SNP C T C TCN2 c.C998T p.T333M
XH_P57 22 31283577 31283577 Silent SNP G A G OSBP2 c.G174A p.P58P
XH_P57 22 31302233 31302233 Silent SNP T C T OSBP2 c.T1290C p.D430D
XH_P57 22 31333631 31333631 Silent SNP T C T MORC2 c.A1437G p.P479P
XH_P57 22 31342376 31342376 Silent SNP G C G MORC2 c.C378G p.T126T
XH_P57 22 31354653 31354653 Silent SNP G A G MORC2 c.C96T p.A32A
XH_P57 22 31741067 31741067 Silent SNP G A G PATZ1 c.C522T p.L174L
XH_P57 22 31971282 31971282 Missense_Mutation SNP T C T SFI1 c.T742C p.W248R
XH_P57 22 32108824 32108824 Silent SNP T A T PRR14L c.A5001T p.T1667T
XH_P57 22 32112461 32112461 Missense_Mutation SNP T C T PRR14L c.A1364G p.N455S
XH_P57 22 32589090 32589090 Missense_Mutation SNP C T C RFPL2 c.G172A p.A58T
XH_P57 22 32754103 32754103 Missense_Mutation SNP A C A RFPL3 c.A45C p.Q15H
XH_P57 22 32784051 32784051 Silent SNP T C T RTCB c.A1446G p.V482V
XH_P57 22 36122517 36122517 Silent SNP T C T APOL5 c.T402C p.L134L
XH_P57 22 36123083 36123083 Missense_Mutation SNP C T C APOL5 c.C968T p.T323M
XH_P57 22 36690299 36690299 Missense_Mutation SNP G A G MYH9 c.C3676T p.R1226W
XH_P57 22 36900271 36900271 Missense_Mutation SNP T C T FOXRED2 c.A923G p.N308S
XH_P57 22 36900806 36900806 Missense_Mutation SNP A G A FOXRED2 c.T535C p.F179L
XH_P57 22 37603531 37603531 Silent SNP G A G SSTR3 c.C312T p.N104N
XH_P57 22 38221072 38221072 Silent SNP G A G GALR3 c.G702A p.G234G
XH_P57 22 38336756 38336756 Silent SNP G A G MICALL1 c.G2511A p.G837G
XH_P57 22 39357581 39357581 Silent SNP C T C APOBEC3A c.C364T p.L122L
XH_P57 22 39357634 39357634 Silent SNP A G A APOBEC3A c.A417G p.A139A



XH_P57 22 39381826 39381826 Missense_Mutation SNP A G A APOBEC3B c.A184G p.K62E
XH_P57 22 39496412 39496412 Silent SNP G C G APOBEC3H c.G129C p.T43T
XH_P57 22 39498038 39498038 Missense_Mutation SNP G C G APOBEC3H c.G534C p.E178D
XH_P57 22 40075400 40075400 Missense_Mutation SNP G A G CACNA1I c.G5239A p.G1747R
XH_P57 22 40140137 40140137 Silent SNP G T G ENTHD1 c.C1371A p.T457T
XH_P57 22 42473860 42473860 Missense_Mutation SNP C G C FAM109B c.C563G p.A188G
XH_P57 22 42486723 42486723 Missense_Mutation SNP G A G NDUFA6 c.C104T p.A35V
XH_P57 22 42968514 42968514 Silent SNP G A G SERHL2 c.G612A p.T204T
XH_P57 22 43459855 43459855 Silent SNP G A G TTLL1 c.C711T p.F237F
XH_P57 22 43831023 43831023 Silent SNP C T C MPPED1 c.C294T p.T98T
XH_P57 22 43870743 43870743 Silent SNP G A G MPPED1 c.G534A p.P178P
XH_P57 22 44112830 44112830 Frame_Shift_Ins INS - ACAAGTAAGA - EFCAB6 3_324insTCTTAC p.Q108fs
XH_P57 22 44287062 44287062 Silent SNP A G A PNPLA5 c.T306C p.D102D
XH_P57 22 44287629 44287629 Silent SNP G A G PNPLA5 c.C132T p.R44R
XH_P57 22 44386281 44386281 Silent SNP C T C SAMM50 c.C1359T p.G453G
XH_P57 22 44586522 44586522 Silent SNP C T C PARVG c.C480T p.V160V
XH_P57 22 44594584 44594584 Silent SNP C G C PARVG c.C795G p.P265P
XH_P57 22 45198009 45198009 Silent SNP A G A ARHGAP8 c.A132G p.P44P
XH_P57 22 45683246 45683246 Silent SNP C T C UPK3A c.C402T p.V134V
XH_P57 22 45723854 45723854 Silent SNP C G C FAM118A c.C432G p.V144V
XH_P57 22 45749983 45749983 Missense_Mutation SNP G T G SMC1B c.C3148A p.L1050M
XH_P57 22 46654197 46654197 Missense_Mutation SNP C A C PKDREJ c.G5023T p.D1675Y
XH_P57 22 50435480 50435480 Missense_Mutation SNP A G A IL17REL c.T998C p.L333P
XH_P57 22 50480108 50480108 Missense_Mutation SNP C T C TTLL8 c.G880A p.E294K
XH_P57 22 50686830 50686830 Silent SNP G A G HDAC10 c.C918T p.A306A
XH_P57 22 50687178 50687178 Silent SNP C T C HDAC10 c.G759A p.G253G
XH_P57 22 50687595 50687595 Silent SNP A G A HDAC10 c.T693C p.V231V
XH_P57 22 50693889 50693889 Silent SNP G A G MAPK12 c.C813T p.S271S
XH_P57 22 50695370 50695370 Silent SNP G A G MAPK12 c.C450T p.I150I
XH_P57 22 50753334 50753334 Silent SNP G A G DENND6B c.C775T p.L259L
XH_P57 22 50754466 50754466 Silent SNP C T C DENND6B c.G690A p.Q230Q
XH_P57 22 50885775 50885775 Silent SNP A G A SBF1 c.T5559C p.T1853T
XH_P57 22 50898026 50898026 Silent SNP G A G SBF1 c.C3561T p.Y1187Y
XH_P57 22 50901009 50901009 Silent SNP C T C SBF1 c.G2106A p.T702T
XH_P57 22 50921149 50921166 In_Frame_Del DEL TCGGGCCCCC - CTCGGGCCCCCG ADM2 c.264_281del p.88_94del
XH_P57 22 50988062 50988062 Silent SNP G T G KLHDC7B c.G1467T p.V489V
XH_P57 22 50988193 50988193 Missense_Mutation SNP A G A KLHDC7B c.A1598G p.H533R
XH_P57 22 51009953 51009953 Missense_Mutation SNP C T C CPT1B c.G1489A p.E497K
XH_P57 X 3228144 3228144 Missense_Mutation SNP C G C MXRA5 c.G8100C p.E2700D
XH_P57 X 3236028 3236028 Silent SNP C T C MXRA5 c.G5694A p.P1898P
XH_P57 X 9863112 9863112 Silent SNP A G A SHROOM2 c.A1164G p.P388P
XH_P57 X 9905419 9905419 Missense_Mutation SNP C T C SHROOM2 c.C338T p.P113L
XH_P57 X 15332558 15332558 Silent SNP A G A ASB11 c.T51C p.R17R
XH_P57 X 19369394 19369394 Missense_Mutation SNP C T C PDHA1 c.C308T p.T103I
XH_P57 X 21861434 21861434 Silent SNP A G A MBTPS2 c.A222G p.Q74Q
XH_P57 X 37028128 37028199 In_Frame_Del DEL GCCCAGAGCC - CCGCCCAGAGCCT FAM47C c.1645_1716del p.549_572del
XH_P57 X 46472826 46472826 Silent SNP G A G SLC9A7 c.C1827T p.Y609Y
XH_P57 X 46618321 46618321 Silent SNP C G C SLC9A7 c.G144C p.A48A
XH_P57 X 46713105 46713105 Silent SNP C T C RP2 c.C297T p.S99S
XH_P57 X 47466361 47466361 Silent SNP A G A SYN1 c.T510C p.N170N
XH_P57 X 48751471 48751471 Silent SNP A G A TIMM17B c.T228C p.I76I
XH_P57 X 49074374 49074374 Missense_Mutation SNP C T C CACNA1F c.G3019A p.G1007R
XH_P57 X 49855159 49855159 Missense_Mutation SNP A G A CLCN5 c.A1921G p.I641V
XH_P57 X 53455382 53455382 Silent SNP C T C RIBC1 c.C351T p.G117G
XH_P57 X 55479299 55479299 Silent SNP G A G MAGEH1 c.G492A p.G164G
XH_P57 X 57313357 57313357 Silent SNP T C T FAAH2 c.T99C p.G33G
XH_P57 X 69489530 69489530 Silent SNP C T C ARR3 c.C27T p.S9S
XH_P57 X 69550080 69550080 Silent SNP A G A KIF4A c.A969G p.T323T
XH_P57 X 70837019 70837019 Silent SNP C T C CXCR3 c.G444A p.L148L
XH_P57 X 75649271 75649306 In_Frame_Del DEL CCGCCCACCC - GCCGCCCACCCCT MAGEE1 c.948_983del p.316_328del
XH_P57 X 77268502 77268502 Missense_Mutation SNP G C G ATP7A c.G2299C p.V767L
XH_P57 X 91873265 91873265 Missense_Mutation SNP G C G PCDH11X c.G3259C p.A1087P
XH_P57 X 100743826 100743826 Missense_Mutation SNP A G A ARMCX4 c.A250G p.R84G
XH_P57 X 100745825 100745825 Missense_Mutation SNP T C T ARMCX4 c.T2249C p.L750P
XH_P57 X 100749127 100749127 Missense_Mutation SNP A G A ARMCX4 c.A5551G p.I1851V
XH_P57 X 100749585 100749585 Silent SNP C T C ARMCX4 c.C6009T p.H2003H
XH_P57 X 103042882 103042882 Silent SNP T C T PLP1 c.T609C p.D203D
XH_P57 X 106109175 106109175 Frame_Shift_Ins INS - A - TBC1D8B c.2575dupA p.N858fs
XH_P57 X 107170053 107170053 Missense_Mutation SNP G C G MID2 c.G1958C p.R653P
XH_P57 X 107417730 107417730 Silent SNP G A G COL4A6 c.C3078T p.G1026G
XH_P57 X 107976940 107976940 Missense_Mutation SNP G C G IRS4 c.C2635G p.H879D
XH_P57 X 115573919 115573919 Frame_Shift_Ins INS - TATA - SLC6A14 .411_412insTAT p.A137fs
XH_P57 X 118603844 118603844 Missense_Mutation SNP T G T SLC25A5 c.T332G p.L111R
XH_P57 X 118893054 118893054 Silent SNP C A C SOWAHD c.C424A p.R142R
XH_P57 X 118893137 118893137 Silent SNP T C T SOWAHD c.T507C p.D169D
XH_P57 X 118893413 118893413 Silent SNP T C T SOWAHD c.T783C p.S261S
XH_P57 X 123034511 123034511 Missense_Mutation SNP A C A XIAP c.A1268C p.Q423P
XH_P57 X 123480540 123480540 Silent SNP C A C SH2D1A c.C48A p.G16G
XH_P57 X 123775797 123775797 Missense_Mutation SNP T C T TENM1 c.A1921G p.K641E
XH_P57 X 125686536 125686536 Missense_Mutation SNP T C T DCAF12L1 c.A56G p.D19G
XH_P57 X 125955428 125955428 Silent SNP G A G PRR32 c.G807A p.P269P
XH_P57 X 128901653 128901653 Silent SNP G A G XPNPEP2 c.G1815A p.L605L
XH_P57 X 129205363 129205363 Frame_Shift_Ins INS - CCTC - ELF4 563_564insGAG p.S188fs
XH_P57 X 130678596 130678596 Silent SNP C G C OR13H1 c.C549G p.L183L
XH_P57 X 132438872 132438872 Missense_Mutation SNP C A C GPC4 c.G1173T p.E391D
XH_P57 X 134713855 134713855 Silent SNP G A G INTS6L c.G2151A p.L717L
XH_P57 X 136112707 136112707 Missense_Mutation SNP A G A GPR101 c.T1127C p.L376P
XH_P57 X 151870081 151870081 Silent SNP G A G MAGEA6 c.G771A p.E257E
XH_P57 X 152823728 152823728 Silent SNP G C G ATP2B3 c.G2592C p.V864V
XH_P57 X 153070999 153070999 Silent SNP G A G PDZD4 c.C285T p.N95N
XH_P57 X 153581932 153581932 Silent SNP A G A FLNA c.T5826C p.A1942A
XH_P57 X 153667176 153667176 Silent SNP T C T GDI1 c.T219C p.N73N
XH_P57 X 153880830 153880830 Silent SNP A C A CTAG2 c.T345G p.P115P
XH_P57 X 153881525 153881525 Missense_Mutation SNP G C G CTAG2 c.C265G p.Q89E
XH_P57 n_gl0002 129326 129326 Silent SNP A G A LOC100288966 c.T957C p.S319S
XH_P57 1 100750881 100750884 Splice_Site INDEL AATG - - RTCA 33+4_933+7delATGA
XH_P57 1 10328243 10328243 Frame_Shift_Ins INDEL - AGCC AGCC KIF1B 643_646dupAGC P.R216fs
XH_P57 1 113252779 113252816 Frame_Shift_Del INDEL AACTGCCTGG - - PPM1J GGAGGGCCAGGC P.I496fs



XH_P57 1 117554589 117554589 Splice_Site INDEL - TAAT TAAT CD101 1+4_841+7dupATTA
XH_P57 1 144617193 144617193 Silent SNV T C C NBPF9 c.216T>C P.N72N
XH_P57 1 145532163 145532163 Missense_Mutation INDEL - CTA CTA ITGA10 .417_419dupAC P.L140dup
XH_P57 1 1559328 1559328 Splice_Site SNV G A A MIB2 c.764+3G>A
XH_P57 1 156899480 156899480 Missense_Mutation SNV G A A LRRC71 c.1199G>A P.G400E
XH_P57 1 158532932 158532932 Missense_Mutation SNV T C C OR6P1 c.463A>G P.S155G
XH_P57 1 16273427 16273431 Frame_Shift_Del INDEL TACCT - - ZBTB17 25_126+3delAGG P.K42fs
XH_P57 1 167097061 167097061 Missense_Mutation SNV A G G DUSP27 c.2693A>G P.Y898C
XH_P57 1 16913644 16913644 Missense_Mutation SNV T C C NBPF1 c.679A>G P.I227V
XH_P57 1 171509523 171509523 Missense_Mutation SNV G T T PRRC2C c.2912G>T P.G971V
XH_P57 1 201981128 201981176 Frame_Shift_Del INDEL ATCAGCTACCA - - ELF3 ATCAGCTACCAAG P.V72fs
XH_P57 1 202418235 202418235 Missense_Mutation INDEL - CAG CAG PPP1R12B 1788_1790dupA P.A597dup
XH_P57 1 205053257 205053268 Missense_Mutation INDEL TCACAGACGG - - TMEM81 192delACCGTCT P.T61_E64del
XH_P57 1 206646587 206646587 Frame_Shift_Ins INDEL - TT TT IKBKE c.18_19dupTT P.Y7fs
XH_P57 1 228400428 228400428 Missense_Mutation SNV A G G OBSCN c.944A>G P.N315S
XH_P57 1 24432520 24432520 Silent SNV G A A MYOM3 c.450C>T P.Y150Y
XH_P57 1 25712263 25712263 Missense_Mutation SNV G A A RHCE c.559C>T P.L187F
XH_P57 1 26510959 26510959 Silent SNV G T T CNKSR1 c.1089G>T P.G363G
XH_P57 1 32140617 32140617 Missense_Mutation INDEL - TGC TGC COL16A1 2847_2849dupG P.Q949dup
XH_P57 1 33099263 33099263 Missense_Mutation SNV C G G ZBTB8OS c.325G>C P.E109Q
XH_P57 1 3548049 3548049 Silent SNV C T T WRAP73 c.1221G>A P.S407S
XH_P57 1 39325208 39325208 Silent SNV C T T RRAGC c.111G>A P.A37A
XH_P57 1 42744175 42744175 Silent SNV G C C FOXJ3 c.213C>G P.V71V
XH_P57 1 43002278 43002278 Splice_Site SNV A T T CCDC30 c.117+6A>T
XH_P57 1 47150211 47150217 Frame_Shift_Del INDEL GAGCACT - - EFCAB14 32_1138delAGTG P.S378fs
XH_P57 1 6038350 6038350 Frame_Shift_Ins INDEL - CGG CGG NPHP4 .256_258dupCC P.P86dup
XH_P57 1 6418878 6418878 Splice_Site SNV G A A ACOT7 c.20+8C>T
XH_P57 1 97658712 97658713 Frame_Shift_Del INDEL TT - - DPYD .2534_2535delA P.E845fs
XH_P57 10 101715303 101715303 Missense_Mutation SNV C T T DNMBP c.1928G>A P.R643H
XH_P57 10 101943529 101943529 Missense_Mutation SNV G C C ERLIN1 c.179C>G P.T60R
XH_P57 10 103898986 103898986 Missense_Mutation SNV C G G PPRC1 c.721C>G P.Q241E
XH_P57 10 125558624 125558624 Splice_Site SNV G C C CPXM2 c.738+7C>G
XH_P57 10 12811723 12811723 Frame_Shift_Ins INDEL - GT GT CAMK1D c.492_493dupTG P.D165fs
XH_P57 10 30915859 30915859 Missense_Mutation SNV G A A LYZL2 c.124C>T P.R42W
XH_P57 10 44788818 44788825 Frame_Shift_Del INDEL CCGCTGTT - - C10orf142 45_252delGCTGT P.R82fs
XH_P57 10 5468689 5468689 Splice_Site INDEL - TATCT TATCT NET1 5+7_195+8insTCTTA
XH_P57 10 55943191 55943204 Frame_Shift_Del INDEL TGAGTAGTTA - - PCDH15 05+13delGGTAAC P.Q535fs
XH_P57 10 71905242 71905242 Silent SNV T G G TYSND1 c.1101A>C P.V367V
XH_P57 10 75609012 75609012 Splice_Site INDEL - TAA TAA CAMK2G 14+6_414+7insTTA
XH_P57 10 871067 871070 Frame_Shift_Del INDEL CTCT - - LARP4B 419_1422delAG P.E474fs
XH_P57 10 98144492 98144492 Silent SNV G A A TLL2 c.2046C>T P.S682S
XH_P57 10 99140570 99140570 Missense_Mutation SNV G A A RRP12 c.1336C>T P.P446S
XH_P57 10 99228045 99228045 Missense_Mutation INDEL - AGT AGT MMS19 1050_1052dupA P.L351dup
XH_P57 11 102646042 102646042 Nonsense_Mutation SNV G A A MMP10 c.943C>T P.R315*
XH_P57 11 118773071 118773071 Missense_Mutation SNV C T T BCL9L c.1381G>A P.G461R
XH_P57 11 1248597 1248597 Silent SNV C T T MUC5B c.636C>T P.G212G
XH_P57 11 4976391 4976391 Missense_Mutation SNV C A A OR51A2 c.553G>T P.D185Y
XH_P57 11 608360 608360 Silent SNV G A A PHRF1 c.2904G>A P.P968P
XH_P57 11 6240194 6240194 Splice_Site INDEL - AGAT AGAT FAM160A2 1+3_1271+6dupATCT
XH_P57 11 62473078 62473078 Missense_Mutation INDEL - GCT GCT BSCL2 c.96_98dupAGC P.A33dup
XH_P57 11 66062686 66062712 Missense_Mutation INDEL GGGGGCCGT - - TMEM151A GGGGCCGTGCCCP.P326_P334del
XH_P57 11 69063184 69063184 Silent SNV G A A MYEOV c.267G>A P.A89A
XH_P57 11 72410084 72410084 Missense_Mutation SNV T C C ARAP1 c.2507A>G P.E836G
XH_P57 11 74204479 74204496 Missense_Mutation INDEL GCCAGGCCAC - - LIPT2 delCGCGGTGGCC P.R85_T90del
XH_P57 11 74800149 74800149 Missense_Mutation SNV C T T OR2AT4 c.610G>A P.G204S
XH_P57 11 77378008 77378008 Missense_Mutation SNV C G G RSF1 c.4280G>C P.R1427T
XH_P57 11 85445492 85445492 Missense_Mutation SNV A C C SYTL2 c.877T>G P.F293V
XH_P57 11 9501063 9501063 Missense_Mutation SNV T G G ZNF143 c.612T>G P.I204M
XH_P57 12 101603396 101603396 Missense_Mutation SNV C A A SLC5A8 c.231G>T P.E77D
XH_P57 12 122217457 122217457 Missense_Mutation SNV C T T RHOF c.583G>A P.A195T
XH_P57 12 129558926 129558926 Silent SNV A G G TMEM132D c.2794T>C P.L932L
XH_P57 12 131466398 131466413 Splice_Site INDEL GAATAACTGA - - ADGRD1 1-11delATAACTGATCTTGTGA
XH_P57 12 14849295 14849295 Missense_Mutation SNV A G G GUCY2C c.88T>C P.C30R
XH_P57 12 1887056 1887056 Missense_Mutation INDEL - TAC TAC ADIPOR2 .332_334dupTA P.L111dup
XH_P57 12 46244364 46244364 Frame_Shift_Ins INDEL - AGTT AGTT ARID2 460_2463dupGT P.I822fs
XH_P57 12 4791379 4791379 Missense_Mutation SNV G A A NDUFA9 c.809G>A P.R270Q
XH_P57 12 49440064 49440064 Frame_Shift_Ins INDEL - T T KMT2D c.4561dupA P.I1521fs
XH_P57 12 51639824 51639826 Missense_Mutation INDEL GCT - - SMAGP c.193_195delAGC P.S65del
XH_P57 12 56551525 56551526 Splice_Site INDEL GC - - MYL6B .*9+6_*9+7delGC
XH_P57 12 64827294 64827294 Missense_Mutation SNV C T T XPOT c.2363C>T P.A788V
XH_P57 12 67700025 67700025 Silent SNV T C C CAND1 c.2505T>C P.S835S
XH_P57 13 20221394 20221394 Frame_Shift_Ins INDEL - AG AG MPHOSPH8 1188_1189dupA P.G397fs
XH_P57 13 33591089 33591089 Missense_Mutation SNV C A A KL c.511C>A P.R171S
XH_P57 13 39546671 39546671 Frame_Shift_Ins INDEL - TAAC TAAC STOML3 259_262dupGTT P.T88fs
XH_P57 13 41705921 41705921 Missense_Mutation SNV C T T KBTBD6 c.727G>A P.A243T
XH_P57 13 45914196 45914196 Frame_Shift_Ins INDEL - CATC CATC TPT1 .225_226insGAT P.H76fs
XH_P57 13 46539401 46539414 Splice_Site INDEL GCAAATAGTT - - ZC3H13 474+14delGTAACTATTTGCAG
XH_P57 13 49795277 49795277 Silent SNV G A A MLNR c.804G>A P.G268G
XH_P57 14 105410816 105410816 Missense_Mutation SNV C T T AHNAK2 c.10972G>A P.E3658K
XH_P57 14 23894053 23894053 Silent SNV A G G MYH7 c.2604T>C P.A868A
XH_P57 14 25443879 25443879 Frame_Shift_Ins INDEL - AGAT AGAT STXBP6 142_145dupATC P.C49fs
XH_P57 14 59951012 59951012 Missense_Mutation SNV G A A L3HYPDH c.23C>T P.P8L
XH_P57 14 65270357 65270376 Frame_Shift_Del INDEL ACCAGGCGGT - - SPTB elCAACCACCGCC P.N142fs
XH_P57 14 68042547 68042547 Frame_Shift_Ins INDEL - G G PLEKHH1 c.2180dupG P.C728fs
XH_P57 14 74443720 74443720 Splice_Site INDEL - TAT TAT ENTPD5 53+4_553+6dupATA
XH_P57 14 77951255 77951255 Missense_Mutation SNV G T T ISM2 c.149C>A P.A50D
XH_P57 14 91755515 91755515 Missense_Mutation SNV C T T CCDC88C c.4375G>A P.D1459N
XH_P57 14 93460191 93460219 Splice_Site INDEL GATGTGGTGC - - ITPK1 ACACGTGTGGCACCACATCCGTGGCAGG
XH_P57 14 94394645 94394645 Missense_Mutation SNV G C C FAM181A c.14G>C P.S5T
XH_P57 15 45406896 45406896 Missense_Mutation SNV T G G DUOXA2 c.93T>G P.F31L
XH_P57 15 56388726 56388726 Frame_Shift_Ins INDEL - TGAG TGAG RFX7 196_1199dupCT P.Q400fs
XH_P57 15 73832892 73832892 Missense_Mutation SNV T C C REC114 c.316T>C P.F106L
XH_P57 15 75499768 75499768 Missense_Mutation SNV C T T C15orf39 c.1379C>T P.P460L
XH_P57 15 78770698 78770698 Silent SNV C A A IREB2 c.505C>A P.R169R
XH_P57 15 83679041 83679041 Silent SNV G A A C15orf40 c.186C>T P.C62C
XH_P57 15 86123751 86123751 Frame_Shift_Ins INDEL - TG TG AKAP13 .2453_2454insG P.H819fs
XH_P57 16 1820661 1820666 Missense_Mutation INDEL GCCAGT - - NME3 494_499delACTGP.H165_W166del
XH_P57 16 1825663 1825668 Missense_Mutation INDEL GCTCTC - - EME2 759_764delTCTCP.L254_A255del



XH_P57 16 21221430 21221430 Missense_Mutation SNV C A A ZP2 c.235G>T P.D79Y
XH_P57 16 21288900 21288910 Missense_Mutation INDEL AGGTAGCTAC - - CRYM 5_176delTGTAGC P.Y58_L59del
XH_P57 16 22326513 22326513 Missense_Mutation SNV A G G POLR3E c.626A>G P.H209R
XH_P57 16 2578159 2578182 Splice_Site INDEL CCCAGGGGCG - - AMDHD2 elATGGGGCCCCAGGGGCGGGGCTGG
XH_P57 16 28354000 28354000 Silent SNV G C C NPIPB6 c.1206C>G P.P402P
XH_P57 16 2946666 2946666 Silent SNV C T T FLYWCH2 c.216C>T P.G72G
XH_P57 16 3017810 3017828 Frame_Shift_Del INDEL CTGTCTGCTG - - KREMEN2 delAGCTGTCTGC P.A329fs
XH_P57 16 3367023 3367023 Splice_Site INDEL - TAAA TAAA ZNF75A 4+4_934+7dupAATA
XH_P57 16 47143623 47143623 Splice_Site SNV C A A NETO2 c.634-1G>T
XH_P57 16 56370652 56370652 Silent SNV C T T GNAO1 c.603C>T P.D201D
XH_P57 16 67289369 67289369 Frame_Shift_Ins INDEL - AGTC AGTC SLC9A5 729_732dupAGT P.A245fs
XH_P57 16 70365715 70365715 Frame_Shift_Ins INDEL - G G DDX19B c.790dupG P.A264fs
XH_P57 16 75513044 75513044 Missense_Mutation SNV G A A CHST6 c.683C>T P.T228I
XH_P57 16 81053707 81053707 Frame_Shift_Ins INDEL - ACA ACA CENPN .358_360dupAC P.T120dup
XH_P57 16 84229517 84229517 Silent SNV G A A ADAD2 c.1149G>A P.A383A
XH_P57 16 84693385 84693385 Missense_Mutation SNV G A A KLHL36 c.1157G>A P.R386H
XH_P57 16 8993587 8993587 Silent SNV T C C USP7 c.2289A>G P.E763E
XH_P57 17 17109309 17109324 Frame_Shift_Del INDEL AGAGATCCAG - - PLD6 2delAGCCTGGAT P.S93fs
XH_P57 17 28769470 28769472 Splice_Site INDEL TGA - - CPD 32+2_1632+4delTGA
XH_P57 17 41573636 41573638 Frame_Shift_Del INDEL GGT - - DHX8 300_1300+2delG P.D434fs
XH_P57 17 4622585 4622585 Frame_Shift_Ins INDEL - TATC TATC ARRB2 852_855dupATC P.P286fs
XH_P57 17 48546028 48546028 Silent SNV C T T CHAD c.147G>A P.V49V
XH_P57 17 48649993 48649993 Silent SNV C T T CACNA1G c.825C>T P.R275R
XH_P57 17 56356648 56356648 Splice_Site SNV C T T MPO c.678+10G>A
XH_P57 17 72245220 72245220 Splice_Site INDEL - T T TTYH2 c.-90+2dupT
XH_P57 17 73732412 73732412 Missense_Mutation SNV A T T ITGB4 c.1805A>T P.H602L
XH_P57 17 73837050 73837050 Missense_Mutation SNV T C C UNC13D c.602A>G P.H201R
XH_P57 17 7579527 7579527 Frame_Shift_Ins INDEL - C C TP53 c.159dupG P.F54fs
XH_P57 17 76116777 76116777 Missense_Mutation SNV C T T TMC6 c.1672G>A P.V558I
XH_P57 17 77079574 77079574 Nonsense_Mutation SNV C T T ENGASE c.1153C>T P.R385*
XH_P57 17 78166351 78166351 Missense_Mutation SNV G T T CARD14 c.1289G>T P.R430L
XH_P57 17 79803540 79803540 Frame_Shift_Ins INDEL - TC TC P4HB 1254_1255dupG P.N419fs
XH_P57 17 80273272 80273272 Silent SNV C T T CD7 c.648G>A P.S216S
XH_P57 17 80332897 80332897 Missense_Mutation SNV C T T UTS2R c.697C>T P.R233C
XH_P57 17 9862584 9862584 Missense_Mutation SNV G C C GAS7 c.40C>G P.L14V
XH_P57 18 12982677 12982680 Splice_Site INDEL AAGA - - SEH1L 19+3_919+6delAAGA
XH_P57 18 13069114 13069114 Silent SNV T A A CEP192 c.4989T>A P.A1663A
XH_P57 18 14850280 14850280 Nonsense_Mutation SNV G T T ANKRD30B c.3106G>T P.E1036*
XH_P57 18 19019528 19019528 Silent SNV C A A GREB1L c.879C>A P.S293S
XH_P57 18 47431128 47431128 Missense_Mutation SNV G A A MYO5B c.2485C>T P.R829C
XH_P57 18 48593518 48593531 Frame_Shift_Del INDEL ATGCTGTTCA - - SMAD4 286delGCTGTTC P.A425fs
XH_P57 18 54354098 54354098 Missense_Mutation SNV A G G WDR7 c.610A>G P.I204V
XH_P57 18 59855000 59855000 Missense_Mutation SNV A G G KIAA1468 c.262A>G P.T88A
XH_P57 19 11486642 11486663 Frame_Shift_Del INDEL GACCCCAGCT - - SWSAP1 GCTGGTGACCCC P.A214fs
XH_P57 19 11532450 11532455 Missense_Mutation INDEL ATAGTT - - CCDC151 318_1323delAACP.N440_Y441del
XH_P57 19 1582656 1582659 Frame_Shift_Del INDEL AGCT - - MBD3 .461_464delAGC P.E154fs
XH_P57 19 16625435 16625435 Silent SNV G A A C19orf44 c.1767G>A P.A589A
XH_P57 19 17436152 17436152 Missense_Mutation SNV C T T ANO8 c.2705G>A P.R902H
XH_P57 19 17444569 17444570 Frame_Shift_Del INDEL GT - - ANO8 c.146_147delAC P.Y49fs
XH_P57 19 31769550 31769550 Silent SNV C T T TSHZ3 c.1149G>A P.S383S
XH_P57 19 35842652 35842652 Silent SNV G A A FFAR1 c.198G>A P.A66A
XH_P57 19 46388315 46388343 Frame_Shift_Del INDEL ACAGCGCCAG - - IRF2BP1 ACAGCTACTGGC P.E231fs
XH_P57 19 49671832 49671832 Missense_Mutation SNV G A A TRPM4 c.635G>A P.R212Q
XH_P57 19 50812280 50812280 Nonsense_Mutation SNV C T T MYH14 c.5707C>T P.R1903*
XH_P57 19 50837660 50837660 Splice_Site INDEL - TAC TAC NAPSB 930-1_931dupGTA
XH_P57 19 55445980 55445980 Missense_Mutation SNV T C C NLRP7 c.2348A>G P.Y783C
XH_P57 19 55991285 55991285 Splice_Site INDEL - TGACT TGACT ZNF628 7+2_7+3insGACTT
XH_P57 19 5749130 5749130 Frame_Shift_Ins INDEL - TA TA CATSPERD c.926_927dupTA P.T310fs
XH_P57 19 7570324 7570324 Splice_Site INDEL - GA GA C19orf45 95+6_895+7dupAG
XH_P57 19 8808394 8808394 Missense_Mutation SNV G A A ACTL9 c.658C>T P.R220C
XH_P57 19 9056482 9056482 Missense_Mutation SNV C T T MUC16 c.30964G>A P.E10322K
XH_P57 2 133075955 133075955 Silent SNV C T T ZNF806 c.1416C>T P.L472L
XH_P57 2 157407259 157407259 Splice_Site INDEL - TAAT TAAT GPD2 1+3_971+6dupAATT
XH_P57 2 162565292 162565299 Frame_Shift_Del INDEL GTCATGCA - - SLC4A10 7_44delATGCAG P.M13fs
XH_P57 2 169038488 169038488 Frame_Shift_Ins INDEL - AA AA STK39 c.319_320dupTT P.L107fs
XH_P57 2 177193083 177193083 Frame_Shift_Ins INDEL - TT TT MTX2 c.319_320dupTT P.L107fs
XH_P57 2 179587377 179587377 Splice_Site INDEL - ATC ATC TTN 89+6_21289+8dupGAT
XH_P57 2 20133182 20133182 Frame_Shift_Ins INDEL - AG AG WDR35 .2670_2671insC P.T891fs
XH_P57 2 203500378 203500378 Frame_Shift_Ins INDEL - CCCA CCCA FAM117B 475_478dupCAC P.L160fs
XH_P57 2 210752971 210752971 Silent SNV C T T UNC80 c.4269C>T P.V1423V
XH_P57 2 220370796 220370802 Splice_Site INDEL TAGGTAC - - GMPPA +2_993+8delTAGGTAC
XH_P57 2 232672202 232672202 Missense_Mutation SNV C T T COPS7B c.710C>T P.P237L
XH_P57 2 239057659 239057659 Missense_Mutation SNV G A A KLHL30 c.1351G>A P.V451M
XH_P57 2 242036794 242036794 Missense_Mutation SNV C A A MTERF4 c.5G>T P.R2L
XH_P57 2 54123933 54123933 Splice_Site INDEL - TC TC PSME4 688+7_3688+8insGA
XH_P57 2 69179971 69179971 Splice_Site INDEL - A A GKN2 c.12+10dupT
XH_P57 2 85890553 85890553 Silent SNV G A A SFTPB c.954C>T P.T318T
XH_P57 20 25259097 25259115 Frame_Shift_Del INDEL GCATGGTGGC - - PYGB 7delAGGTGCATG P.K333fs
XH_P57 20 2816138 2816138 Frame_Shift_Ins INDEL - GGCC GGCC PCED1A 178_1181dupGG P.P395fs
XH_P57 20 306748 306748 Missense_Mutation INDEL - CCA CCA SOX12 c.181_182insCACP.D60_Q61insP
XH_P57 20 30816237 30816237 Silent SNV T C C POFUT1 c.714T>C P.H238H
XH_P57 20 4163205 4163205 Missense_Mutation INDEL - GGC GGC SMOX 1081_1082insCGP.L360_G361insA
XH_P57 20 57568113 57568113 Silent SNV G A A NELFCD c.1344G>A P.R448R
XH_P57 20 61981279 61981279 Missense_Mutation SNV C G G CHRNA4 c.1484G>C P.R495P
XH_P57 20 62194727 62194727 Silent SNV C T T HELZ2 c.5448G>A P.P1816P
XH_P57 21 33688944 33688947 Frame_Shift_Del INDEL AGCC - - URB1 6464_6467delGG P.R2155fs
XH_P57 21 35467804 35467804 Frame_Shift_Ins INDEL - GGAT GGAT SLC5A3 .309_310insATG P.S104fs
XH_P57 21 43804075 43804075 Splice_Site INDEL T - - TMPRSS3 c.616+4delA
XH_P57 21 44514664 44514664 Silent SNV T C C U2AF1L5 c.492A>G P.T164T
XH_P57 22 18567995 18567997 Missense_Mutation INDEL TCT - - PEX26 c.785_787delTCTL262_C263delinsR
XH_P57 22 22318619 22318619 Missense_Mutation SNV G A A TOP3B c.1012C>T P.R338W
XH_P57 22 46654197 46654197 Missense_Mutation SNV C A A PKDREJ c.5023G>T P.D1675Y
XH_P57 3 11468286 11468286 Silent SNV T C C ATG7 c.1884T>C P.D628D
XH_P57 3 122512460 122512460 Splice_Site INDEL - TG TG HSPBAP1 .64+3_64+4insCA
XH_P57 3 128707606 128707606 Missense_Mutation SNV T C C KIAA1257 c.418A>G P.M140V
XH_P57 3 12983345 12983345 Missense_Mutation SNV C A A IQSEC1 c.44G>T P.S15I
XH_P57 3 132319924 132319924 Missense_Mutation SNV T C C ACKR4 c.683T>C P.M228T
XH_P57 3 136141604 136141604 Splice_Site INDEL C - - STAG1 c.1833+6delG



XH_P57 3 149089466 149089466 Splice_Site INDEL - TTC TTC TM4SF1 94+5_594+7dupGAA
XH_P57 3 151160772 151160772 Missense_Mutation SNV C G G IGSF10 c.5963G>C P.R1988T
XH_P57 3 151161427 151161427 Missense_Mutation SNV C T T IGSF10 c.5308G>A P.E1770K
XH_P57 3 158383218 158383218 Frame_Shift_Ins INDEL - AC AC GFM1 .1530_1531insA P.V511fs
XH_P57 3 158383219 158383219 Missense_Mutation SNV G T T GFM1 c.1531G>T P.V511F
XH_P57 3 159606676 159606694 Frame_Shift_Del INDEL GACTATTGGG - - SCHIP1 delTGACTATTGG P.M409fs
XH_P57 3 186943197 186943197 Silent SNV G A A MASP1 c.1656C>T P.D552D
XH_P57 3 39453851 39453851 Missense_Mutation INDEL - GTC GTC RPSA c.896_897insTCGP.W299delinsCR
XH_P57 3 47288941 47288941 Missense_Mutation SNV G T T KIF9 c.1155C>A P.D385E
XH_P57 3 49040032 49040032 Splice_Site SNV G A A P4HTM c.724+3G>A
XH_P57 3 50151396 50151403 Frame_Shift_Del INDEL TGGAACGC - - RBM5 4_1641delAACG P.E545fs
XH_P57 3 50294487 50294487 Frame_Shift_Ins INDEL - CAGT CAGT GNAI2 733_736dupAGT P.P246fs
XH_P57 3 52183892 52183892 Missense_Mutation SNV G A A POC1A c.215C>T P.S72L
XH_P57 3 69134333 69134333 Frame_Shift_Ins INDEL - AACT AACT ARL6IP5 137_140dupACT P.Y47fs
XH_P57 4 100057612 100057612 Splice_Site SNV T A A ADH4 c.582+5A>T
XH_P57 4 100057613 100057613 Splice_Site SNV T A A ADH4 c.582+4A>T
XH_P57 4 100845949 100845949 Nonstop_Mutation SNV C A A DNAJB14 c.329G>T P.Ter110Lext*?
XH_P57 4 111543573 111543573 Missense_Mutation SNV G A A PITX2 c.44C>T P.A15V
XH_P57 4 1656900 1656900 Silent SNV G A A FAM53A c.687C>T P.L229L
XH_P57 4 517686 517686 Missense_Mutation SNV G A A PIGG c.2053G>A P.G685S
XH_P57 5 126783373 126783373 Silent SNV G A A MEGF10 c.2853G>A P.T951T
XH_P57 5 137726964 137726964 Missense_Mutation SNV C G G KDM3B c.1643C>G P.A548G
XH_P57 5 139927354 139927366 Frame_Shift_Del INDEL GGCCGGGAC - - EIF4EBP3 5delGGGCCGGG P.G12fs
XH_P57 5 140051060 140051060 Frame_Shift_Ins INDEL - CACC CACC DND1 876_879dupGGT P.I294fs
XH_P57 5 140558916 140558916 Missense_Mutation SNV C G G PCDHB8 c.1301C>G P.T434R
XH_P57 5 140594234 140594234 Missense_Mutation SNV G A A PCDHB13 c.539G>A P.R180Q
XH_P57 5 140768428 140768428 Missense_Mutation SNV T C C PCDHGB4 c.977T>C P.I326T
XH_P57 5 145719271 145719271 Missense_Mutation SNV C T T POU4F3 c.281C>T P.T94I
XH_P57 5 156531674 156531674 Splice_Site INDEL - A A HAVCR2 c.478+2dupT
XH_P57 5 16694522 16694522 Missense_Mutation SNV C T T MYO10 c.3758G>A P.S1253N
XH_P57 5 169496219 169496219 Missense_Mutation SNV T C C DOCK2 c.4723T>C P.W1575R
XH_P57 5 176795196 176795196 Missense_Mutation SNV T G G RGS14 c.778T>G P.S260A
XH_P57 5 2749490 2749490 Splice_Site SNV G A A IRX2 c.655+6C>T
XH_P57 5 41910004 41910004 Splice_Site SNV A T T C5orf51 c.354+10A>T
XH_P57 5 43122176 43122176 Frame_Shift_Ins INDEL - GAATGC GAATGC ZNF131 22_27dupGAATG P.E8_C9dup
XH_P57 5 50685678 50685678 Missense_Mutation SNV G A A ISL1 c.677G>A P.R226Q
XH_P57 5 54528294 54528294 Silent SNV C T T CCNO c.462G>A P.L154L
XH_P57 6 111650743 111650769 Missense_Mutation INDEL CTCCCAGAAAA - - REV3L TGCTAATTTTTCT.S2736_P2744del
XH_P57 6 116968690 116968690 Frame_Shift_Ins INDEL - AAT AAT ZUFSP 1397_1399dupA P.Y466dup
XH_P57 6 132189165 132189165 Missense_Mutation SNV A G G ENPP1 c.1172A>G P.K391R
XH_P57 6 145956618 145956618 Missense_Mutation SNV G C C EPM2A c.481C>G P.L161V
XH_P57 6 154412347 154412347 Missense_Mutation SNV G A A OPRM1 c.904G>A P.V302I
XH_P57 6 161807831 161807831 Frame_Shift_Ins INDEL - AAA AAA PARK2 1161_1162insTTP.T387_T388insF
XH_P57 6 44195083 44195083 Splice_Site INDEL - G G SLC29A1 c.29+8dupG
XH_P57 6 44221115 44221127 Splice_Site INDEL GTAAGTAGCT - - HSP90AB1 065+16delAGTAGCTTTGGTA
XH_P57 6 44270170 44270170 Silent SNV C T T AARS2 c.2445G>A P.A815A
XH_P57 6 7584943 7584943 Missense_Mutation SNV A G G DSP c.5651A>G P.Y1884C
XH_P57 mann_ha 4506084 4506084 Missense_Mutation SNV T C C HLA-DPB1 c.190T>C P.F64L
XH_P57 7 120382663 120382663 Splice_Site INDEL - GAC GAC KCND2 7+8_1467+10dupGAC
XH_P57 7 132193201 132193201 Silent SNV A G G PLXNA4 c.252T>C P.H84H
XH_P57 7 142564250 142564260 Frame_Shift_Del INDEL CCTGTGGTGC - - EPHB6 _610delTGTGGTG P.V201fs
XH_P57 7 150707738 150707738 Silent SNV G A A NOS3 c.2739G>A P.E913E
XH_P57 7 150715492 150715512 Missense_Mutation INDEL GCGCACGACC - - ATG9B elTGCCAGGGTCGP.C581_Q587del
XH_P57 7 150878399 150878399 Missense_Mutation SNV C T T ASB10 c.731G>A P.R244H
XH_P57 7 2985463 2985463 Silent SNV G A A CARD11 c.348C>T P.S116S
XH_P57 7 47859156 47859156 Frame_Shift_Ins INDEL - T T C7orf69 c.275dupT P.L92fs
XH_P57 7 4901062 4901062 Missense_Mutation SNV C T T PAPOLB c.380G>A P.R127Q
XH_P57 7 65154268 65154268 Splice_Site SNV T A A INTS4P2 n.768-6T>A
XH_P57 7 6550293 6550293 Missense_Mutation SNV C T T GRID2IP c.1600G>A P.E534K
XH_P57 7 74564546 74564546 Missense_Mutation SNV G A A GTF2IRD2 c.2293G>A P.A765T
XH_P57 7 933428 933428 Silent SNV C T T GET4 c.798C>T P.L266L
XH_P57 7 99332635 99332635 Splice_Site INDEL - AGTT AGTT CYP3A7 1+7_71+10dupAACT
XH_P57 8 104897809 104897809 Missense_Mutation SNV G A A RIMS2 c.982G>A P.E328K
XH_P57 8 110592147 110592154 Frame_Shift_Del INDEL CAGAAGGT - - SYBU 05_612delACCTT P.D202fs
XH_P57 8 124693533 124693533 Missense_Mutation SNV G A A ANXA13 c.1021C>T P.R341C
XH_P57 8 146157483 146157483 Silent SNV G C C ZNF16 c.690C>G P.V230V
XH_P57 8 28998021 28998021 Missense_Mutation SNV T A A KIF13B c.2448A>T P.L816F
XH_P57 8 8887407 8887407 Missense_Mutation INDEL - TAG TAG ERI1 .914_916dupTAP.I305_A306insV
XH_P57 8 89068349 89068349 Splice_Site INDEL - CA CA MMP16 373+6_1373+7insTG
XH_P57 8 97251798 97251798 Frame_Shift_Ins INDEL - AT AT MTERF3 1173_1174dupA P.S392fs
XH_P57 9 100449371 100449371 Splice_Site INDEL - AG AG XPA 555+5_555+6dupCT
XH_P57 9 104499987 104499987 Missense_Mutation SNV G A A GRIN3A c.275C>T P.S92L
XH_P57 9 109688010 109688010 Frame_Shift_Ins INDEL - T T ZNF462 c.1819dupT P.Y607fs
XH_P57 9 123914854 123914854 Missense_Mutation SNV C T T CNTRL c.4055C>T P.S1352L
XH_P57 9 129974928 129974929 Frame_Shift_Del INDEL GG - - RALGPS1 .1251_1252delG P.W417fs
XH_P57 9 131768785 131768785 Missense_Mutation SNV C T T NUP188 c.5078C>T P.T1693M
XH_P57 9 131830610 131830610 Splice_Site INDEL - GGTG GGTG MIGA2 4+3_1404+6dupGGGT
XH_P57 9 133760139 133760139 Frame_Shift_Ins INDEL - GCC GCC ABL1 2463_2464insCCP.Q821_V822insP
XH_P57 9 136672413 136672413 Silent SNV C T T VAV2 c.702G>A P.P234P
XH_P57 9 139612156 139612156 Missense_Mutation SNV T C C FAM69B c.191T>C P.V64A
XH_P57 9 140093651 140093651 Missense_Mutation SNV G A A TPRN c.1513C>T P.P505S
XH_P57 9 140126108 140126108 Splice_Site SNV C T T SLC34A3 c.-39-8C>T
XH_P57 9 2643634 2643634 Missense_Mutation SNV G C C VLDLR c.827G>C P.R276P
XH_P57 9 37800651 37800664 Splice_Site INDEL TCGCTCCCTA - - DCAF10 0+20delACTCGCTCCCTACC
XH_P57 9 4661970 4661971 Frame_Shift_Del INDEL GA - - SPATA6L c.105_106delTC P.N35fs
XH_P57 9 6540155 6540155 Splice_Site SNV G A A GLDC c.2570-9C>T
XH_P57 9 96318822 96318822 Silent SNV C T T FAM120A c.2430C>T P.L810L
XH_P57 X 106109175 106109175 Frame_Shift_Ins INDEL - A A TBC1D8B c.2577dupA P.D860fs
XH_P57 X 107170053 107170053 Missense_Mutation SNV G C C MID2 c.1958G>C P.R653P
XH_P57 X 115573919 115573919 Frame_Shift_Ins INDEL - TATA TATA SLC6A14 412_415dupTAT P.S139fs
XH_P57 X 128901653 128901653 Silent SNV G A A XPNPEP2 c.1815G>A P.L605L
XH_P57 X 151870081 151870081 Silent SNV G A A MAGEA6 c.771G>A P.E257E
XH_P57 X 18963287 18963287 Splice_Site SNV A C C PHKA2 c.538-11T>G
XH_P57 X 46713105 46713105 Silent SNV C T T RP2 c.297C>T P.S99S
XH_P57 X 53455382 53455382 Silent SNV C T T RIBC1 c.351C>T P.G117G
XH_P57 X 70837019 70837019 Silent SNV C T T CXCR3 c.444G>A P.L148L
XH_P61 1 11159837 11159837 Missense_Mutation SNP T C T EXOSC10 c.A52G p.T18A
XH_P61 1 11303178 11303178 Missense_Mutation SNP C T C MTOR c.G1405A p.A469T



XH_P61 1 17949531 17949531 Missense_Mutation SNP T G T ARHGEF10L c.T395G p.L132R
XH_P61 1 40424381 40424381 Silent SNP T C T MFSD2A c.T276C p.P92P
XH_P61 1 57173257 57173257 Frame_Shift_Ins INS - TATATGGAAAGT - PRKAA2 531insTTATATGG p.H510fs
XH_P61 1 94685922 94685922 Missense_Mutation SNP G A G ARHGAP29 c.C40T p.R14C
XH_P61 1 101004669 101004669 Silent SNP C T C GPR88 c.C147T p.N49N
XH_P61 1 150939603 150939603 Silent SNP G T G CERS2 c.C688A p.R230R
XH_P61 1 152681680 152681680 In_Frame_Ins INS - TCTGGGGGCTAC - LCE4A nsAGCTCTGGGGS43delinsSSSGGYC
XH_P61 1 158390477 158390477 Nonsense_Mutation INS - ACCAT - OR10K2 179_180insATGGp.Y60_F61delinsX
XH_P61 1 158390479 158390479 Missense_Mutation SNP A T A OR10K2 c.T178A p.Y60N
XH_P61 1 160523750 160523750 Missense_Mutation SNP G A G CD84 c.C233T p.T78M
XH_P61 1 172376914 172376914 Missense_Mutation SNP G A G DNM3 c.G2513A p.R838Q
XH_P61 1 206972324 206972324 Missense_Mutation SNP C T C IL19 c.C85T p.P29S
XH_P61 1 209778962 209778962 Frame_Shift_Ins INS - AAACACT - CAMK1G 78_379insAAACA p.Q126fs
XH_P61 1 227170708 227170708 Silent SNP C T C COQ8A c.C1053T p.G351G
XH_P61 1 229771573 229771573 Missense_Mutation SNP A C A URB2 c.A1213C p.I405L
XH_P61 1 241755352 241755352 Missense_Mutation SNP T G T KMO c.T1358G p.L453W
XH_P61 1 244541841 244541841 Silent SNP C G C C1orf100 c.C225G p.L75L
XH_P61 2 24090816 24090816 Frame_Shift_Ins INS - G - ATAD2B c.1076_1077insC p.R359fs
XH_P61 2 84897597 84897597 Missense_Mutation SNP T G T DNAH6 c.T6452G p.L2151R
XH_P61 2 100007076 100007076 Missense_Mutation SNP G C G EIF5B c.G2656C p.D886H
XH_P61 2 131521579 131521579 Missense_Mutation SNP C T C AMER3 c.C1934T p.P645L
XH_P61 2 189904195 189904195 Missense_Mutation SNP C T C COL5A2 c.G3728A p.S1243N
XH_P61 2 220045431 220045431 Missense_Mutation SNP G C G RETREG2 c.G595C p.V199L
XH_P61 2 225681382 225681382 Frame_Shift_Ins INS - TACCTTTTGTTTA - DOCK10 sAATAATAAACAA p.E1100fs
XH_P61 3 9489459 9489489 Frame_Shift_Del DEL AAAGACTAAA - CCAAAGACTAAAG SETD5 c.1872_1902del p.T624fs
XH_P61 3 38908813 38908813 Missense_Mutation SNP T G T SCN11A c.A3950C p.K1317T
XH_P61 3 124732818 124732818 Silent SNP G A G HEG1 c.C1605T p.Y535Y
XH_P61 3 133099647 133099647 Silent SNP C T C TMEM108 c.C1092T p.F364F
XH_P61 3 195513397 195513397 In_Frame_Ins INS - GTGGCGTGACCTG - MUC4 TATCCACAGGTCelinsDNSSVSTGHATPLPVTG
XH_P61 4 437605 437605 Silent SNP T C T ZNF721 c.A651G p.G217G
XH_P61 4 110670756 110670756 Missense_Mutation SNP T C T CFI c.A922G p.R308G
XH_P61 4 156841069 156841069 Missense_Mutation SNP C T C TDO2 c.C1148T p.P383L
XH_P61 5 31508798 31508798 Missense_Mutation SNP G A G DROSHA c.C1406T p.A469V
XH_P61 5 41032877 41032877 Missense_Mutation SNP C T C MROH2B c.G2408A p.R803Q
XH_P61 5 41917266 41917266 Nonsense_Mutation INS - CAGTAACACA - C5orf51 _751insCAGTAA250_L251delinsPQX
XH_P61 5 43644419 43644419 Nonsense_Mutation INS - ACAACTGAACC - NNT _698insACAACTG33_H234delinsNNX
XH_P61 5 79027561 79027561 Missense_Mutation SNP C G C CMYA5 c.C2973G p.D991E
XH_P61 5 109103350 109103350 Missense_Mutation SNP C T C MAN2A1 c.C950T p.A317V
XH_P61 5 112179088 112179088 Frame_Shift_Ins INS - AAAAAAGAAAGAA - APC AAAAAAAAAAAG p.K2581fs
XH_P61 5 112179089 112179089 Missense_Mutation SNP C A C APC c.C7744A p.Q2582K
XH_P61 5 118183809 118183809 Silent SNP C T C DTWD2 c.G504A p.L168L
XH_P61 5 140777695 140777695 Missense_Mutation SNP A G A PCDHGB5 c.A1G p.M1V
XH_P61 5 145649079 145649079 Missense_Mutation SNP C G C RBM27 c.C2623G p.Q875E
XH_P61 5 156655340 156655340 Missense_Mutation SNP G A G ITK c.G682A p.E228K
XH_P61 5 168149276 168149276 Missense_Mutation SNP C T C SLIT3 c.G2468A p.R823Q
XH_P61 5 176950990 176950990 Missense_Mutation SNP A C A FAM193B c.T2340G p.D780E
XH_P61 5 179226062 179226062 Silent SNP C G C MGAT4B c.G1254C p.V418V
XH_P61 5 179757737 179757737 Missense_Mutation SNP G T G GFPT2 c.C497A p.T166K
XH_P61 6 35434023 35434023 Silent SNP C T C FANCE c.C1512T p.I504I
XH_P61 6 44218186 44218186 In_Frame_Ins INS - AAG - HSP90AB1 c.807_808insAAGp.T269delinsTK
XH_P61 6 65098729 65098729 Missense_Mutation SNP C G C EYS c.G5932C p.E1978Q
XH_P61 6 74123491 74123491 Silent SNP C T C DDX43 c.C1479T p.F493F
XH_P61 6 76024261 76024261 Silent SNP C T C FILIP1 c.G1287A p.Q429Q
XH_P61 6 110110846 110110846 Missense_Mutation SNP C T C FIG4 c.C2146T p.R716C
XH_P61 7 6797357 6797357 Missense_Mutation SNP C T C RSPH10B c.C49T p.R17C
XH_P61 7 21646113 21646113 Missense_Mutation SNP C T C DNAH11 c.C3718T p.H1240Y
XH_P61 7 29135824 29135824 Missense_Mutation SNP C T C CPVL c.G298A p.E100K
XH_P61 7 39500270 39500270 Silent SNP C T C POU6F2 c.C1527T p.L509L
XH_P61 7 63726706 63726706 Missense_Mutation SNP G T G ZNF679 c.G695T p.R232I
XH_P61 7 64167100 64167100 Missense_Mutation SNP G A G ZNF107 c.G529A p.A177T
XH_P61 7 72412427 72412427 Missense_Mutation SNP G A G POM121 c.G1100A p.S367N
XH_P61 7 93055823 93055823 Missense_Mutation SNP G A G CALCR c.C1270T p.R424C
XH_P61 7 100551843 100551843 Frame_Shift_Ins INS - C - MUC3A c.2425dupC p.T808fs
XH_P61 7 100645566 100645566 Missense_Mutation SNP G A G MUC12 c.G11722A p.E3908K
XH_P61 7 100678788 100678788 Missense_Mutation SNP A C A MUC17 c.A4091C p.N1364T
XH_P61 7 114655819 114655819 Missense_Mutation SNP T G T MDFIC c.T571G p.S191A
XH_P61 7 139168036 139168036 Missense_Mutation SNP G C G KLRG2 c.C353G p.A118G
XH_P61 8 37699407 37699407 Missense_Mutation SNP A G A ADGRA2 c.A3551G p.K1184R
XH_P61 8 105509599 105509599 Missense_Mutation SNP C T C LRP12 c.G1124A p.R375H
XH_P61 8 126369500 126369500 Missense_Mutation SNP G A G NSMCE2 c.G458A p.G153E
XH_P61 8 127568860 127568860 Missense_Mutation SNP G T G FAM84B c.C775A p.Q259K
XH_P61 8 144998872 144998872 Nonsense_Mutation INS - CTCCATCATCTCC - PLEC GATGGGGAGATG728delinsGEMMGIX
XH_P61 8 145999376 145999376 Missense_Mutation SNP G C G ZNF34 c.C838G p.P280A
XH_P61 9 5050752 5050752 In_Frame_Ins INS - TAAGTTTCATTAT - JAK2 ATCGTAAGTTTCA30delinsHRKFHYHV
XH_P61 9 79324135 79324135 In_Frame_Ins INS - TGATTGTTGCAG - PRUNE2 _3055insCTGCAAS1019delinsLQQSS
XH_P61 9 80537112 80537112 Missense_Mutation SNP T A T GNAQ c.A286T p.T96S
XH_P61 9 96429462 96429462 Missense_Mutation SNP G A G PHF2 c.G2288A p.G763D
XH_P61 9 107380470 107380470 Frame_Shift_Ins INS - A - OR13C9 c.15_16insT p.Q6fs
XH_P61 9 107380471 107380471 Frame_Shift_Ins INS - TTACTCTT - OR13C9 4_15insAAGAGT p.N5fs
XH_P61 9 138379063 138379063 Missense_Mutation SNP G A G PPP1R26 c.G2707A p.E903K
XH_P61 9 139911046 139911046 Missense_Mutation SNP G A G ABCA2 c.C2903T p.A968V
XH_P61 10 16948390 16948390 Missense_Mutation SNP G C G CUBN c.C7724G p.P2575R
XH_P61 10 18289686 18289686 Missense_Mutation SNP C T C SLC39A12 c.C1289T p.S430L
XH_P61 10 47087660 47087660 Missense_Mutation SNP G A G NPY4R c.G877A p.E293K
XH_P61 10 47701175 47701175 Missense_Mutation SNP T C T ANTXRL c.T1751C p.L584P
XH_P61 10 124457302 124457302 Missense_Mutation SNP C T C C10orf120 c.G955A p.E319K
XH_P61 10 127408454 127408454 Silent SNP C G C EDRF1 c.C78G p.S26S
XH_P61 11 433863 433863 Silent SNP C G C ANO9 c.G156C p.R52R
XH_P61 11 1027177 1027177 Missense_Mutation SNP G A G MUC6 c.C2248T p.R750W
XH_P61 11 2683309 2683309 Silent SNP A C A KCNQ1 c.A1512C p.S504S
XH_P61 11 17629885 17629885 Missense_Mutation SNP G A G OTOG c.G4235A p.R1412H
XH_P61 11 47296523 47296523 Missense_Mutation SNP C T C MADD c.C472T p.R158W
XH_P61 11 56185173 56185173 Nonsense_Mutation INS - CTCCT - OR5R1 535_536insAGGAC179_D180delinsX
XH_P61 11 56185174 56185174 Frame_Shift_Ins INS - CATCTTTATT - OR5R1 _535insAATAAA p.C179fs
XH_P61 11 64005842 64005842 Missense_Mutation SNP G T G VEGFB c.G560T p.R187L
XH_P61 11 65414067 65414067 Missense_Mutation SNP C T C SIPA1 c.C1562T p.A521V
XH_P61 11 69631166 69631166 Silent SNP C T C FGF3 c.G246A p.E82E
XH_P61 11 89924778 89924778 Missense_Mutation SNP C G C NAALAD2 c.C1987G p.P663A



XH_P61 12 6729733 6729733 Missense_Mutation SNP G A G LPAR5 c.C682T p.R228W
XH_P61 12 46321467 46321467 Silent SNP G A G SCAF11 c.C2017T p.L673L
XH_P61 12 49427679 49427679 Silent SNP C T C KMT2D c.G10809A p.Q3603Q
XH_P61 12 52995207 52995207 Silent SNP G A G KRT72 c.C30T p.R10R
XH_P61 12 66800158 66800158 Missense_Mutation SNP C T C GRIP1 c.G1733A p.R578Q
XH_P61 12 78569148 78569148 Missense_Mutation SNP C A C NAV3 c.C5044A p.H1682N
XH_P61 12 109725710 109725710 Missense_Mutation SNP G A G FOXN4 c.C407T p.P136L
XH_P61 12 113515808 113515808 Missense_Mutation SNP C T C DTX1 c.C839T p.P280L
XH_P61 12 113836362 113836362 Missense_Mutation SNP G A G SDS c.C383T p.P128L
XH_P61 12 118848960 118848960 Missense_Mutation SNP G A G SUDS3 c.G886A p.E296K
XH_P61 12 121701655 121701655 Missense_Mutation SNP G A G CAMKK2 c.C713T p.A238V
XH_P61 12 125294749 125294749 Silent SNP C T C SCARB1 c.G813A p.S271S
XH_P61 13 25416217 25416217 Missense_Mutation SNP G C G RNF17 c.G2521C p.D841H
XH_P61 13 25671097 25671097 Frame_Shift_Ins INS - C - PABPC3 c.761_762insC p.K254fs
XH_P61 13 46641466 46641466 Frame_Shift_Ins INS - AG - CPB2 c.677_678insCT p.D226fs
XH_P61 13 60385018 60385018 Missense_Mutation SNP C T C DIAPH3 c.G2278A p.E760K
XH_P61 13 109792778 109792778 Silent SNP G A G MYO16 c.G4218A p.A1406A
XH_P61 13 113201853 113201853 Frame_Shift_Del DEL T - T TUBGCP3 c.1249delA p.M417fs
XH_P61 14 23744827 23744832 In_Frame_Del DEL TCCTCC - TCCTCC HOMEZ c.1605_1610del p.535_537del
XH_P61 14 42356567 42356567 Missense_Mutation SNP G A G LRFN5 c.G739A p.E247K
XH_P61 14 45642364 45642364 Missense_Mutation SNP G A G FANCM c.G2189A p.R730H
XH_P61 14 69349764 69349764 Silent SNP G A G ACTN1 c.C1644T p.T548T
XH_P61 14 69358985 69358985 Missense_Mutation SNP G A G ACTN1 c.C871T p.R291C
XH_P61 14 104206674 104206674 Silent SNP G A G PPP1R13B c.C2079T p.A693A
XH_P61 14 105410279 105410279 Missense_Mutation SNP C T C AHNAK2 c.G11209A p.V3737M
XH_P61 14 105410280 105410280 Silent SNP A G A AHNAK2 c.T11208C p.D3736D
XH_P61 15 22743596 22743596 Nonsense_Mutation SNP C T C GOLGA6L1 c.C1981T p.Q661X
XH_P61 15 23685702 23685702 Silent SNP C T C GOLGA6L2 c.G1920A p.A640A
XH_P61 15 28630276 28630276 Missense_Mutation SNP C A C GOLGA8F c.C919A p.P307T
XH_P61 15 43102846 43102846 Missense_Mutation SNP G A G TTBK2 c.C788T p.S263F
XH_P61 15 68582301 68582301 Missense_Mutation SNP T C T FEM1B c.T605C p.I202T
XH_P61 15 69718517 69718517 Missense_Mutation SNP G T G KIF23 c.G513T p.W171C
XH_P61 15 74425465 74425465 Missense_Mutation SNP G A G ISLR2 c.G370A p.A124T
XH_P61 15 88678348 88678348 Silent SNP G A G NTRK3 c.C1188T p.L396L
XH_P61 15 101445745 101445745 Silent SNP C T C ALDH1A3 c.C765T p.F255F
XH_P61 16 22826103 22826103 Missense_Mutation SNP G A G HS3ST2 c.G172A p.G58S
XH_P61 16 23479019 23479019 Missense_Mutation SNP T A T GGA2 c.A1734T p.E578D
XH_P61 16 31927264 31927264 Missense_Mutation SNP G A G ZNF267 c.G1694A p.R565Q
XH_P61 16 89777237 89777237 Missense_Mutation SNP C T C VPS9D1 c.G1015A p.E339K
XH_P61 17 5037195 5037195 Missense_Mutation SNP G A G USP6 c.G398A p.R133K
XH_P61 17 7574000 7574000 Nonsense_Mutation SNP C A C TP53 c.G631T p.E211X
XH_P61 17 8925959 8925959 Missense_Mutation SNP C T C NTN1 c.C269T p.S90L
XH_P61 17 10536016 10536016 Missense_Mutation SNP G A G MYH3 c.C4733T p.A1578V
XH_P61 17 18925388 18925388 Missense_Mutation SNP G A G GRAP c.C538T p.R180C
XH_P61 17 42431897 42431897 Missense_Mutation SNP G A G FAM171A2 c.C1685T p.P562L
XH_P61 17 72368643 72368643 Missense_Mutation SNP T G T GPR142 c.T1029G p.D343E
XH_P61 17 79225347 79225347 Missense_Mutation SNP C T C SLC38A10 c.G2011A p.E671K
XH_P61 18 6956652 6956652 Nonsense_Mutation SNP C A C LAMA1 c.G8077T p.E2693X
XH_P61 18 8825201 8825201 Silent SNP A C A MTCL1 c.A3693C p.P1231P
XH_P61 18 8825203 8825203 Missense_Mutation SNP A C A MTCL1 c.A3695C p.E1232A
XH_P61 19 7997536 7997536 Silent SNP G A G TIMM44 c.C963T p.N321N
XH_P61 19 9084636 9084636 Silent SNP G A G MUC16 c.C7179T p.P2393P
XH_P61 19 12186173 12186173 Nonsense_Mutation INS - GAAGGTTTGTTTA - ZNF844 nsATTGAAGGTTTC80_G81delinsYX
XH_P61 19 17741031 17741031 Missense_Mutation SNP G T G UNC13A c.C3592A p.Q1198K
XH_P61 19 22497417 22497417 Missense_Mutation SNP G A G ZNF729 c.G1198A p.G400R
XH_P61 19 34263821 34263821 Silent SNP G A G CHST8 c.G1128A p.R376R
XH_P61 19 39051802 39051802 Missense_Mutation SNP T G T RYR1 c.T12317G p.L4106R
XH_P61 19 46299149 46299149 In_Frame_Ins INS - CTCCTCCTCCTCG - RSPH6A 32insGCGAGGAGE711delinsGEEEEE
XH_P61 19 50464171 50464171 Missense_Mutation SNP C T C SIGLEC11 c.G98A p.S33N
XH_P61 19 50721022 50721022 Missense_Mutation SNP C G C MYH14 c.C556G p.L186V
XH_P61 19 53958917 53958917 Missense_Mutation SNP G C G ZNF761 c.G1156C p.E386Q
XH_P61 19 56244577 56244577 Missense_Mutation SNP G A G NLRP9 c.C620T p.P207L
XH_P61 20 18435975 18435975 Silent SNP C T C DZANK1 c.G294A p.K98K
XH_P61 20 32664866 32664866 Missense_Mutation SNP G A G RALY c.G643A p.G215S
XH_P61 20 45174251 45174251 Missense_Mutation SNP A C A OCSTAMP c.T762G p.F254L
XH_P61 20 45174252 45174252 Missense_Mutation SNP A C A OCSTAMP c.T761G p.F254C
XH_P61 20 60503448 60503448 Missense_Mutation SNP G A G CDH4 c.G1861A p.V621M
XH_P61 21 28216628 28216628 Missense_Mutation SNP C G C ADAMTS1 c.G646C p.E216Q
XH_P61 22 24133968 24133968 Missense_Mutation SNP G A G SMARCB1 c.G119A p.R40Q
XH_P61 22 26423243 26423243 Missense_Mutation SNP C T C MYO18B c.C7306T p.R2436C
XH_P61 22 43088919 43088919 Missense_Mutation SNP C T C A4GALT c.G1039A p.E347K
XH_P61 22 46832168 46832168 Silent SNP C T C CELSR1 c.G4425A p.R1475R
XH_P61 22 51159557 51159557 Missense_Mutation SNP G A G SHANK3 c.G3254A p.G1085D
XH_P61 X 63412830 63412830 Nonsense_Mutation SNP C A C AMER1 c.G337T p.G113X
XH_P61 X 82763659 82763659 Missense_Mutation SNP C G C POU3F4 c.C327G p.N109K
XH_P61 X 85403694 85403694 Silent SNP C A C DACH2 c.C70A p.R24R
XH_P61 X 91133598 91133598 Missense_Mutation SNP C T C PCDH11X c.C2359T p.R787C
XH_P61 X 100749184 100749184 Missense_Mutation SNP G A G ARMCX4 c.G5608A p.E1870K
XH_P61 X 105125742 105125742 Frame_Shift_Ins INS - GTTATTAGATGT - NRK 3insATGTTATTA p.K74fs
XH_P61 X 105153319 105153319 Silent SNP G A G NRK c.G1686A p.Q562Q
XH_P61 X 152097174 152097174 Missense_Mutation SNP C T C ZNF185 c.C883T p.R295C
XH_P61 1 101004669 101004669 Silent SNV C T T GPR88 c.147C>T P.N49N
XH_P61 1 11159837 11159837 Missense_Mutation SNV T C C EXOSC10 c.52A>G P.T18A
XH_P61 1 11303178 11303178 Missense_Mutation SNV C T T MTOR c.1405G>A P.A469T
XH_P61 1 160523750 160523750 Missense_Mutation SNV G A A CD84 c.575C>T P.T192M
XH_P61 1 172376914 172376914 Missense_Mutation SNV G A A DNM3 c.2513G>A P.R838Q
XH_P61 1 17949531 17949531 Missense_Mutation SNV T G G ARHGEF10L c.944T>G P.L315R
XH_P61 1 229771573 229771573 Missense_Mutation SNV A C C URB2 c.1213A>C P.I405L
XH_P61 1 241755352 241755352 Missense_Mutation SNV T G G KMO c.1358T>G P.L453W
XH_P61 1 244541841 244541841 Silent SNV C G G C1orf100 c.225C>G P.L75L
XH_P61 10 124457302 124457302 Missense_Mutation SNV C T T C10orf120 c.955G>A P.E319K
XH_P61 10 127408454 127408454 Silent SNV C G G EDRF1 c.78C>G P.S26S
XH_P61 10 18289686 18289686 Missense_Mutation SNV C T T SLC39A12 c.1691C>T P.S564L
XH_P61 10 47087660 47087660 Missense_Mutation SNV G A A NPY4R c.877G>A P.E293K
XH_P61 11 17629885 17629885 Missense_Mutation SNV G A A OTOG c.4235G>A P.R1412H
XH_P61 11 2683309 2683309 Splice_Site SNV A C C KCNQ1 c.1512A>C P.S504S
XH_P61 11 433863 433863 Silent SNV C G G ANO9 c.156G>C P.R52R
XH_P61 11 47296523 47296523 Missense_Mutation SNV C T T MADD c.472C>T P.R158W



XH_P61 11 64005842 64005842 Missense_Mutation SNV G T T VEGFB c.560G>T P.R187L
XH_P61 11 65414067 65414067 Missense_Mutation SNV C T T SIPA1 c.1562C>T P.A521V
XH_P61 11 69631166 69631166 Silent SNV C T T FGF3 c.246G>A P.E82E
XH_P61 11 89924778 89924778 Missense_Mutation SNV C G G NAALAD2 c.1987C>G P.P663A
XH_P61 12 109725710 109725710 Missense_Mutation SNV G A A FOXN4 c.407C>T P.P136L
XH_P61 12 113515808 113515808 Missense_Mutation SNV C T T DTX1 c.839C>T P.P280L
XH_P61 12 113836362 113836362 Missense_Mutation SNV G A A SDS c.383C>T P.P128L
XH_P61 12 118848960 118848960 Missense_Mutation SNV G A A SUDS3 c.886G>A P.E296K
XH_P61 12 125294749 125294749 Silent SNV C T T SCARB1 c.813G>A P.S271S
XH_P61 12 46321467 46321467 Silent SNV G A A SCAF11 c.2017C>T P.L673L
XH_P61 12 52995207 52995207 Silent SNV G A A KRT72 c.30C>T P.R10R
XH_P61 12 66800158 66800158 Missense_Mutation SNV C T T GRIP1 c.1733G>A P.R578Q
XH_P61 12 6729733 6729733 Missense_Mutation SNV G A A LPAR5 c.682C>T P.R228W
XH_P61 12 78569148 78569148 Missense_Mutation SNV C A A NAV3 c.5044C>A P.H1682N
XH_P61 13 109792778 109792778 Silent SNV G A A MYO16 c.4218G>A P.A1406A
XH_P61 13 25416217 25416217 Missense_Mutation SNV G C C RNF17 c.2521G>C P.D841H
XH_P61 13 60385018 60385018 Missense_Mutation SNV C T T DIAPH3 c.3067G>A P.E1023K
XH_P61 14 104206674 104206674 Silent SNV G A A PPP1R13B c.2079C>T P.A693A
XH_P61 14 23744827 23744832 Missense_Mutation INDEL TCCTCC - - HOMEZ 05_1610delGGAP.E536_E537del
XH_P61 14 42356567 42356567 Missense_Mutation SNV G A A LRFN5 c.739G>A P.E247K
XH_P61 14 45642364 45642364 Missense_Mutation SNV G A A FANCM c.2267G>A P.R756H
XH_P61 14 69349764 69349764 Silent SNV G A A ACTN1 c.1644C>T P.T548T
XH_P61 14 69358985 69358985 Missense_Mutation SNV G A A ACTN1 c.871C>T P.R291C
XH_P61 14 96157255 96157255 Splice_Site SNV G T T TCL1B c.333+12G>T
XH_P61 15 101445745 101445745 Silent SNV C T T ALDH1A3 c.1086C>T P.F362F
XH_P61 15 43102846 43102846 Missense_Mutation SNV G A A TTBK2 c.788C>T P.S263F
XH_P61 15 68582301 68582301 Missense_Mutation SNV T C C FEM1B c.605T>C P.I202T
XH_P61 15 69718517 69718517 Missense_Mutation SNV G T T KIF23 c.513G>T P.W171C
XH_P61 15 74425465 74425465 Missense_Mutation SNV G A A ISLR2 c.370G>A P.A124T
XH_P61 15 88678348 88678348 Silent SNV G A A NTRK3 c.1188C>T P.L396L
XH_P61 16 22826103 22826103 Missense_Mutation SNV G A A HS3ST2 c.172G>A P.G58S
XH_P61 16 89777237 89777237 Missense_Mutation SNV C T T VPS9D1 c.1015G>A P.E339K
XH_P61 17 18925388 18925388 Missense_Mutation SNV G A A GRAP c.538C>T P.R180C
XH_P61 17 72368643 72368643 Missense_Mutation SNV T G G GPR142 c.1293T>G P.D431E
XH_P61 17 7574000 7574000 Nonsense_Mutation SNV C A A TP53 c.1027G>T P.E343*
XH_P61 17 79225347 79225347 Missense_Mutation SNV C T T SLC38A10 c.2011G>A P.E671K
XH_P61 17 8925959 8925959 Missense_Mutation SNV C T T NTN1 c.269C>T P.S90L
XH_P61 18 6956652 6956652 Nonsense_Mutation SNV C A A LAMA1 c.8077G>T P.E2693*
XH_P61 18 8825201 8825201 Silent SNV A C C MTCL1 c.3693A>C P.P1231P
XH_P61 18 8825203 8825203 Missense_Mutation SNV A C C MTCL1 c.3695A>C P.E1232A
XH_P61 19 10157798 10157798 Splice_Site SNV C T T C3P1 n.1352-3C>T
XH_P61 19 17741031 17741031 Missense_Mutation SNV G T T UNC13A c.3592C>A P.Q1198K
XH_P61 19 22497417 22497417 Missense_Mutation SNV G A A ZNF729 c.1198G>A P.G400R
XH_P61 19 39051802 39051802 Missense_Mutation SNV T G G RYR1 c.12332T>G P.L4111R
XH_P61 19 50464171 50464171 Missense_Mutation SNV C T T SIGLEC11 c.98G>A P.S33N
XH_P61 19 50721022 50721022 Missense_Mutation SNV C G G MYH14 c.556C>G P.L186V
XH_P61 19 53958917 53958917 Missense_Mutation SNV G C C ZNF761 c.1156G>C P.E386Q
XH_P61 19 56244577 56244577 Missense_Mutation SNV G A A NLRP9 c.620C>T P.P207L
XH_P61 19 7997536 7997536 Silent SNV G A A TIMM44 c.963C>T P.N321N
XH_P61 19 9084636 9084636 Silent SNV G A A MUC16 c.7179C>T P.P2393P
XH_P61 2 100007076 100007076 Missense_Mutation SNV G C C EIF5B c.2656G>C P.D886H
XH_P61 2 131521579 131521579 Missense_Mutation SNV C T T AMER3 c.1934C>T P.P645L
XH_P61 2 189904195 189904195 Missense_Mutation SNV C T T COL5A2 c.3728G>A P.S1243N
XH_P61 2 220045431 220045431 Missense_Mutation SNV G C C FAM134A c.595G>C P.V199L
XH_P61 2 84897597 84897597 Missense_Mutation SNV T G G DNAH6 c.6452T>G P.L2151R
XH_P61 21 28216628 28216628 Missense_Mutation SNV C G G ADAMTS1 c.646G>C P.E216Q
XH_P61 22 24133968 24133968 Missense_Mutation SNV G A A SMARCB1 c.119G>A P.R40Q
XH_P61 22 26423243 26423243 Missense_Mutation SNV C T T MYO18B c.7306C>T P.R2436C
XH_P61 22 29707673 29707673 Missense_Mutation SNV C T T GAS2L1 c.1232C>T P.A411V
XH_P61 22 43088919 43088919 Missense_Mutation SNV C T T A4GALT c.1039G>A P.E347K
XH_P61 22 43227654 43227654 Splice_Site SNV C T T ARFGAP3 c.346-12G>A
XH_P61 22 46832168 46832168 Silent SNV C T T CELSR1 c.4425G>A P.R1475R
XH_P61 3 124732818 124732818 Silent SNV G A A HEG1 c.1605C>T P.Y535Y
XH_P61 3 125696017 125696017 Splice_Site SNV G C C ROPN1B c.396+9G>C
XH_P61 3 133099647 133099647 Silent SNV C T T TMEM108 c.1092C>T P.F364F
XH_P61 3 38908813 38908813 Missense_Mutation SNV T G G SCN11A c.3950A>C P.K1317T
XH_P61 3 47037548 47037548 Splice_Site SNV C A A NBEAL2 c.2151+7C>A
XH_P61 3 9489459 9489489 Frame_Shift_Del INDEL AAAGACTAAA - - SETD5 GCCCAAAGACTA P.S625fs
XH_P61 4 110670756 110670756 Missense_Mutation SNV T C C CFI c.943A>G P.R315G
XH_P61 4 156841069 156841069 Missense_Mutation SNV C T T TDO2 c.1148C>T P.P383L
XH_P61 5 109103350 109103350 Missense_Mutation SNV C T T MAN2A1 c.950C>T P.A317V
XH_P61 5 145649079 145649079 Missense_Mutation SNV C G G RBM27 c.2623C>G P.Q875E
XH_P61 5 156655340 156655340 Missense_Mutation SNV G A A ITK c.682G>A P.E228K
XH_P61 5 168149276 168149276 Missense_Mutation SNV C T T SLIT3 c.2468G>A P.R823Q
XH_P61 5 176950990 176950990 Missense_Mutation SNV A C C FAM193B c.2340T>G P.D780E
XH_P61 5 179226062 179226062 Silent SNV C G G MGAT4B c.1209G>C P.V403V
XH_P61 5 179757737 179757737 Missense_Mutation SNV G T T GFPT2 c.497C>A P.T166K
XH_P61 5 31508798 31508798 Missense_Mutation SNV G A A DROSHA c.1406C>T P.A469V
XH_P61 5 41032877 41032877 Missense_Mutation SNV C T T MROH2B c.2408G>A P.R803Q
XH_P61 5 79027561 79027561 Missense_Mutation SNV C G G CMYA5 c.2973C>G P.D991E
XH_P61 6 110110846 110110846 Missense_Mutation SNV C T T FIG4 c.2146C>T P.R716C
XH_P61 6 35434023 35434023 Splice_Site SNV C T T FANCE c.1512C>T P.I504I
XH_P61 6 44218186 44218186 Missense_Mutation INDEL - AAG AAG HSP90AB1 .812_814dupAG P.K271dup
XH_P61 6 50686792 50686792 Splice_Site INDEL C - - TFAP2D c.538-11delC
XH_P61 6 65098729 65098729 Missense_Mutation SNV C G G EYS c.5932G>C P.E1978Q
XH_P61 6 74123491 74123491 Silent SNV C T T DDX43 c.1479C>T P.F493F
XH_P61 6 76024261 76024261 Silent SNV C T T FILIP1 c.1296G>A P.Q432Q
XH_P61 7 100645566 100645566 Missense_Mutation SNV G A A MUC12 c.11722G>A P.E3908K
XH_P61 7 114655819 114655819 Missense_Mutation SNV T G G MDFIC c.571T>G P.S191A
XH_P61 7 139168036 139168036 Missense_Mutation SNV G C C KLRG2 c.353C>G P.A118G
XH_P61 7 29135824 29135824 Missense_Mutation SNV C T T CPVL c.298G>A P.E100K
XH_P61 7 39500270 39500270 Silent SNV C T T POU6F2 c.1527C>T P.L509L
XH_P61 7 63726706 63726706 Missense_Mutation SNV G T T ZNF679 c.695G>T P.R232I
XH_P61 7 64167100 64167100 Missense_Mutation SNV G A A ZNF107 c.418G>A P.A140T
XH_P61 7 6797357 6797357 Missense_Mutation SNV C T T RSPH10B c.49C>T P.R17C
XH_P61 7 93055823 93055823 Missense_Mutation SNV G A A CALCR c.1372C>T P.R458C
XH_P61 8 105509599 105509599 Missense_Mutation SNV C T T LRP12 c.1124G>A P.R375H
XH_P61 8 126369500 126369500 Missense_Mutation SNV G A A NSMCE2 c.458G>A P.G153E



XH_P61 8 127568860 127568860 Missense_Mutation SNV G T T FAM84B c.775C>A P.Q259K
XH_P61 8 141381290 141381290 Splice_Site SNV G C C TRAPPC9 c.1135-11C>G
XH_P61 8 143960438 143960438 Splice_Site SNV C T T CYP11B1 c.395+10G>A
XH_P61 8 144998872 144998872 Frame_Shift_Ins INDEL - CTCCATCATCTCCCTCCATCATCTCC PLEC GATGGGGAGATGGITerWGDDGEMMERWGDDGEMGKCK
XH_P61 8 145999376 145999376 Missense_Mutation SNV G C C ZNF34 c.895C>G P.P299A
XH_P61 8 37699407 37699407 Missense_Mutation SNV A G G ADGRA2 c.3551A>G P.K1184R
XH_P61 9 131767814 131767814 Splice_Site SNV T G G NUP188 c.4737+5T>G
XH_P61 9 138379063 138379063 Missense_Mutation SNV G A A PPP1R26 c.2707G>A P.E903K
XH_P61 X 100749184 100749184 Missense_Mutation SNV G A A ARMCX4 c.5608G>A P.E1870K
XH_P61 X 105153319 105153319 Silent SNV G A A NRK c.1686G>A P.Q562Q
XH_P61 X 152097174 152097174 Missense_Mutation SNV C T T ZNF185 c.883C>T P.R295C
XH_P61 X 63412830 63412830 Nonsense_Mutation SNV C A A AMER1 c.337G>T P.G113*
XH_P61 X 82763659 82763659 Missense_Mutation SNV C G G POU3F4 c.327C>G P.N109K
XH_P61 X 85403694 85403694 Silent SNV C A A DACH2 c.70C>A P.R24R
XH_P61 X 91133598 91133598 Missense_Mutation SNV C T T PCDH11X c.2359C>T P.R787C
XH_P62 1 7798229 7798229 Missense_Mutation SNP G T T CAMTA1 c.3869G>T p.S1290I
XH_P62 13 32893318 32893318 Nonsense_Mutation SNP G T T BRCA2 c.172G>T p.E58*
XH_P62 3 128199863 128199863 Nonsense_Mutation SNP T C C GATA2 c.1442A>G p.*481Wext*19
XH_P62 6 32190351 32190351 Missense_Mutation SNP T C C NOTCH4 c.388A>G p.R130G
XH_P62 1 2411365 2411365 Missense_Mutation SNP C A C PLCH2 c.C383A p.A128D
XH_P62 1 3768888 3768888 Silent SNP C T C CEP104 c.G84A p.A28A
XH_P62 1 11740631 11740631 Missense_Mutation SNP T G T MAD2L2 c.A28C p.N10H
XH_P62 1 11907300 11907300 Missense_Mutation SNP C G C NPPA c.G320C p.R107P
XH_P62 1 23191621 23191621 Missense_Mutation SNP G A G EPHB2 c.G1219A p.E407K
XH_P62 1 35852628 35852628 Missense_Mutation SNP A G A ZMYM4 c.A889G p.M297V
XH_P62 1 43258495 43258495 Nonsense_Mutation INS - ATTAGTATATTA - TMEM269 _188insATTAGTA p.R63delinsHX
XH_P62 1 46487691 46487691 In_Frame_Ins INS - GAGAGATAG - MAST2 0_1361insGAGAGp.I454delinsREIV
XH_P62 1 47402458 47402458 Missense_Mutation SNP C T C CYP4A11 c.G388A p.G130S
XH_P62 1 47653042 47653042 Missense_Mutation SNP A T A PDZK1IP1 c.T125A p.V42D
XH_P62 1 107867524 107867524 Silent SNP A C A NTNG1 c.A867C p.S289S
XH_P62 1 112524306 112524306 Missense_Mutation SNP G A G KCND3 c.C1043T p.A348V
XH_P62 1 119965209 119965209 Missense_Mutation SNP G A G HSD3B2 c.G1085A p.R362Q
XH_P62 1 120057122 120057122 Missense_Mutation SNP G A G HSD3B1 c.G976A p.V326I
XH_P62 1 144882849 144882849 Missense_Mutation SNP G A G PDE4DIP c.C3659T p.A1220V
XH_P62 1 144904697 144904697 Missense_Mutation SNP C T C PDE4DIP c.G3104A p.R1035Q
XH_P62 1 145311110 145311110 Silent SNP G T G NBPF10 c.G1809T p.R603R
XH_P62 1 152283513 152283513 Silent SNP G A G FLG c.C3849T p.S1283S
XH_P62 1 152383060 152383060 Silent SNP G A G CRNN c.C498T p.S166S
XH_P62 1 152383061 152383061 Missense_Mutation SNP C T C CRNN c.G497A p.S166N
XH_P62 1 152944577 152944577 Missense_Mutation SNP C G C SPRR4 c.C211G p.Q71E
XH_P62 1 156639633 156639633 Silent SNP C T C NES c.G4347A p.L1449L
XH_P62 1 158390479 158390479 Missense_Mutation SNP A T A OR10K2 c.T178A p.Y60N
XH_P62 1 158604410 158604410 Frame_Shift_Ins INS - AATTTGGTTATTT - SPTA1 488insAAAATAA p.E1830fs
XH_P62 1 161722963 161722963 Missense_Mutation SNP C G C DUSP12 c.C773G p.T258S
XH_P62 1 173743535 173743535 In_Frame_Ins INS - TAAGTG - KLHL20 387_1388insTAAp.Y463delinsLSD
XH_P62 1 173743537 173743537 Nonsense_Mutation SNP T A T KLHL20 c.T1389A p.Y463X
XH_P62 1 201044685 201044685 Missense_Mutation SNP C T C CACNA1S c.G1886A p.G629E
XH_P62 1 211534436 211534436 Nonsense_Mutation SNP G T G TRAF5 c.G628T p.E210X
XH_P62 1 237756887 237756887 Missense_Mutation SNP C T C RYR2 c.C4387T p.R1463C
XH_P62 1 248084440 248084440 Missense_Mutation SNP T G T OR2T8 c.T121G p.S41A
XH_P62 2 1459937 1459937 In_Frame_Ins INS - GGAAGAGAC - TPO 2_703insGGAAGAG234delinsGGRD
XH_P62 2 3816956 3816956 Silent SNP C T C DCDC2C c.C909T p.D303D
XH_P62 2 26407666 26407666 Missense_Mutation SNP C G C GAREM2 c.C718G p.L240V
XH_P62 2 33817224 33817224 Missense_Mutation SNP T C T FAM98A c.A260G p.N87S
XH_P62 2 97779601 97779601 Missense_Mutation SNP A G A ANKRD36 c.A125G p.H42R
XH_P62 2 97779611 97779611 Silent SNP A G A ANKRD36 c.A135G p.L45L
XH_P62 2 98373636 98373636 Missense_Mutation SNP G A G TMEM131 c.C5578T p.R1860W
XH_P62 2 114709409 114709409 In_Frame_Ins INS - AAAATAAATATA - ACTR3 sAGAGAAAATAAG304delinsGEKINIIF
XH_P62 2 130832756 130832771 Frame_Shift_Del DEL TCTTTTGCTC - CCTCTTTTGCTCTG POTEF c.2274_2289del p.A758fs
XH_P62 2 131221328 131221343 Frame_Shift_Del DEL TCTCTTGCTC - CCTCTCTTGCTCTG POTEI c.2274_2289del p.A758fs
XH_P62 2 179400436 179400436 Missense_Mutation SNP T G T TTN c.A73711C p.I24571L
XH_P62 2 183848061 183848061 Nonsense_Mutation INS - TTTAATTATTATT - NCKAP1 054insAAATAATAp.E352delinsKX
XH_P62 2 183848062 183848062 Frame_Shift_Ins INS - AATAA - NCKAP1 052_1053insTTA p.K351fs
XH_P62 2 196933420 196933420 Splice_Site SNP C A C DNAH7 . .
XH_P62 2 220047332 220047332 Missense_Mutation SNP A C A RETREG2 c.A992C p.Q331P
XH_P62 2 234601812 234601812 Missense_Mutation SNP T G T UGT1A6 c.T162G p.H54Q
XH_P62 2 241534720 241534720 Missense_Mutation SNP A T A CAPN10 c.A1277T p.K426M
XH_P62 3 36422206 36422206 Missense_Mutation SNP A C A STAC c.A71C p.Q24P
XH_P62 3 38315866 38315866 Missense_Mutation SNP G A G SLC22A13 c.G482A p.R161Q
XH_P62 3 40503520 40503520 In_Frame_Ins INS - CTGCTGCTG - RPL14 5_446insCTGCTG.T149delinsTAAA
XH_P62 3 42264845 42264845 Silent SNP C T C TRAK1 c.C2193T p.N731N
XH_P62 3 46009684 46009684 Missense_Mutation SNP G A G FYCO1 c.C1142T p.T381M
XH_P62 3 46729759 46729759 Missense_Mutation SNP C T C ALS2CL c.G131A p.R44K
XH_P62 3 48687987 48687987 Missense_Mutation SNP A C A CELSR3 c.T6398G p.L2133R
XH_P62 3 48697501 48697501 Missense_Mutation SNP G A G CELSR3 c.C2567T p.P856L
XH_P62 3 52729012 52729012 Missense_Mutation SNP T G T GLT8D1 c.A965C p.K322T
XH_P62 3 52817109 52817109 Missense_Mutation SNP A C A ITIH1 c.A203C p.Q68P
XH_P62 3 63973914 63973914 Silent SNP G A G ATXN7 c.G840A p.P280P
XH_P62 3 113374419 113374419 Frame_Shift_Ins INS - ATTTTGGTTTTTCT - USF3 10insAAAGAAAAA p.I2037fs
XH_P62 3 119246642 119246642 In_Frame_Ins INS - AACAAATTTAAG - CD80 _843insCTTAAAT.R281delinsSLNLL
XH_P62 3 122632117 122632117 Missense_Mutation SNP A C A SEMA5B c.T2261G p.L754R
XH_P62 3 124732416 124732416 In_Frame_Ins INS - AGAGGAGGAGG - HEG1 007insCTCCTCCTS669delinsSSSSSS
XH_P62 3 130282194 130282194 Missense_Mutation SNP G A G COL6A6 c.G347A p.R116K
XH_P62 3 195507906 195507906 In_Frame_Ins INS - CTGGTGACAGGA - MUC4 ACCCCTCTTCCTGSSVSTGHATPLPVTSFSSVSTGDTTPLPVTDASSAST
XH_P62 3 195509476 195509476 Missense_Mutation SNP A G A MUC4 c.T8975C p.L2992P
XH_P62 3 196529978 196529978 Silent SNP C T C PAK2 c.C379T p.L127L
XH_P62 4 6107567 6107567 Missense_Mutation SNP G A G JAKMIP1 c.C257T p.A86V
XH_P62 4 41633257 41633257 Missense_Mutation SNP C G C LIMCH1 c.C1364G p.A455G
XH_P62 4 62453063 62453063 Silent SNP T C T ADGRL3 c.T174C p.Y58Y
XH_P62 4 71024434 71024463 In_Frame_Del DEL GCTGCAGAGG - TGCTGCAGAGGC PRR27 c.465_494del p.155_165del
XH_P62 4 78647366 78647366 In_Frame_Ins INS - GATACAAGCATG - CNOT6L _1410insCATGCTY470delinsYMLVS
XH_P62 4 80329070 80329070 Missense_Mutation SNP T G T GK2 c.A285C p.E95D
XH_P62 4 80329071 80329071 Missense_Mutation SNP T G T GK2 c.A284C p.E95A
XH_P62 4 128807355 128807355 Missense_Mutation SNP G A G PLK4 c.G734A p.G245E
XH_P62 4 159791506 159791506 Missense_Mutation SNP G A G FNIP2 c.G1772A p.R591H
XH_P62 4 169611786 169611806 In_Frame_Del DEL TGGTTCTGGA - GTGGTTCTGGAGT PALLD c.222_242del p.74_81del
XH_P62 5 16463228 16463228 Missense_Mutation SNP G C G ZNF622 c.C1038G p.F346L
XH_P62 5 32355912 32355912 Nonsense_Mutation INS - GCAAATGAGCCA - ZFR AAACGTTGGCTC1060_E1061delinsCX



XH_P62 5 33576206 33576206 Missense_Mutation SNP T G T ADAMTS12 c.A3670C p.T1224P
XH_P62 5 41917266 41917266 Frame_Shift_Ins INS - AGTAACACAT - C5orf51 0_751insAGTAAC p.P250fs
XH_P62 5 78411643 78411643 Frame_Shift_Ins INS - AA - BHMT c.87_88insAA p.F29fs
XH_P62 5 78411644 78411644 Frame_Shift_Ins INS - ATAATTT - BHMT 88_89insATAATT p.V30fs
XH_P62 5 80640737 80640737 Silent SNP C T C ACOT12 c.G897A p.T299T
XH_P62 5 133295223 133295223 Missense_Mutation SNP T A T C5orf15 c.A628T p.I210F
XH_P62 5 139494244 139494244 Missense_Mutation SNP A C A PURA c.A478C p.K160Q
XH_P62 5 140475862 140475862 Silent SNP G A G PCDHB2 c.G1488A p.Q496Q
XH_P62 5 140755343 140755343 Missense_Mutation SNP C A C PCDHGA6 c.C1693A p.P565T
XH_P62 5 142602010 142602010 Nonstop_Mutation SNP A C A ARHGAP26 c.A2060C p.X687S
XH_P62 5 156186255 156186344 In_Frame_Del DEL CGAGGCAGAA - ACGAGGCAGAAG SGCD c.724_813del p.242_271del
XH_P62 5 178552066 178552066 Missense_Mutation SNP C T C ADAMTS2 c.G2866A p.A956T
XH_P62 5 179034649 179034683 In_Frame_Del DEL GTACGTGGGG - GGTACGTGGGGG RUFY1 c.1648_1659del p.550_553del
XH_P62 6 36099171 36099171 Missense_Mutation SNP T G T MAPK13 c.T243G p.H81Q
XH_P62 6 41903695 41903695 Missense_Mutation SNP T G T CCND3 c.A646C p.T216P
XH_P62 6 52400580 52400580 Splice_Site SNP C A C TRAM2 . .
XH_P62 6 54806549 54806549 Missense_Mutation SNP A C A FAM83B c.A2780C p.H927P
XH_P62 6 88170831 88170831 Missense_Mutation SNP T G T CFAP206 c.T1586G p.V529G
XH_P62 7 2412377 2412377 Missense_Mutation SNP G A G EIF3B c.G1757A p.R586Q
XH_P62 7 5780686 5780686 Missense_Mutation SNP T G T RNF216 c.A962C p.Q321P
XH_P62 7 8167642 8167642 Silent SNP C A C ICA1 c.G966T p.V322V
XH_P62 7 20683193 20683193 Frame_Shift_Ins INS - GCAAATAAATGTA - ABCB5 7insAAGCAAATAA p.L206fs
XH_P62 7 36910077 36910077 Missense_Mutation SNP G A G ELMO1 c.C386T p.P129L
XH_P62 7 57194352 57194352 In_Frame_Ins INS - TAATATATT - ZNF479 2_113insAATATAp.R38delinsQYIR
XH_P62 7 57194353 57194353 Frame_Shift_Ins INS - CTTTT - ZNF479 111_112insAAAA p.R38fs
XH_P62 7 73520439 73520439 Silent SNP G T G LIMK1 c.G645T p.L215L
XH_P62 7 99056770 99056770 Missense_Mutation SNP T G T ATP5J2 c.A238C p.K80Q
XH_P62 7 99097611 99097635 Frame_Shift_Del DEL CGTTGGGAC - CGCGTTGGGACGG ZNF394 c.82_106del p.A28fs
XH_P62 7 99364010 99364010 Silent SNP C T C CYP3A4 c.G852A p.E284E
XH_P62 7 100678764 100678764 Missense_Mutation SNP T C T MUC17 c.T4067C p.I1356T
XH_P62 7 100683382 100683382 Silent SNP T C T MUC17 c.T8685C p.D2895D
XH_P62 7 100684199 100684199 Missense_Mutation SNP T A T MUC17 c.T9502A p.Y3168N
XH_P62 7 100684200 100684200 Missense_Mutation SNP A G A MUC17 c.A9503G p.Y3168C
XH_P62 7 100684306 100684306 Silent SNP A C A MUC17 c.A9609C p.S3203S
XH_P62 7 100684307 100684307 In_Frame_Ins INS - CTC - MUC17 9610_9611insCTp.S3204delinsSP
XH_P62 7 100731246 100731246 In_Frame_Ins INS - CATTTCATTCCAT - TRIM56 CATTTCATTTCATsGSILFHSISFHFIPFHSVTFHFIP
XH_P62 7 102760414 102760414 Missense_Mutation SNP C G C NAPEPLD c.G551C p.S184T
XH_P62 7 134889130 134889130 Frame_Shift_Ins INS - AGAGTCCTTC - WDR91 _781insGAAGGA p.F261fs
XH_P62 7 141490560 141490560 Silent SNP C T C TAS2R5 c.C399T p.Y133Y
XH_P62 7 142881278 142881278 Missense_Mutation SNP C A C TAS2R39 c.C767A p.A256D
XH_P62 8 1833806 1833806 Missense_Mutation SNP T C T ARHGEF10 c.T1001C p.I334T
XH_P62 8 6914168 6914168 Missense_Mutation SNP G T G DEFA5 c.C52A p.Q18K
XH_P62 8 24254935 24254935 Missense_Mutation SNP C G C ADAMDEC1 c.C356G p.P119R
XH_P62 8 54708385 54708409 In_Frame_Del DEL CCATTATGCTG - CCCATTATGCTGA ATP6V1H c.624_638del p.208_213del
XH_P62 8 82606968 82606968 Silent SNP T G T SLC10A5 c.A240C p.S80S
XH_P62 8 87549843 87549843 Nonsense_Mutation INS - AACTCTATAGTAT - CPNE3 GTCTAACTCTATAp.D171delinsEVX
XH_P62 8 87588079 87588079 Missense_Mutation SNP C G C CNGB3 c.G2383C p.G795R
XH_P62 8 101727714 101727714 Missense_Mutation SNP G A G PABPC1 c.C619T p.L207F
XH_P62 8 101727716 101727716 Missense_Mutation SNP C T C PABPC1 c.G617A p.R206H
XH_P62 8 142367555 142367555 Missense_Mutation SNP C A C GPR20 c.G469T p.G157C
XH_P62 8 146017476 146017480 Frame_Shift_Del DEL CCCGG - CCCGG RPL8 c.35_39del p.A12fs
XH_P62 9 7015875 7015875 Missense_Mutation SNP T G T KDM4C c.T1440G p.H480Q
XH_P62 9 33036669 33036669 Missense_Mutation SNP G A G DNAJA1 c.G385A p.V129I
XH_P62 9 33797962 33797962 Missense_Mutation SNP A T A PRSS3 c.A315T p.K105N
XH_P62 9 35704169 35704169 Missense_Mutation SNP T G T TLN1 c.A6050C p.E2017A
XH_P62 9 71836404 71836404 Missense_Mutation SNP C T C TJP2 c.C956T p.A319V
XH_P62 9 91617005 91617005 Missense_Mutation SNP T G T S1PR3 c.T890G p.I297S
XH_P62 9 95022443 95022443 Missense_Mutation SNP C G C IARS c.G1861C p.D621H
XH_P62 9 96278331 96278331 Missense_Mutation SNP C T C FAM120A c.C1195T p.P399S
XH_P62 9 103348339 103348339 Missense_Mutation SNP T C T CAVIN4 c.T701C p.L234P
XH_P62 9 129458648 129458648 Missense_Mutation SNP C T C LMX1B c.C1139T p.S380L
XH_P62 10 12708754 12708754 Missense_Mutation SNP G T G CAMK1D c.G244T p.V82F
XH_P62 10 76781906 76781911 In_Frame_Del DEL GAAGAA - GAAGAA KAT6B c.2740_2745del p.914_915del
XH_P62 10 103901338 103901338 In_Frame_Ins INS - ACA - PPRC1 3073_3074insACp.P1025delinsHT
XH_P62 10 112039046 112039046 Frame_Shift_Ins INS - TGGTT - MXI1 207_208insTGGT p.H69fs
XH_P62 10 126631583 126631583 Frame_Shift_Ins INS - TTATTTCTATCAT - ZRANB1 2insGTTTATTTCT p.H174fs
XH_P62 11 1079676 1079684 In_Frame_Del DEL ACCTGGTGT - ACCTGGTGT MUC2 c.893_901del p.298_301del
XH_P62 11 2427985 2427985 Missense_Mutation SNP T A T TRPM5 c.A3157T p.T1053S
XH_P62 11 4615448 4615448 Missense_Mutation SNP T G T OR52I1 c.T180G p.H60Q
XH_P62 11 4929147 4929147 Missense_Mutation SNP A C A OR51A7 c.A548C p.D183A
XH_P62 11 6023726 6023726 Missense_Mutation SNP G A G OR56A4 c.C653T p.S218F
XH_P62 11 6806853 6806853 Nonsense_Mutation SNP T G T OR2AG1 c.T585G p.Y195X
XH_P62 11 13408276 13408276 Frame_Shift_Ins INS - AATCATGTCTA - ARNTL _1852insAATCAT p.D617fs
XH_P62 11 27016354 27016354 Missense_Mutation SNP C T C FIBIN c.C281T p.A94V
XH_P62 11 46726037 46726037 Nonsense_Mutation SNP G T G ZNF408 c.G763T p.E255X
XH_P62 11 59271239 59271239 Missense_Mutation SNP G A G OR4D11 c.G191A p.R64H
XH_P62 11 65385824 65385824 Missense_Mutation SNP G T G PCNX3 c.G991T p.A331S
XH_P62 11 71276657 71276657 In_Frame_Ins INS - GTGGCTCCGGCTG - KRTAP5-10 GCTGTGGCTCCG8delinsGGCGSGWG
XH_P62 11 82892052 82892052 Missense_Mutation SNP G A G PCF11 c.G4379A p.R1460H
XH_P62 11 93528152 93528152 Missense_Mutation SNP G A G MED17 c.G938A p.R313Q
XH_P62 11 100998724 100998724 Missense_Mutation SNP C A C PGR c.G1078T p.D360Y
XH_P62 11 116729011 116729013 In_Frame_Del DEL TGT - TGT SIK3 c.2844_2846del p.948_949del
XH_P62 11 117266349 117266349 Frame_Shift_Ins INS - G - CEP164 c.3009_3010insG p.I1003fs
XH_P62 11 124623761 124623761 Silent SNP G C G ESAM c.C954G p.A318A
XH_P62 12 2062350 2062350 In_Frame_Ins INS - TGG - DCP1B c.755_756insCCAp.Q252delinsHQ
XH_P62 12 7882286 7882286 Missense_Mutation SNP A T A CLEC4C c.T455A p.I152K
XH_P62 12 15794757 15794757 In_Frame_Ins INS - TAAAGGATG - EPS8 5_1576insCATCCp.E526delinsHPLE
XH_P62 12 29450037 29450037 Nonsense_Mutation INS - TGAAGTAAGTCA - FAR2 59insATGAAGTA.H53_I54delinsQX
XH_P62 12 33030969 33030969 Missense_Mutation SNP T C T PKP2 c.A845G p.Q282R
XH_P62 12 52631309 52631309 Missense_Mutation SNP A C A KRT7 c.A553C p.N185H
XH_P62 12 64011087 64011087 Silent SNP C T C DPY19L2 c.G1215A p.T405T
XH_P62 12 89744793 89744802 Frame_Shift_Del DEL CTGAAGCCAC - CTGAAGCCAC DUSP6 c.401_410del p.G134fs
XH_P62 12 121756215 121756215 Silent SNP G A G ANAPC5 c.C1422T p.S474S
XH_P62 12 123214425 123214446 Frame_Shift_Del DEL CAGCAAAAGA - CCAGCAAAAGAT HCAR1 c.441_462del p.T147fs
XH_P62 12 123424767 123424767 Missense_Mutation SNP T G T ABCB9 c.A1445C p.K482T
XH_P62 12 124796465 124796465 Missense_Mutation SNP T G T RFLNA c.T66G p.H22Q
XH_P62 13 23912277 23912277 Missense_Mutation SNP A C A SACS c.T5297G p.M1766R
XH_P62 13 29598920 29598947 Frame_Shift_Del DEL CTGGGAGATA - TCTGGGAGATAC MTUS2 c.115_142del p.I39fs



XH_P62 13 41897231 41897231 Missense_Mutation SNP C T C NAA16 c.C442T p.R148C
XH_P62 13 46533734 46533734 Missense_Mutation SNP C T C ZC3H13 c.G4723A p.A1575T
XH_P62 13 96579536 96579536 Missense_Mutation SNP C A C UGGT2 c.G2032T p.V678F
XH_P62 14 23240093 23240093 Nonsense_Mutation SNP T A T OXA1L c.T1094A p.L365X
XH_P62 14 24534846 24534846 Nonsense_Mutation SNP G T G CARMIL3 c.G3412T p.E1138X
XH_P62 14 33293485 33293485 Frame_Shift_Ins INS - CTCTTCTATGTAA - AKAP6 6467insCTCTTCT p.F2156fs
XH_P62 14 38259941 38259941 Nonsense_Mutation SNP T G T TTC6 c.T3504G p.Y1168X
XH_P62 14 39796178 39796178 Frame_Shift_Ins INS - GTGAGCCTAAT - MIA2 _1568insGTGAG p.L523fs
XH_P62 14 55510717 55510717 Frame_Shift_Ins INS - CCATCAC - SOCS4 58_959insCCATC p.F320fs
XH_P62 14 60976497 60976497 Silent SNP C T C SIX6 c.C381T p.D127D
XH_P62 14 67382785 67382785 Missense_Mutation SNP A C A GPHN c.A455C p.Q152P
XH_P62 14 74411263 74411263 Missense_Mutation SNP T G T FAM161B c.A889C p.M297L
XH_P62 14 79181309 79181309 Missense_Mutation SNP G A G NRXN3 c.G752A p.R251Q
XH_P62 14 89124718 89124718 Silent SNP C T C EML5 c.G3690A p.K1230K
XH_P62 14 93760225 93760225 Missense_Mutation SNP C G C BTBD7 c.G1141C p.E381Q
XH_P62 14 105412302 105412302 Missense_Mutation SNP A C A AHNAK2 c.T9186G p.I3062M
XH_P62 14 105939695 105939695 Silent SNP T A T CRIP2 c.T111A p.A37A
XH_P62 15 22841099 22841099 Frame_Shift_Ins INS - CTTTATTATATCTA - TUBGCP5 468insCTTTATTA p.G156fs
XH_P62 15 31320592 31320592 Missense_Mutation SNP G A G TRPM1 c.C3287T p.A1096V
XH_P62 15 73615439 73615439 Missense_Mutation SNP G A G HCN4 c.C2995T p.R999W
XH_P62 15 79760595 79760595 Missense_Mutation SNP G A G KIAA1024 c.G2620A p.D874N
XH_P62 15 83014106 83014106 Silent SNP T C T GOLGA6L10 c.A477G p.V159V
XH_P62 16 2512676 2512676 Nonsense_Mutation SNP G T G C16orf59 c.G907T p.E303X
XH_P62 16 2819139 2819139 Silent SNP C T C SRRM2 c.C7875T p.S2625S
XH_P62 16 3166446 3166446 Missense_Mutation SNP G T G ZNF205 c.G382T p.D128Y
XH_P62 16 14354860 14354860 Silent SNP G C G MKL2 c.G2859C p.V953V
XH_P62 16 15180043 15180043 Frame_Shift_Ins INS - T - RRN3 c.324dupA p.A109fs
XH_P62 16 15180045 15180045 Nonsense_Mutation INS - ATTTTATTTTCTTT - RRN3 nsTAAAAAGAAAA08_A109delinsLKRKX
XH_P62 16 18870425 18870425 Nonsense_Mutation INS - TTATTTTTTTAGTT - SMG1 32insAAACTAAA344_S1345delinsQNX
XH_P62 16 28619647 28619647 Silent SNP G A G SULT1A1 c.C337T p.L113L
XH_P62 16 47727353 47727353 Nonsense_Mutation SNP C T C PHKB c.C2830T p.R944X
XH_P62 16 52480134 52480134 Splice_Site SNP C T C TOX3 . .
XH_P62 16 66968250 66968250 Silent SNP C A C FAM96B c.G18T p.G6G
XH_P62 16 67354579 67354579 Nonsense_Mutation INS - ATGCCTT - KCTD19 12_213insAAGGp.Y71_T72delinsX
XH_P62 16 70852449 70852449 Missense_Mutation SNP A C A HYDIN c.T14454G p.N4818K
XH_P62 16 89628794 89628794 Missense_Mutation SNP C T C RPL13 c.C472T p.R158W
XH_P62 17 17700681 17700681 Silent SNP G C G RAI1 c.G4419C p.L1473L
XH_P62 17 18206030 18206030 Nonsense_Mutation INS - CCTCCTTTCCCCA - TOP3A AAGCTGGGGAAN75delinsPQIKLGKGGX
XH_P62 17 32905921 32905921 Missense_Mutation SNP C T C C17orf102 c.G379A p.G127R
XH_P62 17 39622060 39622080 In_Frame_Del DEL GGGACTCAA - CAGGGACTCAACC KRT32 c.653_673del p.218_225del
XH_P62 17 39978644 39978644 Missense_Mutation SNP T G T FKBP10 c.T1733G p.V578G
XH_P62 17 44592375 44592392 In_Frame_Del DEL AGCCCTGGAG - CAGCCCTGGAGA LRRC37A2 c.2297_2314del p.766_772del
XH_P62 17 45214558 45214558 Nonsense_Mutation SNP G A G CDC27 c.C1690T p.R564X
XH_P62 17 47587875 47587875 Missense_Mutation SNP A C A NGFR c.A670C p.I224L
XH_P62 17 65110481 65110481 In_Frame_Ins INS - GGAATCTTG - HELZ 9_3880insCAAGAK1294delinsQDSK
XH_P62 17 66547263 66547263 Nonstop_Mutation SNP T G T PRKAR1A c.T1012G p.X338E
XH_P62 17 76521147 76521147 Missense_Mutation SNP T G T DNAH17 c.A3808C p.K1270Q
XH_P62 17 78093099 78093099 Missense_Mutation SNP T C T GAA c.T2828C p.M943T
XH_P62 17 79973218 79973218 Missense_Mutation SNP G T G ASPSCR1 c.G1621T p.V541L
XH_P62 18 61306965 61306965 Missense_Mutation SNP G A G SERPINB4 c.C515T p.T172M
XH_P62 18 64172380 64172380 Missense_Mutation SNP G T G CDH19 c.C1988A p.T663N
XH_P62 19 463990 463990 Missense_Mutation SNP C T C ODF3L2 c.G724A p.A242T
XH_P62 19 3977563 3977563 Missense_Mutation SNP G T G EEF2 c.C2113A p.H705N
XH_P62 19 7623896 7623896 Missense_Mutation SNP G T G PNPLA6 c.G3558T p.M1186I
XH_P62 19 7623897 7623897 Missense_Mutation SNP G C G PNPLA6 c.G3559C p.A1187P
XH_P62 19 9006370 9006370 Silent SNP A G A MUC16 c.T39648C p.Y13216Y
XH_P62 19 9577543 9577543 Nonsense_Mutation SNP G A G ZNF560 c.C1762T p.R588X
XH_P62 19 11240295 11240295 In_Frame_Ins INS - TCCCAGCTACTTG - LDLR 993insATCCCAGCT664delinsTIPATW
XH_P62 19 14043884 14043884 Silent SNP A G A PODNL1 c.T900C p.Y300Y
XH_P62 19 21719959 21719959 Silent SNP C T C ZNF429 c.C912T p.P304P
XH_P62 19 36002370 36002370 In_Frame_Ins INS - CTTCTGCTG - DMKN 0_861insCAGCAG.G287delinsGSRS
XH_P62 19 43766063 43766063 Missense_Mutation SNP G A G PSG9 c.C658T p.R220W
XH_P62 19 44130071 44130071 Silent SNP C T C CADM4 c.G747A p.G249G
XH_P62 19 47549414 47549414 Missense_Mutation SNP C A C TMEM160 c.G398T p.G133V
XH_P62 19 55823355 55823355 Missense_Mutation SNP C A C BRSK1 c.C2256A p.D752E
XH_P62 19 57133546 57133546 Silent SNP G A G ZNF71 c.G891A p.P297P
XH_P62 20 168625 168625 Frame_Shift_Ins INS - T - DEFB128 c.183dupA p.H62fs
XH_P62 20 1552529 1552529 Silent SNP G A G SIRPB1 c.C588T p.N196N
XH_P62 20 1552530 1552530 Nonsense_Mutation INS - CACC - SIRPB1 .586_587insGGTN196_V197delinsRX
XH_P62 20 4768371 4768371 In_Frame_Ins INS - AAGGCAGCACCA - RASSF2 _721insTGGTGCTP241delinsWCCLP
XH_P62 20 4768373 4768373 Nonsense_Mutation INS - ATGGCAAAAACA - RASSF2 CTGTCTTGTTTTTY240_P241delinsFX
XH_P62 20 20279001 20279001 Silent SNP C T C CFAP61 c.C3393T p.Y1131Y
XH_P62 20 37146533 37146533 Missense_Mutation SNP G A G RALGAPB c.G1307A p.R436Q
XH_P62 20 40743859 40743859 Missense_Mutation SNP G A G PTPRT c.C3079T p.R1027C
XH_P62 20 40944369 40944369 Silent SNP G A G PTPRT c.C2133T p.A711A
XH_P62 20 44520238 44520243 In_Frame_Del DEL CTGCTG - CTGCTG CTSA c.85_90del p.29_30del
XH_P62 20 58467066 58467066 Missense_Mutation SNP C A C SYCP2 c.G2343T p.W781C
XH_P62 20 58467067 58467067 Missense_Mutation SNP C A C SYCP2 c.G2342T p.W781L
XH_P62 20 60911410 60911410 Missense_Mutation SNP G T G LAMA5 c.C2309A p.P770H
XH_P62 20 61468525 61468525 Missense_Mutation SNP C G C COL9A3 c.C1694G p.P565R
XH_P62 21 10916369 10916369 Splice_Site SNP C T C TPTE . .
XH_P62 21 38538096 38538100 Frame_Shift_Del DEL ATTTC - ATTTC TTC3 c.2650_2654del p.I884fs
XH_P62 22 19961221 19961221 Silent SNP G A G ARVCF c.C2184T p.A728A
XH_P62 22 22326251 22326251 Nonsense_Mutation SNP C A C TOP3B c.G382T p.E128X
XH_P62 22 29445816 29445816 Silent SNP C T C ZNRF3 c.C1647T p.S549S
XH_P62 22 37693650 37693650 Nonsense_Mutation SNP C T C CYTH4 c.C109T p.Q37X
XH_P62 22 38247391 38247391 Missense_Mutation SNP G A G EIF3L c.G187A p.V63I
XH_P62 22 38323558 38323558 Missense_Mutation SNP A G A MICALL1 c.A1606G p.S536G
XH_P62 22 40042696 40042696 Silent SNP G A G CACNA1I c.G1272A p.T424T
XH_P62 X 5821621 5821621 Silent SNP G A G NLGN4X c.C1098T p.D366D
XH_P62 X 9900745 9900745 Missense_Mutation SNP G A G SHROOM2 c.G3422A p.G1141E
XH_P62 X 114426308 114426308 Silent SNP C T C RBMXL3 c.C2304T p.S768S
XH_P62 X 140271064 140271064 Missense_Mutation SNP C G C LDOC1 c.G143C p.S48T
XH_P62 X 149639622 149639622 Missense_Mutation SNP A G A MAMLD1 c.A1702G p.T568A
XH_P62 Y 6948818 6948818 Missense_Mutation SNP C G C TBL1Y c.C1001G p.S334C
XH_P62 1 112524306 112524306 Missense_Mutation SNV G A A KCND3 c.1043C>T P.A348V
XH_P62 1 11740631 11740631 Missense_Mutation SNV T G G MAD2L2 c.28A>C P.N10H
XH_P62 1 11907300 11907300 Missense_Mutation SNV C G G NPPA c.320G>C P.R107P



XH_P62 1 145311110 145311110 Silent SNV G T T NBPF10 c.1809G>T P.R603R
XH_P62 1 152383060 152383060 Silent SNV G A A CRNN c.498C>T P.S166S
XH_P62 1 152383061 152383061 Missense_Mutation SNV C T T CRNN c.497G>A P.S166N
XH_P62 1 152944577 152944577 Missense_Mutation SNV C G G SPRR4 c.211C>G P.Q71E
XH_P62 1 156639633 156639633 Silent SNV C T T NES c.4347G>A P.L1449L
XH_P62 1 161722963 161722963 Missense_Mutation SNV C G G DUSP12 c.773C>G P.T258S
XH_P62 1 211534436 211534436 Nonsense_Mutation SNV G T T TRAF5 c.628G>T P.E210*
XH_P62 1 23191621 23191621 Missense_Mutation SNV G A A EPHB2 c.1219G>A P.E407K
XH_P62 1 237756887 237756887 Missense_Mutation SNV C T T RYR2 c.4387C>T P.R1463C
XH_P62 1 2411365 2411365 Missense_Mutation SNV C A A PLCH2 c.383C>A P.A128D
XH_P62 1 35852628 35852628 Missense_Mutation SNV A G G ZMYM4 c.1861A>G P.M621V
XH_P62 1 47653042 47653042 Missense_Mutation SNV A T T PDZK1IP1 c.125T>A P.V42D
XH_P62 1 70502319 70502319 Splice_Site SNV A G G LRRC7 c.2174+12A>G
XH_P62 10 12708754 12708754 Missense_Mutation SNV G T T CAMK1D c.244G>T P.V82F
XH_P62 11 100998724 100998724 Missense_Mutation SNV C A A PGR c.1078G>T P.D360Y
XH_P62 11 1079676 1079684 Missense_Mutation INDEL ACCTGGTGT - - MUC2 9_907delTGTACCP.V300_L302del
XH_P62 11 124623761 124623761 Silent SNV G C C ESAM c.954C>G P.A318A
XH_P62 11 4615448 4615448 Missense_Mutation SNV T G G OR52I1 c.180T>G P.H60Q
XH_P62 11 46726037 46726037 Nonsense_Mutation SNV G T T ZNF408 c.763G>T P.E255*
XH_P62 11 4929147 4929147 Missense_Mutation SNV A C C OR51A7 c.548A>C P.D183A
XH_P62 11 6806853 6806853 Nonsense_Mutation SNV T G G OR2AG1 c.585T>G P.Y195*
XH_P62 12 123214425 123214446 Frame_Shift_Del INDEL CAGCAAAAGA - - HCAR1 AGTGTATCTTTTG P.V148fs
XH_P62 12 123424767 123424767 Missense_Mutation SNV T G G ABCB9 c.1445A>C P.K482T
XH_P62 12 124796465 124796465 Missense_Mutation SNV T G G RFLNA c.66T>G P.H22Q
XH_P62 12 33030969 33030969 Missense_Mutation SNV T C C PKP2 c.845A>G P.Q282R
XH_P62 12 52631309 52631309 Missense_Mutation SNV A C C KRT7 c.553A>C P.N185H
XH_P62 12 7882286 7882286 Missense_Mutation SNV A T T CLEC4C c.548T>A P.I183K
XH_P62 12 89744793 89744802 Frame_Shift_Del INDEL CTGAAGCCAC - - DUSP6 _410delGTGGCT P.G134fs
XH_P62 13 23912277 23912277 Missense_Mutation SNV A C C SACS c.5297T>G P.M1766R
XH_P62 13 96579536 96579536 Missense_Mutation SNV C A A UGGT2 c.2032G>T P.V678F
XH_P62 14 105412302 105412302 Missense_Mutation SNV A C C AHNAK2 c.9486T>G P.I3162M
XH_P62 14 105939695 105939695 Silent SNV T A A CRIP2 c.111T>A P.A37A
XH_P62 14 23240093 23240093 Nonsense_Mutation SNV T A A OXA1L c.1094T>A P.L365*
XH_P62 14 24534846 24534846 Nonsense_Mutation SNV G T T CARMIL3 c.3412G>T P.E1138*
XH_P62 14 38259941 38259941 Nonsense_Mutation SNV T G G TTC6 c.3504T>G P.Y1168*
XH_P62 14 67382785 67382785 Missense_Mutation SNV A C C GPHN c.455A>C P.Q152P
XH_P62 14 74411263 74411263 Missense_Mutation SNV T G G FAM161B c.889A>C P.M297L
XH_P62 14 79181309 79181309 Missense_Mutation SNV G A A NRXN3 c.752G>A P.R251Q
XH_P62 14 89124718 89124718 Silent SNV C T T EML5 c.3690G>A P.K1230K
XH_P62 14 93760225 93760225 Missense_Mutation SNV C G G BTBD7 c.1141G>C P.E381Q
XH_P62 15 31320592 31320592 Missense_Mutation SNV G A A TRPM1 c.3287C>T P.A1096V
XH_P62 15 73615439 73615439 Missense_Mutation SNV G A A HCN4 c.2995C>T P.R999W
XH_P62 16 14354860 14354860 Silent SNV G C C MKL2 c.2859G>C P.V953V
XH_P62 16 2512676 2512676 Nonsense_Mutation SNV G T T C16orf59 c.907G>T P.E303*
XH_P62 16 28619647 28619647 Silent SNV G A A SULT1A1 c.337C>T P.L113L
XH_P62 16 3166446 3166446 Missense_Mutation SNV G T T ZNF205 c.382G>T P.D128Y
XH_P62 16 47727353 47727353 Nonsense_Mutation SNV C T T PHKB c.2830C>T P.R944*
XH_P62 16 66968250 66968250 Silent SNV C A A FAM96B c.18G>T P.G6G
XH_P62 16 70852449 70852449 Missense_Mutation SNV A C C HYDIN c.14454T>G P.N4818K
XH_P62 17 17700681 17700681 Silent SNV G C C RAI1 c.4419G>C P.L1473L
XH_P62 17 39622060 39622080 Missense_Mutation INDEL GGGACTCAA - - KRT32 lCCCAGGTTGAGTP.A218_K224del
XH_P62 17 39978644 39978644 Missense_Mutation SNV T G G FKBP10 c.1733T>G P.V578G
XH_P62 17 44592375 44592392 Missense_Mutation INDEL AGCCCTGGAG - - LRRC37A2 1delCCTGGAGAAP.L769_A774del
XH_P62 17 47587875 47587875 Missense_Mutation SNV A C C NGFR c.670A>C P.I224L
XH_P62 17 66547263 66547263 Nonstop_Mutation SNV T G G PRKAR1A c.1012T>G P.Ter338Eext*?
XH_P62 17 76521147 76521147 Missense_Mutation SNV T G G DNAH17 c.3808A>C P.K1270Q
XH_P62 17 78093099 78093099 Missense_Mutation SNV T C C GAA c.2828T>C P.M943T
XH_P62 17 79973218 79973218 Missense_Mutation SNV G T T ASPSCR1 c.1621G>T P.V541L
XH_P62 19 14043884 14043884 Silent SNV A G G PODNL1 c.1167T>C P.Y389Y
XH_P62 19 463990 463990 Missense_Mutation SNV C T T ODF3L2 c.724G>A P.A242T
XH_P62 19 47549414 47549414 Missense_Mutation SNV C A A TMEM160 c.398G>T P.G133V
XH_P62 19 53741817 53741817 Splice_Site SNV G T T ZNF677 c.170-7C>A
XH_P62 19 55823355 55823355 Missense_Mutation SNV C A A BRSK1 c.2256C>A P.D752E
XH_P62 19 7623896 7623896 Missense_Mutation SNV G T T PNPLA6 c.3588G>T P.M1196I
XH_P62 19 7623897 7623897 Missense_Mutation SNV G C C PNPLA6 c.3589G>C P.A1197P
XH_P62 19 9577543 9577543 Nonsense_Mutation SNV G A A ZNF560 c.2080C>T P.R694*
XH_P62 2 1271127 1271127 Splice_Site SNV T A A SNTG2 c.1078-10T>A
XH_P62 2 131221328 131221343 Frame_Shift_Del INDEL TCTCTTGCTC - - POTEI 89delCCAGAGCA P.Q759fs
XH_P62 2 136562631 136562631 Splice_Site SNV A C C LCT c.4174-4T>G
XH_P62 2 179400436 179400436 Missense_Mutation SNV T G G TTN c.95983A>C P.I31995L
XH_P62 2 220047332 220047332 Missense_Mutation SNV A C C FAM134A c.992A>C P.Q331P
XH_P62 2 234601812 234601812 Missense_Mutation SNV T G G UGT1A6 c.162T>G P.H54Q
XH_P62 2 26407666 26407666 Missense_Mutation SNV C G G GAREM2 c.949C>G P.L317V
XH_P62 2 33817224 33817224 Missense_Mutation SNV T C C FAM98A c.260A>G P.N87S
XH_P62 2 98373636 98373636 Missense_Mutation SNV G A A TMEM131 c.5578C>T P.R1860W
XH_P62 20 20279001 20279001 Silent SNV C T T CFAP61 c.3393C>T P.Y1131Y
XH_P62 20 40743859 40743859 Missense_Mutation SNV G A A PTPRT c.3136C>T P.R1046C
XH_P62 20 58467066 58467066 Missense_Mutation SNV C A A SYCP2 c.2343G>T P.W781C
XH_P62 20 58467067 58467067 Missense_Mutation SNV C A A SYCP2 c.2342G>T P.W781L
XH_P62 20 60911410 60911410 Missense_Mutation SNV G T T LAMA5 c.2309C>A P.P770H
XH_P62 20 61468525 61468525 Missense_Mutation SNV C G G COL9A3 c.1694C>G P.P565R
XH_P62 21 38538096 38538100 Frame_Shift_Del INDEL ATTTC - - TTC3 581_3585delTTT P.I1194fs
XH_P62 22 22326251 22326251 Nonsense_Mutation SNV C A A TOP3B c.382G>T P.E128*
XH_P62 22 38247391 38247391 Missense_Mutation SNV G A A EIF3L c.187G>A P.V63I
XH_P62 22 38323558 38323558 Missense_Mutation SNV A G G MICALL1 c.1606A>G P.S536G
XH_P62 3 122632117 122632117 Missense_Mutation SNV A C C SEMA5B c.2435T>G P.L812R
XH_P62 3 130282194 130282194 Missense_Mutation SNV G A A COL6A6 c.347G>A P.R116K
XH_P62 3 38315866 38315866 Missense_Mutation SNV G A A SLC22A13 c.482G>A P.R161Q
XH_P62 3 46729759 46729759 Missense_Mutation SNV C T T ALS2CL c.131G>A P.R44K
XH_P62 3 48687987 48687987 Missense_Mutation SNV A C C CELSR3 c.6398T>G P.L2133R
XH_P62 3 48697501 48697501 Missense_Mutation SNV G A A CELSR3 c.2567C>T P.P856L
XH_P62 3 52729012 52729012 Missense_Mutation SNV T G G GLT8D1 c.965A>C P.K322T
XH_P62 3 52817109 52817109 Missense_Mutation SNV A C C ITIH1 c.641A>C P.Q214P
XH_P62 4 128807355 128807355 Missense_Mutation SNV G A A PLK4 c.734G>A P.G245E
XH_P62 4 169611786 169611806 Missense_Mutation INDEL TGGTTCTGGA - - PALLD elGGTGGTTCTGGP.V458_V464del
XH_P62 4 6107567 6107567 Missense_Mutation SNV G A A JAKMIP1 c.257C>T P.A86V
XH_P62 4 62453063 62453063 Silent SNV T C C ADGRL3 c.174T>C P.Y58Y
XH_P62 4 71024434 71024463 Missense_Mutation INDEL GCTGCAGAGG - - PRR27 TGAGCCTGCTGCP.G165_V174del



XH_P62 5 133295223 133295223 Missense_Mutation SNV T A A C5orf15 c.628A>T P.I210F
XH_P62 5 139494244 139494244 Missense_Mutation SNV A C C PURA c.478A>C P.K160Q
XH_P62 5 140755343 140755343 Missense_Mutation SNV C A A PCDHGA6 c.1693C>A P.P565T
XH_P62 5 142602010 142602010 Nonstop_Mutation SNV A C C ARHGAP26 c.2279A>C P.Ter760Sext*?
XH_P62 5 16463228 16463228 Missense_Mutation SNV G C C ZNF622 c.1038C>G P.F346L
XH_P62 5 178552066 178552066 Missense_Mutation SNV C T T ADAMTS2 c.2866G>A P.A956T
XH_P62 5 179034649 179034683 Frame_Shift_Del INDEL GTACGTGGGG - - RUFY1 AAAGGTACGTGG P.R551fs
XH_P62 5 33576206 33576206 Missense_Mutation SNV T G G ADAMTS12 c.3670A>C P.T1224P
XH_P62 6 36099171 36099171 Missense_Mutation SNV T G G MAPK13 c.243T>G P.H81Q
XH_P62 6 41903695 41903695 Missense_Mutation SNV T G G CCND3 c.862A>C P.T288P
XH_P62 6 54806549 54806549 Missense_Mutation SNV A C C FAM83B c.2780A>C P.H927P
XH_P62 6 88170831 88170831 Missense_Mutation SNV T G G CFAP206 c.1586T>G P.V529G
XH_P62 _qbl_hap 2616630 2616666 Frame_Shift_Del INDEL TCATGCTGTA - - HLA-B GCCATGTACAGC P.R280fs
XH_P62 7 141490560 141490560 Silent SNV C T T TAS2R5 c.399C>T P.Y133Y
XH_P62 7 5399023 5399023 Splice_Site SNV A G G TNRC18 c.4833+6T>C
XH_P62 7 5780686 5780686 Missense_Mutation SNV T G G RNF216 c.962A>C P.Q321P
XH_P62 7 73520439 73520439 Silent SNV G T T LIMK1 c.645G>T P.L215L
XH_P62 7 99056770 99056770 Missense_Mutation SNV T G G ATP5J2 c.238A>C P.K80Q
XH_P62 7 99097611 99097635 Frame_Shift_Del INDEL CGTTGGGAC - - ZNF394 GGCGCCGTCCCA P.A28fs
XH_P62 8 100515184 100515184 Splice_Site SNV T G G VPS13B c.4157+6T>G
XH_P62 8 101727714 101727714 Missense_Mutation SNV G A A PABPC1 c.619C>T P.L207F
XH_P62 8 101727716 101727716 Missense_Mutation SNV C T T PABPC1 c.617G>A P.R206H
XH_P62 8 142367555 142367555 Missense_Mutation SNV C A A GPR20 c.469G>T P.G157C
XH_P62 8 24254935 24254935 Missense_Mutation SNV C G G ADAMDEC1 c.356C>G P.P119R
XH_P62 8 6914168 6914168 Missense_Mutation SNV G T T DEFA5 c.52C>A P.Q18K
XH_P62 8 82606968 82606968 Silent SNV T G G SLC10A5 c.240A>C P.S80S
XH_P62 8 87588079 87588079 Missense_Mutation SNV C G G CNGB3 c.2383G>C P.G795R
XH_P62 9 103348339 103348339 Missense_Mutation SNV T C C MURC c.701T>C P.L234P
XH_P62 9 129458648 129458648 Missense_Mutation SNV C T T LMX1B c.1139C>T P.S380L
XH_P62 9 35704169 35704169 Missense_Mutation SNV T G G TLN1 c.6050A>C P.E2017A
XH_P62 9 7015875 7015875 Missense_Mutation SNV T G G KDM4C c.2205T>G P.H735Q
XH_P62 9 91617005 91617005 Missense_Mutation SNV T G G S1PR3 c.890T>G P.I297S
XH_P62 X 149639622 149639622 Missense_Mutation SNV A G G MAMLD1 c.1702A>G P.T568A
XH_P62 X 5821621 5821621 Silent SNV G A A NLGN4X c.1098C>T P.D366D
XH_P62 Y 6948818 6948818 Missense_Mutation SNV C G G TBL1Y c.1001C>G P.S334C
XH_P63 12 25398284 25398284 Missense_Mutation SNP C A A KRAS c.35G>T p.G12V
XH_P63 17 7578263 7578263 Nonsense_Mutation SNP G A A TP53 c.586C>T p.R196*
XH_P63 2 191894583 191894583 Missense_Mutation SNP G A A STAT4 c.2230C>T p.P744S
XH_P63 9 21971167 21971167 Missense_Mutation SNP A G G CDKN2A c.191T>C p.L64P
XH_P63 1 7880631 7880631 Nonsense_Mutation INS - TTTAGGTATG - PER3 8_1889insTTTAGS630_L631delinsIX
XH_P63 1 8074159 8074159 Frame_Shift_Ins INS - ATTTCAAATATGA - ERRFI1 500insTCATATTT p.T167fs
XH_P63 1 22332008 22332008 Silent SNP T C T CELA3A c.T198C p.D66D
XH_P63 1 26610712 26610712 Frame_Shift_Ins INS - C - UBXN11 c.637_638insG p.F213fs
XH_P63 1 26610713 26610713 Frame_Shift_Ins INS - GTGTC - UBXN11 636_637insGACA p.F213fs
XH_P63 1 28661177 28661177 In_Frame_Ins INS - AGAGCG - MED18 23_324insAGAGp.I108delinsIER
XH_P63 1 32131638 32131638 Silent SNP C T C COL16A1 c.G3402A p.A1134A
XH_P63 1 33797994 33797994 Frame_Shift_Ins INS - TCGGAGAT - PHC2 64_165insATCTC p.S55fs
XH_P63 1 34209095 34209095 Frame_Shift_Ins INS - GAGT - CSMD2 1958_1959insAC p.E653fs
XH_P63 1 43665101 43665101 Frame_Shift_Ins INS - GAGGTGCT - CFAP57 9_1470insGAGG p.N490fs
XH_P63 1 46878843 46878843 Frame_Shift_Ins INS - AC - FAAH .1562_1563insA p.E521fs
XH_P63 1 48701546 48701546 Frame_Shift_Ins INS - AAGAT - SLC5A9 287_1288insAAG p.V429fs
XH_P63 1 61849014 61849014 Missense_Mutation SNP G C G NFIA c.G1052C p.R351P
XH_P63 1 65332590 65332590 Frame_Shift_Ins INS - ATAG - JAK1 .948_949insCTA p.V317fs
XH_P63 1 65332591 65332591 Frame_Shift_Ins INS - GT - JAK1 c.947_948insAC p.M316fs
XH_P63 1 91843720 91843720 In_Frame_Ins INS - GTAGCTGTA - HFM1 6_1257insTACAG.E419delinsDTAT
XH_P63 1 109793706 109793706 Frame_Shift_Ins INS - TCAGA - CELSR2 005_1006insTCA p.S335fs
XH_P63 1 112998721 112998721 Nonsense_Mutation INS - ACTAGCATGGA - CTTNBP2NL _608insACTAGCAL203_S204delinsHX
XH_P63 1 113124704 113124704 Nonsense_Mutation INS - TATTCTTTTCC - ST7L _430insGGAAAAG44_M145delinsGKEX
XH_P63 1 113124706 113124706 Frame_Shift_Ins INS - TTAT - ST7L .427_428insATA p.L143fs
XH_P63 1 149898374 149898374 Nonsense_Mutation INS - TGGTTAAAATATG - SF3B4 nsAAACATATTTT00_L201delinsPNIFX
XH_P63 1 152280597 152280597 Silent SNP A G A FLG c.T6765C p.D2255D
XH_P63 1 152325215 152325215 Missense_Mutation SNP G C G FLG2 c.C5047G p.Q1683E
XH_P63 1 152327469 152327469 Silent SNP C T C FLG2 c.G2793A p.Q931Q
XH_P63 1 155152178 155152178 Frame_Shift_Ins INS - C - TRIM46 c.979dupC p.L326fs
XH_P63 1 156916485 156916485 Missense_Mutation SNP C T C ARHGEF11 c.G2543A p.R848H
XH_P63 1 162557410 162557410 Frame_Shift_Ins INS - AT - UAP1 c.980_981insAT p.N327fs
XH_P63 1 162557411 162557411 Frame_Shift_Ins INS - TCACT - UAP1 981_982insTCAC p.N327fs
XH_P63 1 172634937 172634937 In_Frame_Ins INS - CCTTCTTAT - FASLG 7_628insCCTTCT.H209delinsHPSY
XH_P63 1 201179954 201179954 Missense_Mutation SNP A C A IGFN1 c.A5933C p.E1978A
XH_P63 1 201193928 201193928 In_Frame_Ins INS - GTCACC - IGFN1 412_10413insGTp.S3471delinsRSP
XH_P63 1 205116874 205116874 Splice_Site SNP C T C DSTYK . .
XH_P63 1 207286474 207286474 Frame_Shift_Del DEL A - A C4BPA c.104delA p.Q35fs
XH_P63 1 211654657 211654657 Missense_Mutation SNP G A G RD3 c.C101T p.T34M
XH_P63 1 212799988 212799988 Frame_Shift_Ins INS - GTTCACAT - FAM71A 69_1770insGTTC p.T590fs
XH_P63 1 214818263 214818263 Frame_Shift_Ins INS - CAGAAATGCA - CENPF _5351insCAGAA p.L1784fs
XH_P63 1 217955638 217955638 Frame_Shift_Ins INS - ATTTTATATGGAA - SPATA17 nsCATATTTTATA p.E282fs
XH_P63 1 229653943 229653943 Nonsense_Mutation INS - CAGAGACTA - ABCB10 9_2200insTAGTC p.S734delinsX
XH_P63 1 236212256 236212256 Nonsense_Mutation INS - AAGGTTTA - NID1 58_259insTAAACp.P87_P88delinsX
XH_P63 1 237619971 237619971 Missense_Mutation SNP T A T RYR2 c.T1548A p.D516E
XH_P63 1 248487682 248487682 In_Frame_Ins INS - TTATGTCTT - OR2M7 8_189insAAGACAp.L63delinsLRHN
XH_P63 1 248617057 248617153 Frame_Shift_Del DEL GACTGTGATC - GTGACTGTGATCG OR2T2 c.959_975del p.V320fs
XH_P63 1 249211034 249211034 Frame_Shift_Ins INS - ATCAGTGAAT - PGBD2 _252insATCAGT p.S84fs
XH_P63 2 1079274 1079274 Missense_Mutation SNP C T C SNTG2 c.C143T p.T48M
XH_P63 2 25042856 25042856 Frame_Shift_Ins INS - GAGAATTTATTTT - ADCY3 3383insAAAATAA p.T1128fs
XH_P63 2 54041757 54041757 Nonsense_Mutation INS - CACTAATAGAAT - ERLEC1 insATCTCACTAA 81_C382delinsKSHX
XH_P63 2 55130592 55130592 Missense_Mutation SNP G A G EML6 c.G3362A p.C1121Y
XH_P63 2 61433252 61433252 Nonsense_Mutation INS - ATAGGTAAGTTA - USP34 9054insGTAACTT018_Q3019delinsKX
XH_P63 2 69093062 69093062 Frame_Shift_Ins INS - GTTTGTAA - BMP10 75_976insTTACA p.T326fs
XH_P63 2 70905837 70905837 Missense_Mutation SNP G A G ADD2 c.C1430T p.T477M
XH_P63 2 109384224 109384224 Frame_Shift_Ins INS - AA - RANBP2 .7229_7230insA p.A2410fs
XH_P63 2 109384226 109384226 Frame_Shift_Ins INS - TC - RANBP2 .7231_7232insT p.D2411fs
XH_P63 2 109400316 109400316 Frame_Shift_Ins INS - C - RANBP2 c.9634_9635insC p.V3212fs
XH_P63 2 109400318 109400318 Frame_Shift_Ins INS - TCTTCAG - RANBP2 36_9637insTCTT p.V3212fs
XH_P63 2 128252519 128252519 In_Frame_Ins INS - TGG - IWS1 1727_1728insCCp.Q576delinsHQ
XH_P63 2 133075612 133075612 Frame_Shift_Ins INS - AT - ZNF806 .1073_1074insA p.P358fs
XH_P63 2 160901461 160901461 Frame_Shift_Ins INS - GGAAGTAT - PLA2R1 16_317insATACT p.C106fs
XH_P63 2 162902097 162902097 Frame_Shift_Ins INS - C - DPP4 c.310dupG p.D104fs
XH_P63 2 162902099 162902099 Frame_Shift_Ins INS - AGAGTATGCTATG - DPP4 309insCATAGCAT p.N103fs



XH_P63 2 167328935 167328935 In_Frame_Ins INS - TTG - SCN7A c.463_464insCAAp.Y155delinsSN
XH_P63 2 167328936 167328936 In_Frame_Ins INS - GTGAGT - SCN7A 462_463insACTCp.Y155delinsTHY
XH_P63 2 167760326 167760326 Frame_Shift_Ins INS - CAGAATCC - XIRP2 34_335insCAGAA p.I112fs
XH_P63 2 179410249 179410249 Frame_Shift_Ins INS - TAAATACAATGCT - TTN 68393insAGCATT p.V22798fs
XH_P63 2 179451930 179451930 Frame_Shift_Ins INS - G - TTN 36812_36813ins p.Y12271fs
XH_P63 2 179451932 179451932 Nonsense_Mutation INS - TTATGCTTT - TTN 0_36811insAAAGY12271delinsKAX
XH_P63 2 182468581 182468581 Frame_Shift_Ins INS - T - CERKL c.463_464insA p.F155fs
XH_P63 2 182468582 182468582 In_Frame_Ins INS - TACATGATTAAT - CERKL _463insATTAATC.F155delinsINHVF
XH_P63 2 196884010 196884010 Frame_Shift_Ins INS - GT - DNAH7 c.752_753insAC p.I251fs
XH_P63 2 233393645 233393645 Missense_Mutation SNP G A G CHRND c.G538A p.V180M
XH_P63 3 9515069 9515069 Silent SNP G T G SETD5 c.G3345T p.V1115V
XH_P63 3 33038745 33038745 Nonsense_Mutation INS - GTTATTGGC - GLB1 2_1433insGCCAAp.M478delinsSQX
XH_P63 3 38592908 38592908 Frame_Shift_Ins INS - ACTTCGCT - SCN5A 0_4901insAGCG p.M1634fs
XH_P63 3 49753415 49753415 Frame_Shift_Ins INS - T - RNF123 c.3312dupT p.S1104fs
XH_P63 3 52977461 52977461 Missense_Mutation SNP C T C SFMBT1 c.G272A p.R91Q
XH_P63 3 53381457 53381457 Missense_Mutation SNP T G T DCP1A c.A88C p.T30P
XH_P63 3 111927076 111927076 In_Frame_Ins INS - ATGGAAGTG - SLC9C1 0_1791insCACTTp.K597delinsNTSI
XH_P63 3 111927078 111927078 Nonsense_Mutation INS - A - SLC9C1 c.1788_1789insTK597_H598delinsX
XH_P63 3 130454792 130454792 Frame_Shift_Ins INS - TTAATAGGATCT - PIK3R4 88insTAGATCCT p.Q263fs
XH_P63 3 136141872 136141872 Missense_Mutation SNP T A T STAG1 c.A1665T p.K555N
XH_P63 3 142277589 142277589 In_Frame_Ins INS - TAA - ATR 1761_1762insTTp.E588delinsLE
XH_P63 3 142277590 142277590 Frame_Shift_Ins INS - ATTAAGCTGT - ATR 0_1761insACAGC p.L587fs
XH_P63 3 178922355 178922355 Frame_Shift_Ins INS - AAAAA - PIK3CA 124_1125insAAA p.R375fs
XH_P63 3 178922357 178922357 Frame_Shift_Ins INS - TAGGTATA - PIK3CA 26_1127insTAGG p.V376fs
XH_P63 3 185198246 185198246 Missense_Mutation SNP G C G MAP3K13 c.G2107C p.E703Q
XH_P63 3 185198247 185198247 Missense_Mutation SNP A G A MAP3K13 c.A2108G p.E703G
XH_P63 3 185882769 185882769 Frame_Shift_Ins INS - GTACACA - DGKG 58_2059insTGTG p.G687fs
XH_P63 3 186978596 186978596 Nonsense_Mutation INS - ATTGTATGCAT - MASP1 _480insATGCATAY160_I161delinsX
XH_P63 3 195507899 195507899 In_Frame_Ins INS - GGAAAAGCTGGT - MUC4 TCCTGTCACCAGTGHATPLPVTSFSSVSTGDTTPLPVTDASSASTGHA
XH_P63 4 16215414 16215414 Nonsense_Mutation SNP G A G TAPT1 c.C307T p.R103X
XH_P63 4 17598751 17598751 Frame_Shift_Ins INS - TATTGGAAATA - LAP3 _1072insTATTGG p.T357fs
XH_P63 4 54876284 54876284 In_Frame_Ins INS - TGGTGTTTTTTT - CHIC2 476insAAAAAAAT159delinsKKNTT
XH_P63 4 54876286 54876286 Missense_Mutation SNP C G C CHIC2 c.G474C p.K158N
XH_P63 4 55144089 55144089 Nonsense_Mutation INS - AATATGACTAATC - PDGFRA 1919insAATATGA640_L641delinsEYDX
XH_P63 4 119948401 119948401 Frame_Shift_Ins INS - CTGGAGATCT - SYNPO2 _878insCTGGAG p.R293fs
XH_P63 4 120240736 120240736 Silent SNP G A G FABP2 c.C303T p.N101N
XH_P63 4 121737677 121737677 In_Frame_Ins INS - GAT - PRDM5 c.702_703insATCp.A235delinsIA
XH_P63 4 121737678 121737678 Frame_Shift_Ins INS - TGTT - PRDM5 .701_702insAAC p.K234fs
XH_P63 4 152203426 152203426 Nonsense_Mutation INS - ATGAAAAAGTAG - PRSS48 AGTATATGAAAA114_V115delinsDSIX
XH_P63 4 155412031 155412031 Silent SNP G A G DCHS2 c.C477T p.D159D
XH_P63 4 155719233 155719233 Frame_Shift_Ins INS - GGCTTCTTCTT - RBM46 _423insGGCTTCT p.C141fs
XH_P63 4 184240834 184240834 Missense_Mutation SNP C A C CLDN22 c.G538T p.G180W
XH_P63 5 11565059 11565059 Missense_Mutation SNP A C A CTNND2 c.T11G p.M4R
XH_P63 5 34043200 34043200 Frame_Shift_Ins INS - CAGAC - C1QTNF3 c.30_31insGTCTG p.L11fs
XH_P63 5 37006613 37006613 Nonsense_Mutation INS - TCTGTAAA - NIPBL 10_4011insTCTG337_Q1338delinsILX
XH_P63 5 118728705 118728705 Frame_Shift_Ins INS - CTAC - TNFAIP8 .196_197insCTA p.I66fs
XH_P63 5 140182164 140182164 Missense_Mutation SNP C T C PCDHA3 c.C1382T p.T461M
XH_P63 5 140588732 140588732 In_Frame_Ins INS - CAAATT - PCDHB12 253_254insCAAAp.L85delinsPNF
XH_P63 5 140858151 140858151 Frame_Shift_Del DEL T - T PCDHGC3 c.2468delT p.L823fs
XH_P63 5 162900464 162900464 Nonsense_Mutation INS - ATGACTGAG - HMMR 4_545insATGACTp.I182delinsNDX
XH_P63 5 162900466 162900466 Silent SNP T A T HMMR c.T546A p.I182I
XH_P63 5 168179992 168179992 Silent SNP C T C SLIT3 c.G1941A p.G647G
XH_P63 6 7580604 7580604 Frame_Shift_Ins INS - AACT - DSP 4181_4182insAA p.Q1394fs
XH_P63 6 11185856 11185856 In_Frame_Ins INS - GACGCA - NEDD9 596_1597insTGCp.N533delinsCVN
XH_P63 6 36690492 36690492 Missense_Mutation SNP G A G RAB44 c.G2581A p.G861R
XH_P63 6 97681840 97681840 Frame_Shift_Ins INS - A - MMS22L c.349_350insT p.E117fs
XH_P63 6 97681841 97681841 In_Frame_Ins INS - ATTTTATGGGAAT - MMS22L 49insTATTCCCATE117delinsYSHKME
XH_P63 6 132636897 132636897 Frame_Shift_Ins INS - AAGTAGTAAATG - MOXD1 385insTACATTTA p.S462fs
XH_P63 6 133004445 133004445 Nonsense_Mutation INS - AATAATGCTAATA - VNN1 TATAACTATTAGR459_L460delinsLX
XH_P63 7 1539980 1539980 Missense_Mutation SNP A C A INTS1 c.T372G p.D124E
XH_P63 7 6449609 6449609 Silent SNP G A G DAGLB c.C1491T p.F497F
XH_P63 7 29035492 29035492 Missense_Mutation SNP T A T CPVL c.A1327T p.I443F
XH_P63 7 32612969 32612969 Nonsense_Mutation INS - CCTTAGG - AVL9 09_1510insCCTT503_W504delinsEPX
XH_P63 7 80374579 80374579 Nonsense_Mutation INS - AACTTCAA - SEMA3C 40_1941insTTGAL647_I648delinsLX
XH_P63 7 80374581 80374581 Nonsense_Mutation INS - TTTTA - SEMA3C 938_1939insTAAL647_I648delinsX
XH_P63 7 87079394 87079394 In_Frame_Ins INS - AGG - ABCB4 c.722_723insCCTp.F241delinsFL
XH_P63 7 90014407 90014407 Nonsense_Mutation INS - TCTTTAA - GTPBP10 66_867insTCTTTM289_S290delinsILX
XH_P63 7 90014408 90014408 Missense_Mutation SNP G T G GTPBP10 c.G867T p.M289I
XH_P63 7 100679167 100679167 Silent SNP A T A MUC17 c.A4470T p.T1490T
XH_P63 7 100682351 100682351 Missense_Mutation SNP A G A MUC17 c.A7654G p.I2552V
XH_P63 7 106509376 106509376 Frame_Shift_Ins INS - GTCTTTG - PIK3CG 70_1371insGTCT p.K457fs
XH_P63 7 106509378 106509378 Missense_Mutation SNP G T G PIK3CG c.G1372T p.V458F
XH_P63 7 107053020 107053020 Nonsense_Mutation INS - AGACTGTTTTTTA - COG5 9insATTAAAAAACL230_F231delinsHX
XH_P63 8 7195639 7195639 Frame_Shift_Ins INS - GC - USP17L4 .1003_1004insG p.Y335fs
XH_P63 8 7195641 7195641 Frame_Shift_Ins INS - A - USP17L4 c.1005_1006insA p.Y335fs
XH_P63 8 17824568 17824568 Frame_Shift_Ins INS - AAGAATCAGTTA - PCM1 insATCTAAGAAT p.S1101fs
XH_P63 8 22105443 22105443 Missense_Mutation SNP C G C POLR3D c.C283G p.R95G
XH_P63 8 27328571 27328571 Missense_Mutation SNP C T C CHRNA2 c.G5A p.G2D
XH_P63 8 67488576 67488576 Missense_Mutation SNP T C T MYBL1 c.A1136G p.D379G
XH_P63 8 73849837 73849837 Silent SNP G A G KCNB2 c.G2247A p.P749P
XH_P63 8 77616719 77616719 Frame_Shift_Ins INS - GCAGGGTATC - ZFHX4 _397insGCAGGG p.V132fs
XH_P63 8 95531686 95531686 Frame_Shift_Ins INS - GGTCTTCTTTTTTT - VIRMA 040insAAAAAAA p.H680fs
XH_P63 8 99560326 99560326 Missense_Mutation SNP G A G STK3 c.C679T p.R227W
XH_P63 8 124142541 124142541 In_Frame_Ins INS - AAATACAGCAAT - TBC1D31 2060insAAATAC L687delinsQIQQL
XH_P63 8 145661277 145661277 Missense_Mutation SNP G A G TONSL c.C2539T p.R847W
XH_P63 9 121517 121517 Missense_Mutation SNP T A T CBWD1 c.A1081T p.T361S
XH_P63 9 2123824 2123824 Frame_Shift_Ins INS - GAGACATTAAT - SMARCA2 _3869insGAGACA p.E1290fs
XH_P63 9 27359170 27359170 Silent SNP G C G MOB3B c.C483G p.V161V
XH_P63 9 27359172 27359172 Nonsense_Mutation INS - TTCTATTA - MOB3B 80_481insTAATAV161_F162delinsX
XH_P63 9 35751347 35751347 Nonsense_Mutation INS - ATGAGTGGAGAG - RGP1 73insATGAGTGGD191_S192delinsEX
XH_P63 9 79244166 79244166 Frame_Shift_Ins INS - GTTTCAGAGATG - PRUNE2 3insCACATCTCTG p.S295fs
XH_P63 9 91994296 91994296 Frame_Shift_Ins INS - CTTGTCAG - SEMA4D 1_1912insCTGA p.V638fs
XH_P63 9 95792215 95792215 In_Frame_Ins INS - GAGGCAAAT - FGD3 7_1618insGAGGC.K539delinsKEAN
XH_P63 9 131367383 131367383 Missense_Mutation SNP G T G SPTAN1 c.G3730T p.D1244Y
XH_P63 10 21962451 21962451 Frame_Shift_Ins INS - ATCCT - MLLT10 224_1225insATC p.E408fs
XH_P63 10 50530736 50530736 In_Frame_Ins INS - ACACGC - C10orf71 146_147insACACp.H49delinsQHA
XH_P63 10 55944992 55944992 Frame_Shift_Ins INS - GTATGTATGAATG - PCDH15 TACATACATTCAT p.Y411fs
XH_P63 10 75399717 75399717 In_Frame_Ins INS - AATATATATCTTAG - MYOZ1 nsCCCTAAGATATM20delinsTLRYIFL



XH_P63 10 78709071 78709071 Frame_Shift_Ins INS - TGTCCAT - KCNMA1 13_2214insATGG p.I738fs
XH_P63 10 90703650 90703650 Frame_Shift_Ins INS - AT - ACTA2 c.272_273insAT p.S91fs
XH_P63 10 90703651 90703651 In_Frame_Ins INS - ACTCAAGTA - ACTA2 1_272insTACTTGp.S91delinsLLES
XH_P63 10 129905616 129905616 In_Frame_Ins INS - GGA - MKI67 3407_3408insTCp.S1136delinsSP
XH_P63 10 133954073 133954073 In_Frame_Ins INS - ACGAGGGTCTCC - JAKMIP3 AGGTAACGAGGdelinsDLEEVTRVSCRVLG
XH_P63 11 6636547 6636547 Frame_Shift_Ins INS - GTGAGAA - TPP1 79_1280insTTCT p.T427fs
XH_P63 11 7723849 7723849 Frame_Shift_Ins INS - AGAAACCAATG - OVCH2 _318insCATTGGT p.T106fs
XH_P63 11 8646550 8646550 In_Frame_Ins INS - GCAACT - TRIM66 100_2101insAGTp.Q701delinsSCQ
XH_P63 11 20658768 20658768 In_Frame_Ins INS - CCCTTTGTA - SLC6A5 6_1087insCCCTTp.K362delinsKPFV
XH_P63 11 34144094 34144094 In_Frame_Ins INS - CAGAAACAT - NAT10 3_654insCAGAAAp.K218delinsNRNI
XH_P63 11 34979030 34979031 Frame_Shift_Del DEL GG - GG PDHX c.397_398del p.G133fs
XH_P63 11 34979031 34979031 Frame_Shift_Ins INS - TATTTTTACT - PDHX 8_399insTATTTT p.G133fs
XH_P63 11 46751000 46751000 Frame_Shift_Ins INS - CCAT - F2 1543_1544insCC p.V515fs
XH_P63 11 57971509 57971509 In_Frame_Ins INS - TGGTGA - OR1S2 144_145insTCACp.V49delinsSPV
XH_P63 11 64109571 64109571 Missense_Mutation SNP G A G CCDC88B c.G781A p.A261T
XH_P63 11 65143905 65143905 Silent SNP G A G SLC25A45 c.C768T p.Y256Y
XH_P63 11 65302832 65302832 Frame_Shift_Del DEL C - C SCYL1 c.1365delC p.I455fs
XH_P63 11 67132751 67132751 Missense_Mutation SNP G T G CLCF1 c.C504A p.F168L
XH_P63 11 74500745 74500745 Splice_Site INS - AAAAGAAAATAC - RNF169 . .
XH_P63 11 89604061 89604061 Nonsense_Mutation INS - TTATGATAATGG - TRIM64B _1078insCCATTAp.S360delinsPLSX
XH_P63 11 119170361 119170361 Nonsense_Mutation INS - TCAGTGA - CBL 91_2592insTCAG864_M865delinsLQX
XH_P63 11 120300187 120300188 Frame_Shift_Del DEL TC - TC ARHGEF12 c.567_568del p.I189fs
XH_P63 11 129744059 129744059 Frame_Shift_Ins INS - GCTTTTTCGTT - NFRKB _2303insAACGAA p.V768fs
XH_P63 11 129802117 129802117 Silent SNP G C G PRDM10 c.C909G p.G303G
XH_P63 12 7022073 7022073 Frame_Shift_Ins INS - A - LRRC23 c.938_939insA p.A313fs
XH_P63 12 7022075 7022075 Frame_Shift_Ins INS - GGTTATC - LRRC23 40_941insGGTTA p.E314fs
XH_P63 12 7302189 7302189 In_Frame_Ins INS - AGTAGG - CLSTN3 45_2146insAGTAp.D715delinsDSR
XH_P63 12 50232483 50232484 Frame_Shift_Del DEL CC - CC BCDIN3D c.549_550del p.L183fs
XH_P63 12 53238454 53238454 Frame_Shift_Ins INS - CCAAAGAGTGCA - KRT78 ATCAATTGCACTC p.M160fs
XH_P63 12 56081987 56081987 Frame_Shift_Ins INS - GATCC - ITGA7 067_3068insGGA p.V1023fs
XH_P63 12 56081989 56081989 Silent SNP T A T ITGA7 c.A3066T p.T1022T
XH_P63 12 56478933 56478933 In_Frame_Ins INS - GGAGGT - ERBB3 89_390insGGAGp.A130delinsAEV
XH_P63 12 56527568 56527568 Frame_Shift_Ins INS - CTATTTCCCA - ESYT1 4_1385insCTATT p.L462fs
XH_P63 12 66839231 66839231 Frame_Shift_Ins INS - ATTTCCTA - GRIP1 5_1256insTAGG p.T419fs
XH_P63 12 69656333 69656333 Frame_Shift_Ins INS - GA - CPSF6 .1650_1651insG p.H550fs
XH_P63 12 96255066 96255066 Nonsense_Mutation INS - AGGATCTAATTAA - SNRPF AAAAAGGATCTA42_Q43delinsKKGSNX
XH_P63 12 96407013 96407013 Nonsense_Mutation INS - ACTGTTACTAG - LTA4H _1332insCTAGTA444_W445delinsDX
XH_P63 12 102116987 102116987 Missense_Mutation SNP T G T CHPT1 c.T822G p.I274M
XH_P63 12 104056668 104056668 Frame_Shift_Ins INS - TCTAATTCTGT - STAB2 _1915insTCTAAT p.I638fs
XH_P63 12 104056670 104056670 In_Frame_Ins INS - TAT - STAB2 1916_1917insTAp.T639delinsTI
XH_P63 12 110941682 110941682 Splice_Site INS - ATGCTTATA - RAD9B . .
XH_P63 12 120622021 120622021 Frame_Shift_Ins INS - AGAATTGGTA - GCN1 0_211insTACCAA p.Q71fs
XH_P63 12 124371834 124371834 Frame_Shift_Ins INS - AACT - DNAH10 8615_8616insAA p.E2872fs
XH_P63 12 124371835 124371835 Frame_Shift_Ins INS - TT - DNAH10 c.8616_8617insT p.E2872fs
XH_P63 12 132241107 132241107 Frame_Shift_Ins INS - TA - SFSWAP .1638_1639insT p.A546fs
XH_P63 13 25914187 25914187 Frame_Shift_Ins INS - AGCCTTATGT - NUP58 9_1680insAGCCT p.N560fs
XH_P63 13 28844853 28844853 Missense_Mutation SNP C A C PAN3 c.C1808A p.P603Q
XH_P63 13 60435662 60435662 In_Frame_Ins INS - GATGAT - DIAPH3 826_1827insATCp.D609delinsESS
XH_P63 13 77625250 77625250 Nonsense_Mutation INS - GTATGCTTTTAA - MYCBP2 _13803insTTAAAAp.Y4601delinsYX
XH_P63 13 79176040 79176040 Missense_Mutation SNP G C G POU4F1 c.C770G p.S257C
XH_P63 13 111953101 111953101 Missense_Mutation SNP G A G ARHGEF7 c.G1670A p.R557H
XH_P63 13 111995227 111995227 Nonsense_Mutation INS - AATGACTCT - TEX29 4_365insAATGA p.G122delinsEX
XH_P63 14 21485882 21485882 Frame_Shift_Ins INS - GAACTCTT - NDRG2 76_977insAAGAG p.T326fs
XH_P63 14 21623898 21623898 Missense_Mutation SNP A T A OR5AU1 c.T287A p.M96K
XH_P63 14 57268630 57268630 Frame_Shift_Ins INS - CTTGGATT - OTX2 16_717insAATCC p.L239fs
XH_P63 14 64908853 64908853 Frame_Shift_Ins INS - ATTCAACGGTA - MTHFD1 _1967insATTCAA p.L656fs
XH_P63 14 69990964 69990964 In_Frame_Ins INS - CTT - PLEKHD1 c.669_670insCTTp.A223delinsAL
XH_P63 14 69990966 69990966 Frame_Shift_Ins INS - AA - PLEKHD1 c.671_672insAA p.R224fs
XH_P63 14 92403481 92403481 Frame_Shift_Ins INS - CTCTCAGC - FBLN5 8_189insGCTGA p.N63fs
XH_P63 14 96937940 96937940 Frame_Shift_Ins INS - TATATGT - AK7 05_1406insTATA p.N469fs
XH_P63 15 34657430 34657430 Splice_Site INS - ACTTTCT - LPCAT4 . .
XH_P63 15 40094389 40094389 Frame_Shift_Ins INS - GTTCTGGTGT - GPR176 _357insACACCA p.M119fs
XH_P63 15 41192186 41192186 Silent SNP C T C VPS18 c.C1170T p.H390H
XH_P63 15 42837375 42837375 Frame_Shift_Ins INS - G - LRRC57 c.577dupC p.L193fs
XH_P63 15 42837377 42837377 Frame_Shift_Ins INS - A - LRRC57 c.575dupT p.M192fs
XH_P63 15 43940257 43940257 Frame_Shift_Ins INS - TATTTCTTCACTA - CATSPER2 21insTAGTGAAGA p.M7fs
XH_P63 15 52708377 52708378 Frame_Shift_Del DEL CC - CC MYO5A c.576_577del p.V192fs
XH_P63 15 63796955 63796955 Missense_Mutation SNP T G T USP3 c.T17G p.L6R
XH_P63 15 64428586 64428586 Nonsense_Mutation SNP C T C SNX1 c.C1228T p.R410X
XH_P63 15 68117238 68117238 In_Frame_Ins INS - GCTCAT - SKOR1 536_537insGCTCp.R179delinsRLI
XH_P63 16 14702948 14702948 Frame_Shift_Ins INS - GAAAGGTAGATG - PARN 449insCCATCTAC p.E150fs
XH_P63 16 14702949 14702949 Missense_Mutation SNP C T C PARN c.G448A p.E150K
XH_P63 16 20482410 20482410 Frame_Shift_Del DEL T - T ACSM2A c.375delT p.T125fs
XH_P63 16 20482412 20482413 Frame_Shift_Del DEL AT - AT ACSM2A c.377_378del p.H126fs
XH_P63 16 22152975 22152975 Frame_Shift_Ins INS - A - VWA3A c.2456_2457insA p.S819fs
XH_P63 16 22152976 22152976 Frame_Shift_Ins INS - CC - VWA3A .2457_2458insC p.S819fs
XH_P63 16 29393620 29393620 Missense_Mutation SNP G A G NPIPB11 c.C2633T p.P878L
XH_P63 16 29393621 29393621 In_Frame_Ins INS - CTC - NPIPB11 2631_2632insGAp.P878delinsEP
XH_P63 16 29828115 29828115 Missense_Mutation SNP C T C PAGR1 c.C269T p.P90L
XH_P63 16 56466638 56466638 In_Frame_Ins INS - TGTGGT - NUDT21 669_670insACCAp.F224delinsTTF
XH_P63 16 56466639 56466639 In_Frame_Ins INS - GAAAAG - NUDT21 668_669insCTTTp.N223delinsNFS
XH_P63 16 68279444 68279444 Missense_Mutation SNP C T C PLA2G15 c.C115T p.P39S
XH_P63 16 81094914 81094914 In_Frame_Ins INS - TGAGCA - C16orf46 039_1040insTGCp.P347delinsLLT
XH_P63 17 1375225 1375225 Missense_Mutation SNP C T C MYO1C c.G1997A p.R666H
XH_P63 17 2995884 2995884 Missense_Mutation SNP A C A OR1D2 c.T407G p.M136R
XH_P63 17 2996116 2996116 Missense_Mutation SNP C T C OR1D2 c.G175A p.V59M
XH_P63 17 4634854 4634854 Frame_Shift_Ins INS - AGAGTTTC - MED11 70_71insAGAGTT p.I24fs
XH_P63 17 4720033 4720033 Frame_Shift_Ins INS - AGAAGAA - PLD2 74_1575insAGAA p.P525fs
XH_P63 17 8451712 8451712 In_Frame_Ins INS - GGTAAACTGATGA - MYH10 048insTTCATCAGV350delinsFISLPV
XH_P63 17 15973599 15973599 Frame_Shift_Ins INS - TG - NCOR1 .4440_4441insC p.E1481fs
XH_P63 17 16667401 16667401 Frame_Shift_Ins INS - GACAAATGCTTA - CCDC144A 011insAGACAAA p.N1337fs
XH_P63 17 16667403 16667403 Missense_Mutation SNP C A C CCDC144A c.C4012A p.L1338I
XH_P63 17 17697390 17697390 Silent SNP G A G RAI1 c.G1128A p.P376P
XH_P63 17 18673271 18673271 Missense_Mutation SNP C T C FBXW10 c.C1879T p.R627W
XH_P63 17 27613682 27613682 Missense_Mutation SNP T C T NUFIP2 c.A1330G p.T444A
XH_P63 17 38573025 38573025 Frame_Shift_Ins INS - AAATGGATACTCT - TOP2A 144insAGAGTAT p.D48fs
XH_P63 17 40838124 40838124 Missense_Mutation SNP A C A CNTNAP1 c.A865C p.N289H
XH_P63 17 42328932 42328932 Frame_Shift_Ins INS - CCCT - SLC4A1 335_2336insAG p.I779fs



XH_P63 17 43559805 43559805 In_Frame_Ins INS - ACAATTCGA - PLEKHM1 5_46insTCGAATTp.P16delinsSNCP
XH_P63 17 48447421 48447421 Missense_Mutation SNP C T C MRPL27 c.G212A p.R71H
XH_P63 17 58275726 58275726 Frame_Shift_Ins INS - GATTGGTGAGT - USP32 _3329insACTCAC p.T1110fs
XH_P63 17 61910660 61910660 Missense_Mutation SNP T G T SMARCD2 c.A1438C p.K480Q
XH_P63 17 76122702 76122702 Silent SNP G A G TMC6 c.C84T p.S28S
XH_P63 17 78308060 78308060 Frame_Shift_Ins INS - CA - RNF213 .4299_4300insC p.E1433fs
XH_P63 18 13073185 13073185 Splice_Site INS - AGATGAAAATGT - CEP192 . .
XH_P63 18 14763838 14763838 Frame_Shift_Ins INS - AGGTGTTCCTG - ANKRD30B _975insAGGTGTT p.S325fs
XH_P63 18 28671089 28671089 Missense_Mutation SNP T C T DSC2 c.A376G p.K126E
XH_P63 18 28671090 28671090 Frame_Shift_Ins INS - ACAG - DSC2 .374_375insCTG p.T125fs
XH_P63 18 48591908 48591916 In_Frame_Del DEL TGGAGGAGA - TGGAGGAGA SMAD4 c.1071_1079del p.357_360del
XH_P63 18 55322551 55322551 Nonsense_Mutation INS - AATGTAATGTTGT - ATP8B1 06insTAACAACATL936_L937delinsX
XH_P63 19 3750622 3750622 Silent SNP A T A TJP3 c.A2700T p.V900V
XH_P63 19 6456532 6456532 Frame_Shift_Ins INS - T - SLC25A23 c.381dupA p.D128fs
XH_P63 19 6456534 6456534 Frame_Shift_Ins INS - CCCAG - SLC25A23 379_380insCTGG p.R127fs
XH_P63 19 8550805 8550805 Missense_Mutation SNP C T C HNRNPM c.C1088T p.A363V
XH_P63 19 9965434 9965434 Missense_Mutation SNP G A G OLFM2 c.C559T p.P187S
XH_P63 19 11346378 11346378 Frame_Shift_Ins INS - CGGAT - DOCK6 449_2450insATC p.R817fs
XH_P63 19 12186173 12186173 Nonsense_Mutation INS - GAAGGTTTGTTTA - ZNF844 nsATTGAAGGTTTC80_G81delinsYX
XH_P63 19 15538008 15538008 In_Frame_Ins INS - CCTTCA - WIZ 88_989insTGAAp.S330delinsMKG
XH_P63 19 17303756 17303756 Missense_Mutation SNP G T G MYO9B c.G3013T p.A1005S
XH_P63 19 17442023 17442023 Missense_Mutation SNP A T A ANO8 c.T705A p.D235E
XH_P63 19 17442026 17442040 Splice_Site DEL CAGGGGACA - GCCAGGGGACAA ANO8 . .
XH_P63 19 18376298 18376298 Silent SNP G A G KIAA1683 c.C2052T p.A684A
XH_P63 19 37368128 37368128 In_Frame_Ins INS - CCCTATGAATGT - ZNF345 AAAGACCCTATGAHHQRIHTGERPYECKECGKSFSSGSA
XH_P63 19 45375389 45375389 Missense_Mutation SNP T A T NECTIN2 c.T758A p.V253E
XH_P63 19 45375391 45375394 Frame_Shift_Del DEL ACCC - ACCC NECTIN2 c.760_763del p.T254fs
XH_P63 19 46270037 46270037 Missense_Mutation SNP G A G SIX5 c.C1180T p.R394W
XH_P63 19 55175223 55175223 Missense_Mutation SNP A C A LILRB4 c.A169C p.K57Q
XH_P63 19 57326273 57326273 Silent SNP G A G PEG3 c.C3537T p.F1179F
XH_P63 20 20620531 20620531 In_Frame_Ins INS - CAAATACTGTTGA - RALGAPA2 64insTTCAACAGTP188delinsPSTVFE
XH_P63 20 20620533 20620533 Missense_Mutation SNP G T G RALGAPA2 c.C562A p.P188T
XH_P63 20 43836699 43836699 Frame_Shift_Ins INS - GGTAATGCCCTTT - SEMG1 62insGGTAATGC p.F254fs
XH_P63 20 47361612 47361612 Frame_Shift_Ins INS - GACTCTAGTTT - PREX1 _364insAAACTAG p.H122fs
XH_P63 21 31587890 31587890 Nonsense_Mutation INS - GATTTCTAT - CLDN8 3_354insATAGAAp.I118delinsIX
XH_P63 21 33067244 33067244 Frame_Shift_Ins INS - A - SCAF4 c.1072_1073insT p.T358fs
XH_P63 22 19210331 19210331 Nonsense_Mutation INS - ATATTTATA - CLTCL1 3_2294insTATAAp.E765delinsVX
XH_P63 X 14932676 14932676 Silent SNP C A C MOSPD2 c.C855A p.T285T
XH_P63 X 14932677 14932677 Nonsense_Mutation INS - AAGACATTTG - MOSPD2 _857insAAGACAL286_I287delinsX
XH_P63 X 49050718 49050718 In_Frame_Ins INS - TTGCATGTA - SYP 7_328insTACATGV110delinsYMQV
XH_P63 X 54473820 54473823 Frame_Shift_Del DEL CCAC - CCAC FGD1 c.2501_2504del p.G834fs
XH_P63 X 62570280 62570280 Missense_Mutation SNP A C A SPIN4 c.T419G p.M140R
XH_P63 X 69501584 69501584 Frame_Shift_Ins INS - TTAGGAA - ARR3 35_1136insTTAG p.A379fs
XH_P63 X 102755163 102755163 Silent SNP C T C RAB40A c.G522A p.V174V
XH_P63 X 135288667 135288667 Frame_Shift_Ins INS - TTGT - FHL1 .124_125insTTG p.H42fs
XH_P63 X 135288668 135288668 Frame_Shift_Ins INS - G - FHL1 c.125_126insG p.H42fs
XH_P63 X 136649696 136649696 Silent SNP C T C ZIC3 c.C846T p.V282V
XH_P63 X 138727794 138727794 Nonsense_Mutation INS - TATCTATGCATTA - MCF2 64insATAATGCATp.F55delinsYNAX
XH_P63 X 139038436 139038436 Silent SNP T C T CXorf66 c.A705G p.E235E
XH_P63 X 139038438 139038438 Frame_Shift_Ins INS - TGAATTAG - CXorf66 02_703insCTAAT p.E235fs
XH_P63 X 153418531 153418531 Frame_Shift_Ins INS - CAGGAAA - OPN1LW 28_529insCAGGA p.S176fs
XH_P63 1 155152178 155152178 Frame_Shift_Ins INDEL - C C TRIM46 c.1294dupC P.H432fs
XH_P63 1 237619971 237619971 Missense_Mutation SNV T A A RYR2 c.1548T>A P.D516E
XH_P63 1 32131638 32131638 Silent SNV C T T COL16A1 c.3402G>A P.A1134A
XH_P63 11 65143905 65143905 Silent SNV G A A SLC25A45 c.714C>T P.Y238Y
XH_P63 15 63796955 63796955 Missense_Mutation SNV T G G USP3 c.17T>G P.L6R
XH_P63 16 29828115 29828115 Missense_Mutation SNV C T T PAGR1 c.269C>T P.P90L
XH_P63 17 2995884 2995884 Missense_Mutation SNV A C C OR1D2 c.407T>G P.M136R
XH_P63 17 40838124 40838124 Missense_Mutation SNV A C C CNTNAP1 c.865A>C P.N289H
XH_P63 17 61910660 61910660 Missense_Mutation SNV T G G SMARCD2 c.1438A>C P.K480Q
XH_P63 18 48591908 48591916 Missense_Mutation INDEL TGGAGGAGA - - SMAD4 2_1080delGGAGGP.G358_D360del
XH_P63 2 70905837 70905837 Missense_Mutation SNV G A A ADD2 c.1382C>T P.T461M
XH_P63 2 95539700 95539700 Splice_Site SNV C A A TEKT4 c.24-10C>A
XH_P63 3 53381457 53381457 Missense_Mutation SNV T G G DCP1A c.88A>C P.T30P
XH_P63 3 9515069 9515069 Silent SNV G T T SETD5 c.3345G>T P.V1115V
XH_P63 4 120240736 120240736 Silent SNV G A A FABP2 c.303C>T P.N101N
XH_P63 5 11565059 11565059 Missense_Mutation SNV A C C CTNND2 c.11T>G P.M4R
XH_P63 5 140182164 140182164 Missense_Mutation SNV C T T PCDHA3 c.1382C>T P.T461M
XH_P63 5 140858151 140858151 Frame_Shift_Del INDEL T - - PCDHGC3 c.2473delT P.Y825fs
XH_P63 5 168179992 168179992 Silent SNV C T T SLIT3 c.1941G>A P.G647G
XH_P63 7 1539980 1539980 Missense_Mutation SNV A C C INTS1 c.372T>G P.D124E
XH_P63 7 6449609 6449609 Silent SNV G A A DAGLB c.1491C>T P.F497F
XH_P63 8 67488576 67488576 Missense_Mutation SNV T C C MYBL1 c.1136A>G P.D379G
XH_P63 X 102755163 102755163 Silent SNV C T T RAB40A c.522G>A P.V174V
XH_P63 X 62570280 62570280 Missense_Mutation SNV A C C SPIN4 c.419T>G P.M140R
XH_P87 1 43888173 43888173 Missense_Mutation SNV A C C SZT2 c.1792A>C P.T598P
XH_P87 10 23729472 23729472 Silent SNV G A A OTUD1 c.1086G>A P.V362V
XH_P87 11 61536746 61536746 Missense_Mutation SNV C T T MYRF c.413C>T P.S138F
XH_P87 11 62556591 62556591 Missense_Mutation SNV T G G TMEM179B c.193T>G P.F65V
XH_P87 11 64678637 64678637 Missense_Mutation SNV C G G ATG2A c.1339G>C P.G447R
XH_P87 11 74705673 74705673 Silent SNV C T T NEU3 c.214C>T P.L72L
XH_P87 12 120791186 120791186 Splice_Site SNV A G G MSI1 c.653-4T>C
XH_P87 12 4554430 4554430 Missense_Mutation SNV C T T FGF6 c.307G>A P.D103N
XH_P87 12 6494542 6494542 Missense_Mutation SNV A C C LTBR c.412A>C P.K138Q
XH_P87 14 21550253 21550253 Missense_Mutation SNV C T T ARHGEF40 c.1084C>T P.R362W
XH_P87 14 24731564 24731564 Splice_Site SNV T C C TGM1 c.-2-4A>G
XH_P87 14 38256729 38256729 Missense_Mutation SNV A T T TTC6 c.3371A>T P.D1124V
XH_P87 14 50251828 50251828 Missense_Mutation SNV C A A NEMF c.2992G>T P.V998L
XH_P87 15 42276808 42276808 Missense_Mutation SNV G T T PLA2G4E c.2212C>A P.Q738K
XH_P87 15 85403004 85403004 Splice_Site SNV C T T ALPK3 c.4572-3C>T
XH_P87 15 90631838 90631838 Missense_Mutation SNV C A A IDH2 c.515G>T P.R172M
XH_P87 16 2141861 2141861 Missense_Mutation SNV C G G PKD1 c.11455G>C P.V3819L
XH_P87 16 4815920 4815920 Missense_Mutation SNV T G G ZNF500 c.60A>C P.E20D
XH_P87 17 79096299 79096299 Silent SNV G A A AATK c.1437C>T P.Y479Y
XH_P87 18 2769704 2769704 Missense_Mutation SNV G A A SMCHD1 c.4732G>A P.A1578T
XH_P87 18 61652418 61652418 Missense_Mutation SNV A T T SERPINB8 c.659A>T P.Y220F
XH_P87 19 16688298 16688298 Missense_Mutation SNV C A A MED26 c.343G>T P.V115L
XH_P87 19 40993598 40993598 Splice_Site SNV C T T SPTBN4 c.170-6C>T



XH_P87 19 54613437 54613437 Missense_Mutation SNV C T T TFPT c.323G>A P.R108Q
XH_P87 19 6444316 6444316 Splice_Site SNV G A A SLC25A23 c.1072-4C>T
XH_P87 2 105984159 105984159 Missense_Mutation SNV A C C FHL2 c.369T>G P.H123Q
XH_P87 2 99013386 99013386 Missense_Mutation SNV A C C CNGA3 c.1699A>C P.M567L
XH_P87 20 10256202 10256202 Silent SNV G A A SNAP25 c.63G>A P.L21L
XH_P87 22 50705400 50705400 Silent SNV A C C MAPK11 c.573T>G P.P191P
XH_P87 4 110864525 110864525 Missense_Mutation SNV A G G EGF c.443A>G P.N148S
XH_P87 4 70504989 70504989 Missense_Mutation SNV G C C UGT2A2 c.370C>G P.L124V
XH_P87 6 11213568 11213568 Silent SNV T C C NEDD9 c.405A>G P.P135P
XH_P87 6 44243155 44243155 Missense_Mutation SNV G A A TMEM151B c.592G>A P.V198I
XH_P87 7 1484933 1484933 Missense_Mutation SNV C A A MICALL2 c.773G>T P.R258L
XH_P87 7 55259515 55259515 Missense_Mutation SNV T G G EGFR c.2573T>G P.L858R
XH_P87 7 88962961 88962961 Frame_Shift_Del INDEL C - - ZNF804B c.665delC P.T222fs
XH_P87 8 142228328 142228328 Missense_Mutation SNV G A A SLC45A4 c.1258C>T P.R420W
XH_P87 8 89053755 89053755 Missense_Mutation SNV C A A MMP16 c.1758G>T P.Q586H
XH_P88 1 118566028 118566028 Missense_Mutation SNV G A A SPAG17 c.3968C>T P.P1323L
XH_P88 1 120166590 120166590 Nonsense_Mutation SNV C A A ZNF697 c.376G>T P.E126*
XH_P88 1 12368548 12368548 Frame_Shift_Del INDEL C - - VPS13D c.6500delC P.A2167fs
XH_P88 1 12835294 12835294 Missense_Mutation SNV C T T PRAMEF12 c.284C>T P.P95L
XH_P88 1 145560227 145560227 Missense_Mutation SNV T A A ANKRD35 c.443T>A P.L148Q
XH_P88 1 156814912 156814912 Missense_Mutation SNV C A A INSRR c.2393G>T P.G798V
XH_P88 1 156814913 156814913 Missense_Mutation SNV C A A INSRR c.2392G>T P.G798C
XH_P88 1 160144370 160144370 Missense_Mutation SNV G T T ATP1A4 c.2144G>T P.G715V
XH_P88 1 169446760 169446760 Missense_Mutation SNV C A A SLC19A2 c.440G>T P.S147I
XH_P88 1 16952260 16952260 Splice_Site SNV T C C CROCCP2 n.723+10A>G
XH_P88 1 170136782 170136782 Missense_Mutation SNV C T T METTL11B c.736C>T P.R246W
XH_P88 1 171509715 171509715 Missense_Mutation SNV A G G PRRC2C c.3104A>G P.E1035G
XH_P88 1 175334371 175334371 Missense_Mutation SNV A G G TNR c.1363T>C P.S455P
XH_P88 1 17942620 17942620 Missense_Mutation SNV G A A ARHGEF10L c.641G>A P.G214E
XH_P88 1 190067507 190067507 Missense_Mutation SNV G T T BRINP3 c.1636C>A P.P546T
XH_P88 1 193107231 193107231 Missense_Mutation SNV G T T CDC73 c.440G>T P.R147L
XH_P88 1 200943959 200943959 Missense_Mutation SNV G A A KIF21B c.4697C>T P.A1566V
XH_P88 1 201779178 201779178 Silent SNV C T T NAV1 c.3324C>T P.P1108P
XH_P88 1 2161052 2161052 Missense_Mutation SNV G T T SKI c.847G>T P.A283S
XH_P88 1 225380498 225380498 Frame_Shift_Del INDEL G - - DNAH14 c.5706delG P.W1902fs
XH_P88 1 225380499 225380499 Missense_Mutation SNV G T T DNAH14 c.5706G>T P.W1902C
XH_P88 1 228467010 228467010 Missense_Mutation SNV G T T OBSCN c.7261G>T P.A2421S
XH_P88 1 229745867 229745867 Missense_Mutation SNV C T T TAF5L c.233G>A P.R78Q
XH_P88 1 237951332 237951332 Missense_Mutation SNV G A A RYR2 c.13373G>A P.G4458D
XH_P88 1 25634255 25634255 Missense_Mutation SNV G A A RHD c.1191G>A P.M397I
XH_P88 1 34554788 34554788 Missense_Mutation SNV T A A CSMD2 c.194A>T P.N65I
XH_P88 1 46976147 46976147 Missense_Mutation SNV G A A DMBX1 c.169G>A P.D57N
XH_P88 1 55277591 55277591 Missense_Mutation SNV C A A LEXM c.605C>A P.P202H
XH_P88 1 6145265 6145265 Missense_Mutation SNV G T T KCNAB2 c.283G>T P.A95S
XH_P88 1 75037471 75037471 Missense_Mutation SNV G A A ERICH3 c.3923C>T P.A1308V
XH_P88 1 8403806 8403806 Splice_Site SNV G C C SLC45A1 c.2083-1G>C
XH_P88 10 100185390 100185390 Missense_Mutation SNV G C C HPS1 c.1243C>G P.P415A
XH_P88 10 124608957 124608957 Splice_Site SNV T A A FAM24B c.93-2A>T
XH_P88 10 125521388 125521388 Missense_Mutation SNV T G G CPXM2 c.1777A>C P.S593R
XH_P88 10 127760107 127760107 Missense_Mutation SNV C A A ADAM12 c.1262G>T P.G421V
XH_P88 10 134021648 134021648 Missense_Mutation SNV T A A STK32C c.1366A>T P.R456W
XH_P88 10 24832616 24832616 Missense_Mutation SNV A G G KIAA1217 c.4417A>G P.R1473G
XH_P88 10 31809382 31809382 Silent SNV G T T ZEB1 c.1071G>T P.G357G
XH_P88 10 50533979 50533979 Missense_Mutation SNV C T T C10orf71 c.3389C>T P.S1130L
XH_P88 10 71695140 71695140 Missense_Mutation SNV G A A COL13A1 c.1730G>A P.G577E
XH_P88 10 71695141 71695141 Silent SNV A T T COL13A1 c.1731A>T P.G577G
XH_P88 10 81154100 81154100 Missense_Mutation SNV C A A ZCCHC24 c.544G>T P.G182W
XH_P88 10 85984178 85984178 Missense_Mutation SNV T G G LRIT2 c.803A>C P.Q268P
XH_P88 10 90984922 90984922 Missense_Mutation SNV C A A LIPA c.602G>T P.G201V
XH_P88 10 95072862 95072862 Missense_Mutation SNV G C C MYOF c.5804C>G P.A1935G
XH_P88 10 97447049 97447049 Missense_Mutation SNV C T T TCTN3 c.691G>A P.A231T
XH_P88 11 103027454 103027454 Missense_Mutation SNV T C C DYNC2H1 c.4082T>C P.L1361S
XH_P88 11 107299677 107299677 Missense_Mutation SNV G T T CWF19L2 c.1281C>A P.D427E
XH_P88 11 116734522 116734522 Silent SNV C T T SIK3 c.1344G>A P.K448K
XH_P88 11 117376421 117376421 Missense_Mutation SNV A G G DSCAML1 c.1990T>C P.F664L
XH_P88 11 119029318 119029318 Missense_Mutation SNV G A A ABCG4 c.1219G>A P.G407S
XH_P88 11 17981057 17981057 Missense_Mutation SNV C T T SERGEF c.971G>A P.S324N
XH_P88 11 21556065 21556065 Splice_Site SNV G C C NELL1 c.1870+5G>C
XH_P88 11 21556066 21556066 Splice_Site SNV C T T NELL1 c.1870+6C>T
XH_P88 11 379910 379910 Missense_Mutation SNV G T T B4GALNT4 c.2533G>T P.A845S
XH_P88 11 47305930 47305930 Silent SNV G A A MADD c.1971G>A P.V657V
XH_P88 11 5020978 5020978 Missense_Mutation SNV C A A OR51L1 c.766C>A P.P256T
XH_P88 11 55594737 55594737 Missense_Mutation SNV C A A OR5L2 c.43C>A P.L15I
XH_P88 11 6007208 6007208 Missense_Mutation SNV C T T OR52L1 c.953G>A P.R318H
XH_P88 11 65350799 65350799 Frame_Shift_Ins INDEL - T T EHBP1L1 c.2657dupT P.Q887fs
XH_P88 11 66333518 66333518 Missense_Mutation SNV C T T CTSF c.842G>A P.G281E
XH_P88 11 6650972 6650972 Missense_Mutation SNV C T T DCHS1 c.4966G>A P.V1656I
XH_P88 11 78468035 78468035 Frame_Shift_Del INDEL G - - TENM4 c.2571delC P.C858fs
XH_P88 11 82564256 82564256 Missense_Mutation SNV T C C PRCP c.59A>G P.Y20C
XH_P88 11 86013513 86013513 Missense_Mutation SNV G A A HIKESHI c.23G>A P.G8E
XH_P88 11 88241995 88241995 Missense_Mutation SNV G A A GRM5 c.3308C>T P.A1103V
XH_P88 11 89135547 89135547 Missense_Mutation SNV T C C NOX4 c.793A>G P.K265E
XH_P88 12 109186276 109186276 Missense_Mutation SNV C A A SSH1 c.1679G>T P.G560V
XH_P88 12 11061429 11061429 Missense_Mutation SNV C A A TAS2R13 c.469G>T P.D157Y
XH_P88 12 111701642 111701642 Splice_Site SNV A T T CUX2 c.300A>T P.P100P
XH_P88 12 120146032 120146032 Silent SNV G A A CIT c.5163C>T P.P1721P
XH_P88 12 121442854 121442854 Missense_Mutation SNV T A A C12orf43 c.497A>T P.K166M
XH_P88 12 123335415 123335415 Missense_Mutation SNV G A A HIP1R c.472G>A P.D158N
XH_P88 12 123335416 123335416 Missense_Mutation SNV A G G HIP1R c.473A>G P.D158G
XH_P88 12 128899982 128899982 Missense_Mutation SNV C A A TMEM132C c.791C>A P.S264Y
XH_P88 12 1919741 1919741 Missense_Mutation SNV C A A CACNA2D4 c.2626G>T P.D876Y
XH_P88 12 21069046 21069046 Silent SNV A T T SLCO1B3 c.1974A>T P.A658A
XH_P88 12 50367204 50367204 Missense_Mutation SNV C T T AQP6 c.248C>T P.P83L
XH_P88 12 51584254 51584254 Missense_Mutation SNV C T T POU6F1 c.682G>A P.G228R
XH_P88 12 52681775 52681775 Missense_Mutation SNV C T T KRT81 c.893G>A P.R298H
XH_P88 12 5672499 5672499 Missense_Mutation SNV A C C ANO2 c.2978T>G P.M993R
XH_P88 12 66704330 66704330 Missense_Mutation SNV G A A HELB c.1622G>A P.G541E
XH_P88 12 6700647 6700647 Missense_Mutation SNV T C C CHD4 c.3325A>G P.I1109V



XH_P88 12 6753526 6753526 Missense_Mutation SNV C T T ACRBP c.721G>A P.G241R
XH_P88 12 70934713 70934713 Missense_Mutation SNV C A A PTPRB c.5519G>T P.G1840V
XH_P88 12 88433986 88433986 Missense_Mutation SNV G C C C12orf29 c.152G>C P.S51T
XH_P88 13 101315415 101315415 Missense_Mutation SNV C T T TMTC4 c.298G>A P.G100R
XH_P88 13 25672014 25672014 Missense_Mutation SNV C T T PABPC3 c.1678C>T P.R560W
XH_P88 13 27333749 27333749 Frame_Shift_Ins INDEL - T T GPR12 c.215dupA P.N72fs
XH_P88 13 42390911 42390911 Missense_Mutation SNV C A A VWA8 c.1870G>T P.V624F
XH_P88 13 45149543 45149543 Frame_Shift_Ins INDEL - G G TSC22D1 c.667dupC P.H223fs
XH_P88 13 51544059 51544059 Splice_Site SNV C T T RNASEH2B c.742-9C>T
XH_P88 13 58240881 58240881 Missense_Mutation SNV C A A PCDH17 c.2711C>A P.T904N
XH_P88 13 84455567 84455567 Missense_Mutation SNV C G G SLITRK1 c.76G>C P.E26Q
XH_P88 13 92346009 92346009 Silent SNV G A A GPC5 c.894G>A P.S298S
XH_P88 14 104641874 104641874 Missense_Mutation SNV G T T KIF26A c.2749G>T P.A917S
XH_P88 14 104642640 104642640 Missense_Mutation SNV C A A KIF26A c.3515C>A P.T1172N
XH_P88 14 105417221 105417221 Missense_Mutation SNV C A A AHNAK2 c.4567G>T P.V1523L
XH_P88 14 24045127 24045127 Silent SNV C T T JPH4 c.918G>A P.E306E
XH_P88 14 24534858 24534858 Missense_Mutation SNV G A A CARMIL3 c.3424G>A P.G1142R
XH_P88 14 38723886 38723886 Missense_Mutation SNV C G G CLEC14A c.1342G>C P.E448Q
XH_P88 14 50649224 50649224 Missense_Mutation SNV C A A SOS2 c.815G>T P.S272I
XH_P88 14 51489574 51489574 Silent SNV C T T TRIM9 c.1020G>A P.K340K
XH_P88 14 77844850 77844850 Missense_Mutation SNV G T T SAMD15 c.1089G>T P.E363D
XH_P88 14 77844851 77844851 Missense_Mutation SNV A T T SAMD15 c.1090A>T P.I364L
XH_P88 14 94545835 94545835 Missense_Mutation SNV T C C DDX24 c.254A>G P.E85G
XH_P88 14 94712829 94712829 Missense_Mutation SNV A T T PPP4R4 c.1564A>T P.I522F
XH_P88 14 95557570 95557570 Missense_Mutation SNV C G G DICER1 c.5497G>C P.V1833L
XH_P88 14 95557571 95557571 Silent SNV C T T DICER1 c.5496G>A P.Q1832Q
XH_P88 15 33952400 33952400 Splice_Site SNV C T T RYR3 c.4398C>T P.N1466N
XH_P88 15 42109802 42109802 Splice_Site SNV A T T MAPKBP1 c.1801-10A>T
XH_P88 15 48451820 48451820 Missense_Mutation SNV A C C MYEF2 c.707T>G P.F236C
XH_P88 15 64222622 64222622 Missense_Mutation SNV G C C DAPK2 c.616C>G P.L206V
XH_P88 15 64222623 64222623 Silent SNV A T T DAPK2 c.615T>A P.G205G
XH_P88 15 67786633 67786633 Missense_Mutation SNV T A A IQCH c.2899T>A P.F967I
XH_P88 15 69003123 69003123 Missense_Mutation SNV C T T CORO2B c.371C>T P.A124V
XH_P88 15 69006371 69006371 Silent SNV C G G CORO2B c.741C>G P.L247L
XH_P88 15 81572098 81572098 Missense_Mutation SNV A T T IL16 c.1064A>T P.E355V
XH_P88 15 81625257 81625257 Missense_Mutation SNV G T T TMC3 c.2806C>A P.P936T
XH_P88 15 84611420 84611420 Nonsense_Mutation SNV C A A ADAMTSL3 c.2190C>A P.C730*
XH_P88 15 84611421 84611421 Silent SNV C T T ADAMTSL3 c.2191C>T P.L731L
XH_P88 15 99670824 99670824 Silent SNV G A A SYNM c.2256G>A P.V752V
XH_P88 16 10273854 10273854 Splice_Site SNV C A A GRIN2A c.414+1G>T
XH_P88 16 11003051 11003051 Splice_Site SNV G A A CIITA c.2816+7G>A
XH_P88 16 20809383 20809383 Missense_Mutation SNV G A A ERI2 c.1739C>T P.T580I
XH_P88 16 27514179 27514179 Splice_Site SNV C T T GTF3C1 c.1907+1G>A
XH_P88 16 31367262 31367262 Missense_Mutation SNV C A A ITGAX c.86C>A P.A29D
XH_P88 16 61851450 61851450 Missense_Mutation SNV C T T CDH8 c.1210G>A P.A404T
XH_P88 16 66974433 66974433 Silent SNV C T T CES2 c.843C>T P.G281G
XH_P88 16 67022737 67022737 Splice_Site SNV A T T CES4A c.58+4A>T
XH_P88 16 68025856 68025856 Missense_Mutation SNV A G G DPEP2 c.73T>C P.C25R
XH_P88 16 68597843 68597843 Missense_Mutation SNV G A A ZFP90 c.1153G>A P.E385K
XH_P88 16 88599826 88599826 Missense_Mutation SNV C T T ZFPM1 c.1460C>T P.S487L
XH_P88 16 89349392 89349392 Silent SNV C T T ANKRD11 c.3558G>A P.K1186K
XH_P88 17 11543667 11543667 Missense_Mutation SNV G T T DNAH9 c.1867G>T P.G623C
XH_P88 17 19287865 19287865 Missense_Mutation SNV G T T MFAP4 c.750C>A P.H250Q
XH_P88 17 27235800 27235800 Splice_Site SNV C A A PHF12 c.2458+1G>T
XH_P88 17 29490210 29490210 Nonsense_Mutation SNV A T T NF1 c.295A>T P.K99*
XH_P88 17 29685517 29685517 Nonsense_Mutation SNV A T T NF1 c.7990A>T P.K2664*
XH_P88 17 32688855 32688855 Missense_Mutation SNV G A A CCL1 c.137C>T P.A46V
XH_P88 17 38935824 38935824 Missense_Mutation SNV C T T KRT27 c.902G>A P.R301Q
XH_P88 17 39643257 39643257 Missense_Mutation SNV G A A KRT36 c.1153C>T P.R385W
XH_P88 17 44828929 44828929 Nonsense_Mutation SNV A T T NSF c.2104A>T P.K702*
XH_P88 17 4496315 4496315 Silent SNV C T T SMTNL2 c.579C>T P.P193P
XH_P88 17 47109332 47109332 Missense_Mutation SNV G A A IGF2BP1 c.398G>A P.R133K
XH_P88 17 47109333 47109333 Missense_Mutation SNV G T T IGF2BP1 c.399G>T P.R133S
XH_P88 17 48540573 48540573 Silent SNV C T T ACSF2 c.924C>T P.N308N
XH_P88 17 62137824 62137824 Splice_Site SNV C A A ERN1 c.1206+5G>T
XH_P88 17 72584862 72584862 Missense_Mutation SNV G T T CD300LD c.167C>A P.A56D
XH_P88 17 7557489 7557489 Missense_Mutation SNV C A A ATP1B2 c.220C>A P.Q74K
XH_P88 17 7577556 7577556 Missense_Mutation SNV C A A TP53 c.725G>T P.C242F
XH_P88 17 79096064 79096064 Missense_Mutation SNV C T T AATK c.1672G>A P.A558T
XH_P88 17 79426306 79426306 Silent SNV G A A BAHCC1 c.5673G>A P.R1891R
XH_P88 17 8738616 8738616 Missense_Mutation SNV C A A PIK3R6 c.619G>T P.A207S
XH_P88 17 9828807 9828807 Missense_Mutation SNV T G G GAS7 c.932A>C P.K311T
XH_P88 18 10485535 10485535 Missense_Mutation SNV A T T APCDD1 c.851A>T P.K284M
XH_P88 18 56037692 56037692 Missense_Mutation SNV A G G NEDD4L c.1886A>G P.E629G
XH_P88 18 8783547 8783547 Missense_Mutation SNV G A A MTCL1 c.437G>A P.R146K
XH_P88 19 10602770 10602770 Missense_Mutation SNV C A A KEAP1 c.808G>T P.A270S
XH_P88 19 10742631 10742631 Splice_Site SNV A C C SLC44A2 c.704+4A>C
XH_P88 19 1122885 1122885 Splice_Site SNV G T T SBNO2 c.609+8C>A
XH_P88 19 11230903 11230903 Missense_Mutation SNV C T T LDLR c.1981C>T P.P661S
XH_P88 19 11660228 11660228 Missense_Mutation SNV C A A CNN1 c.592C>A P.P198T
XH_P88 19 12637600 12637600 Missense_Mutation SNV A G G ZNF564 c.1322T>C P.I441T
XH_P88 19 12958118 12958118 Silent SNV C T T MAST1 c.342C>T P.S114S
XH_P88 19 15567302 15567302 Splice_Site SNV C T T RASAL3 c.1576+11G>A
XH_P88 19 18707846 18707846 Silent SNV G A A CRLF1 c.711C>T P.P237P
XH_P88 19 23542452 23542452 Missense_Mutation SNV T A A ZNF91 c.3233A>T P.E1078V
XH_P88 19 23542453 23542453 Nonsense_Mutation SNV C A A ZNF91 c.3232G>T P.E1078*
XH_P88 19 31769760 31769760 Silent SNV G A A TSHZ3 c.939C>T P.A313A
XH_P88 19 3179658 3179658 Missense_Mutation SNV G T T S1PR4 c.868G>T P.D290Y
XH_P88 19 41248364 41248364 Missense_Mutation SNV G A A C19orf54 c.1030C>T P.L344F
XH_P88 19 41248527 41248527 Silent SNV G C C C19orf54 c.867C>G P.S289S
XH_P88 19 44492718 44492718 Splice_Site SNV G A A ZNF155 c.15+8G>A
XH_P88 19 47767944 47767944 Splice_Site SNV G A A CCDC9 c.546+1G>A
XH_P88 19 51162306 51162306 Silent SNV C T T C19orf81 c.504C>T P.L168L
XH_P88 19 53668459 53668459 Missense_Mutation SNV T G G ZNF665 c.1284A>C P.K428N
XH_P88 19 5456781 5456781 Missense_Mutation SNV C T T ZNRF4 c.1279C>T P.P427S
XH_P88 19 54780269 54780269 Missense_Mutation SNV C T T LILRB2 c.1522G>A P.G508R
XH_P88 19 5832415 5832415 Missense_Mutation SNV C T T FUT6 c.164G>A P.G55E
XH_P88 19 7626435 7626435 Missense_Mutation SNV C G G PNPLA6 c.4115C>G P.A1372G



XH_P88 19 9046894 9046894 Silent SNV A G G MUC16 c.34737T>C P.T11579T
XH_P88 19 9070358 9070358 Silent SNV C T T MUC16 c.17088G>A P.E5696E
XH_P88 2 124783255 124783255 Missense_Mutation SNV G A A CNTNAP5 c.28G>A P.V10I
XH_P88 2 128347742 128347742 Silent SNV C T T MYO7B c.1930C>T P.L644L
XH_P88 2 128466272 128466272 Missense_Mutation SNV A T T WDR33 c.3760T>A P.S1254T
XH_P88 2 166514492 166514492 Missense_Mutation SNV C A A CSRNP3 c.370C>A P.H124N
XH_P88 2 170417229 170417229 Silent SNV C T T FASTKD1 c.639G>A P.V213V
XH_P88 2 171641290 171641290 Missense_Mutation SNV G A A ERICH2 c.163G>A P.E55K
XH_P88 2 179428048 179428048 Missense_Mutation SNV C A A TTN c.77888G>T P.G25963V
XH_P88 2 179433990 179433990 Silent SNV T C C TTN c.71946A>G P.E23982E
XH_P88 2 179575356 179575356 Splice_Site SNV C T T TTN c.27511+6G>A
XH_P88 2 179623733 179623733 Silent SNV G A A TTN c.10281C>T P.S3427S
XH_P88 2 189872801 189872801 Missense_Mutation SNV C A A COL3A1 c.3458C>A P.T1153N
XH_P88 2 189872802 189872802 Silent SNV C T T COL3A1 c.3459C>T P.T1153T
XH_P88 2 20205608 20205608 Silent SNV G A A MATN3 c.687C>T P.S229S
XH_P88 2 20508157 20508157 Missense_Mutation SNV T A A PUM2 c.539A>T P.Q180L
XH_P88 2 238727553 238727553 Nonsense_Mutation SNV G T T RBM44 c.1690G>T P.E564*
XH_P88 2 32474763 32474763 Missense_Mutation SNV G A A NLRC4 c.2170C>T P.L724F
XH_P88 2 3816940 3816940 Missense_Mutation SNV C T T DCDC2C c.893C>T P.T298I
XH_P88 2 45620165 45620165 Missense_Mutation SNV C T T SRBD1 c.2617G>A P.E873K
XH_P88 2 49191035 49191035 Missense_Mutation SNV C T T FSHR c.925G>A P.G309S
XH_P88 2 55571557 55571557 Missense_Mutation SNV C T T CCDC88A c.1135G>A P.E379K
XH_P88 2 69741736 69741736 Missense_Mutation SNV G T T AAK1 c.1643C>A P.A548D
XH_P88 2 85781327 85781327 Silent SNV T C C GGCX c.828A>G P.R276R
XH_P88 2 88425811 88425811 Missense_Mutation SNV C T T FABP1 c.124G>A P.V42M
XH_P88 2 96585666 96585666 Missense_Mutation SNV A G G ANKRD36C c.2323T>C P.S775P
XH_P88 2 99012962 99012962 Nonsense_Mutation SNV C A A CNGA3 c.1275C>A P.Y425*
XH_P88 20 44750900 44750900 Silent SNV G A A CD40 c.159G>A P.E53E
XH_P88 20 44751329 44751329 Missense_Mutation SNV A T T CD40 c.337A>T P.S113C
XH_P88 20 44756876 44756876 Splice_Site SNV G C C CD40 c.658+1G>C
XH_P88 20 9389735 9389735 Missense_Mutation SNV C T T PLCB4 c.1870C>T P.P624S
XH_P88 21 33694217 33694217 Missense_Mutation SNV C T T URB1 c.5378G>A P.R1793Q
XH_P88 21 45113111 45113111 Silent SNV G A A RRP1B c.2124G>A P.T708T
XH_P88 21 45855099 45855099 Missense_Mutation SNV C T T TRPM2 c.4210C>T P.R1404W
XH_P88 21 45947324 45947324 Missense_Mutation SNV G A A TSPEAR c.796C>T P.R266C
XH_P88 22 21400327 21400327 Missense_Mutation SNV G T T LRRC74B c.52G>T P.A18S
XH_P88 22 24237129 24237223 Frame_Shift_Del INDEL CGCGCGGCCA - - MIF GGCGCGCGGCC P.V95fs
XH_P88 22 26860467 26860467 Missense_Mutation SNV C A A HPS4 c.1129G>T P.A377S
XH_P88 22 31061551 31061551 Splice_Site SNV C A A SLC35E4 c.*2+5C>A
XH_P88 22 41536168 41536168 Silent SNV G A A EP300 c.1785G>A P.P595P
XH_P88 3 108160048 108160048 Silent SNV G A A MYH15 c.2775C>T P.I925I
XH_P88 3 108160050 108160050 Missense_Mutation SNV T C C MYH15 c.2773A>G P.I925V
XH_P88 3 108324283 108324283 Splice_Site SNV G T T DZIP3 c.30G>T P.V10V
XH_P88 3 119134348 119134348 Missense_Mutation SNV T A A ARHGAP31 c.3572T>A P.M1191K
XH_P88 3 119134349 119134349 Missense_Mutation SNV G A A ARHGAP31 c.3573G>A P.M1191I
XH_P88 3 121417093 121417093 Silent SNV C T T GOLGB1 c.2277G>A P.K759K
XH_P88 3 125216218 125216218 Silent SNV C T T SNX4 c.564G>A P.K188K
XH_P88 3 130282481 130282481 Missense_Mutation SNV G A A COL6A6 c.634G>A P.G212R
XH_P88 3 148563260 148563260 Silent SNV C T T CPB1 c.828C>T P.A276A
XH_P88 3 154147088 154147088 Missense_Mutation SNV G A A GPR149 c.317C>T P.T106I
XH_P88 3 160786599 160786599 Frame_Shift_Ins INDEL - T T PPM1L c.357dupT P.G120fs
XH_P88 3 173997424 173997424 Missense_Mutation SNV A C C NLGN1 c.1633A>C P.N545H
XH_P88 3 18457488 18457488 Splice_Site SNV T A A SATB1 c.515+11A>T
XH_P88 3 18457489 18457489 Splice_Site SNV C A A SATB1 c.515+10G>T
XH_P88 3 193031973 193031973 Missense_Mutation SNV A T T ATP13A5 c.2168T>A P.L723H
XH_P88 3 38739467 38739467 Nonsense_Mutation SNV C T T SCN10A c.5241G>A P.W1747*
XH_P88 3 46783946 46783946 Missense_Mutation SNV G T T PRSS45 c.581C>A P.T194N
XH_P88 3 49160605 49160605 Missense_Mutation SNV G T T LAMB2 c.4184C>A P.A1395D
XH_P88 3 52090020 52090020 Missense_Mutation SNV C A A DUSP7 c.363G>T P.K121N
XH_P88 3 66432743 66432743 Silent SNV G C C LRIG1 c.2571C>G P.V857V
XH_P88 3 67053698 67053698 Missense_Mutation SNV T G G KBTBD8 c.307T>G P.L103V
XH_P88 4 11401021 11401021 Missense_Mutation SNV C A A HS3ST1 c.609G>T P.W203C
XH_P88 4 140187829 140187829 Missense_Mutation SNV T A A MGARP c.647A>T P.E216V
XH_P88 4 166910546 166910546 Silent SNV C T T TLL1 c.183C>T P.G61G
XH_P88 4 178260931 178260931 Splice_Site SNV T C C NEIL3 c.628-6T>C
XH_P88 4 17839410 17839410 Missense_Mutation SNV T C C NCAPG c.2452T>C P.S818P
XH_P88 4 187003732 187003732 Missense_Mutation SNV C G G TLR3 c.892C>G P.P298A
XH_P88 4 2835446 2835446 Missense_Mutation SNV G T T SH3BP2 c.1571G>T P.G524V
XH_P88 4 38830610 38830610 Missense_Mutation SNV T A A TLR6 c.485A>T P.D162V
XH_P88 4 54232039 54232039 Missense_Mutation SNV C A A SCFD2 c.70G>T P.A24S
XH_P88 4 54967894 54967894 Missense_Mutation SNV C A A GSX2 c.720C>A P.N240K
XH_P88 4 69968609 69968609 Nonsense_Mutation SNV G T T UGT2B7 c.955G>T P.E319*
XH_P88 4 69968610 69968610 Missense_Mutation SNV A T T UGT2B7 c.956A>T P.E319V
XH_P88 5 1034382 1034382 Silent SNV C T T NKD2 c.363C>T P.D121D
XH_P88 5 13820584 13820584 Missense_Mutation SNV G A A DNAH5 c.6712C>T P.H2238Y
XH_P88 5 13820585 13820585 Missense_Mutation SNV G T T DNAH5 c.6711C>A P.N2237K
XH_P88 5 140529997 140529997 Silent SNV G C C PCDHB6 c.159G>C P.L53L
XH_P88 5 141334989 141334989 Missense_Mutation SNV G T T PCDH12 c.2428C>A P.P810T
XH_P88 5 149398241 149398241 Missense_Mutation SNV G T T HMGXB3 c.1022G>T P.G341V
XH_P88 5 156750990 156750990 Missense_Mutation SNV C A A CYFIP2 c.1733C>A P.T578N
XH_P88 5 156750991 156750991 Silent SNV C A A CYFIP2 c.1734C>A P.T578T
XH_P88 5 169671 169671 Missense_Mutation SNV C A A PLEKHG4B c.2625C>A P.H875Q
XH_P88 5 169672 169672 Missense_Mutation SNV T A A PLEKHG4B c.2626T>A P.C876S
XH_P88 5 176024694 176024694 Missense_Mutation SNV A T T GPRIN1 c.2142T>A P.S714R
XH_P88 5 178559221 178559221 Splice_Site SNV T A A ADAMTS2 c.2290+10A>T
XH_P88 5 179300230 179300230 Silent SNV G A A TBC1D9B c.2205C>T P.V735V
XH_P88 5 21854773 21854773 Splice_Site SNV A C C CDH12 c.646+7T>G
XH_P88 5 36195278 36195278 Missense_Mutation SNV C T T NADK2 c.1297G>A P.D433N
XH_P88 5 5200330 5200330 Nonsense_Mutation SNV G T T ADAMTS16 c.1399G>T P.G467*
XH_P88 5 53815148 53815148 Nonsense_Mutation SNV C T T SNX18 c.1366C>T P.Q456*
XH_P88 6 130762087 130762087 Silent SNV A C C TMEM200A c.520A>C P.R174R
XH_P88 6 132030542 132030542 Missense_Mutation SNV G A A CTAGE9 c.1616C>T P.P539L
XH_P88 6 132722495 132722495 Missense_Mutation SNV G T T MOXD1 c.71C>A P.T24N
XH_P88 6 152763225 152763225 Silent SNV C T T SYNE1 c.4014G>A P.Q1338Q
XH_P88 6 159654096 159654096 Missense_Mutation SNV C T T FNDC1 c.2552C>T P.S851L
XH_P88 6 168315349 168315349 Nonsense_Mutation SNV G T T AFDN c.2209G>T P.E737*
XH_P88 6 168315350 168315350 Missense_Mutation SNV A T T AFDN c.2210A>T P.E737V
XH_P88 6 17837213 17837213 Missense_Mutation SNV T A A KIF13A c.1051A>T P.R351W



XH_P88 6 27420357 27420357 Silent SNV A T T ZNF184 c.981T>A P.I327I
XH_P88 6 27776035 27776035 Missense_Mutation SNV G T T HIST1H2AI c.48G>T P.K16N
XH_P88 6 27776036 27776036 Missense_Mutation SNV A T T HIST1H2AI c.49A>T P.T17S
XH_P88 6 27835267 27835267 Missense_Mutation SNV G A A HIST1H1B c.41C>T P.P14L
XH_P88 6 28227194 28227194 Silent SNV C T T NKAPL c.45C>T P.G15G
XH_P88 6 33636882 33636882 Missense_Mutation SNV A T T ITPR3 c.2138A>T P.Q713L
XH_P88 6 36931221 36931221 Missense_Mutation SNV A C C PI16 c.1103A>C P.E368A
XH_P88 6 42146559 42146559 Missense_Mutation SNV C T T GUCA1A c.371C>T P.P124L
XH_P88 6 57006817 57006817 Missense_Mutation SNV G C C ZNF451 c.928G>C P.D310H
XH_P88 7 100170519 100170519 Missense_Mutation SNV C T T SAP25 c.181G>A P.G61R
XH_P88 7 100417180 100417180 Splice_Site SNV C T T EPHB4 c.1296G>A P.E432E
XH_P88 7 101200674 101200674 Missense_Mutation SNV G T T COL26A1 c.1189G>T P.V397F
XH_P88 7 103018905 103018905 Silent SNV A T T SLC26A5 c.1677T>A P.T559T
XH_P88 7 103018906 103018906 Missense_Mutation SNV G T T SLC26A5 c.1676C>A P.T559N
XH_P88 7 107336415 107336415 Missense_Mutation SNV T G G SLC26A4 c.1475T>G P.L492R
XH_P88 7 127014210 127014210 Nonsense_Mutation SNV C A A ZNF800 c.1180G>T P.E394*
XH_P88 7 128356939 128356939 Missense_Mutation SNV G T T FAM71F1 c.322G>T P.V108L
XH_P88 7 128494187 128494187 Missense_Mutation SNV G A A FLNC c.6545G>A P.G2182E
XH_P88 7 128544101 128544101 Splice_Site SNV G A A KCP c.654+8C>T
XH_P88 7 150417944 150417944 Silent SNV C T T GIMAP1 c.852C>T P.G284G
XH_P88 7 150691042 150691042 Missense_Mutation SNV G C C NOS3 c.151G>C P.E51Q
XH_P88 7 150691043 150691043 Missense_Mutation SNV A T T NOS3 c.152A>T P.E51V
XH_P88 7 21945909 21945909 Missense_Mutation SNV C G G CDCA7L c.817G>C P.G273R
XH_P88 7 27150189 27150189 Missense_Mutation SNV A C C HOXA3 c.71T>G P.F24C
XH_P88 7 44146455 44146455 Missense_Mutation SNV C A A AEBP1 c.564C>A P.S188R
XH_P88 7 4827912 4827912 Frame_Shift_Del INDEL G - - AP5Z1 c.1583delG P.G528fs
XH_P88 7 57522799 57522799 Missense_Mutation SNV G C C ZNF716 c.187G>C P.D63H
XH_P88 7 66103932 66103932 Nonsense_Mutation SNV G T T KCTD7 c.583G>T P.E195*
XH_P88 7 75066792 75066792 Splice_Site SNV C A A POM121C c.480+1G>T
XH_P88 7 86416177 86416177 Missense_Mutation SNV C G G GRM3 c.1069C>G P.Q357E
XH_P88 7 99569424 99569424 Silent SNV C T T AZGP1 c.282G>A P.E94E
XH_P88 8 107758091 107758091 Splice_Site SNV G T T OXR1 c.2489+1G>T
XH_P88 8 118174031 118174031 Missense_Mutation SNV A T T SLC30A8 c.480A>T P.Q160H
XH_P88 8 133184947 133184947 Splice_Site SNV G T T KCNQ3 c.685-7C>A
XH_P88 8 134237750 134237750 Missense_Mutation SNV C A A WISP1 c.467C>A P.A156D
XH_P88 8 143356162 143356162 Missense_Mutation SNV C T T TSNARE1 c.769G>A P.A257T
XH_P88 8 144891036 144891036 Missense_Mutation SNV G T T SCRIB c.1858C>A P.P620T
XH_P88 8 2975983 2975983 Missense_Mutation SNV G A A CSMD1 c.6368C>T P.P2123L
XH_P88 8 39624489 39624489 Frame_Shift_Ins INDEL - C C ADAM2 c.1327_1328insG P.S443fs
XH_P88 8 56015172 56015172 Missense_Mutation SNV T A A XKR4 c.124T>A P.S42T
XH_P88 8 77768080 77768080 Missense_Mutation SNV G T T ZFHX4 c.8923G>T P.V2975L
XH_P88 8 88885780 88885780 Silent SNV G A A DCAF4L2 c.420C>T P.S140S
XH_P88 8 91946536 91946536 Missense_Mutation SNV T C C NECAB1 c.698T>C P.L233P
XH_P88 8 95655530 95655530 Splice_Site SNV G T T ESRP1 c.262-1G>T
XH_P88 9 101911461 101911461 Splice_Site SNV G A A TGFBR1 c.1387-1G>A
XH_P88 9 104499915 104499915 Missense_Mutation SNV C A A GRIN3A c.347G>T P.G116V
XH_P88 9 119188315 119188315 Missense_Mutation SNV T A A ASTN2 c.991A>T P.S331C
XH_P88 9 125681880 125681880 Missense_Mutation SNV T G G ZBTB26 c.334A>C P.M112L
XH_P88 9 130913917 130913917 Missense_Mutation SNV G C C LCN2 c.276G>C P.R92S
XH_P88 9 130913918 130913918 Nonsense_Mutation SNV A T T LCN2 c.277A>T P.K93*
XH_P88 9 133339555 133339555 Splice_Site SNV G T T ASS1 c.420+1G>T
XH_P88 9 135251398 135251398 Silent SNV T A A TTF1 c.1077A>T P.G359G
XH_P88 9 138713496 138713496 Missense_Mutation SNV G A A CAMSAP1 c.3011C>T P.A1004V
XH_P88 9 18829846 18829846 Missense_Mutation SNV C T T ADAMTSL1 c.4120C>T P.P1374S
XH_P88 9 2622244 2622244 Missense_Mutation SNV C A A VLDLR c.55C>A P.P19T
XH_P88 9 428358 428358 Splice_Site SNV C T T DOCK8 c.4039-4C>T
XH_P88 9 88938747 88938747 Missense_Mutation SNV G A A ZCCHC6 c.1918C>T P.L640F
XH_P88 9 88938748 88938748 Silent SNV G A A ZCCHC6 c.1917C>T P.S639S
XH_P88 9 90537428 90537428 Missense_Mutation SNV T A A SPATA31C1 c.2606T>A P.M869K
XH_P88 9 96422826 96422826 Missense_Mutation SNV C T T PHF2 c.1682C>T P.P561L
XH_P88 X 102471131 102471131 Missense_Mutation SNV C T T BEX4 c.50C>T P.A17V
XH_P88 X 122747904 122747904 Missense_Mutation SNV C T T THOC2 c.4448G>A P.R1483K
XH_P88 X 139174569 139174569 Missense_Mutation SNV G A A LOC389895 c.668G>A P.R223Q
XH_P88 X 148584976 148584976 Missense_Mutation SNV C T T IDS c.284G>A P.R95K
XH_P88 X 15268595 15268595 Missense_Mutation SNV A C C ASB9 c.525T>G P.C175W
XH_P88 X 55650168 55650168 Nonsense_Mutation SNV T A A FOXR2 c.24T>A P.C8*
XH_P88 X 62944563 62944563 Missense_Mutation SNV G A A ARHGEF9 c.38C>T P.A13V
XH_P88 X 83128474 83128474 Missense_Mutation SNV A T T CYLC1 c.758A>T P.Q253L
XH_P88 X 85950118 85950118 Silent SNV C T T DACH2 c.828C>T P.G276G
XH_P88 X 91132824 91132824 Missense_Mutation SNV G C C PCDH11X c.1585G>C P.D529H
XH_P89 1 161206390 161206390 Splice_Site SNV T A A NR1I3 c.-33-2A>T
XH_P89 1 16260350 16260350 Missense_Mutation SNV A C C SPEN c.7615A>C P.M2539L
XH_P89 1 16376171 16376171 Silent SNV T G G CLCNKB c.840T>G P.P280P
XH_P89 1 181745336 181745336 Missense_Mutation SNV G A A CACNA1E c.5239G>A P.V1747I
XH_P89 1 33772767 33772767 Missense_Mutation SNV A G G A3GALT2 c.623T>C P.F208S
XH_P89 11 113076860 113076860 Missense_Mutation SNV C T T NCAM1 c.586C>T P.R196W
XH_P89 11 119210279 119210279 Missense_Mutation SNV T A A C1QTNF5 c.494A>T P.Q165L
XH_P89 11 120976682 120976682 Splice_Site SNV A T T TECTA c.198+9A>T
XH_P89 11 64023855 64023855 Nonsense_Mutation SNV A T T PLCB3 c.706A>T P.K236*
XH_P89 11 64419065 64419065 Missense_Mutation SNV A C C NRXN2 c.2580T>G P.I860M
XH_P89 11 6647259 6647259 Missense_Mutation SNV T A A DCHS1 c.6623A>T P.Y2208F
XH_P89 12 110765463 110765463 Silent SNV A C C ATP2A2 c.736A>C P.R246R
XH_P89 12 56565698 56565698 Silent SNV G A A SMARCC2 c.1950C>T P.D650D
XH_P89 12 57650248 57650248 Silent SNV C G G R3HDM2 c.2556G>C P.L852L
XH_P89 13 113798235 113798235 Silent SNV C T T F10 c.573C>T P.S191S
XH_P89 14 102027982 102027982 Missense_Mutation SNV C T T DIO3 c.149C>T P.P50L
XH_P89 14 21560436 21560442 Frame_Shift_Del INDEL AGGCCCG - - ZNF219 14_1020delCGGG P.G339fs
XH_P89 14 26917316 26917316 Missense_Mutation SNV G C C NOVA1 c.1373C>G P.S458C
XH_P89 14 59014668 59014668 Missense_Mutation SNV G T T KIAA0586 c.4909G>T P.A1637S
XH_P89 15 52416756 52416756 Missense_Mutation SNV A G G GNB5 c.964T>C P.F322L
XH_P89 15 90193105 90193105 Missense_Mutation SNV A C C KIF7 c.396T>G P.D132E
XH_P89 16 1497548 1497548 Missense_Mutation SNV G C C CLCN7 c.2023C>G P.L675V
XH_P89 16 65015974 65015974 Silent SNV A G G CDH11 c.1230T>C P.P410P
XH_P89 16 72033670 72033670 Missense_Mutation SNV T G G PKD1L3 c.208A>C P.I70L
XH_P89 17 39503398 39503398 Missense_Mutation SNV T C C KRT33A c.665A>G P.N222S
XH_P89 17 73518290 73518304 Missense_Mutation INDEL CTGGCGGGA - - TSEN54 44delGCTGGCGGP.S377_Y381del
XH_P89 17 7577029 7577029 Frame_Shift_Ins INDEL - CT CT TP53 c.907_908dupAG P.S303fs
XH_P89 18 67531610 67531610 Silent SNV T A A CD226 c.951A>T P.T317T



XH_P89 19 12719966 12719966 Splice_Site SNV A C C ZNF490 c.162+6T>G
XH_P89 19 13919940 13919940 Missense_Mutation SNV G C C ZSWIM4 c.918G>C P.M306I
XH_P89 19 48967551 48967551 Missense_Mutation SNV T G G KCNJ14 c.828T>G P.H276Q
XH_P89 19 8154849 8154849 Splice_Site SNV C T T FBN3 c.6185-6G>A
XH_P89 2 241500140 241500140 Splice_Site SNV G A A ANKMY1 c.220+8C>T
XH_P89 2 27455993 27455993 Missense_Mutation SNV T G G CAD c.2787T>G P.D929E
XH_P89 2 45233332 45233332 Missense_Mutation SNV T G G SIX2 c.853A>C P.N285H
XH_P89 20 2463830 2463830 Missense_Mutation SNV T G G ZNF343 c.1777A>C P.I593L
XH_P89 22 17589871 17589871 Nonsense_Mutation SNV G T T IL17RA c.1660G>T P.E554*
XH_P89 22 21380318 21380318 Missense_Mutation SNV A C C P2RX6 c.925A>C P.I309L
XH_P89 3 136574482 136574482 Missense_Mutation SNV T C C SLC35G2 c.1180T>C P.Y394H
XH_P89 3 15276611 15276611 Missense_Mutation SNV C T T CAPN7 c.1366C>T P.P456S
XH_P89 3 183860876 183860876 Missense_Mutation SNV G T T EIF2B5 c.1691G>T P.G564V
XH_P89 3 49152796 49152796 Splice_Site SNV T G G USP19 c.1883-2A>C
XH_P89 3 49941015 49941015 Missense_Mutation SNV A C C MST1R c.28T>G P.S10A
XH_P89 3 50005251 50005251 Silent SNV A G G RBM6 c.393A>G P.P131P
XH_P89 4 103265814 103265814 Silent SNV G A A SLC39A8 c.6C>T P.A2A
XH_P89 4 152095900 152095900 Missense_Mutation SNV T G G SH3D19 c.616A>C P.I206L
XH_P89 5 454122 454122 Missense_Mutation SNV T G G EXOC3 c.1002T>G P.N334K
XH_P89 5 5190177 5190177 Missense_Mutation SNV G A A ADAMTS16 c.1141G>A P.D381N
XH_P89 6 160176086 160176086 Missense_Mutation SNV G A A WTAP c.634G>A P.D212N
XH_P89 7 27150189 27150189 Missense_Mutation SNV A C C HOXA3 c.71T>G P.F24C
XH_P89 7 5521463 5521463 Missense_Mutation SNV A C C FBXL18 c.2100T>G P.D700E
XH_P89 7 64363779 64363779 Silent SNV C T T ZNF273 c.84C>T P.L28L
XH_P89 8 104898350 104898350 Missense_Mutation SNV G A A RIMS2 c.1523G>A P.R508H
XH_P89 8 145626954 145626954 Missense_Mutation SNV C A A CPSF1 c.176G>T P.G59V
XH_P89 8 41791689 41791689 Missense_Mutation SNV G C C KAT6A c.4049C>G P.S1350C
XH_P89 9 133223943 133223943 Missense_Mutation SNV A C C HMCN2 c.2362A>C P.I788L
XH_P89 9 21971096 21971096 Missense_Mutation SNV C A A CDKN2A c.305G>T P.G102V
XH_P89 9 97062941 97062941 Silent SNV A C C ZNF169 c.528A>C P.S176S
XH_P89 X 139866418 139866418 Missense_Mutation SNV A T T CDR1 c.114T>A P.S38R
XH_P89 X 147744069 147744069 Missense_Mutation SNV T C C AFF2 c.809T>C P.L270P
XH_P89 X 29972636 29972636 Splice_Site SNV C A A IL1RAPL1 c.1202-3C>A
XH_P89 X 30260718 30260718 Missense_Mutation SNV C A A MAGEB4 c.466C>A P.Q156K
XH_P89 X 54784819 54784819 Missense_Mutation SNV A T T ITIH6 c.1688T>A P.L563H
XH_P90 1 111434971 111434971 Missense_Mutation SNV G A A CD53 c.68G>A P.C23Y
XH_P90 1 145459672 145459672 Missense_Mutation SNV C T T POLR3GL c.236G>A P.R79Q
XH_P90 1 151018363 151018363 Splice_Site SNV C T T BNIPL c.692+4C>T
XH_P90 1 161954007 161954007 Missense_Mutation SNV A C C OLFML2B c.1714T>G P.Y572D
XH_P90 1 16376171 16376171 Silent SNV T G G CLCNKB c.840T>G P.P280P
XH_P90 1 19519982 19519982 Missense_Mutation SNV G C C UBR4 c.1088C>G P.T363R
XH_P90 1 202097605 202097605 Missense_Mutation SNV A C C GPR37L1 c.1367A>C P.K456T
XH_P90 1 203678472 203678472 Missense_Mutation SNV A C C ATP2B4 c.1601A>C P.K534T
XH_P90 1 229438743 229438743 Splice_Site SNV T G G RAB4A c.*12+7T>G
XH_P90 1 27426927 27426927 Silent SNV T G G SLC9A1 c.2319A>C P.G773G
XH_P90 1 7805963 7805963 Missense_Mutation SNV T G G CAMTA1 c.4429T>G P.S1477A
XH_P90 10 123274774 123274774 Missense_Mutation SNV A G G FGFR2 c.1144T>C P.C382R
XH_P90 10 133962974 133962974 Missense_Mutation SNV A C C JAKMIP3 c.1907A>C P.K636T
XH_P90 10 17147527 17147527 Missense_Mutation SNV A G G CUBN c.1159T>C P.Y387H
XH_P90 10 24832441 24832441 Silent SNV T G G KIAA1217 c.4242T>G P.V1414V
XH_P90 10 43678854 43678854 Missense_Mutation SNV A C C CSGALNACT2 c.1493A>C P.Q498P
XH_P90 10 45936827 45936827 Missense_Mutation SNV C G G ALOX5 c.1221C>G P.I407M
XH_P90 10 50828577 50828577 Missense_Mutation SNV A C C CHAT c.262A>C P.N88H
XH_P90 10 74994584 74994584 Silent SNV A C C FAM149B1 c.1362A>C P.A454A
XH_P90 11 1027746 1027746 Frame_Shift_Ins INDEL - A A MUC6 c.1919dupT P.H641fs
XH_P90 11 118348884 118348884 Missense_Mutation SNV T G G KMT2A c.3537T>G P.F1179L
XH_P90 11 2154778 2154778 Missense_Mutation SNV C G G IGF2 c.443G>C P.R148T
XH_P90 11 3819102 3819102 Missense_Mutation SNV T G G PGAP2 c.29T>G P.V10G
XH_P90 11 57982422 57982422 Missense_Mutation SNV A C C OR1S1 c.206A>C P.H69P
XH_P90 11 59554595 59554595 Missense_Mutation SNV C G G STX3 c.200C>G P.P67R
XH_P90 11 62985044 62985044 Splice_Site SNV T C C SLC22A25 c.661+9A>G
XH_P90 11 64029464 64029464 Missense_Mutation SNV A C C PLCB3 c.1954A>C P.T652P
XH_P90 11 65652592 65652592 Missense_Mutation SNV T G G FIBP c.712A>C P.K238Q
XH_P90 11 7718249 7718249 Splice_Site SNV T G G OVCH2 c.1016+7A>C
XH_P90 11 78369212 78369212 Missense_Mutation SNV A C C TENM4 c.8201T>G P.V2734G
XH_P90 11 865607 865607 Missense_Mutation SNV A C C TSPAN4 c.425A>C P.Q142P
XH_P90 11 94862519 94862519 Silent SNV C T T ENDOD1 c.1279C>T P.L427L
XH_P90 12 133147929 133147929 Missense_Mutation SNV T G G FBRSL1 c.1250T>G P.F417C
XH_P90 12 33592456 33592456 Nonsense_Mutation SNV A C C SYT10 c.2T>G P.M1?
XH_P90 12 47629129 47629129 Missense_Mutation SNV A C C PCED1B c.283A>C P.T95P
XH_P90 12 54764756 54764756 Missense_Mutation SNV A C C ZNF385A c.789T>G P.C263W
XH_P90 13 111767891 111767891 Missense_Mutation SNV A C C ARHGEF7 c.18A>C P.Q6H
XH_P90 13 41507867 41507867 Silent SNV T G G ELF1 c.1482A>C P.G494G
XH_P90 13 45149827 45149827 Missense_Mutation SNV G C C TSC22D1 c.384C>G P.N128K
XH_P90 13 47469856 47469856 Silent SNV T G G HTR2A c.186A>C P.S62S
XH_P90 13 86368907 86368907 Silent SNV A T T SLITRK6 c.1737T>A P.T579T
XH_P90 13 98642482 98642482 Splice_Site SNV T G G IPO5 c.618+6T>G
XH_P90 14 105268323 105268323 Silent SNV G A A ZBTB42 c.789G>A P.P263P
XH_P90 14 77236312 77236312 Missense_Mutation SNV A C C VASH1 c.316A>C P.I106L
XH_P90 15 34393811 34393811 Missense_Mutation SNV A C C EMC7 c.230T>G P.F77C
XH_P90 15 34393812 34393812 Missense_Mutation SNV A C C EMC7 c.229T>G P.F77V
XH_P90 15 41813089 41813089 Missense_Mutation SNV T G G RPAP1 c.3295A>C P.T1099P
XH_P90 15 68504099 68504099 Missense_Mutation SNV T G G CLN6 c.400A>C P.N134H
XH_P90 16 16251586 16251586 Silent SNV T G G ABCC6 c.3816A>C P.L1272L
XH_P90 16 19651383 19651383 Missense_Mutation SNV G A A C16orf62 c.1811G>A P.R604Q
XH_P90 16 2012870 2012870 Missense_Mutation SNV A C C RPS2 c.416T>G P.L139R
XH_P90 16 28997038 28997038 Silent SNV C G G LAT c.105C>G P.S35S
XH_P90 16 30975420 30975420 Missense_Mutation SNV A C C SETD1A c.645A>C P.E215D
XH_P90 16 4747103 4747103 Frame_Shift_Del INDEL G - - ANKS3 c.1576delC P.Q526fs
XH_P90 16 67231792 67231792 Silent SNV G A A E2F4 c.1104G>A P.L368L
XH_P90 16 88780134 88780134 Missense_Mutation SNV A C C CTU2 c.953A>C P.Y318S
XH_P90 16 88780136 88780136 Missense_Mutation SNV A C C CTU2 c.955A>C P.N319H
XH_P90 16 89782969 89782969 Missense_Mutation SNV T G G VPS9D1 c.332A>C P.H111P
XH_P90 17 28548781 28548781 Missense_Mutation SNV T G G SLC6A4 c.196A>C P.T66P
XH_P90 17 29298395 29298395 Missense_Mutation SNV C A A RNF135 c.304C>A P.P102T
XH_P90 17 2996124 2996124 Missense_Mutation SNV T G G OR1D2 c.167A>C P.H56P
XH_P90 17 3336741 3336741 Missense_Mutation SNV T G G OR1E2 c.395A>C P.Y132S
XH_P90 17 38519508 38519508 Missense_Mutation SNV T G G GJD3 c.560A>C P.K187T



XH_P90 17 38519847 38519847 Missense_Mutation SNV T G G GJD3 c.221A>C P.H74P
XH_P90 17 4689541 4689541 Missense_Mutation SNV A C C VMO1 c.107T>G P.I36S
XH_P90 17 48193356 48193356 Splice_Site SNV C A A SAMD14 c.587+11G>T
XH_P90 17 650076 650076 Missense_Mutation SNV T G G GEMIN4 c.1207A>C P.T403P
XH_P90 17 66536085 66536085 Nonsense_Mutation SNV A C C FAM20A c.828T>G P.Y276*
XH_P90 17 67298850 67298850 Splice_Site SNV A C C ABCA5 c.1119+9T>G
XH_P90 17 72920903 72920903 Missense_Mutation SNV A C C OTOP2 c.176A>C P.D59A
XH_P90 17 72920905 72920905 Missense_Mutation SNV A C C OTOP2 c.178A>C P.T60P
XH_P90 17 73914239 73914239 Splice_Site SNV A C C FBF1 c.2246+4T>G
XH_P90 17 76219596 76219596 Missense_Mutation SNV A T T BIRC5 c.459A>T P.K153N
XH_P90 17 79912149 79912149 Missense_Mutation SNV A C C NOTUM c.1167T>G P.H389Q
XH_P90 18 31320169 31320169 Nonsense_Mutation SNV T G G ASXL3 c.2801T>G P.L934*
XH_P90 19 1037677 1037677 Silent SNV A C C CNN2 c.675A>C P.G225G
XH_P90 19 14938887 14938887 Missense_Mutation SNV T G G OR7A5 c.167A>C P.H56P
XH_P90 19 14952523 14952523 Missense_Mutation SNV T G G OR7A10 c.167A>C P.H56P
XH_P90 19 14992001 14992001 Missense_Mutation SNV T G G OR7A17 c.167A>C P.H56P
XH_P90 19 15752277 15752277 Missense_Mutation SNV C G G CYP4F3 c.52C>G P.P18A
XH_P90 19 18709296 18709296 Missense_Mutation SNV T G G CRLF1 c.643A>C P.N215H
XH_P90 19 20044152 20044152 Missense_Mutation SNV T G G ZNF93 c.388T>G P.Y130D
XH_P90 19 35760526 35760526 Missense_Mutation SNV T G G USF2 c.152T>G P.I51S
XH_P90 19 3765218 3765218 Missense_Mutation SNV A C C MRPL54 c.173A>C P.D58A
XH_P90 19 54625277 54625277 Missense_Mutation SNV A C C PRPF31 c.277A>C P.I93L
XH_P90 19 54974342 54974342 Missense_Mutation SNV T G G LENG9 c.368A>C P.H123P
XH_P90 19 55142731 55142731 Missense_Mutation SNV T A A LILRB1 c.44T>A P.L15Q
XH_P90 19 55703045 55703045 Silent SNV G A A PTPRH c.1788C>T P.F596F
XH_P90 19 55997795 55997795 Missense_Mutation SNV A C C NAT14 c.93A>C P.E31D
XH_P90 19 55997796 55997796 Missense_Mutation SNV A C C NAT14 c.94A>C P.N32H
XH_P90 19 56104640 56104640 Missense_Mutation SNV T G G FIZ1 c.667A>C P.T223P
XH_P90 19 56104642 56104642 Missense_Mutation SNV T G G FIZ1 c.665A>C P.H222P
XH_P90 19 58437687 58437687 Missense_Mutation SNV C A A ZNF418 c.1925G>T P.C642F
XH_P90 19 59028981 59028981 Silent SNV A C C ZBTB45 c.60T>G P.L20L
XH_P90 19 6427110 6427110 Splice_Site SNV T G G SLC25A41 c.526+4A>C
XH_P90 19 9064836 9064836 Missense_Mutation SNV G T T MUC16 c.22610C>A P.A7537D
XH_P90 19 9296624 9296624 Missense_Mutation SNV A C C OR7D2 c.167A>C P.H56P
XH_P90 19 9361940 9361940 Missense_Mutation SNV A C C OR7E24 c.221A>C P.H74P
XH_P90 2 102955417 102955417 Missense_Mutation SNV A T T IL1RL1 c.182A>T P.E61V
XH_P90 2 113590245 113590245 Frame_Shift_Del INDEL G - - IL1B c.460delC P.Q154fs
XH_P90 2 182322441 182322441 Silent SNV G T T ITGA4 c.60G>T P.V20V
XH_P90 2 202545609 202545609 Missense_Mutation SNV T G G MPP4 c.881A>C P.D294A
XH_P90 2 207169645 207169645 Silent SNV T G G ZDBF2 c.387T>G P.V129V
XH_P90 2 210880812 210880812 Missense_Mutation SNV A C C RPE c.114A>C P.K38N
XH_P90 2 56419831 56419831 Missense_Mutation SNV A C C CCDC85A c.496A>C P.K166Q
XH_P90 2 75101556 75101556 Silent SNV A C C HK2 c.855A>C P.S285S
XH_P90 20 13567891 13567891 Splice_Site SNV A C C TASP1 c.97+6T>G
XH_P90 20 25596738 25596738 Silent SNV T C C NANP c.570A>G P.T190T
XH_P90 20 33345744 33345744 Silent SNV C T T NCOA6 c.807G>A P.Q269Q
XH_P90 20 41385170 41385170 Missense_Mutation SNV T G G PTPRT c.791A>C P.K264T
XH_P90 20 44525621 44525621 Missense_Mutation SNV A C C CTSA c.1160A>C P.Q387P
XH_P90 20 47247273 47247273 Missense_Mutation SNV A C C PREX1 c.4586T>G P.I1529R
XH_P90 20 57766100 57766100 Missense_Mutation SNV C T T ZNF831 c.26C>T P.P9L
XH_P90 20 6021955 6021955 Missense_Mutation SNV T G G LRRN4 c.1936A>C P.T646P
XH_P90 22 24452743 24452743 Silent SNV T G G CABIN1 c.1182T>G P.S394S
XH_P90 22 30823263 30823263 Missense_Mutation SNV A C C MTFP1 c.301A>C P.N101H
XH_P90 22 42782989 42782989 Splice_Site SNV G T T NFAM1 c.*43+6C>A
XH_P90 22 46929778 46929778 Missense_Mutation SNV T G G CELSR1 c.3290A>C P.N1097T
XH_P90 22 46929779 46929779 Missense_Mutation SNV T G G CELSR1 c.3289A>C P.N1097H
XH_P90 22 50696698 50696698 Missense_Mutation SNV A C C MAPK12 c.288T>G P.D96E
XH_P90 22 51182533 51182533 Missense_Mutation SNV A C C ACR c.610A>C P.I204L
XH_P90 3 133099783 133099783 Missense_Mutation SNV A C C TMEM108 c.1228A>C P.M410L
XH_P90 3 151598623 151598623 Missense_Mutation SNV A C C SUCNR1 c.292A>C P.N98H
XH_P90 3 190366340 190366340 Missense_Mutation SNV T G G IL1RAP c.1559T>G P.V520G
XH_P90 3 42264865 42264865 Missense_Mutation SNV A C C TRAK1 c.2498A>C P.Q833P
XH_P90 3 58853539 58853539 Splice_Site SNV A C C C3orf67 c.760+4T>G
XH_P90 3 64085227 64085227 Missense_Mutation SNV T G G PRICKLE2 c.2035A>C P.N679H
XH_P90 3 71804200 71804200 Missense_Mutation SNV A C C GPR27 c.1000A>C P.N334H
XH_P90 3 71804201 71804201 Missense_Mutation SNV A C C GPR27 c.1001A>C P.N334T
XH_P90 4 108816945 108816945 Missense_Mutation SNV C T T SGMS2 c.236C>T P.T79M
XH_P90 4 109543131 109543131 Missense_Mutation SNV A C C RPL34 c.16A>C P.T6P
XH_P90 4 109543133 109543133 Silent SNV A C C RPL34 c.18A>C P.T6T
XH_P90 4 70615488 70615488 Missense_Mutation SNV T G G SULT1B1 c.326A>C P.H109P
XH_P90 5 140167136 140167136 Missense_Mutation SNV T G G PCDHA1 c.1261T>G P.Y421D
XH_P90 5 176836041 176836041 Splice_Site SNV A C C F12 c.115+6T>G
XH_P90 6 105573417 105573417 Silent SNV G T T BVES c.388C>A P.R130R
XH_P90 6 105850750 105850750 Missense_Mutation SNV T G G PREP c.17A>C P.Y6S
XH_P90 6 165715123 165715123 Missense_Mutation SNV C T T C6orf118 c.688G>A P.D230N
XH_P90 6 170598798 170598798 Silent SNV T G G DLL1 c.153A>C P.P51P
XH_P90 6 17987649 17987649 Missense_Mutation SNV T G G KIF13A c.46A>C P.N16H
XH_P90 6 43250618 43250618 Missense_Mutation SNV C A A TTBK1 c.2140C>A P.L714M
XH_P90 6 44240828 44240828 Missense_Mutation SNV C G G TMEM151B c.161C>G P.T54S
XH_P90 6 54805082 54805082 Missense_Mutation SNV A G G FAM83B c.1313A>G P.N438S
XH_P90 7 143097050 143097050 Missense_Mutation SNV T G G EPHA1 c.529A>C P.T177P
XH_P90 7 143771476 143771476 Missense_Mutation SNV A C C OR2A25 c.164A>C P.H55P
XH_P90 7 144015381 144015381 Missense_Mutation SNV A C C OR2A1 c.164A>C P.H55P
XH_P90 7 23731198 23731198 Nonsense_Mutation SNV T G G FAM221A c.620T>G P.L207*
XH_P90 7 66483133 66483133 Splice_Site SNV A C C TYW1 c.861+3A>C
XH_P90 7 72277656 72277656 Splice_Site SNV T G G TYW1B c.723+3A>C
XH_P90 7 73097548 73097548 Missense_Mutation SNV T G G DNAJC30 c.206A>C P.Y69S
XH_P90 7 73117253 73117253 Missense_Mutation SNV A C C STX1A c.600T>G P.S200R
XH_P90 8 123964908 123964908 Silent SNV A C C ZHX2 c.1158A>C P.T386T
XH_P90 8 67425775 67425775 Missense_Mutation SNV A C C C8orf46 c.343A>C P.I115L
XH_P90 8 67509607 67509607 Missense_Mutation SNV A C C MYBL1 c.470T>G P.L157W
XH_P90 8 89128910 89128910 Silent SNV T G G MMP16 c.909A>C P.L303L
XH_P90 9 123667418 123667418 Missense_Mutation SNV T G G TRAF1 c.1131A>C P.E377D
XH_P90 9 131023495 131023495 Missense_Mutation SNV A C C GOLGA2 c.1295T>G P.V432G
XH_P90 9 133760699 133760699 Missense_Mutation SNV A C C ABL1 c.3022A>C P.T1008P
XH_P90 9 35813273 35813273 Silent SNV T G G HINT2 c.390A>C P.G130G
XH_P90 9 93375818 93375818 Missense_Mutation SNV T G G DIRAS2 c.292A>C P.K98Q
XH_P90 9 98703733 98703733 Splice_Site SNV C G G ERCC6L2 c.1785-3C>G



XH_P90 X 148798322 148798322 Silent SNV T G G MAGEA11 c.1089T>G P.A363A
XH_P90 X 3030328 3030328 Missense_Mutation SNV A C C ARSF c.1504A>C P.N502H
XH_P90 X 41206603 41206603 Missense_Mutation SNV G A A DDX3X c.1805G>A P.R602Q
XH_P90 X 48542296 48542296 Silent SNV T G G WAS c.54T>G P.V18V
XH_P90 X 53310696 53310696 Missense_Mutation SNV G C C IQSEC2 c.8C>G P.P3R
XH_P91 1 145439909 145439909 Missense_Mutation SNV A C C TXNIP c.290A>C P.N97T
XH_P91 1 16460401 16460401 Missense_Mutation SNV G T T EPHA2 c.1692C>A P.N564K
XH_P91 1 202113631 202113631 Missense_Mutation SNV T G G ARL8A c.70A>C P.T24P
XH_P91 1 203044863 203044863 Silent SNV G A A PPFIA4 c.3552G>A P.P1184P
XH_P91 1 232941462 232941462 Missense_Mutation SNV C G G MAP10 c.693C>G P.F231L
XH_P91 1 25815718 25815718 Silent SNV C T T TMEM57 c.870C>T P.G290G
XH_P91 1 28208568 28208568 Missense_Mutation SNV A C C THEMIS2 c.733A>C P.K245Q
XH_P91 10 123258042 123258042 Missense_Mutation SNV T C C FGFR2 c.1639A>G P.I547V
XH_P91 10 72520441 72520441 Silent SNV T G G ADAMTS14 c.3504T>G P.P1168P
XH_P91 10 75566473 75566473 Missense_Mutation SNV A G G NDST2 c.1190T>C P.L397P
XH_P91 11 117651411 117651411 Missense_Mutation SNV C T T DSCAML1 c.341G>A P.S114N
XH_P91 11 56344472 56344472 Silent SNV A C C OR5M10 c.726T>G P.A242A
XH_P91 11 71817052 71817052 Missense_Mutation SNV C T T LRTOMT c.154C>T P.R52W
XH_P91 13 28712952 28712952 Missense_Mutation SNV C G G PAN3 c.158C>G P.A53G
XH_P91 13 78320911 78320911 Silent SNV T C C SLAIN1 c.687T>C P.P229P
XH_P91 14 88974358 88974358 Missense_Mutation SNV C A A PTPN21 c.357G>T P.Q119H
XH_P91 15 43814169 43814169 Missense_Mutation SNV A C C MAP1A c.498A>C P.L166F
XH_P91 15 59497624 59497624 Missense_Mutation SNV T G G MYO1E c.1591A>C P.I531L
XH_P91 16 5115696 5115696 Splice_Site SNV A C C C16orf89 c.208+6T>G
XH_P91 16 90099338 90099338 Splice_Site SNV T G G GAS8 c.246+6T>G
XH_P91 17 10300132 10300132 Missense_Mutation SNV C A A MYH8 c.4350G>T P.R1450S
XH_P91 17 14205001 14205001 Missense_Mutation SNV G T T HS3ST3B1 c.166G>T P.A56S
XH_P91 17 14205002 14205002 Missense_Mutation SNV C T T HS3ST3B1 c.167C>T P.A56V
XH_P91 17 27024649 27024649 Silent SNV T C C SUPT6H c.4221T>C P.D1407D
XH_P91 17 36716337 36716337 Splice_Site SNV T A A SRCIN1 c.1794-4A>T
XH_P91 17 37829452 37829452 Missense_Mutation SNV G A A PGAP3 c.598C>T P.P200S
XH_P91 17 45745570 45745570 Missense_Mutation SNV G T T KPNB1 c.583G>T P.D195Y
XH_P91 17 72239610 72239610 Splice_Site SNV T G G TTYH2 c.731+2T>G
XH_P91 17 79250883 79250883 Missense_Mutation SNV A C C SLC38A10 c.677T>G P.M226R
XH_P91 17 7979009 7979009 Missense_Mutation SNV A C C ALOX12B c.1558T>G P.Y520D
XH_P91 17 79912149 79912149 Missense_Mutation SNV A C C NOTUM c.1167T>G P.H389Q
XH_P91 19 11891730 11891730 Missense_Mutation SNV A C C ZNF441 c.1091A>C P.H364P
XH_P91 19 12502202 12502202 Missense_Mutation SNV T G G ZNF799 c.1010A>C P.H337P
XH_P91 19 13002706 13002706 Missense_Mutation SNV T G G GCDH c.189T>G P.D63E
XH_P91 19 1627417 1627417 Missense_Mutation SNV C T T TCF3 c.307G>A P.G103S
XH_P91 19 39971292 39971292 Missense_Mutation SNV C A A TIMM50 c.108C>A P.D36E
XH_P91 19 44116716 44116716 Missense_Mutation SNV A C C SRRM5 c.443A>C P.H148P
XH_P91 19 55453045 55453045 Missense_Mutation SNV G T T NLRP7 c.35C>A P.T12N
XH_P91 19 57065980 57065980 Missense_Mutation SNV G T T ZFP28 c.1826G>T P.R609M
XH_P91 2 103095615 103095615 Missense_Mutation SNV A C C SLC9A4 c.574A>C P.N192H
XH_P91 2 10942675 10942675 Silent SNV T C C PDIA6 c.267A>G P.R89R
XH_P91 2 133074874 133074874 Missense_Mutation SNV G A A ZNF806 c.335G>A P.G112D
XH_P91 2 166183388 166183388 Silent SNV A G G SCN2A c.2043A>G P.R681R
XH_P91 2 179393165 179393165 Splice_Site INDEL - TCTTCAGATGTGGTCTTCAGATGTGG TTN AATACCATGTCTTCCACATCTGAAGAACTTCAACATTTCTTTTCTTTTTC
XH_P91 2 228211942 228211942 Splice_Site SNV T G G MFF c.594T>G P.T198T
XH_P91 20 42142493 42142493 Missense_Mutation SNV T G G L3MBTL1 c.86T>G P.L29R
XH_P91 20 43945198 43945198 Missense_Mutation SNV G A A RBPJL c.1258G>A P.V420M
XH_P91 22 20456799 20456799 Silent SNV G A A RIMBP3 c.4503C>T P.S1501S
XH_P91 3 170875259 170875259 Missense_Mutation SNV C A A TNIK c.1211G>T P.R404L
XH_P91 3 183519278 183519278 Missense_Mutation SNV C T T YEATS2 c.3464C>T P.T1155I
XH_P91 3 186272791 186272791 Silent SNV C T T TBCCD1 c.942G>A P.Q314Q
XH_P91 4 123280727 123280727 Missense_Mutation SNV G C C KIAA1109 c.14651G>C P.R4884P
XH_P91 4 152021678 152021678 Missense_Mutation SNV C T T RPS3A c.104C>T P.A35V
XH_P91 5 122281777 122281777 Missense_Mutation SNV A C C SNX24 c.172A>C P.I58L
XH_P91 5 13717526 13717526 Silent SNV G A A DNAH5 c.12603C>T P.F4201F
XH_P91 5 141041803 141041803 Silent SNV T G G ARAP3 c.2820A>C P.V940V
XH_P91 5 149447837 149447837 Missense_Mutation SNV T C C CSF1R c.1567A>G P.M523V
XH_P91 5 32388694 32388694 Silent SNV T G G ZFR c.2229A>C P.A743A
XH_P91 5 94620160 94620160 Silent SNV G C C MCTP1 c.120C>G P.G40G
XH_P91 6 154414521 154414521 Silent SNV G A A OPRM1 c.1281G>A P.S427S
XH_P91 7 128488966 128488966 Missense_Mutation SNV T G G FLNC c.4857T>G P.D1619E
XH_P91 7 157046956 157046956 Nonsense_Mutation SNV C T T UBE3C c.2902C>T P.Q968*
XH_P91 7 27150189 27150189 Missense_Mutation SNV A C C HOXA3 c.71T>G P.F24C
XH_P91 7 92882072 92882076 Frame_Shift_Del INDEL TTAAA - - VPS50 120_124delTAAA P.K41fs
XH_P91 8 144790253 144790253 Silent SNV C T T CCDC166 c.27G>A P.P9P
XH_P91 9 16437052 16437052 Missense_Mutation SNV T G G BNC2 c.1014A>C P.Q338H
XH_P91 9 16437053 16437053 Missense_Mutation SNV T G G BNC2 c.1013A>C P.Q338P
XH_P91 X 153005595 153005595 Missense_Mutation SNV A C C ABCD1 c.1538A>C P.K513T
XH_P91 X 24483687 24483687 Splice_Site SNV G A A PDK3 c.106+9G>A
XH_P91 X 49108188 49108188 Missense_Mutation SNV A C C FOXP3 c.978T>G P.N326K
XH_P91 X 54961441 54961441 Missense_Mutation SNV A C C PFKFB1 c.1164T>G P.D388E
XH_P92 1 151397478 151397478 Missense_Mutation SNV A G G POGZ c.1111T>C P.C371R
XH_P92 1 151787886 151787886 Missense_Mutation SNV C G G RORC c.251G>C P.R84P
XH_P92 1 156849901 156849901 Missense_Mutation SNV G T T NTRK1 c.2157G>T P.E719D
XH_P92 1 248343781 248343781 Missense_Mutation SNV C G G OR2M2 c.494C>G P.S165C
XH_P92 1 29605640 29605640 Splice_Site SNV T G G PTPRU c.1563+7T>G
XH_P92 1 29605641 29605641 Splice_Site SNV T G G PTPRU c.1563+8T>G
XH_P92 10 115375584 115375584 Splice_Site SNV G A A NRAP c.2974-9C>T
XH_P92 10 55943237 55943237 Nonsense_Mutation SNV A T T PCDH15 c.1572T>A P.Y524*
XH_P92 10 78651384 78651384 Missense_Mutation SNV C T T KCNMA1 c.3079G>A P.A1027T
XH_P92 10 78709000 78709000 Missense_Mutation SNV T G G KCNMA1 c.2447A>C P.H816P
XH_P92 11 111784616 111784616 Silent SNV C G G HSPB2 c.546C>G P.P182P
XH_P92 11 17191063 17191063 Missense_Mutation SNV T G G PIK3C2A c.226A>C P.M76L
XH_P92 11 20940880 20940880 Splice_Site SNV A G G NELL1 c.843A>G P.K281K
XH_P92 11 540803 540803 Missense_Mutation SNV G T T LRRC56 c.119G>T P.S40I
XH_P92 11 8016855 8016855 Missense_Mutation SNV A C C EIF3F c.937A>C P.N313H
XH_P92 12 117603304 117603304 Missense_Mutation SNV T C C FBXO21 c.1312A>G P.I438V
XH_P92 12 119594508 119594531 Missense_Mutation INDEL GCCGGAGCAG - - SRRM4 GAGCCGGAGCCP.R588_S595del
XH_P92 12 52885476 52885476 Nonsense_Mutation SNV C T T KRT6A c.585G>A P.W195*
XH_P92 12 7188373 7188373 Missense_Mutation SNV T G G C1R c.1347A>C P.E449D
XH_P92 12 98987790 98987790 Missense_Mutation SNV A C C SLC25A3 c.34A>C P.N12H
XH_P92 13 50296112 50296112 Silent SNV C T T KPNA3 c.705G>A P.P235P
XH_P92 13 58207308 58207308 Missense_Mutation SNV A T T PCDH17 c.628A>T P.T210S



XH_P92 13 99947414 99947414 Missense_Mutation SNV A T T GPR183 c.986T>A P.V329E
XH_P92 14 54896991 54896991 Frame_Shift_Ins INDEL - A A CNIH1 c.394dupT P.Y132fs
XH_P92 15 54435815 54435815 Splice_Site SNV A C C UNC13C c.3007-2A>C
XH_P92 16 30080653 30080653 Silent SNV T G G ALDOA c.567T>G P.P189P
XH_P92 16 30666196 30666196 Missense_Mutation SNV C T T PRR14 c.905C>T P.S302F
XH_P92 16 3076384 3076384 Silent SNV T G G THOC6 c.381T>G P.P127P
XH_P92 16 83065735 83065735 Missense_Mutation SNV C G G CDH13 c.419C>G P.T140S
XH_P92 16 88694125 88694125 Missense_Mutation SNV T C C ZC3H18 c.2276T>C P.L759P
XH_P92 17 3664715 3664715 Missense_Mutation SNV C G G ITGAE c.415G>C P.A139P
XH_P92 17 37822260 37822260 Silent SNV T G G TCAP c.402T>G P.A134A
XH_P92 17 62856325 62856325 Silent SNV G A A LRRC37A3 c.1293C>T P.R431R
XH_P92 17 7100349 7100349 Missense_Mutation SNV A C C DLG4 c.801T>G P.N267K
XH_P92 17 7578416 7578416 Missense_Mutation SNV C A A TP53 c.514G>T P.V172F
XH_P92 19 10165921 10165921 Splice_Site SNV A T T C3P1 n.1786-2A>T
XH_P92 19 1272227 1272227 Missense_Mutation SNV G A A CIRBP c.679G>A P.E227K
XH_P92 19 36884945 36884945 Silent SNV G A A ZFP82 c.300C>T P.S100S
XH_P92 19 38074876 38074876 Silent SNV T G G ZNF571 c.132A>C P.S44S
XH_P92 19 39409067 39409067 Missense_Mutation SNV A C C SARS2 c.917T>G P.L306R
XH_P92 19 40392073 40392073 Silent SNV G T T FCGBP c.8313C>A P.S2771S
XH_P92 19 41744391 41744391 Silent SNV T G G AXL c.1011T>G P.P337P
XH_P92 19 51329945 51329945 Missense_Mutation SNV A T T KLK15 c.547T>A P.Y183N
XH_P92 2 11927241 11927241 Missense_Mutation SNV G A A LPIN1 c.1501G>A P.D501N
XH_P92 2 209113113 209113113 Missense_Mutation SNV G A A IDH1 c.394C>T P.R132C
XH_P92 2 25966130 25966130 Missense_Mutation SNV T A A ASXL2 c.3076A>T P.S1026C
XH_P92 20 23066009 23066009 Missense_Mutation SNV T C C CD93 c.821A>G P.D274G
XH_P92 20 30432554 30432554 Silent SNV G A A FOXS1 c.792C>T P.G264G
XH_P92 20 42213636 42213636 Missense_Mutation SNV G A A SGK2 c.1084G>A P.D362N
XH_P92 20 5545719 5545719 Missense_Mutation SNV C T T GPCPD1 c.1273G>A P.V425M
XH_P92 22 37966278 37966282 Frame_Shift_Del INDEL TTAAC - - LGALS2 387_391delGTTA P.L130fs
XH_P92 3 122003671 122003671 Missense_Mutation SNV A C C CASR c.2870A>C P.Q957P
XH_P92 3 131388529 131388529 Missense_Mutation SNV C T T CPNE4 c.725G>A P.R242H
XH_P92 3 134911457 134911457 Missense_Mutation SNV C T T EPHB1 c.1922C>T P.P641L
XH_P92 3 151073780 151073780 Missense_Mutation SNV A C C MED12L c.2509A>C P.M837L
XH_P92 3 52682399 52682399 Frame_Shift_Ins INDEL - T T PBRM1 c.773dupA P.N258fs
XH_P92 3 73433579 73433579 Missense_Mutation SNV T A A PDZRN3 c.1232A>T P.E411V
XH_P92 4 155226374 155226374 Missense_Mutation SNV G A A DCHS2 c.3905C>T P.S1302F
XH_P92 4 186260522 186260522 Splice_Site SNV C G G SNX25 c.1423-11C>G
XH_P92 4 189068295 189068295 Silent SNV G A A TRIML1 c.1176G>A P.S392S
XH_P92 5 147813037 147813037 Missense_Mutation SNV G T T FBXO38 c.1969G>T P.D657Y
XH_P92 5 16703125 16703125 Missense_Mutation SNV C T T MYO10 c.2419G>A P.V807I
XH_P92 5 169468149 169468149 Missense_Mutation SNV G T T DOCK2 c.3756G>T P.K1252N
XH_P92 5 175530257 175530257 Missense_Mutation SNV T A A FAM153B c.461T>A P.L154Q
XH_P92 5 179201113 179201113 Silent SNV C T T MAML1 c.2286C>T P.G762G
XH_P92 5 180432732 180432732 Missense_Mutation SNV T C C BTNL3 c.1261T>C P.F421L
XH_P92 6 17292273 17292290 Missense_Mutation INDEL CTGCAGCAGC - - RBM24 delGCTGCTGCCGP.A158_A163del
XH_P92 7 100276032 100276049 Missense_Mutation INDEL CTACGCCTTCA - - GNB2 delACGCCTTCACP.Y239_G244del
XH_P92 9 138457278 138457278 Missense_Mutation SNV T G G PAEP c.378T>G P.D126E
XH_P92 9 2116003 2116003 Missense_Mutation SNV G T T SMARCA2 c.3638G>T P.R1213L
XH_P92 9 97333774 97333774 Silent SNV C T T FBP2 c.537G>A P.G179G
XH_P92 9 99145841 99145841 Missense_Mutation SNV C A A SLC35D2 c.76G>T P.A26S
XH_P93 1 114483545 114483545 Missense_Mutation SNV T G G HIPK1 c.540T>G P.H180Q
XH_P93 1 156012625 156012625 Silent SNV T G G UBQLN4 c.1146A>C P.S382S
XH_P93 1 29605641 29605641 Splice_Site SNV T G G PTPRU c.1563+8T>G
XH_P93 11 17191063 17191063 Missense_Mutation SNV T G G PIK3C2A c.226A>C P.M76L
XH_P93 12 14628869 14628869 Missense_Mutation SNV A C C ATF7IP c.2905A>C P.T969P
XH_P93 12 98987790 98987790 Missense_Mutation SNV A C C SLC25A3 c.34A>C P.N12H
XH_P93 15 42058630 42058630 Missense_Mutation SNV A C C MGA c.8350A>C P.K2784Q
XH_P93 16 3076384 3076384 Silent SNV T G G THOC6 c.381T>G P.P127P
XH_P93 16 69970365 69970365 Splice_Site SNV A C C WWP2 c.1769+10A>C
XH_P93 17 7578406 7578406 Missense_Mutation SNV C T T TP53 c.524G>A P.R175H
XH_P93 19 45179618 45179618 Missense_Mutation SNV T G G CEACAM19 c.500T>G P.L167R
XH_P93 20 34458965 34458965 Missense_Mutation SNV T G G PHF20 c.1011T>G P.H337Q
XH_P93 3 14548454 14548454 Missense_Mutation SNV A C C GRIP2 c.2250T>G P.S750R
XH_P93 5 140788648 140788648 Silent SNV A C C PCDHGB6 c.879A>C P.S293S
XH_P93 5 158511688 158511688 Missense_Mutation SNV A C C EBF1 c.471T>G P.H157Q
XH_P93 9 138457278 138457278 Missense_Mutation SNV T G G PAEP c.378T>G P.D126E
XH_P93 9 35061069 35061069 Missense_Mutation SNV A C C VCP c.1302T>G P.D434E
XH_P93 X 153175840 153175840 Missense_Mutation SNV A C C ARHGAP4 c.1941T>G P.D647E
XH_P94 1 159842766 159842766 Missense_Mutation SNV A C C CFAP45 c.1545T>G P.D515E
XH_P94 1 16375594 16375594 Missense_Mutation SNV T G G CLCNKB c.128T>G P.L43R
XH_P94 1 228482650 228482650 Missense_Mutation SNV T G G OBSCN c.11565T>G P.C3855W
XH_P94 11 76372388 76372388 Missense_Mutation SNV A C C LRRC32 c.249T>G P.N83K
XH_P94 11 94730916 94730916 Missense_Mutation SNV A C C KDM4D c.380A>C P.K127T
XH_P94 17 26096057 26096057 Missense_Mutation SNV A C C NOS2 c.1980T>G P.D660E
XH_P94 17 4905915 4905915 Missense_Mutation SNV A C C KIF1C c.586A>C P.M196L
XH_P94 17 73495137 73495137 Missense_Mutation SNV T G G TMEM94 c.4002T>G P.N1334K
XH_P94 17 74084149 74084149 Missense_Mutation SNV T G G EXOC7 c.1354A>C P.T452P
XH_P94 19 11942393 11942393 Nonsense_Mutation SNV T G G ZNF440 c.402T>G P.Y134*
XH_P94 19 12015674 12015674 Nonsense_Mutation SNV T G G ZNF69 c.462T>G P.Y154*
XH_P94 19 17311609 17311609 Missense_Mutation SNV A C C MYO9B c.4534A>C P.K1512Q
XH_P94 20 34219458 34219458 Missense_Mutation SNV T G G CPNE1 c.670A>C P.I224L
XH_P94 21 47817319 47817319 Missense_Mutation SNV T G G PCNT c.4003T>G P.C1335G
XH_P94 22 24583161 24583161 Splice_Site SNV T G G SUSD2 c.1643-9T>G
XH_P94 3 39185132 39185132 Missense_Mutation SNV A C C CSRNP1 c.1244T>G P.L415W
XH_P94 3 47467541 47467541 Missense_Mutation SNV T G G SCAP c.91A>C P.I31L
XH_P94 3 52022800 52022800 Silent SNV T G G ACY1 c.1020T>G P.P340P
XH_P94 5 454122 454122 Missense_Mutation SNV T G G EXOC3 c.1002T>G P.N334K
XH_P94 5 79351816 79351816 Silent SNV T G G THBS4 c.228T>G P.P76P
XH_P94 8 143561061 143561061 Missense_Mutation SNV T G G ADGRB1 c.1734T>G P.H578Q
XH_P94 9 131589349 131589349 Missense_Mutation SNV A C C SPOUT1 c.330T>G P.D110E
XH_P94 9 37522961 37522961 Silent SNV A C C FBXO10 c.1791T>G P.R597R
XH_P94 X 101908919 101908919 Silent SNV T G G GPRASP1 c.78T>G P.A26A
XH_P95 1 10716795 10716795 Splice_Site SNV T G G CASZ1 c.1410-2A>C
XH_P95 1 155167268 155167268 Missense_Mutation SNV C A A THBS3 c.2458G>T P.G820W
XH_P95 1 207075389 207075389 Missense_Mutation SNV T G G IL24 c.512T>G P.F171C
XH_P95 1 22919922 22919922 Nonsense_Mutation SNV T G G EPHA8 c.1419T>G P.Y473*
XH_P95 10 75276669 75276669 Missense_Mutation SNV A G G USP54 c.3344T>C P.F1115S
XH_P95 11 128709896 128709896 Nonsense_Mutation SNV A C C KCNJ1 c.300T>G P.Y100*



XH_P95 11 14865516 14865516 Missense_Mutation SNV G C C PDE3B c.2464G>C P.D822H
XH_P95 11 61183712 61183712 Missense_Mutation SNV A C C CPSF7 c.830T>G P.L277R
XH_P95 11 66372803 66372803 Splice_Site SNV A C C CCS c.490-7A>C
XH_P95 12 50642510 50642510 Missense_Mutation SNV G A A LIMA1 c.25C>T P.R9W
XH_P95 12 96350745 96350745 Splice_Site SNV T A A AMDHD1 c.587+5T>A
XH_P95 12 98987790 98987790 Missense_Mutation SNV A C C SLC25A3 c.34A>C P.N12H
XH_P95 13 20567873 20567873 Nonsense_Mutation SNV C T T ZMYM2 c.661C>T P.Q221*
XH_P95 14 72205771 72205771 Missense_Mutation SNV C G G SIPA1L1 c.5245C>G P.Q1749E
XH_P95 15 34048572 34048572 Missense_Mutation SNV A G G RYR3 c.8581A>G P.K2861E
XH_P95 15 34393811 34393811 Missense_Mutation SNV A C C EMC7 c.230T>G P.F77C
XH_P95 15 34393812 34393812 Missense_Mutation SNV A C C EMC7 c.229T>G P.F77V
XH_P95 15 42702005 42702005 Missense_Mutation SNV T G G CAPN3 c.2013T>G P.D671E
XH_P95 16 28944344 28944344 Silent SNV G C C CD19 c.468G>C P.L156L
XH_P95 17 17716082 17716082 Frame_Shift_Ins INDEL - G G SREBF1 c.3387dupC P.G1130fs
XH_P95 17 26963982 26963982 Splice_Site SNV C T T KIAA0100 c.1977+1G>A
XH_P95 17 73486789 73486789 Missense_Mutation SNV A G G TMEM94 c.1108A>G P.K370E
XH_P95 19 1068742 1068742 Splice_Site SNV C T T ARHGAP45 c.468C>T P.D156D
XH_P95 19 18709296 18709296 Missense_Mutation SNV T G G CRLF1 c.643A>C P.N215H
XH_P95 19 36302852 36302852 Splice_Site SNV T G G PRODH2 c.825+12A>C
XH_P95 2 179499998 179499998 Missense_Mutation SNV T C C TTN c.36995A>G P.D12332G
XH_P95 2 234740876 234740876 Silent SNV T C C MROH2A c.4830T>C P.Y1610Y
XH_P95 20 62842581 62842581 Silent SNV T G G MYT1 c.1314T>G P.R438R
XH_P95 22 30775813 30775813 Splice_Site SNV G A A RNF215 c.1009-11C>T
XH_P95 22 32108919 32108919 Silent SNV T G G PRR14L c.4906A>C P.R1636R
XH_P95 22 32108920 32108920 Silent SNV T G G PRR14L c.4905A>C P.L1635L
XH_P95 22 51182533 51182533 Missense_Mutation SNV A C C ACR c.610A>C P.I204L
XH_P95 3 178952085 178952085 Missense_Mutation SNV A G G PIK3CA c.3140A>G P.H1047R
XH_P95 3 185198193 185198193 Missense_Mutation SNV C T T MAP3K13 c.2675C>T P.T892M
XH_P95 4 109543131 109543131 Missense_Mutation SNV A C C RPL34 c.16A>C P.T6P
XH_P95 4 109543133 109543133 Silent SNV A C C RPL34 c.18A>C P.T6T
XH_P95 4 113508641 113508641 Missense_Mutation SNV G C C ZGRF1 c.3572C>G P.A1191G
XH_P95 4 38016173 38016173 Missense_Mutation SNV C T T TBC1D1 c.461C>T P.A154V
XH_P95 5 89947518 89947518 Silent SNV A G G ADGRV1 c.3387A>G P.A1129A
XH_P95 5 93788700 93788700 Missense_Mutation SNV A G G KIAA0825 c.2321T>C P.V774A
XH_P95 6 25665222 25665222 Missense_Mutation SNV C G G SCGN c.298C>G P.R100G
XH_P95 7 137172409 137172409 Missense_Mutation SNV G A A DGKI c.2275C>T P.R759C
XH_P95 7 27150189 27150189 Missense_Mutation SNV A C C HOXA3 c.71T>G P.F24C
XH_P95 7 30795230 30795230 Silent SNV A G G INMT c.552A>G P.S184S
XH_P95 7 4917676 4917676 Missense_Mutation SNV A C C RADIL c.95T>G P.L32R
XH_P95 X 105921411 105921411 Missense_Mutation SNV T G G CXorf57 c.2200T>G P.L734V
XH_P95 X 107930856 107930856 Missense_Mutation SNV T A A COL4A5 c.4442T>A P.L1481H
XH_P95 X 153132183 153132183 Nonsense_Mutation SNV A C C L1CAM c.2352T>G P.Y784*
XH_P95 X 49111966 49111966 Missense_Mutation SNV A G G FOXP3 c.635T>C P.V212A
XH_P96 10 102003490 102003490 Missense_Mutation SNV C G G CWF19L1 c.1009G>C P.V337L
XH_P96 11 46563595 46563595 Nonsense_Mutation SNV C A A AMBRA1 c.1702G>T P.E568*
XH_P96 11 6643781 6643781 Missense_Mutation SNV A C C DCHS1 c.9126T>G P.D3042E
XH_P96 11 6897982 6897982 Missense_Mutation SNV T A A OR10A4 c.104T>A P.I35N
XH_P96 14 21550424 21550424 Silent SNV T G G ARHGEF40 c.1131T>G P.S377S
XH_P96 14 74061966 74061966 Missense_Mutation SNV A C C ACOT4 c.874A>C P.I292L
XH_P96 19 4200136 4200136 Missense_Mutation SNV A C C ANKRD24 c.311A>C P.H104P
XH_P96 22 30000102 30000102 Splice_Site SNV G T T NF2 c.114+1G>T
XH_P96 22 32352590 32352590 Nonsense_Mutation SNV T G G YWHAH c.552T>G P.Y184*
XH_P96 4 151770608 151770608 Missense_Mutation SNV A C C LRBA c.4124T>G P.I1375R
XH_P96 4 80329070 80329070 Missense_Mutation SNV T G G GK2 c.285A>C P.E95D
XH_P96 4 80329071 80329071 Missense_Mutation SNV T G G GK2 c.284A>C P.E95A
XH_P96 5 151178839 151178839 Missense_Mutation SNV A C C G3BP1 c.808A>C P.I270L
XH_P96 8 42128921 42128921 Missense_Mutation SNV T G G IKBKB c.33T>G P.F11L
XH_P96 9 26094485 26094485 Splice_Site SNV T C C LOC100506422 c.-102-6T>C
XH_P96 9 74365200 74365200 Silent SNV C G G TMEM2 c.90G>C P.G30G
XH_P97 1 120547994 120547994 Missense_Mutation SNV T G G NOTCH2 c.373A>C P.S125R
XH_P97 1 169702014 169702014 Missense_Mutation SNV C T T SELE c.163G>A P.E55K
XH_P97 1 225391975 225391978 Splice_Site INDEL AGTA - - DNAH14 11+3_5911+6delAAGT
XH_P97 1 248458642 248458642 Missense_Mutation SNV G A A OR2T12 c.239C>T P.A80V
XH_P97 1 40433494 40433494 Missense_Mutation SNV A C C MFSD2A c.1153A>C P.I385L
XH_P97 1 44085157 44085157 Silent SNV G A A PTPRF c.4011G>A P.V1337V
XH_P97 10 102250010 102250010 Missense_Mutation SNV G A A SEC31B c.2720C>T P.T907I
XH_P97 10 131943566 131943566 Missense_Mutation SNV C G G GLRX3 c.184C>G P.Q62E
XH_P97 11 118531414 118531414 Silent SNV G A A TREH c.843C>T P.L281L
XH_P97 11 60694859 60694859 Missense_Mutation SNV G A A TMEM132A c.284G>A P.R95Q
XH_P97 11 6632948 6632948 Missense_Mutation SNV A C C TAF10 c.334T>G P.S112A
XH_P97 11 6643781 6643781 Missense_Mutation SNV A C C DCHS1 c.9126T>G P.D3042E
XH_P97 11 726681 726681 Missense_Mutation SNV T C C EPS8L2 c.1997T>C P.L666P
XH_P97 12 123214792 123214792 Missense_Mutation SNV C T T HCAR1 c.95G>A P.G32D
XH_P97 12 30814198 30814198 Splice_Site SNV A C C IPO8 c.1143T>G P.A381A
XH_P97 12 56566384 56566384 Frame_Shift_Ins INDEL - T T SMARCC2 c.1847dupA P.N617fs
XH_P97 12 64017914 64017914 Splice_Site SNV G A A DPY19L2 c.862-3C>T
XH_P97 12 81657134 81657134 Nonsense_Mutation SNV C T T PPFIA2 c.3591G>A P.W1197*
XH_P97 13 45150200 45150200 Missense_Mutation SNV G T T TSC22D1 c.11C>A P.P4Q
XH_P97 14 71524265 71524265 Missense_Mutation SNV A T T PCNX1 c.4343A>T P.H1448L
XH_P97 15 41624670 41624670 Silent SNV T C C OIP5 c.90A>G P.Q30Q
XH_P97 15 45658310 45658310 Missense_Mutation SNV A C C GATM c.525T>G P.I175M
XH_P97 16 2087823 2087823 Splice_Site SNV C A A SLC9A3R2 c.856-4C>A
XH_P97 16 50666188 50666188 Splice_Site SNV G A A NKD1 c.696-4G>A
XH_P97 17 18243495 18243495 Missense_Mutation SNV T G G SHMT1 c.262A>C P.M88L
XH_P97 17 66547263 66547263 Nonstop_Mutation SNV T G G PRKAR1A c.1012T>G P.Ter338Eext*?
XH_P97 17 78262114 78262114 Silent SNV G C C RNF213 c.762G>C P.G254G
XH_P97 18 72343995 72343995 Missense_Mutation SNV T G G ZNF407 c.1020T>G P.S340R
XH_P97 19 11172458 11172458 Splice_Site SNV A C C SMARCA4 c.4912-2A>C
XH_P97 19 15568628 15568628 Missense_Mutation SNV T G G RASAL3 c.906A>C P.E302D
XH_P97 19 22940290 22940290 Missense_Mutation SNV A C C ZNF99 c.2421T>G P.H807Q
XH_P97 19 35556830 35556858 Frame_Shift_Del INDEL GCATTGTGAG - - HPN CATTGTGAGTTG P.G373fs
XH_P97 19 9089754 9089754 Silent SNV G T T MUC16 c.2061C>A P.S687S
XH_P97 2 171704297 171704297 Missense_Mutation SNV G A A GAD1 c.1114G>A P.V372I
XH_P97 2 209113112 209113112 Missense_Mutation SNV C A A IDH1 c.395G>T P.R132L
XH_P97 2 234731047 234731047 Missense_Mutation SNV T G G MROH2A c.3720T>G P.D1240E
XH_P97 2 235951138 235951138 Silent SNV C A A SH3BP4 c.1725C>A P.P575P
XH_P97 2 46770265 46770265 Missense_Mutation SNV T G G RHOQ c.80T>G P.M27R
XH_P97 20 1144994 1144994 Missense_Mutation SNV T G G PSMF1 c.374T>G P.L125R



XH_P97 20 33609062 33609062 Missense_Mutation SNV A C C TRPC4AP c.1149T>G P.H383Q
XH_P97 22 36661827 36661827 Silent SNV T G G APOL1 c.945T>G P.G315G
XH_P97 22 40056344 40056344 Splice_Site SNV C T T CACNA1I c.2500-5C>T
XH_P97 22 42125755 42125755 Silent SNV G C C MEI1 c.951G>C P.A317A
XH_P97 3 127379804 127379804 Missense_Mutation SNV A C C PODXL2 c.933A>C P.Q311H
XH_P97 3 130887668 130887668 Splice_Site SNV C G G NEK11 c.1177-6C>G
XH_P97 3 58242353 58242353 Missense_Mutation SNV G A A ABHD6 c.40G>A P.G14S
XH_P97 3 62358079 62358079 Silent SNV C T T FEZF2 c.465G>A P.Q155Q
XH_P97 4 37246735 37246735 Missense_Mutation SNV T G G NWD2 c.46T>G P.S16A
XH_P97 4 39448104 39448104 Silent SNV T G G KLB c.1758T>G P.L586L
XH_P97 5 134099675 134099675 Missense_Mutation SNV A C C DDX46 c.99A>C P.K33N
XH_P97 5 13777328 13777328 Missense_Mutation SNV C T T DNAH5 c.9088G>A P.V3030I
XH_P97 5 172110981 172111013 Missense_Mutation INDEL CGCTCAGCTT - - NEURL1B AGCTTCACGCTGP.A383_D393del
XH_P97 5 179229076 179229076 Missense_Mutation SNV A C C MGAT4B c.36T>G P.N12K
XH_P97 5 870618 870618 Missense_Mutation SNV A G G BRD9 c.1336T>C P.S446P
XH_P97 6 146264321 146264321 Missense_Mutation SNV A C C SHPRH c.2196T>G P.D732E
XH_P97 6 47754322 47754322 Missense_Mutation SNV G A A OPN5 c.202G>A P.A68T
XH_P97 7 100365485 100365485 Nonsense_Mutation SNV G A A ZAN c.4892G>A P.W1631*
XH_P97 7 140111729 140111729 Missense_Mutation SNV A C C RAB19 c.257A>C P.Y86S
XH_P97 7 47408824 47408824 Silent SNV C G G TNS3 c.1419G>C P.R473R
XH_P97 8 139165070 139165070 Missense_Mutation SNV C G G FAM135B c.1648G>C P.V550L
XH_P97 9 100850240 100850240 Missense_Mutation SNV G A A TRIM14 c.841C>T P.R281C
XH_P97 9 107380272 107380272 Missense_Mutation SNV A G G OR13C9 c.214T>C P.C72R
XH_P97 9 113173374 113173374 Missense_Mutation SNV T G G SVEP1 c.6617A>C P.E2206A
XH_P97 9 15210094 15210094 Missense_Mutation SNV A C C TTC39B c.677T>G P.L226R
XH_P97 9 34371069 34371069 Missense_Mutation SNV C T T KIAA1161 c.1873G>A P.E625K
XH_P97 9 71006509 71006509 Missense_Mutation SNV G T T PGM5 c.757G>T P.A253S
XH_P97 X 153191592 153191592 Missense_Mutation SNV T C C ARHGAP4 c.65A>G P.K22R
XH_P97 X 78010431 78010431 Nonsense_Mutation SNV T A A LPAR4 c.65T>A P.L22*
XH_P99 1 103488315 103488315 Missense_Mutation SNV C A A COL11A1 c.1111G>T P.D371Y
XH_P99 1 117529460 117529460 Silent SNV C T T PTGFRN c.2511C>T P.V837V
XH_P99 1 120385136 120385136 Silent SNV G A A NBPF7 c.258C>T P.L86L
XH_P99 1 183908096 183908096 Silent SNV C T T COLGALT2 c.1680G>A P.T560T
XH_P99 1 196971657 196971657 Missense_Mutation SNV C A A CFHR5 c.1193C>A P.A398D
XH_P99 1 20971000 20971000 Missense_Mutation SNV C T T PINK1 c.794C>T P.P265L
XH_P99 1 240071679 240071679 Missense_Mutation SNV C A A CHRM3 c.928C>A P.R310S
XH_P99 1 42875858 42875858 Missense_Mutation SNV G A A RIMKLA c.685G>A P.G229S
XH_P99 1 44086156 44086156 Missense_Mutation SNV G A A PTPRF c.4436G>A P.R1479H
XH_P99 10 27459487 27459487 Missense_Mutation SNV G T T MASTL c.1599G>T P.M533I
XH_P99 10 81154147 81154147 Missense_Mutation SNV C T T ZCCHC24 c.497G>A P.C166Y
XH_P99 11 119063876 119063876 Missense_Mutation SNV G A A CCDC153 c.334C>T P.L112F
XH_P99 11 46898164 46898164 Missense_Mutation SNV G A A LRP4 c.3389C>T P.A1130V
XH_P99 11 66062418 66062418 Missense_Mutation SNV C T T TMEM151A c.701C>T P.S234L
XH_P99 12 121686548 121686548 Splice_Site SNV C T T CAMKK2 c.1324-11G>A
XH_P99 12 1702951 1702951 Missense_Mutation SNV G C C FBXL14 c.282C>G P.S94R
XH_P99 12 52369208 52369208 Missense_Mutation SNV G T T ACVR1B c.251G>T P.C84F
XH_P99 12 6965192 6965192 Missense_Mutation SNV G A A USP5 c.316G>A P.G106R
XH_P99 12 70004467 70004467 Missense_Mutation SNV A T T LRRC10 c.152T>A P.F51Y
XH_P99 12 9083522 9083522 Splice_Site SNV A C C PHC1 c.1104A>C P.S368S
XH_P99 14 104208438 104208438 Missense_Mutation SNV G A A PPP1R13B c.1511C>T P.P504L
XH_P99 14 23870003 23870003 Missense_Mutation SNV G A A MYH6 c.1325C>T P.T442M
XH_P99 14 61115716 61115716 Silent SNV A C C SIX1 c.192T>G P.R64R
XH_P99 14 72171986 72171986 Nonsense_Mutation SNV C T T SIPA1L1 c.3694C>T P.R1232*
XH_P99 15 43814170 43814170 Missense_Mutation SNV A C C MAP1A c.499A>C P.N167H
XH_P99 16 2126142 2126142 Missense_Mutation SNV C T T TSC2 c.2713C>T P.R905W
XH_P99 16 30102201 30102201 Silent SNV C T T TBX6 c.231G>A P.P77P
XH_P99 16 67688413 67688413 Missense_Mutation SNV G A A CARMIL2 c.3400G>A P.D1134N
XH_P99 17 33806550 33806550 Missense_Mutation SNV A C C SLFN12L c.679T>G P.F227V
XH_P99 17 35921310 35921310 Missense_Mutation SNV C G G SYNRG c.1416G>C P.E472D
XH_P99 17 7107018 7107018 Missense_Mutation SNV G A A DLG4 c.319C>T P.R107C
XH_P99 18 19751628 19751645 Missense_Mutation INDEL CGGCAGCAG - - GATA6 elAGCAGCCGCGP.A178_A183del
XH_P99 18 48255637 48255637 Missense_Mutation SNV G A A MAPK4 c.544G>A P.V182M
XH_P99 18 61564449 61564449 Missense_Mutation SNV G T T SERPINB2 c.413G>T P.R138L
XH_P99 18 66564657 66564657 Nonsense_Mutation SNV A T T CCDC102B c.1255A>T P.K419*
XH_P99 18 76754712 76754712 Silent SNV G A A SALL3 c.2721G>A P.P907P
XH_P99 19 36883911 36883911 Missense_Mutation SNV T G G ZFP82 c.1334A>C P.H445P
XH_P99 19 472383 472383 Splice_Site SNV G A A ODF3L2 c.235+11C>T
XH_P99 19 9297116 9297116 Missense_Mutation SNV G A A OR7D2 c.659G>A P.R220Q
XH_P99 2 141214067 141214067 Missense_Mutation SNV G T T LRP1B c.9920C>A P.A3307E
XH_P99 2 179391862 179391862 Missense_Mutation SNV A C C TTN c.102930T>G P.D34310E
XH_P99 2 21228468 21228468 Missense_Mutation SNV C T T APOB c.11272G>A P.V3758I
XH_P99 2 26679368 26679368 Missense_Mutation SNV C T T DRC1 c.2206C>T P.R736W
XH_P99 20 210246 210246 Missense_Mutation SNV C A A DEFB129 c.386C>A P.T129N
XH_P99 20 30747817 30747817 Missense_Mutation SNV A G G TM9SF4 c.1592A>G P.Y531C
XH_P99 20 55021046 55021046 Missense_Mutation SNV G A A CASS4 c.388G>A P.V130M
XH_P99 21 27284253 27284253 Missense_Mutation SNV T C C APP c.1709A>G P.Q570R
XH_P99 21 28338356 28338356 Missense_Mutation SNV C T T ADAMTS5 c.355G>A P.G119R
XH_P99 22 28195222 28195222 Missense_Mutation SNV G A A MN1 c.1310C>T P.A437V
XH_P99 22 50719893 50719893 Silent SNV G A A PLXNB2 c.3558C>T P.R1186R
XH_P99 3 142681287 142681287 Missense_Mutation SNV G A A PAQR9 c.892C>T P.R298C
XH_P99 4 68543347 68543347 Frame_Shift_Del INDEL G - - UBA6 c.447delC P.L151fs
XH_P99 4 79188476 79188476 Missense_Mutation SNV G T T FRAS1 c.871G>T P.V291L
XH_P99 5 1034967 1034967 Missense_Mutation SNV G A A NKD2 c.523G>A P.V175I
XH_P99 5 109973971 109973971 Silent SNV C T T TMEM232 c.429G>A P.S143S
XH_P99 5 112173917 112173917 Nonsense_Mutation SNV C T T APC c.2626C>T P.R876*
XH_P99 5 112175639 112175639 Nonsense_Mutation SNV C T T APC c.4348C>T P.R1450*
XH_P99 5 136314405 136314405 Missense_Mutation SNV C T T SPOCK1 c.1258G>A P.V420M
XH_P99 5 177683364 177683364 Missense_Mutation SNV G A A COL23A1 c.872C>T P.A291V
XH_P99 5 180047963 180047963 Missense_Mutation SNV C T T FLT4 c.2212G>A P.V738M
XH_P99 5 63256991 63256991 Missense_Mutation SNV C T T HTR1A c.556G>A P.A186T
XH_P99 6 152644762 152644762 Silent SNV C T T SYNE1 c.15555G>A P.T5185T
XH_P99 6 7727711 7727711 Missense_Mutation SNV C T T BMP6 c.523C>T P.P175S
XH_P99 6 87970047 87970047 Missense_Mutation SNV G T T ZNF292 c.6700G>T P.V2234F
XH_P99 7 140453136 140453136 Missense_Mutation SNV A T T BRAF c.1799T>A P.V600E
XH_P99 7 142750347 142750347 Nonsense_Mutation SNV C T T OR6V1 c.910C>T P.Q304*
XH_P99 7 148963903 148963903 Splice_Site SNV G A A ZNF783 c.421-7G>A
XH_P99 7 149516884 149516884 Missense_Mutation SNV G A A SSPO c.12086G>A P.R4029H
XH_P99 7 43916610 43916610 Missense_Mutation SNV C G G URGCP c.2452G>C P.V818L



XH_P99 7 4825277 4825277 Missense_Mutation SNV G A A AP5Z1 c.1094G>A P.R365Q
XH_P99 7 73111935 73111935 Splice_Site SNV G A A WBSCR22 c.753G>A P.R251R
XH_P99 8 104933932 104933932 Missense_Mutation SNV C T T RIMS2 c.2116C>T P.R706C
XH_P99 8 143599530 143599530 Missense_Mutation SNV C T T ADGRB1 c.2849C>T P.T950M
XH_P99 8 145235233 145235233 Silent SNV G A A MROH1 c.453G>A P.S151S
XH_P99 8 73849269 73849269 Missense_Mutation SNV G T T KCNB2 c.1679G>T P.C560F
XH_P99 9 101900171 101900171 Missense_Mutation SNV C T T TGFBR1 c.605C>T P.A202V
XH_P99 9 116930019 116930019 Frame_Shift_Ins INDEL - GGAGTCATTCCT GGAGTCATTCCTT COL27A1 CCCGGGAGTCATT P.F74fs
XH_P99 9 130479979 130479979 Silent SNV G T T TTC16 c.315G>T P.L105L
XH_P99 9 21970973 21970973 Missense_Mutation SNV A G G CDKN2A c.385T>C P.Y129H
XH_P99 X 152825293 152825293 Missense_Mutation SNV G A A ATP2B3 c.2732G>A P.R911Q
XH_P99 X 55650624 55650624 Silent SNV G A A FOXR2 c.480G>A P.E160E
XH_P99 Y 4968734 4968734 Missense_Mutation SNV G A A PCDH11Y c.3082G>A P.V1028I
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Table S5. 37 Significantly mutated genes (SMGs) identified by MutSigCV among 160 BTC 1 

patients with available WES data (q<0.1). 2 

Gene Symbol MutsigCV’s q-value 
TP53 0 
KRAS 3.47422E-06 
ARID1A 0.03906009 
SMAD4 0.000475837 
PIK3CA 0.0853317 
CDKN2A 0.000110486 
MUC4 0 
IDH1 2.80915E-05 
BAP1 0.000397723 
RBM10 0.02217071 
PTEN 6.72854E-05 
RB1 0.000600933 
NF2 2.80915E-05 
KRT76 6.0729E-10 
CDC27 0.001508177 
MAP3K1 0.003202392 
PHLDA1 4.12099E-07 
RBBP6 0.00676553 
RNMT 4.09802E-08 
TDG 0.002102845 
DBR1 8.31427E-07 
MSH3 0.01238534 
CTSA 0.000418755 
NUDT12 0.000418755 
HAVCR1 0 
OR10K2 0.04107433 
PAN3 0.08188415 
RBM47 0.02838428 
KRTAP4-11 0 
OR6S1 0.02207263 
SELPLG 0.03451987 
SMR3A 0.08188415 
OR10J3 0.0593485 
OR5B12 0.07801046 
CBX3 0.007363897 
LCE4A 0.005556484 
DEFB126 0.08845939 

 3 

  4 
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Table S6. List of 68 putative oncodriver genes in BTCs. 1 

Gene Symbol 
ACVR1B 
ACVR2A 

AKT3 
APC 

ARAF 
ARID1A 
ARID1B 
ARID2 
ASXL1 
ATM 
BAP1 
BRAF 

BRCA1 
BRCA2 
CCND1 
CCND3 
CCNE1 
CDK4 

CDKN1B 
CDKN2A 
CTNNB1 

DDR2 
ECT2 
EGFR 
ELF3 

EPHA2 
ERBB2 
FBXW7 
FGF19 
FGFR1 
FGFR2 
FGFR3 
GNA12 
GNAS 
HSF1 
IDH1 
IDH2 

IKBKB 
KMT2D 
KRAS 

MAP2K4 
MDM2 
MLH1 
MSH2 
MSH3 
MSH6 

MUC4 
MYC 

NCOR1 
NF1 

NRAS 
P4HTM 
PBRM1 
PIK3CA 
PIK3R1 
PRKCI 
PTEN 

RASA1 
RB1 

RNF43 
SF3B1 

SMAD4 
STK11 
TERT 

TGFBR2 
TP53 

WNT5B 
YEATS4 

2 



Table S7. Chromosomal cytobands identified as significantly altered copy number regions by GISTIC2 among 160 BTC patients with available WES data.
Cytoband chromosome start end type G-score -log10(q-value)
1p36.33 1 860260 879955 DEL 0.273016 10.473654
1p36.33 1 879584 894689 DEL 0.273016 10.473654
1p36.33 1 895967 901095 DEL 0.269654 10.259539
1p36.33 1 901877 911245 DEL 0.28243 11.192722
1p36.33 1 910579 917497 DEL 0.28243 11.192722
1p36.33 1 934342 935552 DEL 0.287138 11.549904
1p36.33 1 948803 949920 DEL 0.288483 11.62126
1p36.33 1 955503 991496 DEL 0.329502 14.751935
1p36.33 1 1006346 1009687 DEL 0.335554 15.265508
1p36.33 1 1017198 1051741 DEL 0.336227 15.313454
1p36.33 1 1109264 1133315 DEL 0.348331 16.368436
1p36.33 1 1138888 1142071 DEL 0.292517 11.870463
1p36.33 1 1146706 1149518 DEL 0.292517 11.870463
1p36.33 1 1152288 1167411 DEL 0.289155 11.678967
1p36.33 1 1167629 1170421 DEL 0.294535 11.971889
1p36.33 1 1177826 1182102 DEL 0.278396 10.91084
1p36.33 1 1189289 1209265 DEL 0.272344 10.46069
1p36.33 1 1215816 1227409 DEL 0.272344 10.46069
1p36.33 1 1227756 1244989 DEL 0.266292 10.044307
1p36.33 1 1243947 1247057 DEL 0.266292 10.044307
1p36.33 1 1246965 1260071 DEL 0.266292 10.044307
1p36.33 1 1260136 1264277 DEL 0.266292 10.014472
1p36.33 1 1266694 1270686 DEL 0.270326 10.31747
1p36.33 1 1270656 1284730 DEL 0.270326 10.31747
1p36.33 1 1288069 1297157 DEL 0.268309 10.181588
1p36.33 1 1309110 1310875 DEL 0.268309 10.181588
1p36.33 1 1321091 1334708 DEL 0.266964 10.078695
1p36.33 1 1337288 1342693 DEL 0.268309 10.181588
1p36.33 1 1353800 1357149 DEL 0.283775 11.255068
1p36.33 1 1361508 1363167 DEL 0.283775 11.255068
1p36.33 1 1370241 1378262 DEL 0.278396 10.896155
1p36.33 1 1385069 1405538 DEL 0.269654 10.272593
1p36.33 1 1407143 1433228 DEL 0.262929 9.870514
1p36.33 1 1447531 1470067 DEL 0.265619 9.989204
1p36.33 1 1470554 1475833 DEL 0.283103 11.22098
1p36.33 1 1477053 1510249 DEL 0.351693 16.678664
1p36.33 1 1533392 1535476 DEL 0.39742 20.848753
1p36.33 1 1550795 1565990 AMP 0.39997 2.734703
1p36.33 1 1550795 1565990 DEL 0.43306 24.080021
1p36.33 1 1567474 1570639 DEL 0.414231 22.31697
1p36.33 1 1570603 1590473 DEL 0.288483 11.62126
1p36.33 1 1592939 1624167 DEL 0.288483 11.62126
1p36.33 1 1634169 1655766 DEL 0.288483 11.62126
1p36.33 1 1656277 1677431 DEL 0.18358 5.055508
1p36.33 1 1682671 1711896 DEL 0.18358 5.055508
1p36.33 1 1716729 1822495 DEL 0.165424 4.068408
1p36.33 1 1846266 1848735 DEL 0.174165 4.457965
1p36.33 1 1849029 1850712 DEL 0.17551 4.53515
1p36.33 1 1950780 1962192 DEL 0.169458 4.265361
1p36.33 1 1981909 2116834 DEL 0.163406 3.952709
1p36.33 1 2115903 2144159 DEL 0.163406 3.952709
1p36.33 1 2160134 2241558 DEL 0.155337 3.58476
1p36.33 1 2252692 2323146 DEL 0.162061 3.869288
1p36.32 1 2323267 2336883 DEL 0.171476 4.348633
1p36.32 1 2336236 2345236 DEL 0.171476 4.348633
1p36.32 1 2357419 2436969 DEL 0.171476 4.348633
1p36.32 1 2439972 2458039 DEL 0.162734 3.925206
1p36.32 1 2460184 2461684 DEL 0.174838 4.476867
1p36.32 1 2487078 2496821 DEL 0.17551 4.57487
1p36.32 1 2517930 2522908 DEL 0.171476 4.348633
1p36.32 1 2522078 2564481 DEL 0.171476 4.348633
1p36.32 1 2567415 2718286 DEL 0.173493 4.419351
1p36.32 1 2938046 2939465 DEL 0.173493 4.419351
1p36.32 1 2985732 3355185 DEL 0.17551 4.57487
1p36.32 1 3370990 3397677 DEL 0.203753 6.163696
1p36.32 1 3406484 3528059 DEL 0.242756 8.453529
1p36.32 1 3541566 3546691 DEL 0.209133 6.449333
1p36.32 1 3547331 3569325 DEL 0.214513 6.719543
1p36.32 1 3569084 3652765 DEL 0.225272 7.374203
1p36.32 1 3652548 3663900 DEL 0.225272 7.374203
1p36.32 1 3668962 3688209 DEL 0.218547 7.001254
1p36.32 1 3696784 3713068 DEL 0.250825 9.010626
1p36.32 1 3728645 3773778 DEL 0.235359 8.025602
1p36.32 1 3773845 3801993 DEL 0.24948 8.935172
1p36.32 1 3805689 3816857 DEL 0.24948 8.935172
1p36.32 1 4714792 4852594 DEL 0.256205 9.348487
1p36.31 1 5922871 6052533 DEL 0.256205 9.348487



1p36.31 1 6051526 6161253 DEL 0.239393 8.237752
1p36.31 1 6161853 6240183 DEL 0.222582 7.241513
1p36.31 1 6241329 6269449 DEL 0.250825 8.991867
1p36.31 1 6265535 6281359 DEL 0.245445 8.639947
1p36.31 1 6281253 6296032 DEL 0.245445 8.639947
1p36.31 1 6304252 6305638 DEL 0.254187 9.207825
1p36.31 1 6307406 6321035 DEL 0.252842 9.132738
1p36.31 1 6324329 6454451 DEL 0.252842 9.132738
1p36.31 1 6472478 6484730 DEL 0.259567 9.622622
1p36.31 1 6484848 6521430 DEL 0.269654 10.248387
1p36.31 1 6521211 6526255 DEL 0.276378 10.751425
1p36.31 1 6526152 6580121 DEL 0.276378 10.751425
1p36.31 1 6581407 6614595 DEL 0.271671 10.414385
1p36.31 1 6615241 6639817 DEL 0.271671 10.414385
1p36.31 1 6640061 6649340 DEL 0.246118 8.695328
1p36.31 1 6650784 6674667 DEL 0.248135 8.821287
1p36.31 1 6673745 6684093 DEL 0.246118 8.695328
1p36.31 1 6684926 6695646 DEL 0.24679 8.745565
1p36.31 1 6694228 6761984 DEL 0.244101 8.529884
1p36.31 1 6845384 7829766 DEL 0.210478 6.551994
1p36.23 1 7831329 7841492 DEL 0.22191 7.192195
1p36.23 1 7844380 7905237 DEL 0.22191 7.192195
1p36.23 1 7903143 7913572 DEL 0.240066 8.275015
1p36.23 1 7979907 8000926 DEL 0.233341 7.935143
1p36.23 1 8014351 8045565 DEL 0.233341 7.935143
1p36.23 1 8064464 8086368 DEL 0.239393 8.244846
1p36.23 1 8377886 8404227 DEL 0.239393 8.244846
1p36.23 1 8412457 8877702 DEL 0.231324 7.753318
1p36.23 1 8921061 8939308 DEL 0.242083 8.411046
1p36.23 1 8938894 8939953 DEL 0.242083 8.411046
1p36.23 1 9005926 9035151 DEL 0.231324 7.778547
1p36.23 1 9063359 9086404 DEL 0.232669 7.851003
1p36.23 1 9095166 9148537 DEL 0.235359 8.013472
1p36.23 1 9160364 9189229 DEL 0.238049 8.18386
1p36.22 1 9294834 9331396 DEL 0.228634 7.577115
1p36.22 1 9352939 9429591 DEL 0.236031 8.052374
1p36.22 1 9599541 9645237 DEL 0.236031 8.052374
1p36.22 1 9648932 9674935 DEL 0.235359 8.013472
1p36.22 1 9711790 9789172 DEL 0.240066 8.288369
1p36.22 1 9712668 9714644 DEL 0.240066 8.288369
1p36.22 1 9789084 9884584 DEL 0.222582 7.244674
1p36.22 1 9908334 9970394 DEL 0.234686 7.995693
1p36.22 1 9982173 10003465 DEL 0.234686 7.995693
1p36.22 1 10003486 10045559 DEL 0.231996 7.799771
1p36.22 1 10057264 10076078 DEL 0.239393 8.237752
1p36.22 1 10092890 10241297 DEL 0.215185 6.789789
1p36.22 1 10270863 10441661 DEL 0.241411 8.382301
1p36.22 1 10458649 10480201 DEL 0.229307 7.623487
1p36.22 1 10490159 10512210 DEL 0.238721 8.212265
1p36.22 1 10490159 10512210 DEL 0.238721 8.212265
1p36.22 1 10509776 10511959 DEL 0.238721 8.212265
1p36.22 1 10516579 10532583 DEL 0.238721 8.212265
1p36.22 1 10532345 10690815 DEL 0.235359 8.013472
1p36.22 1 10696661 10856707 DEL 0.227962 7.504581
1p36.22 1 11006528 11042094 DEL 0.231324 7.778547
1p36.22 1 11072414 11085796 DEL 0.232669 7.875639
1p36.22 1 11086580 11107290 DEL 0.256877 9.39139
1p36.22 1 11114641 11120081 DEL 0.250825 9.010626
1p36.22 1 11126675 11159938 DEL 0.221237 7.164318
1p36.22 1 11166592 11322564 DEL 0.238049 8.18386
1p36.22 1 11249398 11256038 DEL 0.238049 8.18386
1p36.22 1 11333263 11356106 DEL 0.237376 8.127697
1p36.22 1 11539223 11597641 DEL 0.22191 7.202565
1p36.22 1 11708424 11715842 DEL 0.236704 8.101167
1p36.22 1 11714432 11723384 DEL 0.236704 8.101167
1p36.22 1 11724181 11734411 DEL 0.234686 7.995693
1p36.22 1 11734537 11751707 DEL 0.234686 7.995693
1p36.22 1 11796141 11814859 DEL 0.234686 7.995693
1p36.22 1 11845780 11866977 DEL 0.231996 7.799771
1p36.22 1 11866207 11903201 DEL 0.233341 7.94133
1p36.22 1 11901074 11908136 DEL 0.239393 8.237752
1p36.22 1 11905766 11908402 DEL 0.239393 8.237752
1p36.22 1 11917521 11918988 DEL 0.239393 8.237752
1p36.22 1 11979648 11986485 DEL 0.231996 7.824242
1p36.22 1 11994262 12035595 DEL 0.223927 7.323854
1p36.22 1 12040238 12073571 DEL 0.223927 7.323854
1p36.22 1 12079523 12092102 DEL 0.232669 7.875639
1p36.22 1 12123434 12204264 DEL 0.254187 9.194133
1p36.22 1 12227060 12269285 DEL 0.245445 8.637373



1p36.22 1 12290124 12572099 DEL 0.241411 8.382301
1p36.22 1 12627939 12677737 DEL 0.247463 8.780599
1p36.21 1 12704566 12727097 DEL 0.262929 9.860044
1p36.21 1 12776118 12788726 DEL 0.264274 9.921517
1p36.21 1 12806163 12823847 DEL 0.289827 11.707138
1p36.21 1 12834984 12838049 DEL 0.303276 12.689234
1p36.21 1 12851546 12856777 DEL 0.305294 12.855428
1p36.21 1 12884468 12891264 DEL 0.305294 12.855428
1p36.21 1 12907261 12908578 DEL 0.304621 12.773846
1p36.21 1 12916941 12921764 DEL 0.305294 12.855428
1p36.21 1 12939045 12946025 DEL 0.305294 12.855428
1p36.21 1 12952727 12958101 DEL 0.305966 12.878415
1p36.21 1 12976450 12980569 DEL 0.305966 12.878415
1p36.21 1 12998181 13117751 DEL 0.305966 12.878415
1p36.21 1 13035543 13038381 DEL 0.305966 12.878415
1p36.21 1 13328196 13331692 DEL 0.29319 11.870463
1p36.21 1 13359819 13369057 DEL 0.292517 11.870463
1p36.21 1 13386646 13390765 DEL 0.292517 11.870463
1p36.21 1 13421176 13428191 DEL 0.292517 11.870463
1p36.21 1 13447414 13452656 DEL 0.292517 11.870463
1p36.21 1 13474689 13477522 DEL 0.292517 11.870463
1p36.21 1 13495254 13498260 DEL 0.292517 11.870463
1p36.21 1 13516066 13526943 DEL 0.292517 11.870463
1p36.21 1 13641973 13648988 DEL 0.292517 11.870463
1p36.21 1 13668269 13673511 DEL 0.292517 11.870463
1p36.21 1 13694889 13698405 DEL 0.292517 11.870463
1p36.21 1 13716092 13719089 DEL 0.292517 11.870463
1p36.21 1 13736907 13747803 DEL 0.292517 11.870463
1p36.21 1 13801445 13840543 DEL 0.291172 11.791899
1p36.21 1 13909960 13944452 DEL 0.291172 11.791899
1p36.21 1 14026693 14151574 DEL 0.192322 5.554185
1p36.21 1 14925200 15444539 DEL 0.198374 5.881779
1p36.21 1 15479028 15546976 DEL 0.194339 5.679759
1p36.21 1 15573768 15726779 DEL 0.17551 4.587313
1p36.21 1 15736391 15756839 DEL 0.197701 5.84149
1p36.21 1 15764935 15775737 DEL 0.196356 5.758546
1p36.21 1 15783223 15798586 DEL 0.196356 5.758546
1p36.21 1 15792404 15817895 DEL 0.196356 5.758546
1p36.21 1 15817327 15853029 DEL 0.195684 5.720412
1p36.21 1 15853308 15918874 DEL 0.194339 5.679759
1p36.21 1 15898848 15911605 DEL 0.194339 5.679759
1p36.21 1 15943995 15995539 DEL 0.202408 6.093196
1p36.21 1 15986364 15988217 DEL 0.202408 6.093196
1p36.21 1 16010827 16061264 DEL 0.200391 5.970401
1p36.21 1 16062900 16067891 DEL 0.207116 6.367275
1p36.21 1 16068917 16074477 DEL 0.228634 7.581833
1p36.21 1 16083102 16113089 DEL 0.228634 7.581833
1p36.21 1 16174359 16266955 DEL 0.201736 6.054854
1p36.13 1 16268364 16302627 DEL 0.180218 4.904653
1p36.13 1 16330731 16335302 DEL 0.188287 5.25632
1p36.13 1 16340523 16346089 DEL 0.187615 5.217794
1p36.13 1 16345370 16360545 DEL 0.187615 5.217794
1p36.13 1 16370272 16383803 DEL 0.201736 6.067772
1p36.13 1 16384264 16400127 DEL 0.209805 6.508411
1p36.13 1 16450832 16482582 DEL 0.203753 6.179204
1p36.13 1 16524349 16539104 DEL 0.204426 6.19691
1p36.13 1 16558195 16563657 DEL 0.21384 6.681712
1p36.13 1 16573334 16678949 DEL 0.21384 6.681712
1p36.13 1 16713612 16763919 DEL 0.206443 6.330183
1p36.13 1 16767167 16786573 DEL 0.211823 6.597158
1p36.13 1 16888814 16940057 DEL 0.215858 6.819517
1p36.13 1 17066768 17299474 DEL 0.240066 8.275015
1p36.13 1 17300997 17307330 DEL 0.236704 8.092226
1p36.13 1 17312453 17338423 DEL 0.225272 7.366607
1p36.13 1 17345217 17380665 DEL 0.206443 6.348678
1p36.13 1 17393256 17445948 DEL 0.200391 5.970401
1p36.13 1 17531621 17572500 DEL 0.203081 6.145609
1p36.13 1 17575593 17610728 DEL 0.204426 6.213619
1p36.13 1 17634690 17690499 DEL 0.202408 6.074248
1p36.13 1 17733256 17766220 DEL 0.204426 6.19691
1p36.13 1 17866330 18024369 DEL 0.203081 6.145609
1p36.13 1 18081808 18153558 DEL 0.210478 6.529394
1p36.13 1 18434240 18704977 DEL 0.205771 6.293533
1p36.13 1 18807424 18812478 DEL 0.214513 6.705862
1p36.13 1 18957500 19075360 DEL 0.206443 6.330183
1p36.13 1 19166093 19186176 DEL 0.210478 6.551994
1p36.13 1 19197926 19229275 DEL 0.215858 6.819517
1p36.13 1 19230775 19283180 DEL 0.205771 6.276526
1p36.13 1 19401000 19536770 DEL 0.160044 3.721385



1p36.13 1 19578033 19586622 DEL 0.204426 6.213619
1p36.13 1 19609052 19615744 DEL 0.215858 6.819517
1p36.13 1 19630459 19638640 DEL 0.209805 6.487421
1p36.13 1 19638820 19655794 DEL 0.206443 6.348678
1p36.13 1 19665267 19812066 DEL 0.205098 6.228164
1p36.13 1 19923477 19956314 DEL 0.205098 6.240448
1p36.13 1 19967048 19984945 DEL 0.214513 6.705862
1p36.13 1 19991780 20006055 DEL 0.211823 6.612127
1p36.13 1 20008706 20126438 DEL 0.202408 6.089385
1p36.13 1 20140523 20141771 DEL 0.21384 6.681712
1p36.13 1 20209006 20239438 DEL 0.205771 6.309414
1p36.13 1 20246502 20250110 DEL 0.213168 6.658472
1p36.13 1 20301925 20306932 DEL 0.21384 6.681712
1p36.13 1 20354672 20417683 DEL 0.212495 6.636263
1p36.12 1 20438432 20446050 DEL 0.21115 6.575465
1p36.12 1 20465819 20476879 DEL 0.209133 6.467798
1p36.12 1 20487746 20503917 DEL 0.214513 6.724944
1p36.12 1 20512578 20522541 DEL 0.212495 6.636263
1p36.12 1 20617412 20681387 DEL 0.215858 6.819517
1p36.12 1 20808884 20812713 DEL 0.210478 6.529394
1p36.12 1 20825943 20834654 DEL 0.210478 6.529394
1p36.12 1 20878932 20881512 DEL 0.211823 6.612127
1p36.12 1 20915441 20945401 DEL 0.211823 6.612127
1p36.12 1 20959948 20978004 DEL 0.207788 6.405468
1p36.12 1 20978270 20988000 DEL 0.207788 6.405468
1p36.12 1 20990507 21044510 DEL 0.202408 6.089385
1p36.12 1 21046225 21059330 DEL 0.192994 5.625492
1p36.12 1 21069154 21113816 DEL 0.192994 5.625492
1p36.12 1 21132963 21503377 DEL 0.202408 6.07512
1p36.12 1 21543740 21671997 DEL 0.201064 6.01644
1p36.12 1 21766621 21811498 DEL 0.191649 5.503713
1p36.12 1 21835858 21904905 DEL 0.191649 5.503713
1p36.12 1 21922708 21995801 DEL 0.180218 4.904653
1p36.12 1 22004791 22110099 DEL 0.205771 6.276526
1p36.12 1 22138758 22151714 DEL 0.262257 9.771286
1p36.12 1 22148738 22263790 DEL 0.262257 9.771286
1p36.12 1 22303514 22325135 DEL 0.225944 7.413698
1p36.12 1 22328149 22339032 DEL 0.225272 7.366607
1p36.12 1 22379120 22419437 DEL 0.215858 6.797504
1p36.12 1 22443798 22470462 DEL 0.214513 6.727736
1p36.12 1 22778344 22857650 DEL 0.184925 5.118435
1p36.12 1 22890057 22930087 DEL 0.195684 5.740524
1p36.12 1 22962999 22966101 DEL 0.201064 6.01644
1p36.12 1 22970123 22974603 DEL 0.209133 6.467798
1p36.12 1 22979255 22988031 DEL 0.209133 6.467798
1p36.12 1 23037332 23241818 DEL 0.211823 6.598344
1p36.12 1 23345941 23410182 DEL 0.211823 6.598344
1p36.12 1 23410516 23504301 DEL 0.239393 8.237752
1p36.12 1 23516993 23521222 DEL 0.207116 6.380432
1p36.12 1 23630264 23670829 DEL 0.207116 6.380432
1p36.12 1 23685941 23695935 DEL 0.210478 6.529394
1p36.12 1 23695490 23698332 DEL 0.210478 6.529394
1p36.12 1 23707554 23751233 DEL 0.201736 6.036226
1p36.12 1 23755056 23811061 DEL 0.192994 5.625492
1p36.12 1 23832922 23857712 DEL 0.201064 6.017463
1p36.12 1 23884409 23886285 DEL 0.208461 6.44755
1p36.11 1 23907985 23967058 DEL 0.208461 6.44755
1p36.11 1 24018269 24022915 DEL 0.205771 6.302746
1p36.11 1 24069645 24088549 DEL 0.21115 6.576902
1p36.11 1 24104895 24114722 DEL 0.207116 6.380432
1p36.11 1 24117460 24122029 DEL 0.206443 6.361183
1p36.11 1 24122089 24127271 DEL 0.206443 6.361183
1p36.11 1 24128375 24165110 DEL 0.205098 6.230337
1p36.11 1 24171567 24194784 DEL 0.203081 6.145609
1p36.11 1 24197016 24285549 DEL 0.211823 6.598344
1p36.11 1 24285599 24289952 DEL 0.207788 6.401634
1p36.11 1 24291294 24307417 DEL 0.207788 6.401634
1p36.11 1 24382525 24438665 DEL 0.184925 5.120697
1p36.11 1 24446261 24469611 DEL 0.203753 6.181664
1p36.11 1 24645812 24690972 DEL 0.199719 5.938146
1p36.11 1 24742284 24799466 DEL 0.211823 6.598344
1p36.11 1 24829387 24867530 DEL 0.237376 8.126215
1p36.11 1 24958207 24999758 DEL 0.237376 8.126215
1p36.11 1 25071848 25170815 DEL 0.200391 5.95937
1p36.11 1 25226002 25291612 DEL 0.203753 6.163726
1p36.11 1 25549170 25558993 DEL 0.205771 6.285577
1p36.11 1 25568728 25664704 DEL 0.206443 6.322945
1p36.11 1 25598884 25656936 DEL 0.201064 6.017463
1p36.11 1 25664408 25688852 DEL 0.205771 6.268449



1p36.11 1 25688740 25756683 DEL 0.205771 6.268449
1p36.11 1 25757388 25826700 DEL 0.201064 5.998794
1p36.11 1 25870071 25895377 DEL 0.203753 6.163726
1p36.11 1 25943959 26112698 DEL 0.201064 5.998794
1p36.11 1 26126667 26144713 DEL 0.201064 5.998794
1p36.11 1 26187701 26197744 DEL 0.208461 6.424215
1p36.11 1 26210672 26233482 DEL 0.211823 6.598344
1p36.11 1 26286258 26324648 DEL 0.200391 5.95937
1p36.11 1 26346375 26362955 DEL 0.202408 6.08657
1p36.11 1 26363743 26372624 DEL 0.217875 6.954475
1p36.11 1 26377795 26394927 DEL 0.22191 7.202565
1p36.11 1 26437664 26452034 DEL 0.22191 7.202565
1p36.11 1 26485511 26489119 DEL 0.22191 7.202565
1p36.11 1 26496362 26498551 DEL 0.223255 7.26843
1p36.11 1 26503894 26516377 DEL 0.214513 6.737196
1p36.11 1 26517052 26529459 DEL 0.217875 6.954475
1p36.11 1 26560691 26605299 DEL 0.21115 6.582661
1p36.11 1 26605667 26608007 DEL 0.223255 7.26843
1p36.11 1 26607819 26644854 DEL 0.223255 7.26843
1p36.11 1 26644448 26647014 DEL 0.22191 7.179275
1p36.11 1 26648350 26680621 DEL 0.212495 6.636263
1p36.11 1 26688125 26701013 DEL 0.21922 7.065392
1p36.11 1 26737269 26756213 DEL 0.21922 7.065392
1p36.11 1 26758773 26797785 DEL 0.220565 7.133888
1p36.11 1 26798941 26802463 DEL 0.220565 7.133888
1p36.11 1 26856252 26901521 DEL 0.224599 7.344505
1p36.11 1 27022524 27108595 DEL 0.205098 6.227819
1p36.11 1 27113963 27124889 DEL 0.21922 7.021982
1p36.11 1 27153201 27184093 DEL 0.223927 7.319644
1p36.11 1 27189633 27190947 DEL 0.223927 7.319644
1p36.11 1 27202624 27216788 DEL 0.21922 7.021982
1p36.11 1 27216979 27226957 DEL 0.21922 7.021982
1p36.11 1 27226729 27273353 DEL 0.221237 7.154335
1p36.11 1 27237980 27240457 DEL 0.221237 7.154335
1p36.11 1 27276053 27286897 DEL 0.222582 7.225961
1p36.11 1 27320198 27327389 DEL 0.219892 7.083618
1p36.11 1 27331511 27339327 DEL 0.223255 7.26843
1p36.11 1 27425306 27493472 DEL 0.215185 6.756567
1p36.11 1 27561007 27635110 DEL 0.215185 6.756567
1p36.11 1 27648651 27662891 DEL 0.211823 6.598344
1p36.11 1 27668513 27680421 DEL 0.21653 6.861847
1p36.11 1 27681675 27693383 DEL 0.21115 6.582661
1p36.11 1 27695603 27701315 DEL 0.220565 7.133888
1p36.11 1 27705666 27709870 DEL 0.21922 7.065392
1p36.11 1 27719148 27722318 DEL 0.220565 7.133888
1p36.11 1 27730730 27816669 DEL 0.209133 6.484285
1p36.11 1 27860546 27930942 DEL 0.213168 6.658472
1p36.11 1 27938575 27961788 DEL 0.201736 6.053117
1p36.11 1 27992572 27998729 DEL 0.233341 7.900974
1p35.3 1 28052490 28089633 DEL 0.223255 7.266099
1p35.3 1 28099694 28150963 DEL 0.217875 6.954475
1p35.3 1 28157289 28178187 DEL 0.224599 7.344505
1p35.3 1 28218035 28241257 DEL 0.21922 7.065392
1p35.3 1 28261504 28285668 DEL 0.217875 6.930095
1p35.3 1 28285973 28294607 DEL 0.222582 7.248547
1p35.3 1 28296855 28415207 DEL 0.222582 7.248547
1p35.3 1 28473677 28520447 DEL 0.222582 7.225961
1p35.3 1 28525967 28559536 DEL 0.217875 6.954475
1p35.3 1 28562620 28573417 DEL 0.242756 8.460995
1p35.3 1 28586038 28609002 DEL 0.242756 8.460995
1p35.3 1 28655513 28662476 DEL 0.24679 8.775122
1p35.3 1 28696114 28826881 DEL 0.24679 8.753403
1p35.3 1 28832455 28865812 DEL 0.260239 9.672173
1p35.3 1 28832492 28837404 DEL 0.260239 9.672173
1p35.3 1 28879597 28905051 DEL 0.259567 9.60778
1p35.3 1 28905050 28909495 DEL 0.265619 9.984357
1p35.3 1 28915835 28969597 DEL 0.265619 9.984357
1p35.3 1 28918712 28921955 DEL 0.262257 9.763747
1p35.3 1 28995244 29045865 DEL 0.287138 11.559533
1p35.3 1 29063133 29096287 DEL 0.287138 11.559533
1p35.3 1 29138654 29190208 DEL 0.273016 10.479514
1p35.3 1 29213603 29446553 DEL 0.24948 8.903995
1p35.3 1 29445940 29450447 DEL 0.242756 8.458053
1p35.3 1 29474255 29508499 DEL 0.230652 7.725396
1p35.3 1 29519385 29557454 DEL 0.230652 7.725396
1p35.3 1 29563028 29653325 DEL 0.18089 4.918433
1p35.2 1 31184124 31196434 DEL 0.180218 4.904653
1p35.2 1 31205316 31230667 DEL 0.171476 4.348633
1p35.2 1 31342314 31381608 DEL 0.165424 4.061661



1p35.2 1 31404353 31538838 DEL 0.171476 4.348633
1p35.2 1 31652592 31712401 DEL 0.165424 4.045642
1p35.2 1 31732417 31769662 DEL 0.163406 3.93972
1p35.2 1 31769842 31837783 DEL 0.164751 4.001492
1p35.2 1 31838472 31849697 DEL 0.154664 3.556518
1p35.2 1 31882412 31907525 DEL 0.151302 3.346377
1p35.2 1 32042116 32053288 DEL 0.151302 3.360266
1p35.2 1 32083287 32098119 DEL 0.151974 3.440755
1p35.2 1 32095463 32110497 DEL 0.151974 3.440755
1p35.2 1 32117848 32169920 DEL 0.151974 3.440755
1p35.2 1 32192718 32230494 DEL 0.190977 5.471653
1p35.2 1 32256023 32281652 DEL 0.190977 5.471653
1p35.2 1 32372022 32410457 DEL 0.191649 5.486047
1p35.1 1 32479430 32526451 DEL 0.176855 4.656173
1p35.1 1 32537632 32568467 DEL 0.164751 4.0148
1p35.1 1 32573639 32642169 DEL 0.155337 3.581975
1p35.1 1 32645287 32663886 DEL 0.161389 3.775214
1p35.1 1 32665987 32670988 DEL 0.166096 4.154447
1p35.1 1 32671236 32674288 DEL 0.166096 4.154447
1p35.1 1 32674695 32681797 DEL 0.166096 4.154447
1p35.1 1 32680073 32687972 DEL 0.166096 4.154447
1p35.1 1 32687529 32697205 DEL 0.166096 4.154447
1p35.1 1 32712834 32714457 DEL 0.156682 3.629692
1p35.1 1 32716840 32751766 DEL 0.152647 3.455153
1p35.1 1 32757687 32799236 DEL 0.148612 3.216825
1p35.1 1 32799433 32801980 DEL 0.154664 3.541845
1p35.1 1 32817122 32829913 DEL 0.156682 3.629692
1p35.1 1 32830704 32860332 DEL 0.15063 3.321176
1p35.1 1 32930670 32962287 DEL 0.151302 3.360266
1p35.1 1 33005028 33071540 DEL 0.167441 4.185485
1p35.1 1 33065773 33116504 DEL 0.167441 4.185485
1p35.1 1 33116743 33151812 DEL 0.166096 4.138251
1p35.1 1 33145507 33169197 DEL 0.166096 4.138251
1p35.1 1 33207486 33240571 DEL 0.165424 4.093317
1p35.1 1 33240840 33283754 DEL 0.164751 4.001492
1p35.1 1 33282368 33324476 DEL 0.164751 4.001492
1p35.1 1 33327869 33338083 DEL 0.164751 4.001492
1p35.1 1 33351595 33364042 DEL 0.168786 4.216188
1p35.1 1 33360195 33367039 DEL 0.168786 4.216188
1p35.1 1 33402046 33430286 DEL 0.164751 4.001492
1p35.1 1 33473585 33546597 DEL 0.164079 3.986415
1p35.1 1 33546705 33586131 DEL 0.173493 4.409916
1p35.1 1 33611003 33647660 DEL 0.173493 4.409916
1p35.1 1 33722146 33766320 DEL 0.171476 4.342449
1p35.1 1 33789224 33896653 DEL 0.131128 2.445261
1p35.1 1 33938246 33962107 DEL 0.122387 2.14073
1p34.3 1 35258599 35261348 DEL 0.127094 2.332257
1p34.3 1 35331037 35395186 DEL 0.131128 2.42485
1p34.3 1 35447136 35450954 DEL 0.131128 2.42485
1p34.3 1 35449523 35497569 DEL 0.129784 2.391604
1p34.3 1 35525387 35581460 DEL 0.125076 2.219334
1p34.3 1 35641979 35658749 DEL 0.125076 2.219334
1p34.3 1 35899091 36023551 DEL 0.125076 2.219334
1p34.3 1 36023074 36032875 DEL 0.125076 2.219334
1p34.3 1 36038971 36060929 DEL 0.126421 2.320971
1p34.3 1 36067185 36107445 DEL 0.126421 2.320971
1p34.3 1 36179476 36185073 DEL 0.130456 2.402463
1p34.3 1 36185819 36235568 DEL 0.130456 2.402463
1p34.3 1 36549676 36553876 DEL 0.126421 2.320971
1p34.3 1 36554476 36559533 DEL 0.127766 2.340061
1p34.3 1 36560837 36590821 DEL 0.126421 2.320971
1p34.3 1 36602173 36615098 DEL 0.125749 2.291561
1p34.3 1 36621180 36646450 DEL 0.123731 2.15998
1p34.3 1 36690017 36770958 DEL 0.121714 2.031388
1p34.3 1 36771988 36790484 DEL 0.129111 2.35934
1p34.3 1 36805225 36851497 DEL 0.138525 2.825135
1p34.3 1 36856839 36863493 DEL 0.130456 2.402463
1p34.3 1 36881428 36916086 DEL 0.130456 2.402463
1p34.3 1 36921319 36930038 DEL 0.125749 2.280953
1p34.3 1 36931644 36948879 DEL 0.139198 2.835257
1p34.3 1 37261128 37499730 DEL 0.139198 2.835257
1p31.3 1 61330931 61928465 DEL 0.162734 3.903618
1p31.3 1 62146718 62191095 DEL 0.18627 5.173454
1p12 1 1.18E+08 1.19E+08 AMP 0.385091 2.461837
1p12 1 1.19E+08 1.2E+08 AMP 0.447563 3.696626
1p12 1 1.2E+08 1.2E+08 AMP 0.447563 3.696626
1p12 1 1.2E+08 1.2E+08 AMP 0.478799 4.420788
1p12 1 1.2E+08 1.2E+08 AMP 0.478799 4.420788
1p12 1 1.2E+08 1.2E+08 AMP 0.431945 3.347715



1p12 1 1.2E+08 1.2E+08 AMP 0.463181 4.050036
1p12 1 1.2E+08 1.2E+08 AMP 0.463181 4.050036
1p12 1 1.2E+08 1.2E+08 AMP 0.463181 4.050036
1p12 1 1.2E+08 1.2E+08 AMP 0.463181 4.050036
1p12 1 1.2E+08 1.2E+08 AMP 0.494417 4.796174
1p12 1 1.2E+08 1.21E+08 AMP 0.510035 5.184576

1p11.2 1 1.21E+08 1.21E+08 AMP 0.437304 3.454418
1p11.2 1 1.21E+08 1.21E+08 AMP 0.421686 3.130086
1q21.1 1 1.44E+08 1.44E+08 AMP 0.374442 2.260728
1q21.1 1 1.45E+08 1.45E+08 AMP 0.405678 2.826772
1q21.1 1 1.45E+08 1.45E+08 AMP 0.421296 3.130086
1q21.1 1 1.45E+08 1.45E+08 AMP 0.39006 2.542309
1q21.1 1 1.45E+08 1.45E+08 AMP 0.405678 2.826772
1q21.1 1 1.45E+08 1.45E+08 AMP 0.405626 2.826772
1q21.1 1 1.45E+08 1.45E+08 AMP 0.45248 3.805317
1q21.1 1 1.45E+08 1.45E+08 AMP 0.45248 3.805317
1q21.1 1 1.45E+08 1.45E+08 AMP 0.45248 3.805317
1q21.1 1 1.45E+08 1.46E+08 AMP 0.45248 3.805317
1q21.1 1 1.46E+08 1.46E+08 AMP 0.45248 3.805317
1q21.1 1 1.46E+08 1.46E+08 AMP 0.45248 3.805317
1q21.1 1 1.46E+08 1.46E+08 AMP 0.421244 3.130086
1q21.1 1 1.47E+08 1.47E+08 AMP 0.374473 2.260728
1q21.1 1 1.47E+08 1.47E+08 AMP 0.374473 2.260728
1q21.1 1 1.47E+08 1.47E+08 AMP 0.374473 2.260728
1q21.2 1 1.47E+08 1.47E+08 AMP 0.374473 2.260728
1q21.2 1 1.47E+08 1.47E+08 AMP 0.374473 2.260728
1q21.2 1 1.47E+08 1.47E+08 AMP 0.374473 2.260728
1q21.2 1 1.47E+08 1.47E+08 AMP 0.374473 2.260728
1q21.2 1 1.47E+08 1.47E+08 AMP 0.374473 2.260728
1q21.2 1 1.48E+08 1.48E+08 AMP 0.400349 2.734703
1q21.2 1 1.5E+08 1.5E+08 AMP 0.545943 6.080823
1q21.2 1 1.5E+08 1.5E+08 AMP 0.971896 18.30486
1q21.2 1 1.5E+08 1.5E+08 AMP 1.029009 20.361303
1q21.2 1 1.5E+08 1.5E+08 AMP 1.044483 20.965742
1q21.2 1 1.5E+08 1.5E+08 AMP 1.075719 22.180584
1q21.2 1 1.5E+08 1.5E+08 AMP 1.075719 22.180584
1q21.2 1 1.5E+08 1.5E+08 AMP 1.075719 22.180584
1q21.2 1 1.5E+08 1.5E+08 AMP 1.075719 22.180584
1q21.2 1 1.5E+08 1.5E+08 AMP 1.018606 20.054081
1q21.2 1 1.5E+08 1.5E+08 AMP 1.018606 20.054081
1q21.2 1 1.5E+08 1.5E+08 AMP 0.987361 18.905361
1q21.2 1 1.5E+08 1.5E+08 AMP 0.987361 18.905361
1q21.2 1 1.5E+08 1.5E+08 AMP 0.987361 18.905361
1q21.2 1 1.5E+08 1.5E+08 AMP 0.514891 5.310901
1q21.2 1 1.5E+08 1.5E+08 AMP 0.561745 6.479814
1q21.2 1 1.5E+08 1.5E+08 AMP 0.483655 4.534289
1q21.2 1 1.5E+08 1.5E+08 AMP 0.405565 2.826772
1q21.2 1 1.5E+08 1.5E+08 AMP 0.374329 2.260728
1q21.2 1 1.5E+08 1.5E+08 AMP 0.374329 2.260728
1q21.2 1 1.5E+08 1.5E+08 AMP 0.405565 2.826772
1q21.2 1 1.5E+08 1.5E+08 AMP 0.405565 2.826772
1q21.2 1 1.5E+08 1.5E+08 AMP 0.405565 2.826772
1q21.2 1 1.5E+08 1.5E+08 AMP 0.405565 2.826772
1q21.2 1 1.5E+08 1.5E+08 AMP 0.405565 2.826772
1q21.2 1 1.5E+08 1.5E+08 AMP 0.405565 2.826772
1q21.2 1 1.5E+08 1.5E+08 AMP 0.389947 2.542309
1q21.3 1 1.5E+08 1.5E+08 AMP 0.421183 3.130086
1q21.3 1 1.5E+08 1.5E+08 AMP 0.405565 2.826772
1q21.3 1 1.5E+08 1.5E+08 AMP 0.405565 2.826772
1q21.3 1 1.51E+08 1.51E+08 AMP 0.535408 5.829858
1q21.3 1 1.51E+08 1.51E+08 AMP 0.535408 5.829858
1q21.3 1 1.51E+08 1.51E+08 AMP 0.535408 5.829858
1q21.3 1 1.51E+08 1.51E+08 AMP 0.44706 3.687345
1q21.3 1 1.51E+08 1.51E+08 AMP 0.498813 4.901153
1q21.3 1 1.51E+08 1.51E+08 AMP 0.431442 3.344587
1q21.3 1 1.51E+08 1.51E+08 AMP 0.431442 3.344587
1q21.3 1 1.51E+08 1.51E+08 AMP 0.431442 3.344587
1q21.3 1 1.51E+08 1.51E+08 AMP 0.431442 3.344587
1q21.3 1 1.51E+08 1.51E+08 AMP 0.431442 3.344587
1q21.3 1 1.51E+08 1.51E+08 AMP 0.431442 3.344587
1q21.3 1 1.51E+08 1.51E+08 AMP 0.431442 3.344587
1q21.3 1 1.51E+08 1.51E+08 AMP 0.431442 3.344587
1q21.3 1 1.51E+08 1.51E+08 AMP 0.431442 3.344587
1q21.3 1 1.51E+08 1.51E+08 AMP 0.431442 3.344587
1q21.3 1 1.51E+08 1.51E+08 AMP 0.431442 3.344587
1q21.3 1 1.51E+08 1.51E+08 AMP 0.431442 3.344587
1q21.3 1 1.51E+08 1.51E+08 AMP 0.431442 3.344587
1q21.3 1 1.51E+08 1.51E+08 AMP 0.431442 3.344587
1q21.3 1 1.51E+08 1.51E+08 AMP 0.431442 3.344587



1q21.3 1 1.51E+08 1.51E+08 AMP 0.431442 3.344587
1q21.3 1 1.51E+08 1.51E+08 AMP 0.431442 3.344587
1q21.3 1 1.51E+08 1.51E+08 AMP 0.415824 3.026232
1q21.3 1 1.51E+08 1.51E+08 AMP 0.415824 3.026232
1q21.3 1 1.51E+08 1.51E+08 AMP 0.44706 3.687345
1q21.3 1 1.51E+08 1.51E+08 AMP 0.44706 3.687345
1q21.3 1 1.51E+08 1.51E+08 AMP 0.44706 3.687345
1q21.3 1 1.51E+08 1.51E+08 AMP 0.44706 3.687345
1q21.3 1 1.51E+08 1.51E+08 AMP 0.44706 3.687345
1q21.3 1 1.51E+08 1.51E+08 AMP 0.415824 3.026232
1q21.3 1 1.51E+08 1.51E+08 AMP 0.415824 3.026232
1q21.3 1 1.51E+08 1.51E+08 AMP 0.431442 3.344587
1q21.3 1 1.51E+08 1.52E+08 AMP 0.478296 4.4071
1q21.3 1 1.52E+08 1.52E+08 AMP 0.493914 4.783614
1q21.3 1 1.52E+08 1.52E+08 AMP 0.52515 5.565862
1q21.3 1 1.52E+08 1.52E+08 AMP 0.540768 5.950715
1q21.3 1 1.52E+08 1.52E+08 AMP 0.540768 5.950715
1q21.3 1 1.52E+08 1.52E+08 AMP 0.546072 6.080823
1q21.3 1 1.52E+08 1.52E+08 AMP 0.546072 6.080823
1q21.3 1 1.52E+08 1.52E+08 AMP 0.56169 6.479814
1q21.3 1 1.52E+08 1.52E+08 AMP 0.577308 6.887823
1q21.3 1 1.52E+08 1.52E+08 AMP 0.577308 6.887823
1q21.3 1 1.52E+08 1.52E+08 AMP 0.56169 6.479814
1q21.3 1 1.52E+08 1.52E+08 AMP 0.56169 6.479814
1q21.3 1 1.52E+08 1.52E+08 AMP 0.650039 8.92057
1q21.3 1 1.52E+08 1.52E+08 AMP 0.650039 8.92057
1q21.3 1 1.52E+08 1.52E+08 AMP 0.712511 10.665525
1q21.3 1 1.52E+08 1.52E+08 AMP 0.696893 10.247849
1q21.3 1 1.52E+08 1.52E+08 AMP 0.696893 10.247849
1q21.3 1 1.52E+08 1.52E+08 AMP 0.696893 10.247849
1q21.3 1 1.52E+08 1.52E+08 AMP 0.696893 10.247849
1q21.3 1 1.52E+08 1.52E+08 AMP 0.712511 10.665525
1q21.3 1 1.52E+08 1.52E+08 AMP 0.712511 10.665525
1q21.3 1 1.52E+08 1.52E+08 AMP 0.728129 11.105902
1q21.3 1 1.52E+08 1.52E+08 AMP 0.743747 11.562895
1q21.3 1 1.52E+08 1.52E+08 AMP 0.774983 12.554485
1q21.3 1 1.53E+08 1.53E+08 AMP 0.774983 12.554485
1q21.3 1 1.53E+08 1.53E+08 AMP 0.774983 12.554485
1q21.3 1 1.53E+08 1.53E+08 AMP 0.733488 11.250028
1q21.3 1 1.53E+08 1.53E+08 AMP 0.790601 12.981059
1q21.3 1 1.53E+08 1.53E+08 AMP 0.790601 12.981059
1q21.3 1 1.53E+08 1.53E+08 AMP 0.790601 12.981059
1q21.3 1 1.53E+08 1.53E+08 AMP 0.790601 12.981059
1q21.3 1 1.53E+08 1.53E+08 AMP 0.790601 12.981059
1q21.3 1 1.53E+08 1.53E+08 AMP 0.774983 12.554485
1q21.3 1 1.53E+08 1.53E+08 AMP 0.774983 12.554485
1q21.3 1 1.53E+08 1.53E+08 AMP 0.774983 12.554485
1q21.3 1 1.53E+08 1.53E+08 AMP 0.774983 12.554485
1q21.3 1 1.53E+08 1.53E+08 AMP 0.774983 12.554485
1q21.3 1 1.53E+08 1.53E+08 AMP 0.774983 12.554485
1q21.3 1 1.53E+08 1.53E+08 AMP 0.774983 12.554485
1q21.3 1 1.53E+08 1.53E+08 AMP 0.774983 12.554485
1q21.3 1 1.53E+08 1.53E+08 AMP 0.774983 12.554485
1q21.3 1 1.53E+08 1.53E+08 AMP 0.774983 12.554485
1q21.3 1 1.53E+08 1.53E+08 AMP 0.774983 12.554485
1q21.3 1 1.53E+08 1.53E+08 AMP 0.774983 12.554485
1q21.3 1 1.53E+08 1.53E+08 AMP 0.774983 12.554485
1q21.3 1 1.53E+08 1.53E+08 AMP 0.728129 11.105902
1q21.3 1 1.53E+08 1.53E+08 AMP 0.728129 11.105902
1q21.3 1 1.53E+08 1.53E+08 AMP 0.728129 11.105902
1q21.3 1 1.53E+08 1.53E+08 AMP 0.728129 11.105902
1q21.3 1 1.53E+08 1.53E+08 AMP 0.728129 11.105902
1q21.3 1 1.53E+08 1.53E+08 AMP 0.774983 12.554485
1q21.3 1 1.53E+08 1.53E+08 AMP 0.774983 12.554485
1q21.3 1 1.53E+08 1.53E+08 AMP 0.774983 12.554485
1q21.3 1 1.53E+08 1.53E+08 AMP 0.774983 12.554485
1q21.3 1 1.53E+08 1.53E+08 AMP 0.671016 9.512307
1q21.3 1 1.53E+08 1.53E+08 AMP 0.655398 9.075799
1q21.3 1 1.53E+08 1.53E+08 AMP 0.655398 9.075799
1q21.3 1 1.53E+08 1.53E+08 AMP 0.63978 8.660727
1q21.3 1 1.53E+08 1.53E+08 AMP 0.63978 8.660727
1q21.3 1 1.53E+08 1.53E+08 AMP 0.592926 7.336816
1q21.3 1 1.53E+08 1.53E+08 AMP 0.514836 5.310901
1q21.3 1 1.53E+08 1.53E+08 AMP 0.514836 5.310901
1q21.3 1 1.53E+08 1.53E+08 AMP 0.514836 5.310901
1q21.3 1 1.53E+08 1.53E+08 AMP 0.514836 5.310901
1q21.3 1 1.53E+08 1.53E+08 AMP 0.467982 4.164895
1q21.3 1 1.53E+08 1.53E+08 AMP 0.467982 4.164895
1q21.3 1 1.54E+08 1.54E+08 AMP 0.421128 3.130086



1q21.3 1 1.54E+08 1.54E+08 AMP 0.40551 2.826772
1q21.3 1 1.54E+08 1.54E+08 AMP 0.40551 2.826772
1q21.3 1 1.54E+08 1.54E+08 AMP 0.40551 2.826772
1q21.3 1 1.54E+08 1.54E+08 AMP 0.40551 2.826772
1q21.3 1 1.54E+08 1.54E+08 AMP 0.40551 2.826772
1q21.3 1 1.54E+08 1.54E+08 AMP 0.40551 2.826772
1q21.3 1 1.54E+08 1.54E+08 AMP 0.40551 2.826772
1q21.3 1 1.54E+08 1.54E+08 AMP 0.40551 2.826772
1q21.3 1 1.54E+08 1.54E+08 AMP 0.40551 2.826772
1q21.3 1 1.54E+08 1.54E+08 AMP 0.389892 2.542309
1q21.3 1 1.54E+08 1.54E+08 AMP 0.389892 2.542309
1q21.3 1 1.54E+08 1.54E+08 AMP 0.389892 2.542309
1q21.3 1 1.54E+08 1.54E+08 AMP 0.389892 2.542309
1q21.3 1 1.54E+08 1.54E+08 AMP 0.389892 2.542309
1q21.3 1 1.54E+08 1.54E+08 AMP 0.40551 2.826772
1q21.3 1 1.54E+08 1.54E+08 AMP 0.40551 2.826772
1q21.3 1 1.54E+08 1.54E+08 AMP 0.40551 2.826772
1q21.3 1 1.54E+08 1.54E+08 AMP 0.40551 2.826772
1q21.3 1 1.54E+08 1.54E+08 AMP 0.40551 2.826772
1q21.3 1 1.54E+08 1.54E+08 AMP 0.40551 2.826772
1q21.3 1 1.54E+08 1.54E+08 AMP 0.40551 2.826772
1q21.3 1 1.54E+08 1.54E+08 AMP 0.389892 2.542309
1q21.3 1 1.54E+08 1.54E+08 AMP 0.389892 2.542309
1q21.3 1 1.55E+08 1.55E+08 AMP 0.389728 2.542309
1q21.3 1 1.55E+08 1.55E+08 AMP 0.405346 2.826772
1q21.3 1 1.55E+08 1.55E+08 AMP 0.405346 2.826772
1q21.3 1 1.55E+08 1.55E+08 AMP 0.446841 3.687345
1q21.3 1 1.55E+08 1.55E+08 AMP 0.488336 4.654156
1q21.3 1 1.55E+08 1.55E+08 AMP 0.488336 4.654156
1q21.3 1 1.55E+08 1.55E+08 AMP 0.488336 4.654156
1q21.3 1 1.55E+08 1.55E+08 AMP 0.519572 5.443497
1q21.3 1 1.55E+08 1.55E+08 AMP 0.488336 4.654156
1q21.3 1 1.55E+08 1.55E+08 AMP 0.488336 4.654156
1q21.3 1 1.55E+08 1.55E+08 AMP 0.488336 4.654156
1q21.3 1 1.55E+08 1.55E+08 AMP 0.488336 4.654156
1q22 1 1.55E+08 1.55E+08 AMP 0.462459 4.045428
1q22 1 1.55E+08 1.55E+08 AMP 0.462459 4.045428
1q22 1 1.55E+08 1.55E+08 AMP 0.462459 4.045428
1q22 1 1.55E+08 1.55E+08 AMP 0.462459 4.045428
1q22 1 1.55E+08 1.55E+08 AMP 0.462459 4.045428
1q22 1 1.55E+08 1.55E+08 AMP 0.462459 4.045428
1q22 1 1.55E+08 1.55E+08 AMP 0.462459 4.045428
1q22 1 1.55E+08 1.55E+08 AMP 0.462459 4.045428
1q22 1 1.55E+08 1.55E+08 AMP 0.462459 4.045428
1q22 1 1.55E+08 1.55E+08 AMP 0.462459 4.045428
1q22 1 1.55E+08 1.55E+08 AMP 0.462459 4.045428
1q22 1 1.55E+08 1.55E+08 AMP 0.462459 4.045428
1q22 1 1.55E+08 1.55E+08 AMP 0.462459 4.045428
1q22 1 1.55E+08 1.55E+08 AMP 0.462459 4.045428
1q22 1 1.55E+08 1.55E+08 AMP 0.462459 4.045428
1q22 1 1.55E+08 1.55E+08 AMP 0.462459 4.045428
1q22 1 1.55E+08 1.55E+08 AMP 0.462459 4.045428
1q22 1 1.55E+08 1.55E+08 AMP 0.431223 3.344587
1q22 1 1.55E+08 1.55E+08 AMP 0.431223 3.344587
1q22 1 1.55E+08 1.55E+08 AMP 0.431223 3.344587
1q22 1 1.55E+08 1.55E+08 AMP 0.431223 3.344587
1q22 1 1.56E+08 1.56E+08 AMP 0.373852 2.242657
1q22 1 1.56E+08 1.56E+08 AMP 0.373852 2.242657
1q22 1 1.56E+08 1.56E+08 AMP 0.38947 2.526105
1q22 1 1.56E+08 1.56E+08 AMP 0.38947 2.526105
1q22 1 1.56E+08 1.56E+08 AMP 0.38947 2.526105
1q22 1 1.56E+08 1.56E+08 AMP 0.38947 2.526105
1q22 1 1.56E+08 1.56E+08 AMP 0.38947 2.526105
1q22 1 1.56E+08 1.56E+08 AMP 0.38947 2.526105
1q22 1 1.56E+08 1.56E+08 AMP 0.38947 2.526105
1q22 1 1.56E+08 1.56E+08 AMP 0.38947 2.526105
1q22 1 1.56E+08 1.56E+08 AMP 0.38947 2.526105
1q22 1 1.56E+08 1.56E+08 AMP 0.38947 2.526105
1q22 1 1.56E+08 1.56E+08 AMP 0.38947 2.526105
1q22 1 1.56E+08 1.56E+08 AMP 0.38947 2.526105
1q22 1 1.56E+08 1.56E+08 AMP 0.38947 2.526105
1q22 1 1.56E+08 1.56E+08 AMP 0.38947 2.526105
1q22 1 1.56E+08 1.56E+08 AMP 0.405088 2.807554
1q22 1 1.56E+08 1.56E+08 AMP 0.405088 2.807554
1q22 1 1.56E+08 1.56E+08 AMP 0.38947 2.526105
1q22 1 1.56E+08 1.56E+08 AMP 0.420706 3.110635
1q22 1 1.56E+08 1.56E+08 AMP 0.451922 3.788967
1q22 1 1.56E+08 1.57E+08 AMP 0.451922 3.788967

1q23.1 1 1.57E+08 1.57E+08 AMP 0.451922 3.788967



1q23.1 1 1.57E+08 1.57E+08 AMP 0.451922 3.788967
1q23.1 1 1.57E+08 1.57E+08 AMP 0.451922 3.788967
1q23.1 1 1.57E+08 1.57E+08 AMP 0.421046 3.130086
1q23.1 1 1.57E+08 1.57E+08 AMP 0.421046 3.130086
1q23.1 1 1.57E+08 1.57E+08 AMP 0.421046 3.130086
1q23.1 1 1.57E+08 1.57E+08 AMP 0.421046 3.130086
1q23.1 1 1.57E+08 1.57E+08 AMP 0.421046 3.130086
1q23.1 1 1.57E+08 1.57E+08 AMP 0.421046 3.130086
1q23.1 1 1.57E+08 1.57E+08 AMP 0.421046 3.130086
1q23.1 1 1.57E+08 1.57E+08 AMP 0.421046 3.130086
1q23.1 1 1.57E+08 1.57E+08 AMP 0.421046 3.130086
1q23.1 1 1.57E+08 1.57E+08 AMP 0.467717 4.146257
1q23.1 1 1.57E+08 1.57E+08 AMP 0.571684 6.75454
1q23.1 1 1.57E+08 1.57E+08 AMP 0.556066 6.350227
1q23.1 1 1.57E+08 1.57E+08 AMP 0.571684 6.75454
1q23.1 1 1.57E+08 1.57E+08 AMP 0.60292 7.628342
1q23.1 1 1.57E+08 1.57E+08 AMP 0.623917 8.195907
1q23.1 1 1.57E+08 1.57E+08 AMP 0.623917 8.195907
1q23.1 1 1.57E+08 1.57E+08 AMP 0.639535 8.642857
1q23.1 1 1.57E+08 1.58E+08 AMP 0.655153 9.069415
1q23.1 1 1.58E+08 1.58E+08 AMP 0.655153 9.069415
1q23.1 1 1.58E+08 1.58E+08 AMP 0.686389 9.94931
1q23.1 1 1.58E+08 1.58E+08 AMP 0.623917 8.195907
1q23.1 1 1.58E+08 1.58E+08 AMP 0.623917 8.195907
1q23.1 1 1.58E+08 1.58E+08 AMP 0.655153 9.069415
1q23.1 1 1.58E+08 1.58E+08 AMP 0.655153 9.069415
1q23.1 1 1.58E+08 1.58E+08 AMP 0.655153 9.069415
1q23.1 1 1.58E+08 1.58E+08 AMP 0.655153 9.069415
1q23.1 1 1.58E+08 1.58E+08 AMP 0.655153 9.069415
1q23.1 1 1.58E+08 1.58E+08 AMP 0.655153 9.069415
1q23.1 1 1.58E+08 1.58E+08 AMP 0.702007 10.381511
1q23.1 1 1.58E+08 1.58E+08 AMP 0.702007 10.381511
1q23.1 1 1.58E+08 1.58E+08 AMP 0.717625 10.787022
1q23.1 1 1.58E+08 1.58E+08 AMP 0.717625 10.787022
1q23.1 1 1.58E+08 1.58E+08 AMP 0.717625 10.787022
1q23.1 1 1.59E+08 1.59E+08 AMP 0.717625 10.787022
1q23.1 1 1.59E+08 1.59E+08 AMP 0.717625 10.787022
1q23.1 1 1.59E+08 1.59E+08 AMP 0.717625 10.787022
1q23.1 1 1.59E+08 1.59E+08 AMP 0.686389 9.94931
1q23.1 1 1.59E+08 1.59E+08 AMP 0.702007 10.381511
1q23.1 1 1.59E+08 1.59E+08 AMP 0.702007 10.381511
1q23.1 1 1.59E+08 1.59E+08 AMP 0.702007 10.381511
1q23.1 1 1.59E+08 1.59E+08 AMP 0.702007 10.381511
1q23.1 1 1.59E+08 1.59E+08 AMP 0.702007 10.381511
1q23.1 1 1.59E+08 1.59E+08 AMP 0.702007 10.381511
1q23.1 1 1.59E+08 1.59E+08 AMP 0.702007 10.381511
1q23.1 1 1.59E+08 1.59E+08 AMP 0.702007 10.381511
1q23.1 1 1.59E+08 1.59E+08 AMP 0.686389 9.94931
1q23.1 1 1.59E+08 1.59E+08 AMP 0.686389 9.94931
1q23.2 1 1.59E+08 1.59E+08 AMP 0.686389 9.94931
1q23.2 1 1.59E+08 1.59E+08 AMP 0.686389 9.94931
1q23.2 1 1.59E+08 1.59E+08 AMP 0.686389 9.94931
1q23.2 1 1.59E+08 1.59E+08 AMP 0.686389 9.94931
1q23.2 1 1.59E+08 1.59E+08 AMP 0.702007 10.381511
1q23.2 1 1.6E+08 1.6E+08 AMP 0.702007 10.381511
1q23.2 1 1.6E+08 1.6E+08 AMP 0.702007 10.381511
1q23.2 1 1.6E+08 1.6E+08 AMP 0.702007 10.381511
1q23.2 1 1.6E+08 1.6E+08 AMP 0.717625 10.787022
1q23.2 1 1.6E+08 1.6E+08 AMP 0.702007 10.381511
1q23.2 1 1.6E+08 1.6E+08 AMP 0.686389 9.94931
1q23.2 1 1.6E+08 1.6E+08 AMP 0.670771 9.495476
1q23.2 1 1.6E+08 1.6E+08 AMP 0.670771 9.495476
1q23.2 1 1.6E+08 1.6E+08 AMP 0.670771 9.495476
1q23.2 1 1.6E+08 1.6E+08 AMP 0.665411 9.346286
1q23.2 1 1.6E+08 1.6E+08 AMP 0.634175 8.492627
1q23.2 1 1.6E+08 1.6E+08 AMP 0.618557 8.056786
1q23.2 1 1.6E+08 1.6E+08 AMP 0.618557 8.056786
1q23.2 1 1.6E+08 1.6E+08 AMP 0.618557 8.056786
1q23.2 1 1.6E+08 1.6E+08 AMP 0.618557 8.056786
1q23.2 1 1.6E+08 1.6E+08 AMP 0.618557 8.056786
1q23.2 1 1.6E+08 1.6E+08 AMP 0.602939 7.628342
1q23.2 1 1.6E+08 1.6E+08 AMP 0.498972 4.901153
1q23.2 1 1.6E+08 1.6E+08 AMP 0.498972 4.901153
1q23.2 1 1.6E+08 1.6E+08 AMP 0.498972 4.901153
1q23.2 1 1.6E+08 1.6E+08 AMP 0.498972 4.901153
1q23.2 1 1.6E+08 1.6E+08 AMP 0.498972 4.901153
1q23.2 1 1.6E+08 1.6E+08 AMP 0.498972 4.901153
1q23.2 1 1.6E+08 1.6E+08 AMP 0.498972 4.901153
1q23.2 1 1.6E+08 1.6E+08 AMP 0.51459 5.292904



1q23.2 1 1.6E+08 1.6E+08 AMP 0.51459 5.292904
1q23.2 1 1.6E+08 1.6E+08 AMP 0.498972 4.901153
1q23.3 1 1.61E+08 1.61E+08 AMP 0.498972 4.901153
1q23.3 1 1.61E+08 1.61E+08 AMP 0.498972 4.901153
1q23.3 1 1.61E+08 1.61E+08 AMP 0.498972 4.901153
1q23.3 1 1.61E+08 1.61E+08 AMP 0.498972 4.901153
1q23.3 1 1.61E+08 1.61E+08 AMP 0.483354 4.522536
1q23.3 1 1.61E+08 1.61E+08 AMP 0.483354 4.522536
1q23.3 1 1.61E+08 1.61E+08 AMP 0.483354 4.522536
1q23.3 1 1.61E+08 1.61E+08 AMP 0.483354 4.522536
1q23.3 1 1.61E+08 1.61E+08 AMP 0.483354 4.522536
1q23.3 1 1.61E+08 1.61E+08 AMP 0.483354 4.522536
1q23.3 1 1.61E+08 1.61E+08 AMP 0.483354 4.522536
1q23.3 1 1.61E+08 1.61E+08 AMP 0.483354 4.522536
1q23.3 1 1.61E+08 1.61E+08 AMP 0.498972 4.901153
1q23.3 1 1.61E+08 1.61E+08 AMP 0.498972 4.901153
1q23.3 1 1.61E+08 1.61E+08 AMP 0.498972 4.901153
1q23.3 1 1.61E+08 1.61E+08 AMP 0.483268 4.522536
1q23.3 1 1.61E+08 1.61E+08 AMP 0.483268 4.522536
1q23.3 1 1.61E+08 1.61E+08 AMP 0.483268 4.522536
1q23.3 1 1.61E+08 1.61E+08 AMP 0.483268 4.522536
1q23.3 1 1.61E+08 1.61E+08 AMP 0.483268 4.522536
1q23.3 1 1.61E+08 1.61E+08 AMP 0.483268 4.522536
1q23.3 1 1.61E+08 1.61E+08 AMP 0.483268 4.522536
1q23.3 1 1.61E+08 1.61E+08 AMP 0.483268 4.522536
1q23.3 1 1.61E+08 1.61E+08 AMP 0.467736 4.146257
1q23.3 1 1.61E+08 1.61E+08 AMP 0.467736 4.146257
1q23.3 1 1.61E+08 1.61E+08 AMP 0.452118 3.788967
1q23.3 1 1.61E+08 1.61E+08 AMP 0.452118 3.788967
1q23.3 1 1.61E+08 1.61E+08 AMP 0.4365 3.435456
1q23.3 1 1.61E+08 1.61E+08 AMP 0.452118 3.788967
1q23.3 1 1.61E+08 1.61E+08 AMP 0.452118 3.788967
1q23.3 1 1.61E+08 1.61E+08 AMP 0.452118 3.788967
1q23.3 1 1.61E+08 1.61E+08 AMP 0.545826 6.066744
1q23.3 1 1.61E+08 1.61E+08 AMP 0.545826 6.066744
1q23.3 1 1.62E+08 1.62E+08 AMP 0.561445 6.479814
1q23.3 1 1.62E+08 1.62E+08 AMP 0.561445 6.479814
1q23.3 1 1.62E+08 1.62E+08 AMP 0.561445 6.479814
1q23.3 1 1.62E+08 1.62E+08 AMP 0.530208 5.681668
1q23.3 1 1.62E+08 1.62E+08 AMP 0.530208 5.681668
1q23.3 1 1.62E+08 1.62E+08 AMP 0.545826 6.066744
1q23.3 1 1.62E+08 1.62E+08 AMP 0.561445 6.479814
1q23.3 1 1.62E+08 1.62E+08 AMP 0.561445 6.479814
1q23.3 1 1.62E+08 1.62E+08 AMP 0.608299 7.773481
1q23.3 1 1.62E+08 1.62E+08 AMP 0.608299 7.773481
1q23.3 1 1.62E+08 1.62E+08 AMP 0.608299 7.773481
1q23.3 1 1.62E+08 1.62E+08 AMP 0.608299 7.773481
1q23.3 1 1.62E+08 1.62E+08 AMP 0.577063 6.880777
1q23.3 1 1.63E+08 1.63E+08 AMP 0.561445 6.479814
1q23.3 1 1.63E+08 1.63E+08 AMP 0.577063 6.880777
1q23.3 1 1.63E+08 1.63E+08 AMP 0.577063 6.880777
1q23.3 1 1.63E+08 1.63E+08 AMP 0.577063 6.880777
1q23.3 1 1.63E+08 1.63E+08 AMP 0.577063 6.880777
1q23.3 1 1.63E+08 1.63E+08 AMP 0.577063 6.880777
1q23.3 1 1.63E+08 1.63E+08 AMP 0.577063 6.880777
1q23.3 1 1.65E+08 1.65E+08 AMP 0.577063 6.880777
1q23.3 1 1.65E+08 1.65E+08 AMP 0.577063 6.880777
1q23.3 1 1.65E+08 1.65E+08 AMP 0.577063 6.880777
1q24.1 1 1.66E+08 1.66E+08 AMP 0.577063 6.880777
1q24.1 1 1.66E+08 1.66E+08 AMP 0.561445 6.479814
1q24.1 1 1.66E+08 1.66E+08 AMP 0.561445 6.479814
1q24.1 1 1.66E+08 1.66E+08 AMP 0.561445 6.479814
1q24.1 1 1.66E+08 1.66E+08 AMP 0.561445 6.479814
1q24.1 1 1.66E+08 1.66E+08 AMP 0.561445 6.479814
1q24.1 1 1.67E+08 1.67E+08 AMP 0.530208 5.681668
1q24.1 1 1.67E+08 1.67E+08 AMP 0.530208 5.681668
1q24.1 1 1.67E+08 1.67E+08 AMP 0.530208 5.681668
1q24.1 1 1.67E+08 1.67E+08 AMP 0.530208 5.681668
1q24.1 1 1.67E+08 1.67E+08 AMP 0.530208 5.681668
1q24.1 1 1.67E+08 1.67E+08 AMP 0.530208 5.681668
1q24.1 1 1.67E+08 1.67E+08 AMP 0.545826 6.066744
1q24.2 1 1.67E+08 1.67E+08 AMP 0.545826 6.066744
1q24.2 1 1.67E+08 1.68E+08 AMP 0.530208 5.681668
1q24.2 1 1.68E+08 1.68E+08 AMP 0.561445 6.479814
1q24.2 1 1.68E+08 1.68E+08 AMP 0.561445 6.479814
1q24.2 1 1.68E+08 1.68E+08 AMP 0.561445 6.479814
1q24.2 1 1.68E+08 1.68E+08 AMP 0.561445 6.479814
1q24.2 1 1.68E+08 1.68E+08 AMP 0.561445 6.479814
1q24.2 1 1.68E+08 1.68E+08 AMP 0.561445 6.479814



1q24.2 1 1.68E+08 1.68E+08 AMP 0.561445 6.479814
1q24.2 1 1.68E+08 1.68E+08 AMP 0.561445 6.479814
1q24.2 1 1.69E+08 1.69E+08 AMP 0.561445 6.479814
1q24.2 1 1.69E+08 1.69E+08 AMP 0.561445 6.479814
1q24.2 1 1.69E+08 1.69E+08 AMP 0.561445 6.479814
1q24.2 1 1.69E+08 1.69E+08 AMP 0.561445 6.479814
1q24.2 1 1.69E+08 1.69E+08 AMP 0.577063 6.880777
1q24.2 1 1.69E+08 1.69E+08 AMP 0.592681 7.319424
1q24.2 1 1.69E+08 1.69E+08 AMP 0.592681 7.319424
1q24.2 1 1.69E+08 1.7E+08 AMP 0.608299 7.773481
1q24.2 1 1.7E+08 1.7E+08 AMP 0.608299 7.773481
1q24.2 1 1.7E+08 1.7E+08 AMP 0.618711 8.056786
1q24.2 1 1.7E+08 1.7E+08 AMP 0.608299 7.773481
1q24.2 1 1.7E+08 1.7E+08 AMP 0.608299 7.773481
1q24.2 1 1.7E+08 1.7E+08 AMP 0.618711 8.056786
1q24.2 1 1.7E+08 1.7E+08 AMP 0.618711 8.056786
1q24.2 1 1.7E+08 1.7E+08 AMP 0.587475 7.177432
1q24.2 1 1.7E+08 1.7E+08 AMP 0.571857 6.75454
1q24.2 1 1.71E+08 1.71E+08 AMP 0.571857 6.75454
1q24.2 1 1.71E+08 1.71E+08 AMP 0.571857 6.75454
1q24.3 1 1.71E+08 1.71E+08 AMP 0.571857 6.75454
1q24.3 1 1.71E+08 1.71E+08 AMP 0.571857 6.75454
1q24.3 1 1.71E+08 1.71E+08 AMP 0.571857 6.75454
1q24.3 1 1.71E+08 1.71E+08 AMP 0.571857 6.75454
1q24.3 1 1.71E+08 1.71E+08 AMP 0.571857 6.75454
1q24.3 1 1.71E+08 1.72E+08 AMP 0.571857 6.75454
1q24.3 1 1.72E+08 1.72E+08 AMP 0.556239 6.350227
1q24.3 1 1.72E+08 1.72E+08 AMP 0.556239 6.350227
1q24.3 1 1.72E+08 1.72E+08 AMP 0.556239 6.350227
1q24.3 1 1.72E+08 1.72E+08 AMP 0.54062 5.950715
1q24.3 1 1.72E+08 1.72E+08 AMP 0.54062 5.950715
1q24.3 1 1.72E+08 1.72E+08 AMP 0.54062 5.950715
1q24.3 1 1.72E+08 1.72E+08 AMP 0.54062 5.950715
1q24.3 1 1.73E+08 1.73E+08 AMP 0.54062 5.950715
1q25.1 1 1.73E+08 1.73E+08 AMP 0.54062 5.950715
1q25.1 1 1.73E+08 1.73E+08 AMP 0.525166 5.565862
1q25.1 1 1.73E+08 1.73E+08 AMP 0.525166 5.565862
1q25.1 1 1.74E+08 1.74E+08 AMP 0.49385 4.783614
1q25.1 1 1.74E+08 1.74E+08 AMP 0.462614 4.045428
1q25.1 1 1.74E+08 1.74E+08 AMP 0.41584 3.026232
1q25.1 1 1.74E+08 1.74E+08 AMP 0.41584 3.026232
1q25.1 1 1.74E+08 1.74E+08 AMP 0.41584 3.026232
1q25.1 1 1.74E+08 1.74E+08 AMP 0.41584 3.026232
1q25.1 1 1.74E+08 1.74E+08 AMP 0.41584 3.026232
1q25.1 1 1.74E+08 1.75E+08 AMP 0.447076 3.687345
1q25.1 1 1.74E+08 1.74E+08 AMP 0.41584 3.026232
1q25.1 1 1.75E+08 1.75E+08 AMP 0.447076 3.687345
1q25.1 1 1.75E+08 1.75E+08 AMP 0.452282 3.805317
1q25.1 1 1.75E+08 1.75E+08 AMP 0.483518 4.534289
1q25.1 1 1.75E+08 1.75E+08 AMP 0.483518 4.534289
1q25.1 1 1.75E+08 1.76E+08 AMP 0.483518 4.534289
1q25.1 1 1.76E+08 1.76E+08 AMP 0.504342 5.041368
1q25.2 1 1.76E+08 1.77E+08 AMP 0.483518 4.534289
1q25.2 1 1.77E+08 1.77E+08 AMP 0.483518 4.534289
1q25.2 1 1.78E+08 1.78E+08 AMP 0.4679 4.164895
1q25.2 1 1.78E+08 1.78E+08 AMP 0.4679 4.164895
1q25.2 1 1.79E+08 1.79E+08 AMP 0.421046 3.130086
1q25.2 1 1.79E+08 1.79E+08 AMP 0.421046 3.130086
1q25.2 1 1.79E+08 1.79E+08 AMP 0.421046 3.130086
1q25.2 1 1.79E+08 1.79E+08 AMP 0.374192 2.260728
1q25.2 1 1.79E+08 1.79E+08 AMP 0.374192 2.260728
1q25.2 1 1.79E+08 1.79E+08 AMP 0.368986 2.170574
1q25.2 1 1.79E+08 1.8E+08 AMP 0.368986 2.170574
1q25.2 1 1.8E+08 1.8E+08 AMP 0.368986 2.170574
1q25.2 1 1.8E+08 1.8E+08 AMP 0.368986 2.170574
1q25.2 1 1.8E+08 1.8E+08 AMP 0.368986 2.170574
1q25.2 1 1.8E+08 1.8E+08 AMP 0.368986 2.170574
1q25.2 1 1.8E+08 1.8E+08 AMP 0.368986 2.170574
1q25.2 1 1.8E+08 1.8E+08 AMP 0.368986 2.170574
1q25.2 1 1.8E+08 1.8E+08 AMP 0.384604 2.452057
1q25.2 1 1.8E+08 1.8E+08 AMP 0.384604 2.452057
1q25.2 1 1.8E+08 1.8E+08 AMP 0.400222 2.734703
1q25.3 1 1.81E+08 1.81E+08 AMP 0.41584 3.026232
1q25.3 1 1.81E+08 1.81E+08 AMP 0.405428 2.826772
1q25.3 1 1.81E+08 1.81E+08 AMP 0.405428 2.826772
1q25.3 1 1.81E+08 1.81E+08 AMP 0.405428 2.826772
1q25.3 1 1.81E+08 1.81E+08 AMP 0.421046 3.130086
1q25.3 1 1.81E+08 1.82E+08 AMP 0.4679 4.164895
1q25.3 1 1.82E+08 1.82E+08 AMP 0.421046 3.130086



1q25.3 1 1.82E+08 1.82E+08 AMP 0.421046 3.130086
1q25.3 1 1.82E+08 1.82E+08 AMP 0.405428 2.826772
1q25.3 1 1.82E+08 1.83E+08 AMP 0.405428 2.826772
1q25.3 1 1.83E+08 1.83E+08 AMP 0.405428 2.826772
1q25.3 1 1.83E+08 1.83E+08 AMP 0.405428 2.826772
1q25.3 1 1.83E+08 1.83E+08 AMP 0.405428 2.826772
1q25.3 1 1.83E+08 1.83E+08 AMP 0.41584 3.026232
1q25.3 1 1.83E+08 1.83E+08 AMP 0.41584 3.026232
1q25.3 1 1.83E+08 1.83E+08 AMP 0.41584 3.026232
1q25.3 1 1.83E+08 1.83E+08 AMP 0.405428 2.826772
1q25.3 1 1.83E+08 1.83E+08 AMP 0.421046 3.130086
1q25.3 1 1.83E+08 1.83E+08 AMP 0.421046 3.130086
1q25.3 1 1.83E+08 1.84E+08 AMP 0.421046 3.130086
1q25.3 1 1.84E+08 1.84E+08 AMP 0.421046 3.130086
1q25.3 1 1.84E+08 1.84E+08 AMP 0.421046 3.130086
1q25.3 1 1.84E+08 1.84E+08 AMP 0.421046 3.130086
1q25.3 1 1.84E+08 1.84E+08 AMP 0.421046 3.130086
1q25.3 1 1.84E+08 1.84E+08 AMP 0.473106 4.276863
1q25.3 1 1.84E+08 1.85E+08 AMP 0.473106 4.276863
1q25.3 1 1.85E+08 1.85E+08 AMP 0.473106 4.276863
1q25.3 1 1.85E+08 1.85E+08 AMP 0.473106 4.276863
1q25.3 1 1.85E+08 1.85E+08 AMP 0.457488 3.919138
1q25.3 1 1.85E+08 1.85E+08 AMP 0.457488 3.919138
1q25.3 1 1.85E+08 1.85E+08 AMP 0.51996 5.443497
1q25.3 1 1.85E+08 1.85E+08 AMP 0.629286 8.340644
1q25.3 1 1.86E+08 1.86E+08 AMP 0.769848 12.389332
1q31.1 1 1.86E+08 1.86E+08 AMP 0.707376 10.512157
1q31.1 1 1.86E+08 1.86E+08 AMP 0.691758 10.105903
1q31.1 1 1.86E+08 1.86E+08 AMP 0.660522 9.208694
1q31.1 1 1.86E+08 1.86E+08 AMP 0.660522 9.208694
1q31.1 1 1.86E+08 1.86E+08 AMP 0.660522 9.208694
1q31.1 1 1.87E+08 1.87E+08 AMP 0.660522 9.208694
1q31.1 1 1.87E+08 1.87E+08 AMP 0.660522 9.208694
1q31.2 1 1.92E+08 1.92E+08 AMP 0.644904 8.777787
1q31.2 1 1.92E+08 1.92E+08 AMP 0.644904 8.777787
1q31.2 1 1.93E+08 1.93E+08 AMP 0.644904 8.777787
1q31.2 1 1.93E+08 1.93E+08 AMP 0.644904 8.777787
1q31.2 1 1.93E+08 1.93E+08 AMP 0.644904 8.777787
1q31.2 1 1.93E+08 1.93E+08 AMP 0.644904 8.777787
1q31.2 1 1.93E+08 1.93E+08 AMP 0.629286 8.340644
1q31.2 1 1.93E+08 1.93E+08 AMP 0.660522 9.208694
1q31.2 1 1.93E+08 1.93E+08 AMP 0.660522 9.208694
1q31.2 1 1.93E+08 1.93E+08 AMP 0.629286 8.340644
1q31.3 1 1.96E+08 1.97E+08 AMP 0.644904 8.777787
1q31.3 1 1.97E+08 1.97E+08 AMP 0.644904 8.777787
1q31.3 1 1.97E+08 1.97E+08 AMP 0.629286 8.340644
1q31.3 1 1.97E+08 1.97E+08 AMP 0.629286 8.340644
1q31.3 1 1.97E+08 1.97E+08 AMP 0.643703 8.776326
1q31.3 1 1.97E+08 1.97E+08 AMP 0.643703 8.776326
1q31.3 1 1.97E+08 1.97E+08 AMP 0.643703 8.776326
1q31.3 1 1.97E+08 1.97E+08 AMP 0.643703 8.776326
1q31.3 1 1.97E+08 1.97E+08 AMP 0.643703 8.776326
1q31.3 1 1.97E+08 1.97E+08 AMP 0.643703 8.776326
1q31.3 1 1.97E+08 1.97E+08 AMP 0.643703 8.776326
1q31.3 1 1.97E+08 1.98E+08 AMP 0.643703 8.776326
1q31.3 1 1.98E+08 1.98E+08 AMP 0.643703 8.776326
1q31.3 1 1.98E+08 1.98E+08 AMP 0.643703 8.776326
1q31.3 1 1.98E+08 1.98E+08 AMP 0.643703 8.776326
1q31.3 1 1.98E+08 1.99E+08 AMP 0.643703 8.776326
1q31.3 1 1.99E+08 1.99E+08 AMP 0.643703 8.776326
1q32.1 1 2E+08 2E+08 AMP 0.440669 3.537187
1q32.1 1 2.01E+08 2.01E+08 AMP 0.404019 2.786724
1q32.1 1 2.03E+08 2.03E+08 AMP 0.372991 2.22297
1q32.1 1 2.03E+08 2.03E+08 AMP 0.372991 2.22297
1q32.1 1 2.03E+08 2.03E+08 AMP 0.372991 2.22297
1q32.1 1 2.03E+08 2.03E+08 AMP 0.388609 2.504901
1q32.1 1 2.03E+08 2.03E+08 AMP 0.388609 2.504901
1q32.1 1 2.04E+08 2.04E+08 AMP 0.374192 2.260728
1q32.1 1 2.04E+08 2.04E+08 AMP 0.374192 2.260728
1q32.1 1 2.04E+08 2.04E+08 AMP 0.374192 2.260728
1q32.1 1 2.04E+08 2.04E+08 AMP 0.374192 2.260728
1q32.1 1 2.04E+08 2.04E+08 AMP 0.374192 2.260728
1q32.1 1 2.04E+08 2.04E+08 AMP 0.405428 2.826772
1q32.1 1 2.04E+08 2.05E+08 AMP 0.405428 2.826772
1q32.1 1 2.05E+08 2.05E+08 AMP 0.38981 2.542309
1q32.1 1 2.05E+08 2.05E+08 AMP 0.38981 2.542309
1q32.1 1 2.05E+08 2.05E+08 AMP 0.38981 2.542309
1q32.1 1 2.05E+08 2.05E+08 AMP 0.38981 2.542309
1q32.1 1 2.05E+08 2.05E+08 AMP 0.38981 2.542309



1q32.1 1 2.05E+08 2.05E+08 AMP 0.38981 2.542309
1q32.1 1 2.05E+08 2.05E+08 AMP 0.38981 2.542309
1q32.1 1 2.05E+08 2.05E+08 AMP 0.38981 2.542309
1q32.1 1 2.05E+08 2.05E+08 AMP 0.38981 2.542309
1q32.1 1 2.05E+08 2.05E+08 AMP 0.38981 2.542309
1q32.1 1 2.06E+08 2.06E+08 AMP 0.38981 2.542309
1q32.1 1 2.06E+08 2.06E+08 AMP 0.38981 2.542309
1q32.1 1 2.06E+08 2.06E+08 AMP 0.38981 2.542309
1q32.1 1 2.06E+08 2.06E+08 AMP 0.38981 2.542309
1q32.1 1 2.06E+08 2.06E+08 AMP 0.38981 2.542309
1q32.1 1 2.06E+08 2.06E+08 AMP 0.38981 2.542309
1q32.1 1 2.07E+08 2.07E+08 AMP 0.405428 2.826772
1q32.1 1 2.07E+08 2.07E+08 AMP 0.405428 2.826772
1q32.1 1 2.07E+08 2.07E+08 AMP 0.405428 2.826772
1q32.1 1 2.07E+08 2.07E+08 AMP 0.405428 2.826772
1q32.1 1 2.07E+08 2.07E+08 AMP 0.405428 2.826772
1q32.1 1 2.07E+08 2.07E+08 AMP 0.421046 3.130086
1q32.1 1 2.07E+08 2.07E+08 AMP 0.421046 3.130086
1q32.1 1 2.07E+08 2.07E+08 AMP 0.421046 3.130086
1q32.1 1 2.07E+08 2.07E+08 AMP 0.421046 3.130086
1q32.1 1 2.07E+08 2.07E+08 AMP 0.421046 3.130086
1q32.1 1 2.07E+08 2.07E+08 AMP 0.421046 3.130086
1q32.1 1 2.07E+08 2.07E+08 AMP 0.421046 3.130086
1q32.1 1 2.07E+08 2.07E+08 AMP 0.421046 3.130086
1q32.1 1 2.07E+08 2.07E+08 AMP 0.421046 3.130086
1q32.2 1 2.07E+08 2.07E+08 AMP 0.421046 3.130086
1q32.2 1 2.07E+08 2.07E+08 AMP 0.421046 3.130086
1q32.2 1 2.07E+08 2.07E+08 AMP 0.421046 3.130086
1q32.2 1 2.07E+08 2.07E+08 AMP 0.421046 3.130086
1q32.2 1 2.07E+08 2.08E+08 AMP 0.436664 3.454418
1q32.2 1 2.08E+08 2.08E+08 AMP 0.421046 3.130086
1q32.2 1 2.08E+08 2.08E+08 AMP 0.421046 3.130086
1q32.2 1 2.08E+08 2.08E+08 AMP 0.421046 3.130086
1q32.2 1 2.08E+08 2.08E+08 AMP 0.452282 3.805317
1q32.2 1 2.08E+08 2.08E+08 AMP 0.483518 4.534289
1q32.2 1 2.08E+08 2.08E+08 AMP 0.483518 4.534289
1q32.2 1 2.1E+08 2.1E+08 AMP 0.452282 3.805317
1q32.2 1 2.1E+08 2.1E+08 AMP 0.436664 3.454418
1q32.2 1 2.1E+08 2.1E+08 AMP 0.436664 3.454418
1q32.2 1 2.1E+08 2.1E+08 AMP 0.421046 3.130086
1q32.2 1 2.1E+08 2.1E+08 AMP 0.421046 3.130086
1q32.2 1 2.1E+08 2.1E+08 AMP 0.421046 3.130086
1q32.2 1 2.1E+08 2.1E+08 AMP 0.421046 3.130086
1q32.2 1 2.1E+08 2.1E+08 AMP 0.421046 3.130086
1q32.3 1 2.13E+08 2.13E+08 AMP 0.369031 2.170574
1q32.3 1 2.14E+08 2.14E+08 AMP 0.369031 2.170574
1q32.3 1 2.14E+08 2.15E+08 AMP 0.369031 2.170574
1q41 1 2.15E+08 2.15E+08 AMP 0.369031 2.170574
1q41 1 2.15E+08 2.15E+08 AMP 0.415885 3.026232
1q41 1 2.15E+08 2.15E+08 AMP 0.46274 4.045428
1q41 1 2.16E+08 2.16E+08 AMP 0.509594 5.178139
1q41 1 2.16E+08 2.17E+08 AMP 0.54083 5.950715
1q41 1 2.17E+08 2.17E+08 AMP 0.54083 5.950715
1q41 1 2.18E+08 2.18E+08 AMP 0.509594 5.178139
1q41 1 2.18E+08 2.18E+08 AMP 0.478358 4.4071
1q41 1 2.18E+08 2.19E+08 AMP 0.46274 4.045428
1q41 1 2.19E+08 2.19E+08 AMP 0.447122 3.687345
1q41 1 2.19E+08 2.19E+08 AMP 0.447122 3.687345
1q41 1 2.22E+08 2.22E+08 AMP 0.369031 2.170574

1q42.13 1 2.28E+08 2.28E+08 AMP 0.368867 2.170574
1q42.13 1 2.28E+08 2.28E+08 AMP 0.368867 2.170574
1q42.13 1 2.28E+08 2.28E+08 AMP 0.368867 2.170574
1q42.13 1 2.28E+08 2.28E+08 AMP 0.400103 2.734703
1q42.13 1 2.28E+08 2.28E+08 AMP 0.400103 2.734703
1q42.13 1 2.28E+08 2.28E+08 AMP 0.400103 2.734703
1q42.13 1 2.28E+08 2.28E+08 AMP 0.400103 2.734703
1q42.13 1 2.28E+08 2.29E+08 AMP 0.550905 6.218078
1q42.13 1 2.29E+08 2.29E+08 AMP 0.415721 3.026232
1q42.13 1 2.29E+08 2.29E+08 AMP 0.446957 3.687345
1q42.13 1 2.29E+08 2.29E+08 AMP 0.488451 4.654156
1q42.13 1 2.29E+08 2.29E+08 AMP 0.488451 4.654156
1q42.13 1 2.29E+08 2.29E+08 AMP 0.488451 4.654156
1q42.13 1 2.29E+08 2.29E+08 AMP 0.400103 2.734703

1q43 1 2.37E+08 2.37E+08 AMP 0.394908 2.617738
1q43 1 2.37E+08 2.38E+08 AMP 0.441762 3.561562
1q43 1 2.38E+08 2.38E+08 AMP 0.441762 3.561562
1q43 1 2.4E+08 2.4E+08 AMP 0.415885 3.026232
1q43 1 2.4E+08 2.41E+08 AMP 0.369031 2.170574
1q43 1 2.41E+08 2.41E+08 AMP 0.369031 2.170574



1q43 1 2.41E+08 2.42E+08 AMP 0.384649 2.452057
1q43 1 2.42E+08 2.42E+08 AMP 0.384649 2.452057
1q43 1 2.42E+08 2.42E+08 AMP 0.384649 2.452057
1q43 1 2.42E+08 2.42E+08 AMP 0.46274 4.045428
1q43 1 2.42E+08 2.42E+08 AMP 0.384649 2.452057
1q43 1 2.42E+08 2.42E+08 AMP 0.46274 4.045428
1q43 1 2.42E+08 2.42E+08 AMP 0.369031 2.170574
1q43 1 2.42E+08 2.42E+08 AMP 0.369031 2.170574
1q43 1 2.42E+08 2.43E+08 AMP 0.369031 2.170574
1q43 1 2.43E+08 2.43E+08 AMP 0.384649 2.452057
1q43 1 2.43E+08 2.44E+08 AMP 0.384649 2.452057
1q43 1 2.44E+08 2.44E+08 AMP 0.384649 2.452057
1q44 1 2.45E+08 2.45E+08 AMP 0.400267 2.734703
1q44 1 2.45E+08 2.45E+08 AMP 0.400267 2.734703
1q44 1 2.45E+08 2.45E+08 AMP 0.400267 2.734703
1q44 1 2.49E+08 2.49E+08 AMP 0.371893 2.206365
1q44 1 2.49E+08 2.49E+08 AMP 0.418747 3.068581
1q44 1 2.49E+08 2.49E+08 AMP 0.418747 3.068581
1q44 1 2.49E+08 2.49E+08 AMP 0.387511 2.487286
1q44 1 2.49E+08 2.49E+08 AMP 0.387511 2.487286

2q12.1 2 1.03E+08 1.03E+08 DEL 0.186942 5.193166
2q12.1 2 1.05E+08 1.05E+08 DEL 0.184252 5.078605
2q22.3 2 1.45E+08 1.45E+08 AMP 0.369534 2.181486
2q24.2 2 1.61E+08 1.61E+08 AMP 0.369534 2.181486
2q24.2 2 1.61E+08 1.61E+08 AMP 0.369534 2.181486
2q24.2 2 1.61E+08 1.61E+08 AMP 0.369534 2.181486
2q24.2 2 1.61E+08 1.61E+08 AMP 0.369534 2.181486
2q24.2 2 1.61E+08 1.61E+08 AMP 0.385152 2.461837
2q24.2 2 1.62E+08 1.62E+08 AMP 0.40077 2.743536
2q24.2 2 1.62E+08 1.62E+08 AMP 0.40077 2.743536
2q24.2 2 1.62E+08 1.62E+08 AMP 0.385152 2.461837
2q24.2 2 1.62E+08 1.63E+08 AMP 0.40077 2.743536
2q24.2 2 1.63E+08 1.63E+08 AMP 0.40077 2.743536
2q24.2 2 1.63E+08 1.63E+08 AMP 0.40077 2.743536
2q24.2 2 1.63E+08 1.63E+08 AMP 0.40077 2.743536
2q24.2 2 1.63E+08 1.63E+08 AMP 0.40077 2.743536
2q24.2 2 1.63E+08 1.63E+08 AMP 0.40077 2.743536
2q24.2 2 1.63E+08 1.64E+08 AMP 0.40077 2.743536
2q24.3 2 1.64E+08 1.65E+08 AMP 0.40077 2.743536
2q24.3 2 1.65E+08 1.65E+08 AMP 0.40077 2.743536
2q24.3 2 1.66E+08 1.66E+08 AMP 0.40077 2.743536
2q24.3 2 1.66E+08 1.66E+08 AMP 0.40077 2.743536
2q24.3 2 1.66E+08 1.66E+08 AMP 0.40077 2.743536
2q24.3 2 1.66E+08 1.66E+08 AMP 0.40077 2.743536
2q24.3 2 1.66E+08 1.67E+08 AMP 0.40077 2.743536
2q24.3 2 1.67E+08 1.67E+08 AMP 0.40077 2.743536
2q24.3 2 1.67E+08 1.67E+08 AMP 0.40077 2.743536
2q24.3 2 1.67E+08 1.67E+08 AMP 0.40077 2.743536
2q24.3 2 1.67E+08 1.67E+08 AMP 0.40077 2.743536
2q24.3 2 1.67E+08 1.67E+08 AMP 0.40077 2.743536
2q24.3 2 1.68E+08 1.68E+08 AMP 0.40077 2.743536
2q31.1 2 1.72E+08 1.72E+08 DEL 0.134491 2.524586
2q31.1 2 1.72E+08 1.72E+08 DEL 0.134491 2.524586
2q31.2 2 1.79E+08 1.79E+08 AMP 0.369534 2.181486
2q31.2 2 1.79E+08 1.79E+08 AMP 0.369534 2.181486
2q31.2 2 1.79E+08 1.79E+08 AMP 0.385152 2.461837
2q31.2 2 1.79E+08 1.79E+08 AMP 0.541332 5.952
2q31.2 2 1.79E+08 1.8E+08 AMP 0.749572 11.744714
2q31.2 2 1.8E+08 1.8E+08 AMP 0.603804 7.646423
2q31.2 2 1.8E+08 1.8E+08 AMP 0.536126 5.841368
2q31.2 2 1.8E+08 1.81E+08 AMP 0.536126 5.841368
2q31.3 2 1.81E+08 1.81E+08 AMP 0.536126 5.841368
2q31.3 2 1.82E+08 1.82E+08 AMP 0.536126 5.841368
2q31.3 2 1.82E+08 1.82E+08 AMP 0.520508 5.45786
2q31.3 2 1.82E+08 1.83E+08 AMP 0.520508 5.45786
2q31.3 2 1.83E+08 1.83E+08 AMP 0.489272 4.668539
2q31.3 2 1.83E+08 1.83E+08 AMP 0.489272 4.668539
2q31.3 2 1.83E+08 1.83E+08 AMP 0.489272 4.668539
2q32.1 2 1.83E+08 1.83E+08 AMP 0.473654 4.291441
2q32.1 2 1.84E+08 1.84E+08 AMP 0.4268 3.239278
2q32.1 2 1.84E+08 1.84E+08 AMP 0.379946 2.36057
2q32.1 2 1.84E+08 1.84E+08 AMP 0.379946 2.36057
2q32.1 2 1.84E+08 1.84E+08 AMP 0.379946 2.36057
2q32.1 2 1.85E+08 1.86E+08 AMP 0.379946 2.36057
2q32.1 2 1.87E+08 1.87E+08 AMP 0.411182 2.92897
2q32.1 2 1.87E+08 1.87E+08 AMP 0.4268 3.239278
2q32.1 2 1.87E+08 1.88E+08 AMP 0.411182 2.92897
2q32.1 2 1.88E+08 1.88E+08 AMP 0.411182 2.92897
2q32.1 2 1.88E+08 1.88E+08 AMP 0.442418 3.578278



2q32.1 2 1.88E+08 1.88E+08 AMP 0.442418 3.578278
2q32.1 2 1.88E+08 1.88E+08 AMP 0.458036 3.935663
2q32.1 2 1.89E+08 1.89E+08 AMP 0.567362 6.628295
2q32.2 2 1.9E+08 1.9E+08 AMP 0.692306 10.114513
2q32.2 2 1.9E+08 1.9E+08 AMP 0.786014 12.866303
2q32.2 2 1.9E+08 1.9E+08 AMP 0.723542 10.957701
2q32.2 2 1.9E+08 1.9E+08 AMP 0.489272 4.668539
2q32.2 2 1.9E+08 1.9E+08 AMP 0.395564 2.638263
2q32.2 2 1.91E+08 1.91E+08 AMP 0.364327 2.083496
2q32.2 2 1.91E+08 1.91E+08 AMP 0.364327 2.083496
2q32.2 2 1.91E+08 1.91E+08 AMP 0.364327 2.083496
2q32.2 2 1.91E+08 1.91E+08 AMP 0.364327 2.083496
2q32.2 2 1.91E+08 1.91E+08 AMP 0.364327 2.083496
2q32.2 2 1.91E+08 1.91E+08 AMP 0.364327 2.083496
2q32.2 2 1.91E+08 1.91E+08 AMP 0.364327 2.083496
2q32.2 2 1.91E+08 1.91E+08 AMP 0.364327 2.083496
2q32.2 2 1.91E+08 1.91E+08 AMP 0.364327 2.083496
2q32.2 2 1.91E+08 1.91E+08 AMP 0.379946 2.36057
2q32.2 2 1.91E+08 1.91E+08 AMP 0.379946 2.36057
2q32.2 2 1.92E+08 1.92E+08 AMP 0.379946 2.36057
2q32.2 2 1.92E+08 1.92E+08 AMP 0.379946 2.36057
2q32.2 2 1.92E+08 1.92E+08 AMP 0.379946 2.36057
2q32.2 2 1.92E+08 1.92E+08 AMP 0.379946 2.36057
2q32.3 2 1.92E+08 1.92E+08 AMP 0.379946 2.36057
2q32.3 2 1.93E+08 1.93E+08 AMP 0.411182 2.92897
2q32.3 2 1.93E+08 1.93E+08 AMP 0.379946 2.36057
2q34 2 2.1E+08 2.11E+08 AMP 0.385152 2.461837
2q34 2 2.11E+08 2.11E+08 AMP 0.385152 2.461837
2q34 2 2.11E+08 2.11E+08 AMP 0.385152 2.461837
2q34 2 2.11E+08 2.11E+08 AMP 0.364327 2.083496
2q34 2 2.11E+08 2.11E+08 AMP 0.364327 2.083496
2q34 2 2.11E+08 2.11E+08 AMP 0.379946 2.36057
2q34 2 2.11E+08 2.12E+08 AMP 0.411182 2.92897
2q34 2 2.12E+08 2.13E+08 AMP 0.395564 2.638263
2q34 2 2.14E+08 2.14E+08 AMP 0.395564 2.638263
2q34 2 2.15E+08 2.15E+08 AMP 0.364317 2.083496
2q35 2 2.16E+08 2.16E+08 AMP 0.364317 2.083496

2q37.3 2 2.39E+08 2.39E+08 AMP 0.363777 2.064112
3p21.31 3 46963216 47023500 DEL 0.146595 3.088303
3p21.31 3 47021173 47051193 DEL 0.146595 3.088303
3p21.31 3 47057919 47205457 DEL 0.205098 6.228164
3p21.31 3 48488114 48507115 DEL 0.168113 4.203141
3p21.31 3 48506445 48509044 DEL 0.168113 4.203141
3p21.31 3 48509197 48542259 DEL 0.192322 5.541144
3p21.31 3 48601506 48632700 DEL 0.156009 3.605205
3p21.31 3 48673902 48700348 DEL 0.164079 3.960617
3p21.31 3 48894369 48936426 DEL 0.187615 5.239546
3p21.31 3 48956254 49023815 DEL 0.206443 6.359325
3p21.31 3 49315264 49378145 DEL 0.207788 6.400225
3p21.31 3 49394609 49396033 DEL 0.207788 6.400225
3p21.31 3 49396578 49450431 DEL 0.205771 6.30074
3p21.31 3 49449639 49453908 DEL 0.205771 6.30074
3p21.31 3 49591922 49708978 DEL 0.169458 4.268162
3p21.31 3 49711435 49721396 DEL 0.169458 4.268162
3p21.31 3 49721380 49726934 DEL 0.162734 3.89802
3p21.31 3 49726932 49758962 DEL 0.152647 3.496026
3p21.31 3 49754267 49761349 DEL 0.152647 3.496026
3p21.31 3 49754277 49761384 DEL 0.152647 3.496026
3p21.31 3 49761727 49823975 DEL 0.151974 3.426383
3p21.31 3 49828165 49837268 DEL 0.149285 3.256771
3p21.31 3 50192478 50226508 DEL 0.169458 4.262536
3p21.31 3 50229045 50233949 DEL 0.124404 2.193364
3p21.2 3 50643921 50649262 DEL 0.171476 4.352078
3p21.2 3 50648951 50686720 DEL 0.174838 4.487614
3p14.3 3 58413357 58419584 DEL 0.148612 3.200026
3p14.3 3 58477841 58488087 DEL 0.151302 3.364924
3p14.3 3 58490863 58523046 DEL 0.162061 3.882499
3p14.3 3 58549844 58613337 DEL 0.199046 5.902118
3q21.3 3 1.28E+08 1.28E+08 DEL 0.139198 2.876905
3q26.1 3 1.61E+08 1.61E+08 AMP 0.374832 2.260728
3q26.1 3 1.65E+08 1.65E+08 AMP 0.406068 2.826772
3q26.1 3 1.65E+08 1.65E+08 AMP 0.406068 2.826772
3q26.1 3 1.65E+08 1.66E+08 AMP 0.406068 2.826772
3q26.1 3 1.67E+08 1.67E+08 AMP 0.406068 2.826772
3q26.1 3 1.67E+08 1.67E+08 AMP 0.406068 2.826772
3q26.1 3 1.67E+08 1.67E+08 AMP 0.406068 2.826772
3q26.1 3 1.67E+08 1.67E+08 AMP 0.39045 2.542309
3q26.1 3 1.67E+08 1.68E+08 AMP 0.39045 2.542309
3q26.2 3 1.68E+08 1.68E+08 AMP 0.446689 3.687345



3q26.2 3 1.69E+08 1.69E+08 AMP 0.390459 2.542309
3q27.3 3 1.87E+08 1.87E+08 AMP 0.374523 2.260728
3q27.3 3 1.87E+08 1.87E+08 AMP 0.374523 2.260728
3q27.3 3 1.87E+08 1.87E+08 AMP 0.374523 2.260728
3q27.3 3 1.87E+08 1.87E+08 AMP 0.374523 2.260728
3q27.3 3 1.87E+08 1.87E+08 AMP 0.390141 2.542309
3q27.3 3 1.88E+08 1.88E+08 AMP 0.390141 2.542309
3q27.3 3 1.88E+08 1.89E+08 AMP 0.390141 2.542309
3q28 3 1.89E+08 1.89E+08 AMP 0.390141 2.542309
3q28 3 1.89E+08 1.9E+08 AMP 0.390141 2.542309
3q28 3 1.9E+08 1.9E+08 AMP 0.390141 2.542309
3q28 3 1.9E+08 1.9E+08 AMP 0.390141 2.542309
3q28 3 1.9E+08 1.9E+08 AMP 0.390141 2.542309
3q28 3 1.9E+08 1.9E+08 AMP 0.390141 2.542309
3q28 3 1.9E+08 1.9E+08 AMP 0.390141 2.542309
3q28 3 1.91E+08 1.91E+08 AMP 0.390141 2.542309
3q28 3 1.91E+08 1.91E+08 AMP 0.374523 2.260728
3q28 3 1.91E+08 1.91E+08 AMP 0.374523 2.260728
3q28 3 1.91E+08 1.91E+08 AMP 0.374523 2.260728
3q28 3 1.92E+08 1.92E+08 AMP 0.374523 2.260728
3q29 3 1.93E+08 1.93E+08 AMP 0.374523 2.260728
3q29 3 1.93E+08 1.93E+08 AMP 0.374523 2.260728
3q29 3 1.93E+08 1.93E+08 AMP 0.374523 2.260728
3q29 3 1.93E+08 1.93E+08 AMP 0.390141 2.542309
3q29 3 1.93E+08 1.93E+08 AMP 0.405759 2.826772

4p16.3 4 952675 980683 DEL 0.14794 3.153664
4p16.3 4 972861 987228 DEL 0.176183 4.629087
4p16.3 4 980785 998316 DEL 0.176183 4.629087
4p16.3 4 1003724 1020685 DEL 0.176183 4.629087
4p16.3 4 1050038 1107350 DEL 0.133818 2.501365
4p16.3 4 1619642 1686029 DEL 0.264274 9.93495
4p16.3 4 1795034 1810599 DEL 0.178873 4.782882
4p16.3 4 1813206 1857974 DEL 0.176183 4.61564
4p16.3 4 3443614 3451211 AMP 0.373931 2.242657
4p14 4 37245842 37451087 DEL 0.146595 3.08178
4p14 4 37455563 37625117 DEL 0.149285 3.258983
4p14 4 37592422 37687998 DEL 0.149285 3.258983

4q28.1 4 1.29E+08 1.29E+08 DEL 0.15063 3.333669
4q28.2 4 1.29E+08 1.29E+08 DEL 0.151302 3.370733
4q28.2 4 1.29E+08 1.29E+08 DEL 0.202408 6.089385
4q28.2 4 1.29E+08 1.29E+08 DEL 0.205098 6.252359
4q28.2 4 1.29E+08 1.29E+08 DEL 0.205098 6.252359
4q35.1 4 1.84E+08 1.84E+08 DEL 0.151302 3.34691
4q35.2 4 1.91E+08 1.91E+08 DEL 0.83586 72.474168
4q35.2 4 1.91E+08 1.91E+08 DEL 0.852671 74.665649
4q35.2 4 1.91E+08 1.91E+08 DEL 0.852671 74.665649
4q35.2 4 1.91E+08 1.91E+08 DEL 0.869482 76.974703
4q35.2 4 1.91E+08 1.91E+08 DEL 0.960263 89.951707
4q35.2 4 1.91E+08 1.91E+08 DEL 0.960263 89.951707

5p15.33 5 473425 524447 AMP 0.36491 2.091447
5p15.33 5 1008944 1039058 AMP 0.421218 3.130086
5p15.33 5 1050499 1112150 AMP 0.482939 4.522536
5p15.33 5 1201710 1225232 AMP 0.452982 3.814952
5p15.33 5 1225470 1246304 AMP 0.375168 2.260728
5p15.33 5 1253262 1295184 AMP 0.375168 2.260728
5p15.32 5 5140443 5320417 AMP 0.366333 2.112622
5p15.31 5 7396321 7830194 AMP 0.366333 2.112622
5p15.31 5 7830491 7851603 AMP 0.366333 2.112622
5p15.31 5 7851299 7906138 AMP 0.366333 2.112622
5p15.31 5 7859272 7869150 AMP 0.366333 2.112622
5p15.31 5 9035138 9546187 AMP 0.366333 2.112622
5p15.31 5 9629109 9712490 AMP 0.366333 2.112622
5p15.2 5 10353815 10440500 AMP 0.381526 2.373611
5p15.2 5 10564442 10650308 AMP 0.365908 2.100552
5p15.2 5 10679342 10761384 AMP 0.381526 2.373611
5p15.2 5 10971952 11904155 AMP 0.42838 3.260785
5p15.2 5 13690440 13944652 AMP 0.397144 2.65618
5p15.2 5 14143811 14532235 AMP 0.381526 2.373611
5q11.1 5 49692026 49739082 DEL 0.125749 2.2617
5q13.2 5 68710939 68740157 DEL 0.149285 3.276413
5q13.2 5 68788119 68853931 DEL 0.149285 3.276413
5q13.2 5 68856035 68890550 DEL 0.149285 3.276413
5q23.3 5 1.3E+08 1.31E+08 DEL 0.131801 2.458568
5q31.1 5 1.34E+08 1.34E+08 DEL 0.165424 4.093916
5q31.1 5 1.34E+08 1.34E+08 DEL 0.151974 3.400448
5q31.1 5 1.34E+08 1.34E+08 DEL 0.151974 3.400448
5q31.1 5 1.34E+08 1.34E+08 DEL 0.201736 6.058542
5q31.1 5 1.34E+08 1.34E+08 DEL 0.201736 6.058542
5q31.1 5 1.34E+08 1.34E+08 DEL 0.125076 2.238732



5q31.3 5 1.4E+08 1.4E+08 AMP 0.666121 9.367376
5q31.3 5 1.4E+08 1.4E+08 AMP 0.666121 9.367376
5q31.3 5 1.4E+08 1.4E+08 AMP 0.666121 9.367376
5q31.3 5 1.4E+08 1.4E+08 AMP 0.666121 9.367376
5q31.3 5 1.4E+08 1.4E+08 AMP 0.666121 9.367376
5q31.3 5 1.4E+08 1.4E+08 AMP 0.666121 9.367376
5q31.3 5 1.4E+08 1.4E+08 AMP 0.666121 9.367376
5q31.3 5 1.4E+08 1.4E+08 AMP 0.666121 9.367376
5q31.3 5 1.4E+08 1.4E+08 AMP 0.666121 9.367376
5q31.3 5 1.4E+08 1.4E+08 AMP 0.666121 9.367376
5q31.3 5 1.4E+08 1.4E+08 AMP 0.666121 9.367376
5q31.3 5 1.4E+08 1.4E+08 AMP 0.666121 9.367376
5q31.3 5 1.4E+08 1.4E+08 AMP 0.666121 9.367376
5q31.3 5 1.4E+08 1.4E+08 AMP 0.374807 2.260728
5q31.3 5 1.4E+08 1.4E+08 AMP 0.374807 2.260728
5q31.3 5 1.4E+08 1.4E+08 AMP 0.374807 2.260728
5q31.3 5 1.4E+08 1.4E+08 AMP 0.374807 2.260728
5q31.3 5 1.4E+08 1.4E+08 AMP 0.374807 2.260728
5q31.3 5 1.41E+08 1.41E+08 AMP 0.374807 2.260728
5q31.3 5 1.41E+08 1.41E+08 AMP 0.374807 2.260728
5q31.3 5 1.41E+08 1.41E+08 AMP 0.374807 2.260728
5q31.3 5 1.41E+08 1.41E+08 AMP 0.374807 2.260728
5q31.3 5 1.41E+08 1.41E+08 AMP 0.374807 2.260728
5q31.3 5 1.41E+08 1.41E+08 AMP 0.374807 2.260728
5q31.3 5 1.41E+08 1.41E+08 AMP 0.374807 2.260728
5q31.3 5 1.41E+08 1.41E+08 AMP 0.374807 2.260728
5q31.3 5 1.41E+08 1.41E+08 AMP 0.374807 2.260728
5q31.3 5 1.41E+08 1.41E+08 AMP 0.374807 2.260728
5q31.3 5 1.41E+08 1.41E+08 AMP 0.390425 2.542309
5q31.3 5 1.41E+08 1.41E+08 AMP 0.390425 2.542309
5q31.3 5 1.41E+08 1.41E+08 AMP 0.421661 3.130086
5q31.3 5 1.41E+08 1.41E+08 AMP 0.421661 3.130086
5q31.3 5 1.41E+08 1.41E+08 AMP 0.421661 3.130086
5q31.3 5 1.41E+08 1.41E+08 AMP 0.421661 3.130086
5q31.3 5 1.41E+08 1.41E+08 AMP 0.421661 3.130086
5q31.3 5 1.41E+08 1.41E+08 AMP 0.421661 3.130086
5q31.3 5 1.41E+08 1.41E+08 AMP 0.421661 3.130086
5q31.3 5 1.41E+08 1.41E+08 AMP 0.421661 3.130086
5q31.3 5 1.41E+08 1.41E+08 AMP 0.421661 3.130086
5q31.3 5 1.41E+08 1.41E+08 AMP 0.421661 3.130086
5q31.3 5 1.41E+08 1.41E+08 AMP 0.421661 3.130086
5q31.3 5 1.41E+08 1.41E+08 AMP 0.421661 3.130086
5q31.3 5 1.41E+08 1.41E+08 AMP 0.421661 3.130086
5q31.3 5 1.41E+08 1.41E+08 AMP 0.421661 3.130086
5q31.3 5 1.41E+08 1.41E+08 AMP 0.421661 3.130086
5q31.3 5 1.41E+08 1.41E+08 AMP 0.390425 2.542309
5q31.3 5 1.41E+08 1.41E+08 AMP 0.390425 2.542309
6p22.2 6 26017260 26018040 AMP 0.463131 4.050036
6p22.2 6 26020718 26021186 AMP 0.525603 5.573242
6p22.2 6 26021907 26022278 AMP 0.525603 5.573242
6p22.2 6 26027124 26027480 AMP 0.525603 5.573242
6p22.2 6 26031817 26032288 AMP 0.525603 5.573242
6p22.2 6 26033320 26033796 AMP 0.525603 5.573242
6p22.2 6 26043455 26043885 AMP 0.509985 5.184576
6p22.2 6 26045639 26046097 AMP 0.509985 5.184576
6p22.2 6 26055968 26056699 AMP 0.509985 5.184576
6p22.2 6 26087509 26098571 AMP 0.494367 4.796174
6p22.2 6 26104104 26104518 AMP 0.494367 4.796174
6p22.2 6 26107640 26108364 AMP 0.494367 4.796174
6p22.2 6 26115101 26124154 AMP 0.509985 5.184576
6p22.2 6 26124373 26139344 AMP 0.509985 5.184576
6p22.2 6 26156559 26157343 AMP 0.509985 5.184576
6p22.2 6 26158349 26171577 AMP 0.509985 5.184576
6p22.2 6 26183958 26184454 AMP 0.509985 5.184576
6p22.2 6 26188938 26189304 AMP 0.509985 5.184576
6p22.2 6 26197068 26199521 AMP 0.509985 5.184576
6p22.2 6 26199079 26199471 AMP 0.509985 5.184576
6p22.2 6 26199748 26200942 AMP 0.509985 5.184576
6p22.2 6 26204858 26206266 AMP 0.509985 5.184576
6p22.2 6 26216428 26216872 AMP 0.509985 5.184576
6p22.2 6 26217165 26217711 AMP 0.509985 5.184576
6p22.2 6 26225383 26225844 AMP 0.509985 5.184576
6p22.2 6 26234440 26235216 AMP 0.494367 4.796174
6p22.2 6 26240561 26240976 AMP 0.494367 4.796174
6p22.2 6 26246886 26247259 AMP 0.494367 4.796174
6p22.2 6 26250370 26250835 AMP 0.478749 4.420788
6p22.2 6 26251879 26252303 AMP 0.463131 4.050036
6p22.2 6 26271146 26271612 AMP 0.463131 4.050036
6p22.2 6 26273144 26273622 AMP 0.416277 3.029561



6p22.1 6 27775257 27775709 AMP 0.416327 3.029561
6p22.1 6 27775899 27776429 AMP 0.478799 4.420788
6p22.1 6 27777842 27778314 AMP 0.478799 4.420788
6p22.1 6 27782112 27782607 AMP 0.478799 4.420788
6p22.1 6 27782822 27783267 AMP 0.478799 4.420788
6p22.1 6 27791884 27792257 AMP 0.478799 4.420788
6p22.1 6 27798952 27799305 AMP 0.478799 4.420788
6p22.1 6 27805658 27806117 AMP 0.478799 4.420788
6p22.1 6 27806323 27823487 AMP 0.478799 4.420788
6p22.1 6 27833034 27833606 AMP 0.478799 4.420788
6p22.1 6 27834570 27835359 AMP 0.478799 4.420788
6p22.1 6 27839623 27840099 AMP 0.463181 4.050036
6p22.1 6 27840926 27841289 AMP 0.463181 4.050036
6p22.1 6 27858093 27860884 AMP 0.463181 4.050036
6p22.1 6 27860477 27860963 AMP 0.463181 4.050036
6p22.1 6 27861203 27861669 AMP 0.447563 3.696626

6p21.33 6 31777396 31783437 AMP 0.514935 5.310901
6p21.33 6 31783291 31785723 AMP 0.660183 9.208694
6p21.33 6 31795512 31798031 AMP 0.660183 9.208694
6p21.33 6 31802385 31807541 AMP 0.489058 4.668539
6p21.33 6 31825436 31830683 AMP 0.364114 2.083496
6p21.33 6 32006042 32009447 AMP 0.369352 2.170574
6p21.33 6 32008931 32083111 AMP 0.442083 3.578278
6p12.1 6 53659295 53788919 AMP 0.393155 2.570935
6p12.1 6 53794780 54131078 AMP 0.393155 2.570935
6p12.1 6 54172657 54254950 AMP 0.393155 2.570935
6p12.1 6 54711569 54806820 AMP 0.393155 2.570935
6p12.1 6 55039050 55147418 AMP 0.393155 2.570935
6p12.1 6 55192267 55267291 AMP 0.393155 2.570935
6p12.1 6 55299167 55444012 AMP 0.424391 3.168807
6p12.1 6 55618443 55740362 AMP 0.455627 3.868935
6p12.1 6 55921388 56258892 AMP 0.440009 3.51467
6p12.1 6 56322785 56819426 AMP 0.455627 3.868935
6q13 6 73331520 73908574 DEL 0.162061 3.843183
6q13 6 73933267 73935493 DEL 0.234686 7.984074
6q13 6 73951037 74020088 DEL 0.240066 8.275015
6q13 6 74062785 74064018 DEL 0.238721 8.225278
6q13 6 74078278 74104856 DEL 0.25217 9.081285
6q13 6 74104471 74127292 DEL 0.250153 8.975796
6q13 6 74123238 74161999 DEL 0.263602 9.900094
6q13 6 74171301 74218959 DEL 0.297897 12.220689
6q13 6 74225473 74233520 DEL 0.297897 12.220689
6q13 6 74303102 74363878 DEL 0.275033 10.647395
6q13 6 74405508 74538040 DEL 0.153992 3.529002
6q13 6 75794042 75915767 DEL 0.153992 3.529002
6q21 6 1.11E+08 1.11E+08 DEL 0.137853 2.738035
6q21 6 1.11E+08 1.11E+08 DEL 0.137853 2.738035
6q21 6 1.11E+08 1.11E+08 DEL 0.143233 2.977349
6q21 6 1.11E+08 1.11E+08 DEL 0.146595 3.08865
6q21 6 1.11E+08 1.12E+08 DEL 0.146595 3.08865

6q25.1 6 1.5E+08 1.5E+08 DEL 0.198374 5.861136
6q25.1 6 1.5E+08 1.5E+08 DEL 0.125076 2.244507
6q25.1 6 1.5E+08 1.5E+08 DEL 0.198374 5.861136
6q25.1 6 1.5E+08 1.5E+08 DEL 0.192994 5.625492
6q25.1 6 1.5E+08 1.5E+08 DEL 0.180218 4.904653
6q25.1 6 1.5E+08 1.5E+08 DEL 0.180218 4.904653
6q25.1 6 1.5E+08 1.5E+08 DEL 0.182235 4.975786
6q25.1 6 1.5E+08 1.5E+08 DEL 0.182235 4.975786
6q25.1 6 1.5E+08 1.5E+08 DEL 0.189632 5.369925
6q25.1 6 1.5E+08 1.5E+08 DEL 0.189632 5.369925
6q25.1 6 1.5E+08 1.5E+08 DEL 0.138525 2.790079
6q25.1 6 1.5E+08 1.5E+08 DEL 0.139198 2.833334
6q25.1 6 1.5E+08 1.5E+08 DEL 0.143233 2.978131
6q25.1 6 1.5E+08 1.5E+08 DEL 0.143233 2.978131
6q25.1 6 1.5E+08 1.5E+08 DEL 0.141215 2.910158
6q25.1 6 1.5E+08 1.51E+08 DEL 0.139198 2.855065
6q25.1 6 1.51E+08 1.51E+08 DEL 0.135163 2.578632
6q25.1 6 1.51E+08 1.51E+08 DEL 0.122387 2.11791
6q25.1 6 1.51E+08 1.51E+08 DEL 0.131801 2.458568
6q25.1 6 1.52E+08 1.52E+08 DEL 0.131128 2.437254
6q25.1 6 1.52E+08 1.52E+08 DEL 0.133146 2.489797
6q25.1 6 1.52E+08 1.52E+08 DEL 0.133146 2.489797
6q25.1 6 1.52E+08 1.52E+08 DEL 0.137853 2.772317
7p22.3 7 855528 936072 AMP 0.431945 3.347715
7p22.3 7 916189 936073 AMP 0.385091 2.461837
7p22.3 7 1022835 1029276 AMP 0.368285 2.15155
7p22.3 7 1036622 1177896 AMP 0.368285 2.15155
7p22.3 7 1084212 1098897 AMP 0.368285 2.15155
7p22.3 7 1191707 1200395 AMP 0.368285 2.15155



7p22.3 7 1272543 1276954 AMP 0.399521 2.715132
7p22.3 7 1468101 1499138 AMP 0.399521 2.715132
7p22.3 7 1509913 1545489 AMP 0.493722 4.783614
7p22.3 7 1570350 1582679 AMP 0.399521 2.715132
7p22.3 7 1581871 1600457 AMP 0.399521 2.715132
7p22.3 7 1606966 1610641 AMP 0.383903 2.428476
7p22.3 7 1727755 1787590 AMP 0.368285 2.15155
7p22.3 7 1855429 2272878 AMP 0.368285 2.15155
7p22.1 7 5314000 5346501 AMP 0.384335 2.452057
7p22.1 7 5314000 5346501 DEL 0.209133 6.449393
7p22.1 7 5346421 5465045 AMP 0.364114 2.083496
7p22.1 7 5346421 5465045 DEL 0.209133 6.449393
7p22.1 7 5470966 5553429 DEL 0.17551 4.584088
7p22.1 7 5632439 5646286 DEL 0.147267 3.108105
7p22.1 7 5659678 5821370 DEL 0.135163 2.572321
7p22.1 7 7196565 7288282 AMP 0.510216 5.184576
7p21.3 7 7395834 7575484 AMP 0.525834 5.573242
7p21.3 7 7606503 7648560 AMP 0.541452 5.952
7p21.3 7 7676149 7758238 AMP 0.541452 5.952
7p21.3 7 8008425 8133902 AMP 0.55707 6.362342
7p21.3 7 8152814 8302317 AMP 0.55707 6.362342
7p21.3 7 8473585 8792593 AMP 0.573391 6.779011
7p21.3 7 10971578 10979883 AMP 0.542155 5.968196
7p21.3 7 11013499 11209250 AMP 0.542155 5.968196
7p21.3 7 11409984 11871824 AMP 0.542155 5.968196
7p21.3 7 12250867 12282993 AMP 0.599268 7.516047
7p21.3 7 12370511 12443567 AMP 0.614886 7.945251
7p21.3 7 12610203 12693228 AMP 0.614886 7.945251
7p21.3 7 12726481 12730559 AMP 0.614886 7.945251
7p21.2 7 13930853 14031050 AMP 0.599268 7.516047
7p21.2 7 14184674 15014402 AMP 0.599268 7.516047
7p21.2 7 15239943 15601640 AMP 0.552567 6.242783
7p21.2 7 15650837 15726437 AMP 0.552567 6.242783
7p21.2 7 16130817 16460947 AMP 0.552567 6.242783
7p21.1 7 16501106 16570205 AMP 0.552567 6.242783
7p21.1 7 16566505 16621193 AMP 0.552567 6.242783
7p21.1 7 16639401 16685442 AMP 0.552567 6.242783
7p21.1 7 16685756 16746148 AMP 0.552567 6.242783
7p21.1 7 16793160 16824161 AMP 0.552567 6.242783
7p21.1 7 16831435 16873057 AMP 0.552567 6.242783
7p21.1 7 16899029 16921611 AMP 0.552567 6.242783
7p21.1 7 17338246 17385776 AMP 0.552567 6.242783
7p21.1 7 17830385 17980124 AMP 0.583803 7.060835
7p21.1 7 18066405 18067486 AMP 0.583803 7.060835
7p21.1 7 18126572 19042039 AMP 0.615039 7.945251
7p21.1 7 19060614 19157295 AMP 0.552567 6.242783
7p21.1 7 19184405 19185044 AMP 0.536164 5.841368
7p21.1 7 19735085 19748710 AMP 0.536164 5.841368
7p21.1 7 19758933 19813221 AMP 0.504928 5.055439
7p21.1 7 20174278 20257027 AMP 0.48931 4.668539
7p21.1 7 20370325 20455377 AMP 0.48931 4.668539
7p21.1 7 20654830 20816658 AMP 0.427099 3.239278
7p21.1 7 20823906 20826505 AMP 0.411481 2.92897
7p15.3 7 21467652 21554440 AMP 0.411481 2.92897
7p15.3 7 21582833 21941457 AMP 0.411481 2.92897
7p15.3 7 21940518 21985702 AMP 0.395863 2.638263
7p15.3 7 22157856 22396763 AMP 0.395863 2.638263
7p15.3 7 22459063 22672544 AMP 0.395863 2.638263
7p15.3 7 22765503 22771621 AMP 0.368074 2.15155
7p15.3 7 22852251 22862470 AMP 0.368074 2.15155
7p15.3 7 22980878 23053749 AMP 0.368074 2.15155
7p15.3 7 23145353 23217533 AMP 0.368074 2.15155
7p15.2 7 27132612 27135615 AMP 0.472041 4.253406
7p15.2 7 27135266 27139884 AMP 0.472041 4.253406
7p15.2 7 27139721 27142430 AMP 0.685334 9.927731
7p15.2 7 27145803 27192200 AMP 0.701737 10.381511
7p15.2 7 27168126 27170418 AMP 0.567932 6.636869
7p15.2 7 27180671 27183287 AMP 0.567932 6.636869
7p15.2 7 27185015 27190222 AMP 0.567932 6.636869
7p15.2 7 27193335 27197555 AMP 0.567932 6.636869
7p15.2 7 27202054 27210117 AMP 0.567932 6.636869
7p15.2 7 27210210 27219880 AMP 0.536696 5.841368
7p15.2 7 27221129 27224842 AMP 0.536696 5.841368
7p15.2 7 27233122 27239725 AMP 0.536696 5.841368
7p15.2 7 27238194 27246878 AMP 0.521078 5.45786
7p15.2 7 27282164 27290112 AMP 0.474224 4.304448
7p11.2 7 54610018 54638773 AMP 0.37207 2.206365
7p11.2 7 54819943 54827667 AMP 0.457352 3.919138
7p11.2 7 55086714 55324313 AMP 0.504206 5.041368



7p11.2 7 55433141 55501435 AMP 0.403306 2.767089
7p11.2 7 55503749 55640681 AMP 0.373541 2.242657

7q11.23 7 73007524 73038873 DEL 0.139198 2.846723
7q11.23 7 73082155 73086442 DEL 0.14794 3.152023
7q11.23 7 73095299 73097783 DEL 0.14794 3.152023
7q11.23 7 73097355 73119491 DEL 0.14794 3.152023
7q11.23 7 73113536 73134002 DEL 0.135163 2.622251
7q11.23 7 73150424 73153197 DEL 0.133146 2.479347
7q11.23 7 73183328 73184600 DEL 0.134491 2.525135
7q11.23 7 73213872 73247014 DEL 0.134491 2.525135
7q11.23 7 73248920 73256865 DEL 0.131801 2.458568
7q11.23 7 73275489 73280223 DEL 0.134491 2.546978
7q11.23 7 73442119 73484237 DEL 0.134491 2.546978
7q11.23 7 73497263 73536855 DEL 0.125749 2.271748
7q11.23 7 73588575 73611431 DEL 0.135163 2.622251
7q11.23 7 73613982 73644161 DEL 0.129111 2.359408
7q11.23 7 73645829 73668774 DEL 0.125749 2.292371
7q11.23 7 73703805 73820273 DEL 0.122387 2.11791
7q11.23 7 74188309 74203659 DEL 0.129111 2.359408
7q11.23 7 74210483 74267847 DEL 0.129111 2.359408
7q11.23 7 74379083 74438803 DEL 0.131801 2.458568
7q11.23 7 74441226 74490064 DEL 0.131801 2.458568
7q11.23 7 74508364 74565623 DEL 0.129111 2.359408
7q11.23 7 74807499 74867509 DEL 0.131801 2.458568
7q11.23 7 75024337 75040279 DEL 0.133146 2.479347
7q11.23 7 75046066 75115548 DEL 0.133146 2.479347
7q11.23 7 75162621 75368280 DEL 0.129784 2.382431
7q11.23 7 75398851 75419214 DEL 0.121714 2.011432
7q11.23 7 75440983 75452674 DEL 0.121714 2.011432
7q11.23 7 75528518 75616173 DEL 0.121714 2.052321
7q11.23 7 75625656 75677322 DEL 0.130456 2.415823
7q11.23 7 75677369 75696826 DEL 0.130456 2.415823
7q11.23 7 75831216 75916605 DEL 0.125076 2.250924
7q11.23 7 75931861 75933612 DEL 0.133818 2.501365
7q11.23 7 75956116 75988348 DEL 0.133146 2.489797
7q11.23 7 76018651 76039012 DEL 0.127766 2.340967
7q11.23 7 76026835 76071388 DEL 0.131128 2.437254
7q11.23 7 76090993 76135312 DEL 0.148612 3.186463
7q11.23 7 76139745 76648340 DEL 0.134491 2.525073
7q21.11 7 77646393 79082890 AMP 0.519342 5.443497
7q21.11 7 79763271 79848718 AMP 0.53496 5.829858
7q21.11 7 79998891 80308593 AMP 0.53496 5.829858
7q21.11 7 80087987 80141336 AMP 0.53496 5.829858
7q21.11 7 80371854 80551675 AMP 0.550578 6.218078
7q21.11 7 81328322 81399754 AMP 0.566196 6.614926
7q21.11 7 81575760 82073114 AMP 0.566196 6.614926
7q21.11 7 82383329 82792246 AMP 0.581814 7.027265
7q21.11 7 82993222 83278326 AMP 0.550578 6.218078
7q21.11 7 83585093 84122040 AMP 0.53496 5.829858
7q21.11 7 84624869 84816171 AMP 0.551879 6.230427
7q21.11 7 86273230 86494200 AMP 0.567497 6.628295
7q21.12 7 86506222 86689015 AMP 0.567497 6.628295
7q21.12 7 86781677 86825653 AMP 0.567497 6.628295
7q21.12 7 86974997 87029111 AMP 0.379846 2.36057
7q21.12 7 87031013 87109751 AMP 0.379846 2.36057
7q21.12 7 87133175 87342611 AMP 0.379846 2.36057
7q21.12 7 87256864 87461611 AMP 0.379846 2.36057
7q21.12 7 87462883 87505672 AMP 0.379846 2.36057
7q21.12 7 87505531 87538856 AMP 0.483813 4.534289
7q21.12 7 87563458 87832204 AMP 0.457936 3.935663
7q21.12 7 87834433 87856308 AMP 0.457936 3.935663
7q21.12 7 87905744 87936206 AMP 0.457936 3.935663
7q21.13 7 88388682 88966346 AMP 0.411082 2.92897
7q21.13 7 88423420 88425035 AMP 0.411082 2.92897
7q21.13 7 89783689 89794143 AMP 0.395464 2.638263
7q21.13 7 89796904 89867451 AMP 0.411082 2.92897
7q21.13 7 89874488 89940377 AMP 0.411082 2.92897
7q21.13 7 89964537 90020769 AMP 0.395464 2.638263
7q21.13 7 90013035 90142716 AMP 0.379846 2.36057
7q21.13 7 90095738 90839905 AMP 0.442318 3.578278
7q21.13 7 90893783 90898123 AMP 0.442318 3.578278
7q21.2 7 91321323 91510034 AMP 0.525308 5.565862
7q21.2 7 91570181 91739987 AMP 0.525308 5.565862
7q21.2 7 91741465 91772266 AMP 0.525308 5.565862
7q21.2 7 91741473 91808845 AMP 0.525308 5.565862
7q21.2 7 91828283 91875480 AMP 0.50969 5.178139
7q21.2 7 91875548 92030698 AMP 0.50969 5.178139
7q21.2 7 92076767 92088150 AMP 0.50969 5.178139
7q21.2 7 92116334 92157845 AMP 0.540926 5.950715



7q21.2 7 92158087 92167319 AMP 0.540926 5.950715
7q21.2 7 92190107 92219708 AMP 0.540926 5.950715
7q21.2 7 92234235 92465908 AMP 0.58778 7.177432
7q21.2 7 92728829 92747336 AMP 0.58778 7.177432
7q21.2 7 92759368 92777682 AMP 0.619016 8.056786
7q21.2 7 92759368 92777682 DEL 0.176855 4.645608
7q21.3 7 92817899 92855837 AMP 0.695064 10.220608
7q21.3 7 92817899 92855837 DEL 0.14794 3.14414
7q21.3 7 92861653 92988338 AMP 0.695064 10.220608
7q21.3 7 93053799 93204042 AMP 0.710682 10.631459
7q21.3 7 93220885 93540577 AMP 0.7263 11.065056
7q21.3 7 93514709 93520303 AMP 0.7263 11.065056
7q21.3 7 93551011 93557922 AMP 0.669187 9.450089
7q21.3 7 93592074 93633694 AMP 0.64331 8.759534
7q21.3 7 94023873 94060544 AMP 0.7214 10.91202
7q21.3 7 94138531 94186331 AMP 0.658928 9.175419
7q21.3 7 94214542 94285521 AMP 0.658928 9.175419
7q21.3 7 94285637 94299007 AMP 0.64331 8.759534
7q21.3 7 94536514 94925727 AMP 0.64331 8.759534
7q21.3 7 94926988 95025673 AMP 0.64331 8.759534
7q21.3 7 94989256 95025680 AMP 0.64331 8.759534
7q21.3 7 95034175 95064510 AMP 0.64331 8.759534
7q21.3 7 95107756 95169544 AMP 0.64331 8.759534
7q21.3 7 95212811 95225803 AMP 0.64331 8.759534
7q21.3 7 95401866 95739634 AMP 0.627418 8.3073
7q21.3 7 95749532 95951459 AMP 0.6118 7.877548
7q21.3 7 96110938 96339203 AMP 0.514464 5.292904
7q21.3 7 96584453 96643377 AMP 0.448673 3.707431
7q21.3 7 96634860 96640351 AMP 0.448673 3.707431
7q21.3 7 96649704 96654409 AMP 0.448673 3.707431
7q21.3 7 96745902 96811075 AMP 0.386201 2.465016
7q31.1 7 1.1E+08 1.11E+08 AMP 0.364283 2.083496
7q31.1 7 1.11E+08 1.11E+08 AMP 0.364283 2.083496
7q31.1 7 1.11E+08 1.12E+08 AMP 0.390313 2.542309
7q31.1 7 1.12E+08 1.12E+08 AMP 0.405931 2.826772
7q31.1 7 1.12E+08 1.12E+08 AMP 0.405931 2.826772
7q31.1 7 1.12E+08 1.12E+08 AMP 0.405931 2.826772
7q31.1 7 1.12E+08 1.13E+08 AMP 0.440289 3.51467
7q31.1 7 1.13E+08 1.13E+08 AMP 0.440289 3.51467
7q31.1 7 1.14E+08 1.14E+08 AMP 0.575492 6.831069
7q31.1 7 1.14E+08 1.14E+08 AMP 0.575492 6.831069
7q31.1 7 1.15E+08 1.15E+08 AMP 0.632604 8.448612
7q31.2 7 1.16E+08 1.16E+08 AMP 0.559874 6.429023
7q31.2 7 1.16E+08 1.16E+08 AMP 0.559874 6.429023
7q31.2 7 1.16E+08 1.16E+08 AMP 0.528638 5.631304
7q31.2 7 1.16E+08 1.16E+08 AMP 0.658481 9.175419
7q31.2 7 1.16E+08 1.16E+08 AMP 0.715594 10.74817
7q31.2 7 1.16E+08 1.17E+08 AMP 0.699976 10.343126
7q31.2 7 1.17E+08 1.17E+08 AMP 0.699976 10.343126
7q31.2 7 1.17E+08 1.17E+08 AMP 0.699976 10.343126
7q31.2 7 1.17E+08 1.17E+08 AMP 0.699976 10.343126
7q31.2 7 1.17E+08 1.17E+08 AMP 0.699976 10.343126
7q31.2 7 1.17E+08 1.17E+08 AMP 0.616986 8.015816
7q31.2 7 1.17E+08 1.17E+08 AMP 0.58575 7.135663
7q31.2 7 1.17E+08 1.17E+08 AMP 0.601348 7.589912
7q31.2 7 1.17E+08 1.18E+08 AMP 0.58575 7.135663

7q31.31 7 1.18E+08 1.18E+08 AMP 0.455907 3.868935
7q31.31 7 1.18E+08 1.18E+08 AMP 0.481784 4.472193
7q31.31 7 1.2E+08 1.2E+08 AMP 0.528638 5.631304
7q31.31 7 1.2E+08 1.2E+08 AMP 0.409053 2.861707
7q31.31 7 1.21E+08 1.21E+08 AMP 0.395503 2.638263
7q31.31 7 1.21E+08 1.21E+08 AMP 0.411121 2.92897
7q31.31 7 1.21E+08 1.21E+08 AMP 0.411121 2.92897
7q31.32 7 1.22E+08 1.22E+08 AMP 0.411121 2.92897
7q31.32 7 1.22E+08 1.22E+08 AMP 0.411121 2.92897
7q31.32 7 1.22E+08 1.22E+08 AMP 0.38683 2.474991
7q31.32 7 1.22E+08 1.23E+08 AMP 0.38683 2.474991
7q31.32 7 1.22E+08 1.22E+08 AMP 0.38683 2.474991
7q31.32 7 1.22E+08 1.22E+08 AMP 0.38683 2.474991
7q31.32 7 1.23E+08 1.23E+08 AMP 0.38683 2.474991
7q31.32 7 1.23E+08 1.23E+08 AMP 0.38683 2.474991
7q31.32 7 1.23E+08 1.23E+08 AMP 0.369626 2.181486
7q31.32 7 1.23E+08 1.23E+08 AMP 0.369626 2.181486
7q31.32 7 1.23E+08 1.23E+08 AMP 0.369626 2.181486
7q31.32 7 1.23E+08 1.23E+08 AMP 0.426739 3.239278
7q31.32 7 1.23E+08 1.23E+08 AMP 0.473593 4.291441
7q31.32 7 1.23E+08 1.24E+08 AMP 0.426739 3.239278
7q31.32 7 1.24E+08 1.24E+08 AMP 0.426739 3.239278
7q31.32 7 1.24E+08 1.24E+08 AMP 0.426739 3.239278



7q31.33 7 1.24E+08 1.24E+08 AMP 0.426739 3.239278
7q31.33 7 1.24E+08 1.25E+08 AMP 0.426739 3.239278
7q31.33 7 1.26E+08 1.27E+08 AMP 0.369626 2.181486

7q34 7 1.42E+08 1.42E+08 AMP 0.373547 2.242657
8p23.3 8 116049 117043 DEL 0.121714 2.041508
8p23.3 8 182137 197342 DEL 0.134491 2.546745
8p23.3 8 356428 421225 DEL 0.134491 2.546745
8p23.3 8 1993155 2113475 DEL 0.121714 2.028299
8p23.2 8 2792875 4852494 DEL 0.121714 2.041508
8p23.1 8 6264113 6501144 DEL 0.167441 4.183583
8p23.1 8 6357172 6420930 DEL 0.123731 2.1582
8p23.1 8 6565878 6617184 DEL 0.167441 4.183583
8p23.1 8 6728097 6735544 DEL 0.135163 2.581425
8p23.1 8 6782215 6783598 DEL 0.135163 2.581425
8p23.1 8 6793344 6795860 DEL 0.134491 2.557149
8p23.1 8 6835171 6837602 DEL 0.135163 2.622251
8p23.1 8 6854288 6875778 DEL 0.135163 2.622251
8p23.1 8 6873391 6875823 DEL 0.135163 2.622251
8p23.1 8 6912831 6914256 DEL 0.135163 2.622251
8p23.1 8 7213039 7243080 DEL 0.161389 3.821519
8p23.1 8 7272382 7274385 DEL 0.161389 3.821519
8p23.1 8 7286410 7287870 DEL 0.161389 3.821519
8p23.1 8 7300206 7321196 DEL 0.161389 3.821519
8p23.1 8 7327830 7332604 DEL 0.161389 3.821519
8p23.1 8 7340026 7343922 DEL 0.161389 3.821519
8p23.1 8 7345191 7347115 DEL 0.161389 3.821519
8p23.1 8 7353368 7366833 DEL 0.161389 3.821519
8p23.1 8 7669242 7673238 DEL 0.161389 3.821519
8p23.1 8 7679488 7681411 DEL 0.161389 3.821519
8p23.1 8 7682694 7686575 DEL 0.161389 3.821519
8p23.1 8 7693993 7698764 DEL 0.161389 3.821519
8p23.1 8 7705398 7726389 DEL 0.161389 3.821519
8p23.1 8 7738726 7740186 DEL 0.161389 3.821519
8p23.1 8 7752151 7754233 DEL 0.161389 3.821519
8p23.1 8 8175258 8244008 DEL 0.168113 4.192169
8p23.1 8 8559448 8561616 DEL 0.134491 2.562408
8p23.1 8 8640864 8751155 DEL 0.166096 4.101203
8p23.1 8 8859657 8974256 DEL 0.166096 4.101203
8p23.1 8 9413424 9639856 DEL 0.121714 2.052321
8p23.1 8 10463859 10569697 DEL 0.121714 2.052321
8p23.1 8 10582909 10697357 DEL 0.135836 2.653936
8p23.1 8 10622473 10697394 DEL 0.135836 2.653936
8p23.1 8 10753555 11058875 DEL 0.121714 2.052321
8p23.1 8 11225911 11296167 DEL 0.121714 2.011432
8p23.1 8 11351510 11422113 DEL 0.128439 2.342739
8p23.1 8 11534468 11617511 DEL 0.138525 2.81501
8p23.1 8 11831446 11832108 DEL 0.121714 2.011432
8p23.1 8 11839830 11842099 DEL 0.121714 2.011432
8p23.1 8 11850692 11853821 DEL 0.121714 2.011432
8p23.1 8 11961898 11973025 DEL 0.146595 3.08384
8p23.1 8 11973291 12008698 DEL 0.151302 3.383729
8p23.1 8 11994677 11996586 DEL 0.151302 3.383729
8p23.1 8 12039605 12051642 DEL 0.135163 2.622251
8p23.1 8 12168471 12175825 DEL 0.135163 2.622251
8p23.1 8 12282913 12293915 DEL 0.134491 2.525135
8p23.1 8 12579403 12613582 DEL 0.172148 4.365351
8p22 8 12803151 12889012 DEL 0.157354 3.646288
8p22 8 13424352 13425796 DEL 0.121714 2.031388
8p22 8 13947373 15095848 DEL 0.121714 2.052321
8p22 8 17013538 17082308 DEL 0.14794 3.134136
8p22 8 17086737 17104387 DEL 0.147267 3.099116
8p22 8 17104080 17159936 DEL 0.147267 3.099116
8p22 8 17501304 17658426 DEL 0.121714 2.052321
8p22 8 18384811 18942240 DEL 0.121714 2.052321

8p21.3 8 20054878 20084330 DEL 0.135163 2.605025
8p21.3 8 20103676 20161474 DEL 0.135163 2.605025
8p21.3 8 21547915 21669869 DEL 0.121714 2.052321
8p21.3 8 21946670 21962409 DEL 0.158027 3.680882
8p21.3 8 21964383 21966932 DEL 0.165424 4.067679
8p21.3 8 21971928 21990897 DEL 0.156682 3.637811
8p21.3 8 21995533 21999464 DEL 0.134491 2.525135
8p21.3 8 22022249 22069839 DEL 0.125076 2.207189
8p21.3 8 22077222 22089854 DEL 0.131128 2.425816
8p21.3 8 22102617 22112113 DEL 0.135836 2.703117
8p21.3 8 22132810 22215076 DEL 0.127766 2.338759
8p21.3 8 22224762 22291642 DEL 0.127766 2.338759
8p21.3 8 22435792 22455538 DEL 0.132473 2.468677
8p21.3 8 22477931 22526661 DEL 0.121714 2.052321
8p21.3 8 22877646 22926692 DEL 0.121714 2.031388



8p21.3 8 22941868 22974950 DEL 0.121714 2.031388
8p21.3 8 23154702 23282841 DEL 0.160716 3.762015
8p21.3 8 23243296 23315208 DEL 0.160716 3.762015
8p21.2 8 23386318 23432976 DEL 0.160716 3.762015
8p21.2 8 23536206 23540440 DEL 0.135836 2.653936
8p21.2 8 24151553 24216531 DEL 0.129784 2.384769
8p21.2 8 24241798 24263526 DEL 0.129784 2.384769
8p21.1 8 28351729 28431775 DEL 0.134491 2.531645
8p21.1 8 28457986 28613116 DEL 0.136508 2.709293
8p21.1 8 28625178 28747759 DEL 0.136508 2.709293
8p12 8 30435835 30515768 DEL 0.174838 4.520863
8p12 8 30535583 30585443 DEL 0.178873 4.807088
8p12 8 30631973 30671830 DEL 0.199719 5.926734
8p12 8 30689060 30748122 DEL 0.17551 4.548734
8p12 8 30853321 30891231 DEL 0.121714 2.02107

8q12.1 8 57870492 57906403 AMP 0.383976 2.428476
8q12.1 8 58907068 59116838 AMP 0.43083 3.325444
8q12.1 8 59323823 59364060 AMP 0.43083 3.325444
8q12.1 8 59402737 59412795 AMP 0.43083 3.325444
8q12.1 8 59465483 59495419 AMP 0.477684 4.390393
8q12.1 8 59496063 59572403 AMP 0.508487 5.158813
8q12.1 8 59717977 60031767 AMP 0.525085 5.565862
8q12.1 8 61099906 61193971 AMP 0.525085 5.565862
8q12.1 8 61429416 61536186 AMP 0.525085 5.565862
8q12.1 8 61591337 61779465 AMP 0.556321 6.350227
8q12.3 8 61969717 62414204 AMP 0.525085 5.565862
8q12.3 8 62413116 62627155 AMP 0.582198 7.027265
8q12.3 8 63161150 63912211 AMP 0.525085 5.565862
8q12.3 8 63927638 63951730 AMP 0.509467 5.178139
8q12.3 8 63961112 63998612 AMP 0.509467 5.178139
8q12.3 8 64081112 64125346 AMP 0.493849 4.783614
8q12.3 8 65492814 65496181 AMP 0.509467 5.178139
8q12.3 8 65500320 65711318 AMP 0.492869 4.76506
8q13.1 8 66514694 66546442 AMP 0.367925 2.15155
8q13.1 8 66514694 66546442 DEL 0.165424 4.054698
8q13.1 8 66556969 66683496 AMP 0.367925 2.15155
8q13.1 8 66629745 66754557 AMP 0.367925 2.15155
8q13.1 8 66933795 67012751 AMP 0.367925 2.15155
8q13.1 8 67039131 67087720 AMP 0.399161 2.715132
8q13.1 8 67088620 67090960 AMP 0.422539 3.13313
8q13.1 8 67341263 67342966 AMP 0.422539 3.13313
8q13.1 8 67342420 67383836 AMP 0.422539 3.13313
8q13.1 8 67372238 67430759 AMP 0.399161 2.715132
8q13.1 8 67474410 67526482 AMP 0.367925 2.15155
8q13.1 8 67540722 67579452 AMP 0.367925 2.15155
8q13.1 8 67579831 67772707 AMP 0.367925 2.15155
8q13.1 8 67579850 67597799 AMP 0.367925 2.15155
8q13.1 8 67624653 67774257 AMP 0.367925 2.15155
8q13.1 8 67834709 67834786 AMP 0.367925 2.15155
8q13.1 8 67858736 67874825 AMP 0.367925 2.15155
8q13.1 8 67876334 67968839 AMP 0.383543 2.428476
8q13.1 8 67955314 67996018 AMP 0.409573 2.885249
8q13.1 8 67974661 68108498 AMP 0.440809 3.537187
8q13.2 8 68085747 68255912 AMP 0.440809 3.537187
8q13.2 8 68334360 68658620 AMP 0.472045 4.253406
8q13.2 8 68864353 69149265 AMP 0.503281 5.017528
8q13.2 8 69242957 69731257 AMP 0.435603 3.411777
8q13.2 8 70378859 70573150 AMP 0.419985 3.089002
8q13.3 8 70579282 70747299 AMP 0.404367 2.786724
8q13.3 8 70963886 70983928 AMP 0.419985 3.089002
8q13.3 8 71021997 71316040 AMP 0.430397 3.325444
8q13.3 8 71485677 71520622 AMP 0.48751 4.630425
8q13.3 8 71547553 71581409 AMP 0.48751 4.630425
8q13.3 8 71581600 71702606 AMP 0.430397 3.325444
8q13.3 8 72109668 72274467 AMP 0.492869 4.76506
8q13.3 8 72753784 72756703 AMP 0.508487 5.158813
8q13.3 8 72932152 72987852 AMP 0.549684 6.169061
8q13.3 8 73449626 73850584 AMP 0.534066 5.7815

8q21.11 8 73921099 73960357 AMP 0.50283 4.990157
8q21.11 8 74202506 74208024 AMP 0.415348 3.004949
8q21.11 8 74206847 74237516 AMP 0.415348 3.004949
8q21.11 8 74332604 74659943 AMP 0.39973 2.715132
8q21.11 8 74692332 74791145 AMP 0.39973 2.715132
8q21.11 8 74851404 74884522 AMP 0.39973 2.715132
8q21.11 8 74884672 74895018 AMP 0.39973 2.715132
8q21.11 8 74903587 74941322 AMP 0.415348 3.004949
8q21.11 8 75146935 75233563 AMP 0.524675 5.54882
8q21.11 8 75233365 75401107 AMP 0.524675 5.54882
8q21.11 8 75736772 75767264 AMP 0.524675 5.54882



8q21.11 8 75896750 75946793 AMP 0.524675 5.54882
8q21.11 8 76320149 76479078 AMP 0.555911 6.332078
8q21.11 8 77593454 77779521 AMP 0.555911 6.332078
8q21.11 8 77892494 77913280 AMP 0.540293 5.93376
8q21.12 8 79428374 79517502 AMP 0.540293 5.93376
8q21.12 8 79578282 79632000 AMP 0.540293 5.93376
8q21.12 8 79587978 79717758 AMP 0.540293 5.93376
8q21.13 8 80523049 80578410 AMP 0.509057 5.158813
8q21.13 8 80676245 80680098 AMP 0.477821 4.390393
8q21.13 8 80830952 80942524 AMP 0.462202 4.029021
8q21.13 8 80870571 81143467 AMP 0.446584 3.669023
8q21.13 8 81397854 81438500 AMP 0.446584 3.669023
8q21.13 8 81540686 81787016 AMP 0.446584 3.669023
8q21.13 8 81880045 82024303 AMP 0.446584 3.669023
8q21.13 8 82192598 82197012 AMP 0.446584 3.669023
8q21.13 8 82352561 82359758 AMP 0.446584 3.669023
8q21.13 8 82370576 82373814 AMP 0.446584 3.669023
8q21.13 8 82390654 82395498 AMP 0.430966 3.325444
8q21.13 8 82437216 82443613 AMP 0.430966 3.325444
8q21.13 8 82570196 82598928 AMP 0.430966 3.325444
8q21.13 8 82605842 82608409 AMP 0.430966 3.325444
8q21.13 8 82613569 82645138 AMP 0.430966 3.325444
8q21.13 8 82644669 82671750 AMP 0.430966 3.325444
8q21.13 8 82711816 82755101 AMP 0.461995 4.029021
8q21.2 8 85095022 85834079 AMP 0.49316 4.76506
8q21.2 8 86019382 86058311 AMP 0.462132 4.029021
8q21.2 8 86089460 86129387 AMP 0.462132 4.029021
8q21.2 8 86126311 86132650 AMP 0.462132 4.029021
8q21.2 8 86132816 86196302 AMP 0.462132 4.029021
8q21.2 8 86239837 86291243 AMP 0.462132 4.029021
8q21.2 8 86285665 86361269 AMP 0.47775 4.390393
8q21.2 8 86376081 86393722 AMP 0.763231 12.18516
8q21.3 8 86999552 87166457 AMP 0.477428 4.390393
8q21.3 8 87060602 87100850 AMP 0.477428 4.390393
8q21.3 8 87226281 87333375 AMP 0.46181 4.029021
8q21.3 8 87354967 87490649 AMP 0.493055 4.76506
8q21.3 8 87497059 87573726 AMP 0.477437 4.390393
8q21.3 8 87566205 87755903 AMP 0.555527 6.332078
8q21.3 8 87878670 88627447 AMP 0.602381 7.609218
8q21.3 8 88882973 88886296 AMP 0.617924 8.036767
8q21.3 8 89044237 89340254 AMP 0.711632 10.643579
8q21.3 8 90769975 90803291 AMP 0.711632 10.643579
8q21.3 8 90914087 90940116 AMP 0.680396 9.783877
8q21.3 8 90945564 91015456 AMP 0.696014 10.234048
8q21.3 8 91013633 91064320 AMP 0.680396 9.783877
8q21.3 8 91070836 91107703 AMP 0.64916 8.912042
8q21.3 8 91634223 91803860 AMP 0.64916 8.912042
8q21.3 8 91803778 91971636 AMP 0.680396 9.783877
8q21.3 8 92006024 92053292 AMP 0.64916 8.912042
8q21.3 8 92082424 92099323 AMP 0.64916 8.912042
8q21.3 8 92114060 92231464 AMP 0.64916 8.912042
8q21.3 8 92221722 92410378 AMP 0.64916 8.912042
8q21.3 8 92967203 93115514 AMP 0.696014 10.234048
8q22.1 8 94225531 94712661 AMP 0.524216 5.54882
8q22.1 8 94225531 94712661 DEL 0.149957 3.306565
8q22.1 8 94710789 94743755 AMP 0.553063 6.255229
8q22.1 8 94710789 94743755 DEL 0.149957 3.306565
8q22.1 8 94741584 94753245 AMP 0.521818 5.475746
8q22.1 8 94767072 94831462 AMP 0.5062 5.085891
8q22.1 8 94870035 94938294 AMP 0.504287 5.041368
8q22.1 8 95139399 95229531 AMP 0.519905 5.443497
8q22.1 8 95261481 95274578 AMP 0.519905 5.443497
8q22.1 8 95384188 95487337 AMP 0.535523 5.829858
8q22.1 8 95390605 95449180 AMP 0.535523 5.829858
8q22.1 8 95499921 95565757 AMP 0.504719 5.055439
8q22.1 8 95653302 95719694 AMP 0.489101 4.668539
8q22.1 8 95731931 95806064 AMP 0.489101 4.668539
8q22.1 8 95825539 95893974 AMP 0.489101 4.668539
8q22.1 8 95891998 95908906 AMP 0.504719 5.055439
8q22.1 8 95938200 95961639 AMP 0.520337 5.45786
8q22.1 8 96079036 96085410 AMP 0.535955 5.841368
8q22.1 8 96146032 96168912 AMP 0.551573 6.230427
8q22.1 8 96257147 96281429 AMP 0.567191 6.628295
8q22.1 8 97154562 97173020 AMP 0.582556 7.043644
8q22.1 8 97238148 97247862 AMP 0.567191 6.628295
8q22.1 8 97251626 97273838 AMP 0.567191 6.628295
8q22.1 8 97273943 97349223 AMP 0.567191 6.628295
8q22.1 8 97505579 97624000 AMP 0.567191 6.628295
8q22.1 8 98285717 98290176 AMP 0.567191 6.628295



8q22.1 8 98656407 98740998 AMP 0.535955 5.841368
8q22.1 8 98787285 98865241 AMP 0.535955 5.841368
8q22.1 8 98881068 99048944 AMP 0.535955 5.841368
8q22.2 8 99037079 99058697 AMP 0.535955 5.841368
8q22.2 8 99076539 99105838 AMP 0.535955 5.841368
8q22.2 8 99114572 99129469 AMP 0.535955 5.841368
8q22.2 8 99129525 99172062 AMP 0.535955 5.841368
8q22.2 8 99202061 99306621 AMP 0.535955 5.841368
8q22.2 8 99413631 99955055 AMP 0.535955 5.841368
8q22.2 8 99439250 99445076 AMP 0.535955 5.841368
8q22.2 8 99956631 99964332 AMP 0.520337 5.45786
8q22.2 8 1E+08 1.01E+08 AMP 0.535955 5.841368
8q22.2 8 1.01E+08 1.01E+08 AMP 0.535955 5.841368
8q22.2 8 1.01E+08 1.01E+08 AMP 0.535955 5.841368
8q22.2 8 1.01E+08 1.01E+08 AMP 0.520337 5.45786
8q22.2 8 1.01E+08 1.01E+08 AMP 0.520337 5.45786
8q22.2 8 1.01E+08 1.01E+08 AMP 0.520337 5.45786
8q22.2 8 1.01E+08 1.01E+08 AMP 0.520337 5.45786
8q22.2 8 1.02E+08 1.02E+08 AMP 0.520337 5.45786
8q22.2 8 1.02E+08 1.02E+08 AMP 0.520337 5.45786
8q22.3 8 1.02E+08 1.02E+08 AMP 0.520337 5.45786
8q22.3 8 1.02E+08 1.02E+08 AMP 0.520337 5.45786
8q22.3 8 1.02E+08 1.02E+08 AMP 0.520337 5.45786
8q22.3 8 1.03E+08 1.03E+08 AMP 0.520337 5.45786
8q22.3 8 1.03E+08 1.03E+08 AMP 0.520337 5.45786
8q22.3 8 1.03E+08 1.03E+08 AMP 0.520337 5.45786
8q22.3 8 1.03E+08 1.03E+08 AMP 0.535955 5.841368
8q22.3 8 1.04E+08 1.04E+08 AMP 0.535955 5.841368
8q22.3 8 1.04E+08 1.04E+08 AMP 0.551573 6.230427
8q22.3 8 1.04E+08 1.04E+08 AMP 0.551573 6.230427
8q22.3 8 1.04E+08 1.04E+08 AMP 0.551573 6.230427
8q22.3 8 1.04E+08 1.04E+08 AMP 0.551573 6.230427
8q22.3 8 1.04E+08 1.04E+08 AMP 0.551573 6.230427
8q22.3 8 1.04E+08 1.04E+08 AMP 0.551573 6.230427
8q22.3 8 1.04E+08 1.04E+08 AMP 0.567191 6.628295
8q22.3 8 1.04E+08 1.04E+08 AMP 0.598428 7.497404
8q22.3 8 1.04E+08 1.04E+08 AMP 0.598428 7.497404
8q22.3 8 1.05E+08 1.05E+08 AMP 0.722972 10.957037
8q22.3 8 1.05E+08 1.05E+08 AMP 0.722972 10.957037
8q22.3 8 1.06E+08 1.06E+08 AMP 0.707354 10.512157
8q23.1 8 1.06E+08 1.07E+08 AMP 0.738599 11.405885
8q23.1 8 1.07E+08 1.08E+08 AMP 0.738599 11.405885
8q23.1 8 1.08E+08 1.08E+08 AMP 0.738599 11.405885
8q23.1 8 1.08E+08 1.09E+08 AMP 0.738599 11.405885
8q23.1 8 1.09E+08 1.09E+08 AMP 0.722981 10.957037
8q23.1 8 1.09E+08 1.09E+08 AMP 0.754217 11.900478
8q23.1 8 1.1E+08 1.1E+08 AMP 0.785453 12.866303
8q23.1 8 1.1E+08 1.1E+08 AMP 0.785453 12.866303
8q23.1 8 1.1E+08 1.1E+08 AMP 0.785453 12.866303
8q23.1 8 1.1E+08 1.1E+08 AMP 0.801071 13.319468
8q23.1 8 1.1E+08 1.11E+08 AMP 0.847925 14.638938
8q23.2 8 1.11E+08 1.11E+08 AMP 0.847925 14.638938
8q23.2 8 1.11E+08 1.11E+08 AMP 0.847925 14.638938
8q23.2 8 1.11E+08 1.11E+08 AMP 0.832307 14.31365
8q23.3 8 1.13E+08 1.14E+08 AMP 0.905651 16.139621
8q23.3 8 1.16E+08 1.17E+08 AMP 0.905651 16.139621
8q23.3 8 1.18E+08 1.18E+08 AMP 0.890033 15.911012

8q24.11 8 1.18E+08 1.18E+08 AMP 0.905651 16.139621
8q24.11 8 1.18E+08 1.18E+08 AMP 0.905651 16.139621
8q24.11 8 1.18E+08 1.18E+08 AMP 0.858797 14.910704
8q24.11 8 1.18E+08 1.18E+08 AMP 0.889348 15.911012
8q24.11 8 1.19E+08 1.19E+08 AMP 0.889348 15.911012
8q24.11 8 1.19E+08 1.19E+08 AMP 0.842494 14.506816
8q24.12 8 1.19E+08 1.2E+08 AMP 0.842494 14.506816
8q24.12 8 1.2E+08 1.2E+08 AMP 0.858112 14.885316
8q24.12 8 1.2E+08 1.2E+08 AMP 0.842494 14.506816
8q24.12 8 1.2E+08 1.2E+08 AMP 0.79564 13.126109
8q24.12 8 1.2E+08 1.2E+08 AMP 0.780022 12.692187
8q24.12 8 1.21E+08 1.21E+08 AMP 0.731948 11.205225
8q24.12 8 1.21E+08 1.21E+08 AMP 0.653858 9.04886
8q24.12 8 1.21E+08 1.21E+08 AMP 0.622485 8.175501
8q24.12 8 1.21E+08 1.21E+08 AMP 0.653721 9.04886
8q24.12 8 1.21E+08 1.21E+08 AMP 0.684817 9.905075
8q24.12 8 1.21E+08 1.21E+08 AMP 0.674116 9.610525
8q24.12 8 1.21E+08 1.22E+08 AMP 0.674116 9.610525
8q24.12 8 1.22E+08 1.22E+08 AMP 0.674116 9.610525
8q24.13 8 1.23E+08 1.23E+08 AMP 0.627262 8.3073
8q24.13 8 1.23E+08 1.23E+08 AMP 0.627262 8.3073
8q24.13 8 1.24E+08 1.24E+08 AMP 0.627262 8.3073



8q24.13 8 1.24E+08 1.24E+08 AMP 0.627262 8.3073
8q24.13 8 1.24E+08 1.24E+08 AMP 0.658498 9.175419
8q24.13 8 1.24E+08 1.24E+08 AMP 0.658498 9.175419
8q24.13 8 1.24E+08 1.24E+08 AMP 0.611644 7.877548
8q24.13 8 1.24E+08 1.24E+08 AMP 0.611644 7.877548
8q24.13 8 1.24E+08 1.24E+08 AMP 0.611644 7.877548
8q24.13 8 1.24E+08 1.24E+08 AMP 0.611644 7.877548
8q24.13 8 1.25E+08 1.25E+08 AMP 0.688641 10.003928
8q24.13 8 1.25E+08 1.25E+08 AMP 0.688641 10.003928
8q24.13 8 1.25E+08 1.25E+08 AMP 0.735495 11.303371
8q24.13 8 1.25E+08 1.25E+08 AMP 0.766731 12.282263
8q24.13 8 1.25E+08 1.25E+08 AMP 0.673023 9.561512
8q24.13 8 1.25E+08 1.25E+08 AMP 0.673023 9.561512
8q24.13 8 1.25E+08 1.25E+08 AMP 0.673023 9.561512
8q24.13 8 1.25E+08 1.25E+08 AMP 0.61591 7.964462
8q24.13 8 1.25E+08 1.26E+08 AMP 0.673023 9.561512
8q24.13 8 1.26E+08 1.26E+08 AMP 0.719877 10.857041
8q24.13 8 1.26E+08 1.26E+08 AMP 0.61591 7.964462
8q24.13 8 1.26E+08 1.26E+08 AMP 0.61591 7.964462
8q24.13 8 1.26E+08 1.26E+08 AMP 0.658624 9.175419
8q24.13 8 1.26E+08 1.26E+08 AMP 0.658624 9.175419
8q24.13 8 1.26E+08 1.26E+08 AMP 0.658624 9.175419
8q24.13 8 1.26E+08 1.26E+08 AMP 0.715737 10.74817
8q24.13 8 1.26E+08 1.26E+08 AMP 0.715737 10.74817
8q24.21 8 1.28E+08 1.28E+08 AMP 0.84558 14.588051
8q24.21 8 1.28E+08 1.28E+08 AMP 0.84558 14.588051
8q24.21 8 1.29E+08 1.29E+08 AMP 0.871457 15.336029
8q24.21 8 1.31E+08 1.31E+08 AMP 0.617129 8.015816
8q24.21 8 1.31E+08 1.31E+08 AMP 0.601511 7.589912
8q24.21 8 1.31E+08 1.31E+08 AMP 0.785455 12.866303
8q24.22 8 1.32E+08 1.32E+08 AMP 0.801073 13.319468
8q24.22 8 1.33E+08 1.33E+08 AMP 0.832309 14.31365
8q24.22 8 1.33E+08 1.33E+08 AMP 0.801073 13.319468
8q24.22 8 1.33E+08 1.33E+08 AMP 0.801073 13.319468
8q24.22 8 1.33E+08 1.33E+08 AMP 0.785455 12.866303
8q24.22 8 1.34E+08 1.34E+08 AMP 0.790661 12.981059
8q24.22 8 1.34E+08 1.34E+08 AMP 0.790661 12.981059
8q24.22 8 1.34E+08 1.34E+08 AMP 0.806279 13.459185
8q24.22 8 1.34E+08 1.34E+08 AMP 0.832309 14.31365
8q24.22 8 1.34E+08 1.34E+08 AMP 0.832309 14.31365
8q24.22 8 1.34E+08 1.34E+08 AMP 0.832309 14.31365
8q24.22 8 1.34E+08 1.34E+08 AMP 0.832309 14.31365
8q24.22 8 1.34E+08 1.35E+08 AMP 0.832309 14.31365
8q24.22 8 1.35E+08 1.36E+08 AMP 0.84604 14.591646
8q24.22 8 1.36E+08 1.36E+08 AMP 0.783568 12.826129
8q24.23 8 1.36E+08 1.37E+08 AMP 0.742073 11.519343
8q24.23 8 1.39E+08 1.4E+08 AMP 0.710837 10.631459
8q24.23 8 1.4E+08 1.4E+08 AMP 0.710837 10.631459
8q24.3 8 1.41E+08 1.41E+08 AMP 0.648365 8.889986
8q24.3 8 1.41E+08 1.41E+08 AMP 0.617129 8.015816
8q24.3 8 1.42E+08 1.42E+08 AMP 0.614176 7.929563
8q24.3 8 1.42E+08 1.42E+08 AMP 0.64512 8.785978
8q24.3 8 1.42E+08 1.42E+08 AMP 0.780323 12.716231
8q24.3 8 1.42E+08 1.42E+08 AMP 0.780323 12.716231
8q24.3 8 1.42E+08 1.42E+08 AMP 0.764873 12.231703
8q24.3 8 1.42E+08 1.42E+08 AMP 0.790749 12.981059
8q24.3 8 1.43E+08 1.43E+08 AMP 0.655547 9.075799
8q24.3 8 1.44E+08 1.44E+08 AMP 0.665805 9.346286
8q24.3 8 1.44E+08 1.44E+08 AMP 0.639929 8.660727
8q24.3 8 1.44E+08 1.44E+08 AMP 0.655547 9.075799
8q24.3 8 1.44E+08 1.44E+08 AMP 0.655547 9.075799
8q24.3 8 1.44E+08 1.44E+08 AMP 0.712659 10.665525
8q24.3 8 1.44E+08 1.44E+08 AMP 0.712659 10.665525
8q24.3 8 1.44E+08 1.44E+08 AMP 0.655547 9.075799
8q24.3 8 1.44E+08 1.44E+08 AMP 0.639929 8.660727
8q24.3 8 1.44E+08 1.44E+08 AMP 0.639929 8.660727
8q24.3 8 1.44E+08 1.44E+08 AMP 0.639929 8.660727
8q24.3 8 1.44E+08 1.44E+08 AMP 0.639929 8.660727
8q24.3 8 1.44E+08 1.44E+08 AMP 0.608033 7.773481
8q24.3 8 1.44E+08 1.44E+08 AMP 0.623651 8.195907
8q24.3 8 1.44E+08 1.44E+08 AMP 0.623651 8.195907
8q24.3 8 1.44E+08 1.44E+08 AMP 0.623651 8.195907
8q24.3 8 1.44E+08 1.44E+08 AMP 0.664612 9.332679
8q24.3 8 1.44E+08 1.44E+08 AMP 0.664612 9.332679
8q24.3 8 1.44E+08 1.44E+08 AMP 0.664612 9.332679
8q24.3 8 1.44E+08 1.44E+08 AMP 0.664612 9.332679
8q24.3 8 1.44E+08 1.44E+08 AMP 0.679598 9.761399
8q24.3 8 1.45E+08 1.45E+08 AMP 0.66398 9.317383
8q24.3 8 1.45E+08 1.45E+08 AMP 0.66398 9.317383



8q24.3 8 1.45E+08 1.45E+08 AMP 0.721093 10.91202
8q24.3 8 1.45E+08 1.45E+08 AMP 0.678076 9.709044
8q24.3 8 1.45E+08 1.45E+08 AMP 0.678076 9.709044
8q24.3 8 1.45E+08 1.45E+08 AMP 0.719571 10.857041
8q24.3 8 1.45E+08 1.45E+08 AMP 0.719571 10.857041
8q24.3 8 1.45E+08 1.45E+08 AMP 0.662458 9.265758
8q24.3 8 1.45E+08 1.45E+08 AMP 0.662458 9.265758
8q24.3 8 1.45E+08 1.45E+08 AMP 0.662458 9.265758
8q24.3 8 1.45E+08 1.45E+08 AMP 0.662458 9.265758
8q24.3 8 1.45E+08 1.45E+08 AMP 0.750031 11.771664
8q24.3 8 1.45E+08 1.45E+08 AMP 0.812503 13.655612
8q24.3 8 1.45E+08 1.45E+08 AMP 0.771008 12.430398
8q24.3 8 1.45E+08 1.45E+08 AMP 0.771008 12.430398
8q24.3 8 1.45E+08 1.45E+08 AMP 0.802244 13.326382
8q24.3 8 1.45E+08 1.45E+08 AMP 0.859328 14.911457
8q24.3 8 1.45E+08 1.45E+08 AMP 0.874946 15.437148
8q24.3 8 1.45E+08 1.45E+08 AMP 0.785974 12.866303
8q24.3 8 1.45E+08 1.45E+08 AMP 0.785974 12.866303
8q24.3 8 1.45E+08 1.45E+08 AMP 0.754044 11.900478
8q24.3 8 1.45E+08 1.45E+08 AMP 0.691572 10.105903
8q24.3 8 1.45E+08 1.45E+08 AMP 0.691572 10.105903
8q24.3 8 1.45E+08 1.45E+08 AMP 0.691572 10.105903
8q24.3 8 1.45E+08 1.45E+08 AMP 0.675954 9.649687
8q24.3 8 1.45E+08 1.45E+08 AMP 0.675954 9.649687
8q24.3 8 1.45E+08 1.45E+08 AMP 0.675954 9.649687
8q24.3 8 1.45E+08 1.45E+08 AMP 0.675954 9.649687
8q24.3 8 1.45E+08 1.45E+08 AMP 0.645502 8.785978
8q24.3 8 1.45E+08 1.45E+08 AMP 0.629756 8.352182
8q24.3 8 1.45E+08 1.45E+08 DEL 0.131128 2.448969
8q24.3 8 1.45E+08 1.46E+08 AMP 0.629756 8.352182
8q24.3 8 1.45E+08 1.45E+08 AMP 0.614138 7.929563
8q24.3 8 1.46E+08 1.46E+08 AMP 0.628749 8.340644
8q24.3 8 1.46E+08 1.46E+08 AMP 0.75244 11.854256
8q24.3 8 1.46E+08 1.46E+08 AMP 0.75244 11.854256
8q24.3 8 1.46E+08 1.46E+08 AMP 0.675603 9.649687
8q24.3 8 1.46E+08 1.46E+08 AMP 0.675603 9.649687
8q24.3 8 1.46E+08 1.46E+08 AMP 0.675603 9.649687
8q24.3 8 1.46E+08 1.46E+08 AMP 0.675603 9.649687
8q24.3 8 1.46E+08 1.46E+08 AMP 0.675603 9.649687
8q24.3 8 1.46E+08 1.46E+08 AMP 0.706839 10.512157
8q24.3 8 1.46E+08 1.46E+08 AMP 0.738075 11.405885
8q24.3 8 1.46E+08 1.46E+08 AMP 0.738075 11.405885
8q24.3 8 1.46E+08 1.46E+08 AMP 0.769311 12.389332
8q24.3 8 1.46E+08 1.46E+08 AMP 0.769311 12.389332
8q24.3 8 1.46E+08 1.46E+08 AMP 0.722457 10.957037
8q24.3 8 1.46E+08 1.46E+08 AMP 0.722457 10.957037
8q24.3 8 1.46E+08 1.46E+08 AMP 0.738075 11.405885
8q24.3 8 1.46E+08 1.46E+08 AMP 0.738075 11.405885
8q24.3 8 1.46E+08 1.46E+08 AMP 0.722457 10.957037
8q24.3 8 1.46E+08 1.46E+08 AMP 0.678379 9.709044
8q24.3 8 1.46E+08 1.46E+08 AMP 0.678379 9.709044
8q24.3 8 1.46E+08 1.46E+08 AMP 0.486719 4.603177
8q24.3 8 1.46E+08 1.46E+08 AMP 0.471101 4.229939
8q24.3 8 1.46E+08 1.46E+08 AMP 0.471101 4.229939
8q24.3 8 1.46E+08 1.46E+08 AMP 0.471101 4.229939
8q24.3 8 1.46E+08 1.46E+08 AMP 0.471101 4.229939
8q24.3 8 1.46E+08 1.46E+08 AMP 0.471101 4.229939
8q24.3 8 1.46E+08 1.46E+08 AMP 0.471101 4.229939
8q24.3 8 1.46E+08 1.46E+08 AMP 0.471101 4.229939
8q24.3 8 1.46E+08 1.46E+08 AMP 0.471101 4.229939
9p21.3 9 21440440 21441315 DEL 0.176183 4.637325
9p21.3 9 21455641 21559668 DEL 0.176183 4.637325
9p21.3 9 21480841 21482312 DEL 0.176183 4.637325
9p21.3 9 21802542 21931646 DEL 0.259567 9.610112
9p21.3 9 21967137 21967738 DEL 0.28243 11.166796
9p21.3 9 21967751 21995300 DEL 0.28243 11.166796
9p21.3 9 21994777 22121096 DEL 0.271671 10.394707
9p21.3 9 22002902 22009362 DEL 0.271671 10.394707
9p21.3 9 22446840 22455739 DEL 0.203753 6.176507
9p21.3 9 23690102 23826335 DEL 0.203753 6.176507
9q33.3 9 1.27E+08 1.28E+08 DEL 0.134491 2.525135
9q33.3 9 1.27E+08 1.27E+08 DEL 0.134491 2.525135
9q33.3 9 1.28E+08 1.28E+08 DEL 0.188959 5.324266
9q33.3 9 1.28E+08 1.28E+08 DEL 0.207788 6.395372
9q33.3 9 1.28E+08 1.28E+08 DEL 0.207788 6.395372
9q33.3 9 1.28E+08 1.28E+08 DEL 0.204426 6.19691
9q33.3 9 1.28E+08 1.28E+08 DEL 0.187615 5.239546
9q33.3 9 1.28E+08 1.28E+08 DEL 0.187615 5.239546
9q33.3 9 1.28E+08 1.28E+08 DEL 0.192322 5.584189



9q33.3 9 1.28E+08 1.28E+08 DEL 0.193667 5.654867
9q33.3 9 1.28E+08 1.28E+08 DEL 0.193667 5.654867
9q33.3 9 1.28E+08 1.28E+08 DEL 0.210478 6.543009
9q33.3 9 1.28E+08 1.28E+08 DEL 0.170803 4.327016
9q33.3 9 1.3E+08 1.3E+08 DEL 0.129111 2.359344
9q33.3 9 1.3E+08 1.3E+08 DEL 0.147267 3.099116
9q33.3 9 1.3E+08 1.3E+08 DEL 0.151302 3.370733

9q34.11 9 1.3E+08 1.3E+08 DEL 0.14794 3.149129
9q34.11 9 1.3E+08 1.3E+08 DEL 0.144577 3.036554
9q34.11 9 1.3E+08 1.3E+08 DEL 0.144577 3.036554
9q34.11 9 1.3E+08 1.3E+08 DEL 0.146595 3.08865
9q34.11 9 1.3E+08 1.3E+08 DEL 0.146595 3.08865
9q34.11 9 1.31E+08 1.31E+08 DEL 0.139198 2.888714
9q34.11 9 1.31E+08 1.31E+08 DEL 0.134491 2.535942
9q34.11 9 1.31E+08 1.31E+08 DEL 0.129111 2.359344
9q34.11 9 1.31E+08 1.31E+08 DEL 0.125076 2.225339
9q34.11 9 1.31E+08 1.31E+08 DEL 0.134491 2.556606
9q34.11 9 1.31E+08 1.31E+08 DEL 0.127766 2.340967
9q34.11 9 1.31E+08 1.31E+08 DEL 0.148612 3.200315
9q34.11 9 1.31E+08 1.31E+08 DEL 0.162734 3.93972
9q34.11 9 1.31E+08 1.31E+08 DEL 0.14525 3.04989
9q34.11 9 1.31E+08 1.31E+08 DEL 0.14525 3.04989
9q34.11 9 1.31E+08 1.31E+08 DEL 0.145922 3.063965
9q34.11 9 1.31E+08 1.31E+08 DEL 0.139198 2.85614
9q34.11 9 1.31E+08 1.31E+08 DEL 0.14794 3.162317
9q34.11 9 1.31E+08 1.31E+08 DEL 0.14794 3.123684
9q34.11 9 1.31E+08 1.31E+08 DEL 0.147267 3.112753
9q34.11 9 1.31E+08 1.31E+08 DEL 0.13718 2.72722
9q34.11 9 1.31E+08 1.31E+08 DEL 0.135836 2.653936
9q34.11 9 1.31E+08 1.31E+08 DEL 0.134491 2.536152
9q34.11 9 1.31E+08 1.31E+08 DEL 0.157354 3.659608
9q34.11 9 1.31E+08 1.31E+08 DEL 0.156009 3.601707
9q34.11 9 1.31E+08 1.31E+08 DEL 0.155337 3.573651
9q34.11 9 1.31E+08 1.31E+08 DEL 0.152647 3.462603
9q34.11 9 1.31E+08 1.31E+08 DEL 0.157354 3.659608
9q34.11 9 1.31E+08 1.31E+08 DEL 0.161389 3.799124
9q34.11 9 1.31E+08 1.31E+08 DEL 0.149285 3.258835
9q34.11 9 1.31E+08 1.31E+08 DEL 0.155337 3.573651
9q34.11 9 1.31E+08 1.31E+08 DEL 0.155337 3.573651
9q34.11 9 1.31E+08 1.31E+08 DEL 0.155337 3.559497
9q34.11 9 1.31E+08 1.31E+08 DEL 0.156682 3.629692
9q34.11 9 1.31E+08 1.31E+08 DEL 0.156682 3.629692
9q34.11 9 1.31E+08 1.32E+08 DEL 0.161389 3.784249
9q34.11 9 1.32E+08 1.32E+08 DEL 0.169458 4.260779
9q34.11 9 1.32E+08 1.32E+08 DEL 0.17551 4.560824
9q34.11 9 1.32E+08 1.32E+08 DEL 0.17551 4.560824
9q34.11 9 1.32E+08 1.32E+08 DEL 0.166096 4.12592
9q34.11 9 1.32E+08 1.32E+08 DEL 0.166768 4.167785
9q34.11 9 1.32E+08 1.32E+08 DEL 0.168786 4.212351
9q34.11 9 1.32E+08 1.32E+08 DEL 0.173493 4.40633
9q34.11 9 1.32E+08 1.32E+08 DEL 0.173493 4.40633
9q34.11 9 1.32E+08 1.32E+08 DEL 0.180218 4.90213
9q34.11 9 1.32E+08 1.32E+08 DEL 0.180218 4.90213
9q34.11 9 1.32E+08 1.32E+08 DEL 0.155337 3.573651
9q34.11 9 1.32E+08 1.32E+08 DEL 0.1782 4.744232
9q34.11 9 1.32E+08 1.32E+08 DEL 0.178873 4.779918
9q34.11 9 1.32E+08 1.32E+08 DEL 0.204426 6.193038
9q34.11 9 1.32E+08 1.32E+08 DEL 0.171476 4.340588
9q34.11 9 1.32E+08 1.32E+08 DEL 0.169458 4.244607
9q34.11 9 1.32E+08 1.32E+08 DEL 0.171476 4.340588
9q34.11 9 1.33E+08 1.33E+08 DEL 0.171476 4.340588
9q34.11 9 1.33E+08 1.33E+08 DEL 0.167441 4.18309
9q34.11 9 1.33E+08 1.33E+08 DEL 0.171476 4.340588
9q34.11 9 1.33E+08 1.33E+08 DEL 0.191649 5.486047
9q34.11 9 1.33E+08 1.33E+08 DEL 0.191649 5.486047
9q34.11 9 1.33E+08 1.33E+08 DEL 0.190977 5.453859
9q34.11 9 1.33E+08 1.33E+08 DEL 0.237376 8.144922
9q34.11 9 1.33E+08 1.33E+08 DEL 0.215858 6.799402
9q34.3 9 1.39E+08 1.39E+08 DEL 0.149285 3.293817
9q34.3 9 1.39E+08 1.39E+08 DEL 0.149285 3.293817
9q34.3 9 1.39E+08 1.39E+08 DEL 0.14256 2.952283
9q34.3 9 1.39E+08 1.39E+08 DEL 0.135836 2.689178
9q34.3 9 1.39E+08 1.39E+08 AMP 0.446054 3.669023
9q34.3 9 1.39E+08 1.39E+08 DEL 0.123731 2.155392
9q34.3 9 1.39E+08 1.39E+08 DEL 0.123731 2.155392
9q34.3 9 1.39E+08 1.39E+08 DEL 0.13987 2.89204
9q34.3 9 1.39E+08 1.39E+08 AMP 0.453961 3.82849
9q34.3 9 1.39E+08 1.39E+08 DEL 0.164751 4.015656
9q34.3 9 1.4E+08 1.4E+08 AMP 0.370512 2.184987



9q34.3 9 1.4E+08 1.4E+08 DEL 0.149285 3.290679
9q34.3 9 1.4E+08 1.4E+08 DEL 0.136508 2.706517
9q34.3 9 1.4E+08 1.4E+08 DEL 0.136508 2.706517
9q34.3 9 1.4E+08 1.4E+08 DEL 0.121714 2.011432
9q34.3 9 1.4E+08 1.4E+08 DEL 0.121714 2.011432
9q34.3 9 1.4E+08 1.4E+08 AMP 0.378118 2.31574
9q34.3 9 1.4E+08 1.4E+08 DEL 0.18358 5.060463
9q34.3 9 1.4E+08 1.4E+08 DEL 0.15063 3.337087
9q34.3 9 1.4E+08 1.4E+08 DEL 0.15063 3.337087
9q34.3 9 1.4E+08 1.4E+08 DEL 0.151302 3.368047
9q34.3 9 1.4E+08 1.4E+08 DEL 0.152647 3.497781
9q34.3 9 1.4E+08 1.4E+08 DEL 0.148612 3.230372
9q34.3 9 1.4E+08 1.4E+08 DEL 0.151302 3.368047
9q34.3 9 1.4E+08 1.4E+08 AMP 0.399095 2.715132
9q34.3 9 1.4E+08 1.4E+08 DEL 0.15063 3.337087
9q34.3 9 1.4E+08 1.4E+08 DEL 0.164751 4.033126
9q34.3 9 1.4E+08 1.4E+08 DEL 0.164751 4.033126
9q34.3 9 1.4E+08 1.4E+08 DEL 0.162734 3.927376
9q34.3 9 1.4E+08 1.4E+08 DEL 0.164751 4.033126
9q34.3 9 1.4E+08 1.4E+08 DEL 0.165424 4.051105
9q34.3 9 1.4E+08 1.4E+08 DEL 0.165424 4.051105
9q34.3 9 1.4E+08 1.4E+08 DEL 0.165424 4.051105
9q34.3 9 1.4E+08 1.4E+08 DEL 0.162734 3.895528
9q34.3 9 1.4E+08 1.4E+08 DEL 0.162734 3.895528
9q34.3 9 1.4E+08 1.4E+08 DEL 0.162734 3.895528
9q34.3 9 1.4E+08 1.4E+08 DEL 0.160716 3.770443
9q34.3 9 1.4E+08 1.4E+08 DEL 0.152647 3.497237
9q34.3 9 1.4E+08 1.4E+08 DEL 0.17551 4.560824
9q34.3 9 1.4E+08 1.4E+08 DEL 0.178873 4.764506
9q34.3 9 1.4E+08 1.4E+08 DEL 0.178873 4.764506
9q34.3 9 1.4E+08 1.4E+08 DEL 0.171476 4.342449
9q34.3 9 1.4E+08 1.4E+08 DEL 0.171476 4.342449
9q34.3 9 1.4E+08 1.4E+08 DEL 0.165424 4.045394
9q34.3 9 1.4E+08 1.4E+08 DEL 0.165424 4.045394
9q34.3 9 1.4E+08 1.4E+08 AMP 0.373598 2.242657
9q34.3 9 1.4E+08 1.4E+08 DEL 0.165424 4.045394
9q34.3 9 1.4E+08 1.4E+08 AMP 0.373598 2.242657
9q34.3 9 1.4E+08 1.4E+08 DEL 0.165424 4.082226
9q34.3 9 1.4E+08 1.4E+08 AMP 0.373598 2.242657
9q34.3 9 1.4E+08 1.4E+08 DEL 0.164751 4.00892
9q34.3 9 1.4E+08 1.4E+08 AMP 0.373598 2.242657
9q34.3 9 1.4E+08 1.4E+08 DEL 0.164751 4.00892
9q34.3 9 1.4E+08 1.4E+08 AMP 0.373598 2.242657
9q34.3 9 1.4E+08 1.4E+08 DEL 0.161389 3.812373
9q34.3 9 1.4E+08 1.4E+08 DEL 0.162734 3.93972
9q34.3 9 1.4E+08 1.4E+08 DEL 0.162734 3.93972
9q34.3 9 1.4E+08 1.4E+08 DEL 0.164079 3.97492
9q34.3 9 1.4E+08 1.4E+08 DEL 0.179545 4.867394
9q34.3 9 1.4E+08 1.4E+08 DEL 0.196356 5.783785
9q34.3 9 1.4E+08 1.4E+08 DEL 0.196356 5.783785
9q34.3 9 1.4E+08 1.4E+08 DEL 0.177528 4.700895
9q34.3 9 1.4E+08 1.4E+08 DEL 0.14794 3.136594
9q34.3 9 1.4E+08 1.4E+08 DEL 0.14794 3.136594

10p11.21 10 35894338 35897863 AMP 0.369013 2.170574
10p11.21 10 35927177 35930362 AMP 0.369013 2.170574
10q21.2 10 63942794 64028466 AMP 0.36409 2.083496
10q21.3 10 69990386 69991871 DEL 0.121714 2.031388
10q21.3 10 70480769 70552134 DEL 0.121714 2.052321

10q26.13 10 1.25E+08 1.25E+08 AMP 0.410508 2.910503
11p15.5 11 616565 626078 DEL 0.201736 6.068688
11p15.5 11 626431 627143 DEL 0.201736 6.068688
11p15.5 11 637293 640706 DEL 0.201064 6.008153
11p15.5 11 1012821 1036706 AMP 0.585983 7.135663
11p15.5 11 1244296 1283406 AMP 0.378049 2.31574
11p11.2 11 47487496 47587121 DEL 0.123059 2.151848
11p11.2 11 47586888 47606114 DEL 0.121714 2.041508
11p11.2 11 47608198 47610746 DEL 0.134491 2.535942
11p11.2 11 47611216 47616211 DEL 0.165424 4.046452
11p11.2 11 47638867 47664175 DEL 0.165424 4.046452
11p11.2 11 47681143 47736941 DEL 0.162734 3.895263
11p11.2 11 47738072 47788995 DEL 0.165424 4.076559
11p11.2 11 47799639 47870107 DEL 0.155337 3.570747
11p11.2 11 48002113 48189670 DEL 0.128439 2.347644
11q12.1 11 56949221 56959191 DEL 0.136508 2.707604
11q12.1 11 57001051 57004709 DEL 0.13718 2.720618
11q13.1 11 64126620 64139687 AMP 0.449408 3.722135
11q13.3 11 69061605 69182494 AMP 0.378533 2.31574
11q13.3 11 69455855 69469242 AMP 0.378533 2.31574
11q13.3 11 69467844 69490184 AMP 0.378533 2.31574



11q22.3 11 1.07E+08 1.08E+08 DEL 0.174838 4.520314
11q22.3 11 1.08E+08 1.08E+08 DEL 0.174838 4.520314
11q22.3 11 1.08E+08 1.08E+08 DEL 0.151302 3.383729
11q25 11 1.34E+08 1.34E+08 DEL 1.917165 264.33266
11q25 11 1.34E+08 1.34E+08 DEL 1.917165 264.33266

12p13.31 12 7965108 8043744 DEL 0.125076 2.234504
12p13.31 12 8071826 8088871 DEL 0.125076 2.234504
12p13.1 12 14765576 14849519 AMP 0.374592 2.260728
12p12.3 12 14920933 14924065 AMP 0.39021 2.542309
12p12.3 12 14927270 14930936 AMP 0.39021 2.542309
12p12.3 12 14939410 14956474 AMP 0.39021 2.542309
12p12.1 12 25562241 25801513 AMP 0.369386 2.181486
12p12.1 12 26111962 26232825 AMP 0.385004 2.461837
12p12.1 12 26272959 26278060 AMP 0.385004 2.461837
12p12.1 12 26274924 26452223 AMP 0.385004 2.461837
12p12.1 12 26490342 26986131 AMP 0.400622 2.743536

12p11.23 12 27058114 27091259 AMP 0.410881 2.92897
12p11.23 12 27091316 27119583 AMP 0.410881 2.92897
12p11.23 12 27126128 27167367 AMP 0.410881 2.92897
12p11.23 12 27175479 27219276 AMP 0.400622 2.743536
12p11.23 12 27233991 27235447 AMP 0.400622 2.743536
12p11.23 12 27396901 27478892 AMP 0.400622 2.743536
12p11.23 12 27485787 27576241 AMP 0.385004 2.461837
12p11.23 12 27676364 27848497 AMP 0.369386 2.181486
12p11.22 12 27849428 27850566 AMP 0.369386 2.181486
12p11.22 12 27863706 27909228 AMP 0.369386 2.181486
12p11.22 12 27915671 27924209 AMP 0.385004 2.461837
12p11.22 12 28111017 28125638 AMP 0.385004 2.461837
12p11.22 12 28286182 28732883 AMP 0.395263 2.638263
12p11.22 12 29653773 29937692 DEL 0.121714 2.032497
12p11.21 12 30781922 30848920 DEL 0.122387 2.090575
12q14.3 12 66741211 67197966 AMP 0.388731 2.504901
12q15 12 69139886 69187508 AMP 0.379732 2.36057
12q15 12 69201956 69239214 AMP 0.379732 2.36057
12q15 12 69235977 69365350 AMP 0.389991 2.542309
12q15 12 69633317 69668138 AMP 0.421275 3.130086
12q15 12 69742121 69748014 AMP 0.476096 4.340779
12q15 12 69753483 69784576 AMP 0.476096 4.340779
12q15 12 69864129 69973562 AMP 0.436893 3.454418
12q15 12 69979114 69995350 AMP 0.436893 3.454418
12q15 12 70002351 70004942 AMP 0.421275 3.130086
12q15 12 70037140 70093256 AMP 0.436893 3.454418
12q15 12 70132461 70216984 AMP 0.452511 3.805317
12q15 12 70636774 70748773 AMP 0.442252 3.578278
12q15 12 70760056 70828072 AMP 0.442252 3.578278
12q15 12 70910630 71031220 AMP 0.442252 3.578278
12q15 12 71031853 71314623 AMP 0.369522 2.181486

12q21.1 12 72233487 72320629 AMP 0.370881 2.184987
12q21.1 12 72332626 72580398 AMP 0.386439 2.465016
12q21.1 12 72481046 73059422 AMP 0.402057 2.743536
12q22 12 93115281 93166231 DEL 0.195684 5.758041
12q22 12 93164413 93323107 DEL 0.195684 5.758041
12q22 12 93771659 93797024 DEL 0.196356 5.778809
12q22 12 93799449 93836038 DEL 0.195684 5.723229

12q24.23 12 1.21E+08 1.21E+08 DEL 0.124404 2.184922
12q24.23 12 1.21E+08 1.21E+08 DEL 0.128439 2.34737
12q24.31 12 1.21E+08 1.21E+08 DEL 0.126421 2.320768
12q24.31 12 1.21E+08 1.21E+08 DEL 0.127094 2.330713
12q24.31 12 1.21E+08 1.21E+08 DEL 0.121714 2.031388
12q24.31 12 1.21E+08 1.21E+08 DEL 0.126421 2.320768
12q24.31 12 1.21E+08 1.21E+08 DEL 0.129111 2.364859
12q24.31 12 1.21E+08 1.21E+08 DEL 0.176183 4.631612
12q24.31 12 1.21E+08 1.21E+08 DEL 0.176183 4.631612
12q24.31 12 1.21E+08 1.21E+08 DEL 0.179545 4.885026
12q24.31 12 1.21E+08 1.21E+08 DEL 0.125076 2.214025
12q24.31 12 1.21E+08 1.21E+08 DEL 0.127094 2.330713
12q24.31 12 1.21E+08 1.21E+08 DEL 0.125076 2.232978
12q24.31 12 1.21E+08 1.21E+08 DEL 0.122387 2.119755
12q24.31 12 1.21E+08 1.21E+08 DEL 0.129784 2.385885
12q24.31 12 1.21E+08 1.21E+08 DEL 0.160716 3.760161
12q24.31 12 1.21E+08 1.21E+08 DEL 0.151974 3.421698
12q24.31 12 1.21E+08 1.21E+08 DEL 0.129784 2.385885
12q24.31 12 1.21E+08 1.21E+08 DEL 0.129784 2.385885
12q24.31 12 1.21E+08 1.21E+08 DEL 0.125749 2.262617
12q24.31 12 1.21E+08 1.21E+08 DEL 0.125749 2.262617
12q24.31 12 1.22E+08 1.22E+08 DEL 0.123731 2.165303
12q24.31 12 1.22E+08 1.22E+08 DEL 0.123731 2.165303
12q24.31 12 1.22E+08 1.22E+08 DEL 0.121714 2.006608
12q24.31 12 1.22E+08 1.22E+08 DEL 0.121714 2.006608



12q24.31 12 1.22E+08 1.22E+08 DEL 0.125076 2.204345
12q24.31 12 1.22E+08 1.22E+08 DEL 0.127094 2.330713
12q24.31 12 1.22E+08 1.22E+08 DEL 0.125749 2.27244
12q24.31 12 1.22E+08 1.22E+08 DEL 0.125076 2.223409
12q24.31 12 1.22E+08 1.22E+08 DEL 0.128439 2.34737
12q24.31 12 1.22E+08 1.22E+08 DEL 0.14794 3.144529
12q24.31 12 1.22E+08 1.22E+08 DEL 0.136508 2.712055
12q24.31 12 1.22E+08 1.22E+08 DEL 0.138525 2.802539
12q24.31 12 1.22E+08 1.22E+08 DEL 0.138525 2.802539
12q24.31 12 1.22E+08 1.22E+08 DEL 0.137853 2.745425
12q24.31 12 1.23E+08 1.23E+08 DEL 0.141215 2.918892
12q24.31 12 1.23E+08 1.23E+08 DEL 0.141215 2.918892
12q24.31 12 1.23E+08 1.23E+08 DEL 0.141215 2.918892
12q24.31 12 1.23E+08 1.23E+08 DEL 0.139198 2.887017
12q24.31 12 1.23E+08 1.23E+08 DEL 0.127766 2.339664
12q24.31 12 1.23E+08 1.23E+08 DEL 0.127766 2.339664
12q24.31 12 1.23E+08 1.23E+08 DEL 0.133818 2.507933
12q24.31 12 1.23E+08 1.23E+08 DEL 0.125076 2.244507
12q24.31 12 1.23E+08 1.23E+08 DEL 0.125076 2.244507
12q24.31 12 1.23E+08 1.23E+08 DEL 0.131128 2.438127
12q24.31 12 1.23E+08 1.23E+08 DEL 0.131128 2.438127
12q24.31 12 1.23E+08 1.23E+08 DEL 0.131128 2.438127
12q24.31 12 1.23E+08 1.23E+08 DEL 0.126421 2.320971
12q24.31 12 1.23E+08 1.23E+08 DEL 0.126421 2.320971
12q24.31 12 1.23E+08 1.23E+08 DEL 0.125076 2.234718
12q24.31 12 1.23E+08 1.23E+08 DEL 0.127094 2.330968
12q24.31 12 1.25E+08 1.25E+08 AMP 0.38434 2.452057
12q24.31 12 1.25E+08 1.25E+08 DEL 0.138525 2.818235
12q24.31 12 1.25E+08 1.26E+08 DEL 0.138525 2.818235
12q24.31 12 1.26E+08 1.26E+08 DEL 0.122387 2.057859
12q24.33 12 1.32E+08 1.32E+08 DEL 0.122387 2.072507
12q24.33 12 1.33E+08 1.33E+08 DEL 0.124404 2.196719
12q24.33 12 1.33E+08 1.33E+08 DEL 0.135836 2.700735
12q24.33 12 1.33E+08 1.33E+08 DEL 0.148612 3.230081
12q24.33 12 1.33E+08 1.33E+08 DEL 0.131801 2.459903
12q24.33 12 1.33E+08 1.33E+08 DEL 0.131801 2.459903
12q24.33 12 1.33E+08 1.33E+08 DEL 0.131801 2.459903
13q12.11 13 21727734 21750741 DEL 0.155337 3.563007
13q12.11 13 21750784 21753223 DEL 0.155337 3.563007
13q12.11 13 21950263 22033509 DEL 0.148612 3.174608
13q12.11 13 22245522 22278637 DEL 0.124404 2.172245
13q13.3 13 38923986 38937140 DEL 0.319415 13.931005
13q13.3 13 39261266 39460074 DEL 0.298569 12.314731
13q13.3 13 39540062 39565203 DEL 0.298569 12.314731
13q14.3 13 53418109 53422775 DEL 0.248808 8.861627
13q32.3 13 99853028 1E+08 AMP 0.425361 3.193544
13q32.3 13 1E+08 1E+08 AMP 0.425361 3.193544
13q33.1 13 1.02E+08 1.03E+08 AMP 0.378236 2.31574
13q33.1 13 1.03E+08 1.03E+08 AMP 0.378236 2.31574
13q33.1 13 1.04E+08 1.04E+08 AMP 0.368294 2.15155
13q33.2 13 1.06E+08 1.06E+08 AMP 0.39953 2.715132
13q33.2 13 1.06E+08 1.06E+08 AMP 0.39953 2.715132
13q33.3 13 1.07E+08 1.07E+08 AMP 0.39953 2.715132
13q33.3 13 1.07E+08 1.07E+08 AMP 0.368294 2.15155
13q33.3 13 1.08E+08 1.09E+08 AMP 0.368294 2.15155
13q33.3 13 1.09E+08 1.09E+08 AMP 0.368294 2.15155
13q33.3 13 1.09E+08 1.09E+08 AMP 0.368071 2.15155
13q33.3 13 1.09E+08 1.1E+08 AMP 0.368071 2.15155
13q33.3 13 1.09E+08 1.1E+08 DEL 0.36716 18.022142
13q34 13 1.1E+08 1.1E+08 DEL 0.36716 18.022142
13q34 13 1.11E+08 1.11E+08 DEL 0.231324 7.769851
13q34 13 1.11E+08 1.11E+08 DEL 0.231324 7.769851
13q34 13 1.11E+08 1.11E+08 AMP 0.610279 7.822429
13q34 13 1.11E+08 1.11E+08 AMP 0.610279 7.822429
13q34 13 1.12E+08 1.12E+08 AMP 0.372914 2.22297
13q34 13 1.12E+08 1.12E+08 AMP 0.372914 2.22297
13q34 13 1.14E+08 1.14E+08 AMP 0.362216 2.021001
13q34 13 1.14E+08 1.14E+08 AMP 0.362216 2.021001
13q34 13 1.14E+08 1.14E+08 AMP 0.362216 2.021001

14q13.1 14 34393437 34931980 DEL 0.32076 14.043662
14q13.1 14 34901995 34931562 DEL 0.32076 14.043662
14q13.1 14 34985135 35008916 DEL 0.138525 2.793954
14q13.1 14 35030300 35099389 DEL 0.132473 2.474561
14q13.1 14 35179593 35184029 DEL 0.138525 2.805256
14q13.1 14 35221937 35344853 DEL 0.13718 2.722638
14q21.3 14 50110273 50155140 DEL 0.124404 2.197617
14q21.3 14 50159823 50219870 DEL 0.123059 2.15278
14q21.3 14 50234326 50249909 DEL 0.123059 2.15278
14q24.2 14 73704205 73741348 DEL 0.148612 3.216095



14q24.3 14 74424713 74486102 DEL 0.131128 2.437254
14q24.3 14 74523553 74551196 DEL 0.127766 2.340967
14q24.3 14 74551499 74667936 DEL 0.132473 2.468121
14q24.3 14 74872596 74892805 DEL 0.139198 2.8608
14q24.3 14 74942895 74960880 DEL 0.139198 2.8608

14q32.31 14 1.02E+08 1.02E+08 DEL 0.196356 5.776284
14q32.31 14 1.03E+08 1.03E+08 DEL 0.137853 2.768292
14q32.31 14 1.03E+08 1.03E+08 DEL 0.140543 2.903804
14q32.31 14 1.03E+08 1.03E+08 DEL 0.138525 2.819258
14q32.31 14 1.03E+08 1.03E+08 DEL 0.138525 2.819258
14q32.31 14 1.03E+08 1.03E+08 DEL 0.14256 2.94858
14q32.31 14 1.03E+08 1.03E+08 DEL 0.14256 2.94858
14q32.31 14 1.03E+08 1.03E+08 DEL 0.131128 2.438127
14q32.31 14 1.03E+08 1.03E+08 DEL 0.141888 2.934814
14q32.32 14 1.03E+08 1.03E+08 DEL 0.190304 5.425609
14q32.32 14 1.03E+08 1.03E+08 DEL 0.192322 5.583183
14q32.32 14 1.03E+08 1.04E+08 DEL 0.133818 2.502405
14q32.32 14 1.04E+08 1.04E+08 DEL 0.151974 3.431321
14q32.32 14 1.04E+08 1.04E+08 DEL 0.151974 3.431321
14q32.32 14 1.04E+08 1.04E+08 DEL 0.122387 2.115322
14q32.32 14 1.04E+08 1.04E+08 DEL 0.130456 2.412268
14q32.33 14 1.05E+08 1.05E+08 DEL 0.135836 2.653936
14q32.33 14 1.05E+08 1.05E+08 DEL 0.152647 3.470879
14q32.33 14 1.05E+08 1.05E+08 DEL 0.157354 3.671591
14q32.33 14 1.05E+08 1.05E+08 DEL 0.157354 3.671591
14q32.33 14 1.05E+08 1.05E+08 DEL 0.161389 3.802445
14q32.33 14 1.06E+08 1.06E+08 DEL 0.125076 2.209655
14q32.33 14 1.06E+08 1.06E+08 DEL 0.125076 2.209655
14q32.33 14 1.06E+08 1.06E+08 DEL 0.125076 2.209655
14q32.33 14 1.06E+08 1.06E+08 DEL 0.200391 5.970401
14q32.33 14 1.06E+08 1.06E+08 DEL 0.184252 5.073363
14q32.33 14 1.06E+08 1.06E+08 DEL 0.164751 3.991166
14q32.33 14 1.06E+08 1.06E+08 DEL 0.192994 5.641509
15q15.1 15 40820882 40857256 DEL 0.131128 2.432982
15q15.1 15 40861499 40866659 DEL 0.131801 2.460518
15q15.1 15 40886218 40956540 DEL 0.131801 2.460518
15q15.1 15 40986972 41024354 DEL 0.134491 2.556606
15q15.1 15 41271078 41408552 DEL 0.15063 3.344077
15q15.1 15 41474923 41522941 DEL 0.164751 4.033791
15q15.1 15 41601466 41624819 DEL 0.174838 4.515783
15q15.1 15 41624892 41673248 DEL 0.169458 4.26039
15q15.1 15 41679551 41694717 DEL 0.168786 4.212351
15q15.1 15 41700606 41775761 DEL 0.161389 3.815215
15q15.1 15 41785591 41795747 DEL 0.143233 2.977349
15q15.1 15 41795836 41806085 DEL 0.138525 2.81499
15q15.1 15 41809374 41836467 DEL 0.184925 5.107698
15q15.1 15 41913422 42062141 DEL 0.134491 2.556606
15q21.1 15 47476298 48066420 DEL 0.172148 4.382789
15q26.1 15 91643180 91844539 DEL 0.136508 2.716244
16p13.3 16 96407 103628 AMP 0.369413 2.181486
16p13.3 16 446725 460367 DEL 0.125749 2.303842
16p13.3 16 451826 462487 DEL 0.125749 2.303842
16p13.3 16 475619 573011 DEL 0.156682 3.63321
16p13.3 16 765115 769655 DEL 0.131801 2.458754
16p13.3 16 770581 772601 DEL 0.131801 2.458754
16p13.3 16 772582 776954 DEL 0.162061 3.845669
16p13.3 16 776936 785525 DEL 0.173493 4.407251
16p13.3 16 779753 791329 DEL 0.173493 4.407251
16p13.3 16 810762 818865 DEL 0.139198 2.854971
16p13.3 16 819428 833370 DEL 0.151974 3.440019
16p13.3 16 834974 838397 DEL 0.151974 3.440019
16p13.3 16 838046 850737 DEL 0.164751 3.996077
16p13.3 16 848041 850733 DEL 0.164751 3.996077
16p13.3 16 855443 863861 DEL 0.13987 2.89204
16p13.3 16 903634 1031318 DEL 0.193667 5.651835
16p13.3 16 1031808 1036979 DEL 0.193667 5.651835
16p13.3 16 1122756 1131454 DEL 0.140543 2.903804
16p13.3 16 1140005 1146244 DEL 0.139198 2.839188
16p13.3 16 1203241 1271771 DEL 0.152647 3.512728
16p13.3 16 1271651 1275257 DEL 0.152647 3.512728
16p13.3 16 1290697 1292555 DEL 0.191649 5.492872
16p13.3 16 1306060 1308532 DEL 0.189632 5.386025
16p13.3 16 1355548 1377019 DEL 0.283775 11.255068
16p13.3 16 1383602 1399439 DEL 0.139198 2.849992
16p13.3 16 1401924 1413352 DEL 0.139198 2.849992
16p13.3 16 1413206 1464752 DEL 0.125076 2.238732
16p13.3 16 1469745 1479345 DEL 0.125749 2.29674
16p13.3 16 1484384 1494557 DEL 0.124404 2.18159
16p13.3 16 2047655 2059824 DEL 0.124404 2.191295



16p13.3 16 2059927 2070756 DEL 0.131128 2.431676
16p13.3 16 2075357 2089027 DEL 0.131128 2.431676
16p13.3 16 2089816 2097867 DEL 0.122387 2.137986
16p13.3 16 2097466 2138716 DEL 0.123731 2.163832
16p13.3 16 2138711 2185899 DEL 0.14256 2.95796
16p13.3 16 2190804 2204166 DEL 0.14256 2.95796
16p13.3 16 2205699 2228130 DEL 0.201064 6.020453
16p13.3 16 2227184 2246526 DEL 0.201064 6.020453
16p13.3 16 2254249 2259417 DEL 0.154664 3.549928
16p13.3 16 2261998 2264808 DEL 0.125749 2.278396
16p12.3 16 20791515 20911671 DEL 0.235359 8.013472
16p12.3 16 20866247 20911706 DEL 0.235359 8.013472
16p12.3 16 20911190 20936328 DEL 0.235359 8.013472
16q21 16 58741035 58768261 DEL 0.171476 4.337092
16q21 16 61681146 62070939 DEL 0.181562 4.937829

16q22.1 16 68344877 68392466 DEL 0.174838 4.477707
16q22.1 16 68392231 68482591 DEL 0.188287 5.253572
16q22.1 16 68563993 68609975 DEL 0.188287 5.253572
16q22.1 16 70557691 70608820 DEL 0.139198 2.88659
16q22.1 16 70613798 70694585 DEL 0.139198 2.88659
16q22.1 16 70695107 70719969 DEL 0.122387 2.128951
16q22.2 16 72816784 73093597 DEL 0.177528 4.695441
16q23.1 16 74907468 75034071 DEL 0.121714 2.004754
16q24.2 16 88493879 88507165 DEL 0.143905 3.00626
16q24.2 16 88519725 88603424 DEL 0.161389 3.791495
16q24.3 16 89334038 89556969 DEL 0.138525 2.819401
16q24.3 16 89557325 89624176 DEL 0.135163 2.631589
17p13.3 17 5810 31427 DEL 0.14256 2.957612
17p13.3 17 62293 236045 DEL 0.147267 3.112753
17p13.3 17 260118 273510 DEL 0.144577 3.026321
17p13.3 17 289769 295730 DEL 0.143905 2.98964
17p13.3 17 411908 624957 DEL 0.135836 2.674867
17p13.3 17 635652 646206 DEL 0.14256 2.966619
17p13.3 17 647654 657239 DEL 0.14794 3.149129
17p13.3 17 660337 685581 DEL 0.14794 3.149129
17p13.3 17 685513 695749 DEL 0.144577 3.036554
17p13.3 17 702553 883010 DEL 0.139198 2.835257
17p13.3 17 900357 906911 DEL 0.143905 3.01359
17p13.3 17 906758 1132315 DEL 0.14794 3.162317
17p13.3 17 1173853 1174754 DEL 0.147267 3.112753
17p13.3 17 1182957 1204281 DEL 0.143905 3.01359
17p13.3 17 1247566 1303672 DEL 0.141215 2.910158
17p13.3 17 1323983 1366456 DEL 0.14256 2.966619
17p13.3 17 1367392 1396106 DEL 0.135163 2.614302
17p13.3 17 1397865 1420182 DEL 0.14794 3.149129
17p13.3 17 1421012 1466110 DEL 0.14794 3.149129
17p13.3 17 1472561 1532180 DEL 0.170131 4.280803
17p13.3 17 1537152 1549041 DEL 0.17551 4.577542
17p13.3 17 1549444 1553371 DEL 0.14256 2.966619
17p13.3 17 1553923 1588176 DEL 0.14256 2.966619
17p13.3 17 1611064 1613732 DEL 0.147267 3.112753
17p13.3 17 1619817 1641893 DEL 0.14256 2.957612
17p13.3 17 1646130 1658562 DEL 0.14256 2.957612
17p13.3 17 1665253 1680868 DEL 0.143905 2.98964
17p13.3 17 1682779 1733928 DEL 0.138525 2.793954
17p13.3 17 1732996 1803376 DEL 0.146595 3.077471
17p13.3 17 1837971 1928639 DEL 0.146595 3.077471
17p13.3 17 1933404 1946724 DEL 0.147267 3.112753
17p13.3 17 1945327 1946724 DEL 0.147267 3.112753
17p13.3 17 1957448 1962981 DEL 0.143905 2.98964
17p13.3 17 1963133 2207065 DEL 0.135836 2.653936
17p13.3 17 2206677 2228554 DEL 0.141888 2.921194
17p13.3 17 2225797 2240801 DEL 0.14794 3.162317
17p13.3 17 2232413 2232507 DEL 0.14794 3.162317
17p13.3 17 2233570 2233664 DEL 0.14794 3.162317
17p13.3 17 2240792 2284352 DEL 0.135836 2.6964
17p13.3 17 2287354 2304412 DEL 0.145922 3.063965
17p13.3 17 2308856 2415185 DEL 0.145922 3.063965
17p13.3 17 2496504 2588909 DEL 0.161389 3.778056
17p13.3 17 2680350 2941033 DEL 0.161389 3.778056
17p13.3 17 2965963 2966901 DEL 0.147267 3.112753
17p13.3 17 2995352 2996290 DEL 0.146595 3.08865
17p13.3 17 3029878 3030875 DEL 0.147267 3.112753
17p13.3 17 3100813 3101742 DEL 0.147267 3.112753
17p13.3 17 3118915 3119844 DEL 0.147267 3.112753
17p13.3 17 3181193 3182268 DEL 0.14794 3.136253
17p13.3 17 3194929 3195876 DEL 0.146595 3.08865
17p13.2 17 3300398 3301704 DEL 0.146595 3.08865
17p13.2 17 3323862 3324827 DEL 0.147267 3.112753



17p13.2 17 3336164 3337135 DEL 0.147267 3.112753
17p13.2 17 3413796 3461289 DEL 0.143905 2.98964
17p13.2 17 3468738 3500392 DEL 0.137853 2.749483
17p13.2 17 3511556 3539616 DEL 0.139198 2.888714
17p13.2 17 3539762 3564836 DEL 0.139198 2.888714
17p13.2 17 3566196 3571976 DEL 0.14794 3.162317
17p13.2 17 3566357 3599488 DEL 0.14794 3.162317
17p13.2 17 3575493 3599698 DEL 0.139198 2.867266
17p13.2 17 3617922 3704537 DEL 0.146595 3.08865
17p13.2 17 3627211 3630067 DEL 0.146595 3.08865
17p13.2 17 3714460 3749545 DEL 0.138525 2.805256
17p13.2 17 4613784 4624794 DEL 0.125749 2.274212
17p13.2 17 4634723 4636905 DEL 0.133818 2.491856
17p13.2 17 4636821 4643217 DEL 0.133818 2.491856
17p13.2 17 4643319 4649411 DEL 0.131128 2.453452
17p13.2 17 4675179 4686506 DEL 0.133818 2.491856
17p13.2 17 4688580 4689728 DEL 0.134491 2.535942
17p13.2 17 4692254 4693685 DEL 0.133146 2.480477
17p13.2 17 4699439 4701790 DEL 0.131128 2.432982
17p13.2 17 4710391 4726729 DEL 0.122387 2.132724
17p13.2 17 4736683 4801356 DEL 0.131128 2.432982
17p13.2 17 4801069 4806369 DEL 0.131128 2.432982
17p13.2 17 4802713 4806227 DEL 0.131128 2.432982
17q21.2 17 39149686 39150385 AMP 0.406129 2.826772
17q21.2 17 39155447 39156138 AMP 0.406129 2.826772
17q21.2 17 39164773 39175576 AMP 0.421747 3.130086
17q21.2 17 39182278 39183454 AMP 0.468601 4.172914
17q21.2 17 39190142 39191107 AMP 0.468601 4.172914
17q21.2 17 39196811 39197713 AMP 0.468601 4.172914
17q21.2 17 39202793 39203568 AMP 0.499837 4.927001
17q21.2 17 39210750 39211482 AMP 0.499837 4.927001
17q21.2 17 39221369 39222131 AMP 0.515455 5.325428
17q21.2 17 39240459 39241396 AMP 0.499837 4.927001
17q21.2 17 39253233 39254393 AMP 0.499837 4.927001
17q21.2 17 39261584 39262740 AMP 0.499837 4.927001
17q21.2 17 39273433 39274606 AMP 0.499837 4.927001
17q21.2 17 39279343 39280419 AMP 0.499837 4.927001
17q21.2 17 39295685 39296739 AMP 0.499837 4.927001
17q21.2 17 39305178 39306054 AMP 0.499837 4.927001
17q21.2 17 39315910 39316983 AMP 0.468601 4.172914
17q21.2 17 39323484 39324424 AMP 0.468601 4.172914
17q21.2 17 39333698 39334460 AMP 0.468601 4.172914
17q21.2 17 39340354 39341594 AMP 0.468601 4.172914
17q21.2 17 39344697 39346891 AMP 0.390511 2.542309
17q21.2 17 39382900 39383904 AMP 0.374893 2.260728
17q21.2 17 39388715 39389705 AMP 0.374893 2.260728
17q21.2 17 39394297 39395256 AMP 0.374893 2.260728
17q21.2 17 39405939 39406904 AMP 0.374893 2.260728
17q21.2 17 39411636 39412616 AMP 0.374893 2.260728

17q21.32 17 46618256 46623441 AMP 0.431908 3.347715
17q21.32 17 46626232 46682274 AMP 0.447526 3.696626
17q21.32 17 46652875 46657473 AMP 0.374795 2.260728
17q21.32 17 46656992 46659621 AMP 0.374795 2.260728
17q21.32 17 46668619 46671323 AMP 0.374795 2.260728
17q21.32 17 46671639 46682354 AMP 0.374795 2.260728
17q21.32 17 46684594 46710934 AMP 0.374795 2.260728
17q24.2 17 65334032 65362743 DEL 0.125749 2.301503
17q25.3 17 79091095 79139877 AMP 0.384568 2.452057
17q25.3 17 79476997 79490873 AMP 0.368967 2.170574
17q25.3 17 79791368 79792926 AMP 0.368967 2.170574
17q25.3 17 79801035 79818570 AMP 0.400203 2.734703
17q25.3 17 79825597 79829282 AMP 0.400203 2.734703
17q25.3 17 79845713 79849462 AMP 0.400203 2.734703
17q25.3 17 79848666 79858867 AMP 0.400203 2.734703
17q25.3 17 79858621 79860781 AMP 0.400203 2.734703
17q25.3 17 79858841 79869340 AMP 0.400203 2.734703
17q25.3 17 79869815 79879199 AMP 0.400203 2.734703
17q25.3 17 79876146 79885590 AMP 0.400203 2.734703
17q25.3 17 79885705 79888629 AMP 0.400203 2.734703
17q25.3 17 79890260 79900288 AMP 0.400203 2.734703
17q25.3 17 79897521 79905109 AMP 0.400203 2.734703
17q25.3 17 79910388 79919716 AMP 0.400203 2.734703
17q25.3 17 79934683 79975282 AMP 0.447057 3.687345
17q25.3 17 79976578 79981983 AMP 0.431439 3.344587
17q25.3 17 79981178 79989027 AMP 0.415821 3.026232
17q25.3 17 79989500 79992080 AMP 0.415821 3.026232
17q25.3 17 79993012 79995608 AMP 0.415821 3.026232
17q25.3 17 80005778 80009707 AMP 0.415821 3.026232
17q25.3 17 80008567 80015346 AMP 0.514429 5.292904



17q25.3 17 80015382 80023763 AMP 0.514429 5.292904
17q25.3 17 80036214 80056208 AMP 0.534499 5.807497
17q25.3 17 81037567 81052864 AMP 0.388442 2.504901
17q25.3 17 81037567 81052864 DEL 0.35371 16.855547
18q21.1 18 43906772 44043103 DEL 0.170131 4.295516
18q21.1 18 48086448 48258194 DEL 0.164751 4.007578

18q21.31 18 55018044 55038962 DEL 0.164079 3.978667
18q21.31 18 55102917 55158529 DEL 0.144577 3.030487
18q21.31 18 55215515 55254004 DEL 0.144577 3.030487
18q21.31 18 55267888 55289445 DEL 0.137853 2.768292
18q21.31 18 55313658 55470333 DEL 0.137853 2.768292
18q21.32 18 56529832 56653712 DEL 0.123731 2.159112
18q21.33 18 59000815 59223006 DEL 0.170803 4.317729
18q21.33 18 59475296 59561480 DEL 0.170803 4.317729
18q22.3 18 72907063 72921303 DEL 0.135163 2.578841
19p13.3 19 107471 111696 DEL 0.168113 4.203141
19p13.3 19 281040 291393 DEL 0.205098 6.228164
19p13.3 19 305575 344798 DEL 0.204426 6.213594
19p13.3 19 361750 376013 DEL 0.204426 6.194758
19p13.3 19 405438 409139 DEL 0.206443 6.359325
19p13.3 19 416583 460996 DEL 0.206443 6.359325
19p13.3 19 463346 474983 DEL 0.206443 6.339794
19p13.3 19 489176 505347 DEL 0.21653 6.874939
19p13.3 19 507299 519654 DEL 0.220565 7.133888
19p13.3 19 531714 542097 DEL 0.21922 7.064361
19p13.3 19 544034 549919 DEL 0.219892 7.083618
19p13.3 19 571297 583493 DEL 0.215185 6.789789
19p13.3 19 589893 617159 DEL 0.212495 6.619267
19p13.3 19 617223 633597 DEL 0.212495 6.619267
19p13.3 19 639879 643703 DEL 0.220565 7.133888
19p13.3 19 647526 663277 DEL 0.214513 6.743046
19p13.3 19 676392 683385 DEL 0.205771 6.30074
19p13.3 19 685521 695460 DEL 0.205771 6.30074
19p13.3 19 708953 748329 DEL 0.203081 6.157226
19p13.3 19 797075 812327 DEL 0.209133 6.466327
19p13.3 19 812518 821967 DEL 0.209805 6.508411
19p13.3 19 825097 832017 DEL 0.205771 6.30074
19p13.3 19 840963 848175 DEL 0.21922 7.019205
19p13.3 19 851014 856242 DEL 0.219892 7.083618
19p13.3 19 859453 863453 DEL 0.219892 7.083618
19p13.3 19 867962 893218 DEL 0.209805 6.520206
19p13.3 19 896503 913240 DEL 0.201736 6.058542
19p13.3 19 917287 921015 DEL 0.205098 6.263517
19p13.3 19 925781 975939 DEL 0.218547 6.99878
19p13.3 19 983174 994569 DEL 0.218547 6.99878
19p13.3 19 1000418 1009731 DEL 0.21922 7.060366
19p13.3 19 1026298 1039068 DEL 0.201736 6.0408
19p13.3 19 1040102 1065571 DEL 0.201064 6.007113
19p13.3 19 1065922 1086627 DEL 0.214513 6.706152
19p13.3 19 1086594 1095598 DEL 0.214513 6.706152
19p13.3 19 1103936 1106787 DEL 0.236704 8.096531
19p13.3 19 1107636 1174282 DEL 0.22191 7.208488
19p13.3 19 1189406 1228428 DEL 0.199719 5.921189
19p13.3 19 1228286 1238026 DEL 0.203081 6.136977
19p13.3 19 1241749 1244824 AMP 0.405609 2.826772
19p13.3 19 1241749 1244824 DEL 0.206443 6.339794
19p13.3 19 1248552 1259142 AMP 0.421227 3.130086
19p13.3 19 1248552 1259142 DEL 0.217202 6.882614
19p13.3 19 1259384 1274879 AMP 0.364114 2.083496
19p13.3 19 1259384 1274879 DEL 0.223927 7.323854
19p13.3 19 1268165 1270240 AMP 0.364114 2.083496
19p13.3 19 1268165 1270240 DEL 0.223927 7.323854
19p13.3 19 1275026 1279248 DEL 0.206443 6.339794
19p13.3 19 1285890 1378430 DEL 0.204426 6.194758
19p13.3 19 1286153 1301430 DEL 0.204426 6.194758
19p13.3 19 1383526 1395583 DEL 0.190977 5.473322
19p13.3 19 1397091 1401569 DEL 0.192994 5.639244
19p13.3 19 1407568 1435719 DEL 0.186942 5.182392
19p13.3 19 1438358 1440583 DEL 0.192322 5.546336
19p13.3 19 1446300 1473243 DEL 0.193667 5.656709
19p13.3 19 1461142 1479555 DEL 0.193667 5.656709
19p13.3 19 1481427 1490751 DEL 0.189632 5.396826
19p13.3 19 1491165 1497926 DEL 0.192994 5.621758
19p13.3 19 1505017 1513603 DEL 0.188959 5.315789
19p13.3 19 1524073 1535455 DEL 0.190304 5.436572
19p13.3 19 1554668 1568057 DEL 0.192994 5.625492
19p13.3 19 1576639 1592882 DEL 0.195011 5.698143
19p13.3 19 1597171 1605480 DEL 0.195011 5.698143
19p13.3 19 1609291 1652604 DEL 0.169458 4.265361



19p13.3 19 1752372 1780987 DEL 0.168786 4.220891
19p13.3 19 1782074 1812275 DEL 0.121714 2.048743
19p13.3 19 1815248 1848452 DEL 0.174838 4.49315
19p13.3 19 1852399 1863567 DEL 0.266964 10.087351
19p13.3 19 1905213 1926016 DEL 0.166768 4.172087
19p13.3 19 1905377 1913444 DEL 0.166768 4.172087
19p13.3 19 1941188 1981337 DEL 0.144577 3.031493
19p13.3 19 1952530 1954585 DEL 0.144577 3.031493
19p13.3 19 1985447 2034880 DEL 0.147267 3.119354
19p13.3 19 2037470 2051243 DEL 0.146595 3.08384
19p13.3 19 2071037 2096672 DEL 0.147267 3.108105
19p13.3 19 2096380 2099592 DEL 0.147267 3.108105
19p13.3 19 2230002 2237703 DEL 0.135163 2.622251
19p13.3 19 2236520 2248678 DEL 0.134491 2.546978
19p13.3 19 2249308 2252072 DEL 0.135163 2.622251
19p13.3 19 2252251 2269758 DEL 0.133146 2.479347
19p13.3 19 2269485 2273487 DEL 0.130456 2.415823
19p13.3 19 2274631 2282181 DEL 0.133818 2.512777
19p13.3 19 2289774 2308156 DEL 0.134491 2.557149
19p13.3 19 2321516 2328619 DEL 0.138525 2.81499
19p13.3 19 2389769 2426237 DEL 0.146595 3.088303
19p13.3 19 2425622 2427892 DEL 0.146595 3.088303
19p13.3 19 2427636 2456994 DEL 0.148612 3.195057
19p13.3 19 2476120 2478257 DEL 0.148612 3.195057
19p13.3 19 2511217 2702707 DEL 0.13718 2.737393
19p13.3 19 2714565 2721416 DEL 0.14525 3.046904
19p13.3 19 2732202 2740150 DEL 0.145922 3.076032
19p13.3 19 2754712 2783369 DEL 0.139198 2.868619
19p13.3 19 2785458 2813599 DEL 0.138525 2.825135
19p13.3 19 2819872 2835771 DEL 0.144577 3.021734
19p13.3 19 2841433 2860482 DEL 0.139198 2.868619
19p13.3 19 2867333 2878515 DEL 0.145922 3.076032
19p13.3 19 2900896 2918474 DEL 0.143233 2.970594
19p13.3 19 2933216 2944969 DEL 0.144577 3.035237
19p13.3 19 2977444 2995177 DEL 0.139198 2.868619
19p13.3 19 2997636 3047633 DEL 0.137853 2.748833
19p13.3 19 3052908 3063105 DEL 0.143905 3.00943
19p13.3 19 3094408 3124002 DEL 0.14256 2.959559
19p13.3 19 3136191 3163767 DEL 0.14256 2.959559
19p13.3 19 3172344 3180329 DEL 0.14794 3.165003
19p13.3 19 3185561 3209573 DEL 0.139198 2.879987
19p13.3 19 3224701 3297074 DEL 0.139198 2.879987
19p13.3 19 3359561 3469215 DEL 0.139198 2.879987
19p13.3 19 3474405 3480540 DEL 0.146595 3.088303
19p13.3 19 3490819 3500938 DEL 0.144577 3.035237
19p13.3 19 3506271 3538328 DEL 0.139198 2.857527
19p13.3 19 3538259 3574288 DEL 0.14794 3.138041
19p13.3 19 3539152 3544028 DEL 0.14794 3.138041
19p13.3 19 3572775 3579086 DEL 0.143233 2.983733
19p13.3 19 3585551 3593539 DEL 0.143233 2.983733
19p13.3 19 3594504 3606838 DEL 0.146595 3.088303
19p13.3 19 3630181 3700477 DEL 0.135163 2.622251
19p13.3 19 3708107 3750811 DEL 0.143905 3.00943
19p13.3 19 3750817 3761697 DEL 0.143905 3.00943
19p13.3 19 3762662 3768573 DEL 0.14794 3.165003
19p13.3 19 3769087 3772233 DEL 0.147267 3.099119
19p13.3 19 3777971 3802127 DEL 0.157354 3.65336
19p13.3 19 3804022 3869030 DEL 0.149285 3.276687
19p13.3 19 3879862 3928077 DEL 0.136508 2.705769
19p13.3 19 3958451 3971121 DEL 0.148612 3.224816
19p13.3 19 3976054 3985467 DEL 0.148612 3.224816
19p13.3 19 4007644 4039384 DEL 0.14256 2.959559
19p13.3 19 4044362 4066943 DEL 0.14256 2.959559
19p13.3 19 4090319 4124126 DEL 0.138525 2.81499
19p13.3 19 4153598 4173051 DEL 0.139198 2.868619
19p13.3 19 4174106 4182601 DEL 0.144577 3.035237
19p13.3 19 4183351 4224811 DEL 0.135163 2.601268
19p13.3 19 4444996 4457819 DEL 0.121714 2.052321
19p13.3 19 4838353 4867780 DEL 0.121714 2.000428
19p13.3 19 4890449 4902879 DEL 0.121714 2.000428
19p13.2 19 8920380 8943004 DEL 0.122387 2.135428
19p13.2 19 9203855 9204889 DEL 0.121714 2.011432
19p13.2 19 9212945 9213982 DEL 0.121714 2.011432
19p13.2 19 9225274 9226439 DEL 0.121714 2.011432
19p13.2 19 9324526 9325542 DEL 0.121714 2.011432
19p13.2 19 9671029 9695209 DEL 0.135163 2.579124
19p13.2 19 9715356 9732075 DEL 0.148612 3.179724
19p13.2 19 9759330 9785776 DEL 0.131801 2.458568
19p13.2 19 9862669 9903856 DEL 0.135163 2.591744



19p13.2 19 9920943 9938492 DEL 0.135836 2.653936
19p13.2 19 9938568 9940791 DEL 0.135836 2.653936

19p13.12 19 16177831 16213813 DEL 0.130456 2.401417
19p13.12 19 16222439 16245044 DEL 0.129111 2.359344
19p13.12 19 16244838 16269386 DEL 0.129111 2.359344
19p13.12 19 16272179 16284336 DEL 0.131128 2.453452
19p13.12 19 16296191 16302857 DEL 0.130456 2.423012
19p13.11 19 16308389 16346160 DEL 0.14256 2.957889
19p13.11 19 16435628 16438685 DEL 0.148612 3.18455
19p13.11 19 16466050 16582896 DEL 0.148612 3.18455
19p13.11 19 17830051 17845325 DEL 0.125749 2.2936
19q13.11 19 32896449 32976801 DEL 0.21922 7.021982
19q13.11 19 33071974 33078358 DEL 0.245445 8.660947
19q13.12 19 36195429 36207940 AMP 0.366828 2.112622
19q13.12 19 36230058 36233354 AMP 0.470795 4.206219
19q13.12 19 36233365 36236346 AMP 0.470795 4.206219
19q13.12 19 36236015 36237911 AMP 0.470795 4.206219
19q13.12 19 36239262 36245420 AMP 0.455177 3.846022
19q13.12 19 36245469 36248980 AMP 0.366828 2.112622
19q13.12 19 36249044 36261930 AMP 0.366828 2.112622
19q13.32 19 45312328 45324673 AMP 0.363599 2.064112
19q13.32 19 45349432 45392485 AMP 0.363599 2.064112
19q13.32 19 45393826 45406946 AMP 0.363599 2.064112
19q13.32 19 45409011 45412650 AMP 0.379294 2.339728
19q13.32 19 45417504 45422606 AMP 0.379294 2.339728
19q13.32 19 45445495 45452820 AMP 0.363676 2.064112
19q13.32 19 45445495 45452822 AMP 0.363676 2.064112
19q13.32 19 45449243 45452822 AMP 0.363676 2.064112
19q13.32 19 45457842 45496599 AMP 0.363676 2.064112
19q13.32 19 45504688 45541452 AMP 0.363676 2.064112
19q13.32 19 45542298 45574214 AMP 0.363676 2.064112
19q13.32 19 45574758 45579846 AMP 0.363676 2.064112
19q13.32 19 45582453 45594782 AMP 0.363676 2.064112
19q13.32 19 45582546 45808541 AMP 0.363676 2.064112
19q13.32 19 45594654 45651335 AMP 0.363676 2.064112
19q13.32 19 45882892 45909607 AMP 0.375006 2.260728
19q13.32 19 46298968 46318577 AMP 0.375797 2.267035
19q13.32 19 46318668 46366548 AMP 0.375797 2.267035
19q13.42 19 53970989 54006950 DEL 0.209805 6.508411
19q13.42 19 54024235 54083523 DEL 0.21653 6.856495
19q13.42 19 54135310 54140263 DEL 0.157354 3.648456
19q13.42 19 54296857 54327648 DEL 0.166096 4.116113
19q13.42 19 54369477 54379691 DEL 0.170803 4.318734
19q13.42 19 54382444 54410906 DEL 0.149285 3.243916
19q13.42 19 54412589 54447195 DEL 0.155337 3.562504
19q13.42 19 54466294 54493469 DEL 0.200391 5.966618
19q13.42 19 54495542 54515923 DEL 0.190977 5.472646
19q13.42 19 54544079 54567207 DEL 0.151974 3.422902
19q13.42 19 54573149 54584634 DEL 0.153992 3.534099
19q13.42 19 54597933 54606000 DEL 0.152647 3.464248
19q13.42 19 54606036 54612564 DEL 0.152647 3.464248
19q13.42 19 54610320 54619055 DEL 0.125749 2.30046
19q13.42 19 54641444 54659419 AMP 0.378293 2.31574
19q13.42 19 54658899 54663620 AMP 0.393911 2.592212
19q13.42 19 54663846 54676944 AMP 0.362675 2.040765
19q13.42 19 55385704 55401838 DEL 0.131801 2.458568
19q13.42 19 55417508 55427508 DEL 0.144577 3.035237
19q13.42 19 55434877 55477680 DEL 0.138525 2.812701
19q13.42 19 55464498 55512510 DEL 0.144577 3.035237
19q13.42 19 55525073 55549632 DEL 0.144577 3.035237
19q13.42 19 55550476 55582659 DEL 0.143905 2.994954
19q13.42 19 55583388 55599291 DEL 0.14256 2.958026
19q13.42 19 56088899 56092211 AMP 0.442204 3.578278
19q13.42 19 56102746 56113336 AMP 0.514935 5.310901
19q13.42 19 56111388 56114504 AMP 0.514935 5.310901
19q13.42 19 56116771 56128635 AMP 0.457822 3.935663
19q13.42 19 56132108 56135967 AMP 0.39535 2.638263
19q13.42 19 56146382 56154835 AMP 0.39535 2.638263
19q13.42 19 56146825 56156988 AMP 0.39535 2.638263
19q13.42 19 56152428 56164527 AMP 0.39535 2.638263
19q13.42 19 56165512 56186081 AMP 0.364114 2.083496
19q13.43 19 59067079 59070327 AMP 0.370325 2.184987
19q13.43 19 59073298 59084942 AMP 0.385943 2.465016
20q13.32 20 57414773 57486247 AMP 0.391414 2.542309
20q13.33 20 58438618 58508710 AMP 0.385091 2.461837
20q13.33 20 60528525 60640866 AMP 0.39654 2.644987
20q13.33 20 60697517 60710434 AMP 0.412158 2.93218
20q13.33 20 60877149 60883918 AMP 0.422417 3.130086
20q13.33 20 60883011 60942368 AMP 0.649964 8.92057



20q13.33 20 60962172 60963576 AMP 0.427776 3.248187
20q13.33 20 60963688 60982341 AMP 0.412158 2.93218
20q13.33 20 61038553 61051026 AMP 0.412158 2.93218
20q13.33 20 61141550 61148733 AMP 0.412158 2.93218
20q13.33 20 61147660 61167971 AMP 0.443394 3.588251
20q13.33 20 61273797 61317137 AMP 0.459012 3.946275
20q13.33 20 61340189 61394123 AMP 0.38437 2.452057
20q13.33 20 61436187 61445352 AMP 0.38437 2.452057
20q13.33 20 61447596 61472511 AMP 0.38437 2.452057
20q13.33 20 61472467 61493115 AMP 0.368752 2.170574
20q13.33 20 61509090 61569304 AMP 0.38437 2.452057
20q13.33 20 61584052 61599949 AMP 0.415606 3.026232
20q13.33 20 61637331 61638387 AMP 0.368752 2.170574
20q13.33 20 61826781 61847586 AMP 0.415606 3.026232
20q13.33 20 61867235 61871859 AMP 0.472137 4.253406
20q13.33 20 61872136 61904046 AMP 0.38437 2.452057
20q13.33 20 61904137 61921142 AMP 0.472719 4.276863
20q13.33 20 61924538 61966203 AMP 0.472719 4.276863
20q13.33 20 61924538 61966203 DEL 0.139198 2.885998
20q13.33 20 61975420 62009753 AMP 0.441483 3.561562
20q13.33 20 62037542 62103993 AMP 0.415606 3.026232
20q13.33 20 62119366 62130505 AMP 0.431151 3.344587
20q13.33 20 62152077 62153559 AMP 0.431151 3.344587
20q13.33 20 62159778 62168723 AMP 0.743051 11.540928
20q13.33 20 62172163 62178857 AMP 0.743051 11.540928
20q13.33 20 62184373 62188061 AMP 0.685938 9.94931
20q13.33 20 62218955 62258394 AMP 0.59223 7.319424
20q13.33 20 62271061 62284780 AMP 0.415533 3.026232
20q13.33 20 62289163 62328416 AMP 0.446769 3.687345
20q13.33 20 62290653 62330037 AMP 0.446769 3.687345
20q13.33 20 62328021 62330037 AMP 0.446769 3.687345
20q13.33 20 62329996 62339377 AMP 0.431151 3.344587
20q13.33 20 62338817 62367494 AMP 0.431151 3.344587
20q13.33 20 62366815 62370456 AMP 0.431151 3.344587
20q13.33 20 62371214 62374858 AMP 0.51414 5.292904
20q13.33 20 62375019 62462597 AMP 0.51414 5.292904
20q13.33 20 62492566 62494341 AMP 0.415533 3.026232
20q13.33 20 62496596 62522898 AMP 0.415533 3.026232
20q13.33 20 62526518 62567384 AMP 0.415533 3.026232
20q13.33 20 62571186 62587769 AMP 0.415533 3.026232
20q13.33 20 62588055 62680113 AMP 0.415533 3.026232
20q13.33 20 62605466 62611361 AMP 0.399915 2.734703
20q13.33 20 62612488 62664453 AMP 0.399915 2.734703
20q13.33 20 62679076 62680994 AMP 0.399915 2.734703
21q22.12 21 36160098 37376965 DEL 0.122387 2.122123
21q22.12 21 37406839 37451687 DEL 0.191649 5.515544
21q22.12 21 37442239 37445464 DEL 0.191649 5.515544
21q22.12 21 37507210 37518864 DEL 0.247463 8.799352
21q22.12 21 37529080 37666572 DEL 0.291172 11.791899
21q22.12 21 37692487 37758446 DEL 0.295207 12.044869
21q22.12 21 37757676 37791313 DEL 0.280413 11.018657
21q22.13 21 37832919 37948867 DEL 0.314708 13.573096
21q22.13 21 38071433 38122218 DEL 0.227289 7.483855
21q22.13 21 38123189 38362536 DEL 0.227289 7.483855
21q22.13 21 38431470 38445470 DEL 0.182907 4.9946
21q22.13 21 38445526 38575413 AMP 0.362877 2.040765
21q22.13 21 38445526 38575413 DEL 0.184925 5.100398
21q22.3 21 44473301 44497053 DEL 0.156682 3.619834
21q22.3 21 44513066 44527697 DEL 0.162061 3.869288
21q22.3 21 44589118 44592915 DEL 0.129111 2.359344
21q22.3 21 44834395 44847008 DEL 0.123731 2.163832
21q22.3 21 44949072 45079374 DEL 0.123731 2.163832
21q22.3 21 45642874 45660849 DEL 0.130456 2.415823
21q22.3 21 45666222 45682099 DEL 0.123731 2.154251
21q22.3 21 45917775 46131495 AMP 0.410016 2.910503
21q22.3 21 45917775 46131495 DEL 0.143233 2.983733
21q22.3 21 45937099 45945835 DEL 0.135163 2.613197
21q22.3 21 45958864 45960078 AMP 0.410016 2.910503
21q22.3 21 45958864 45960078 DEL 0.135163 2.613197
21q22.3 21 45970240 45971388 AMP 0.410016 2.910503
21q22.3 21 45970240 45971388 DEL 0.135163 2.613197
21q22.3 21 45977673 45978643 DEL 0.143233 2.983733
21q22.3 21 45993606 45994987 DEL 0.135163 2.613197
21q22.3 21 45999332 46000481 DEL 0.135163 2.613197
21q22.3 21 46011149 46012386 DEL 0.135163 2.613197
21q22.3 21 46020497 46022091 DEL 0.135163 2.613197
21q22.3 21 46031996 46032871 DEL 0.135163 2.613197
21q22.3 21 46047040 46048294 DEL 0.135163 2.613197
21q22.3 21 46057273 46058370 DEL 0.135163 2.613197



21q22.3 21 46066331 46067564 AMP 0.384547 2.452057
21q22.3 21 46066331 46067564 DEL 0.135163 2.613197
21q22.3 21 46074130 46074576 AMP 0.384547 2.452057
21q22.3 21 46074130 46074576 DEL 0.135163 2.613197
21q22.3 21 46077849 46078258 DEL 0.135163 2.613197
21q22.3 21 46086106 46086844 DEL 0.135163 2.613197
21q22.3 21 46101491 46102078 DEL 0.135163 2.613197
21q22.3 21 46117087 46117959 DEL 0.135163 2.613197

22q11.21 22 18111621 18213388 DEL 0.122387 2.133385
22q11.21 22 18216906 18257536 DEL 0.122387 2.133385
22q11.21 22 19136089 19137796 DEL 0.141888 2.937082
22q11.21 22 19163095 19166343 DEL 0.141888 2.937082
22q11.21 22 19166986 19279239 DEL 0.129111 2.356487
22q11.21 22 19510547 19515068 DEL 0.121714 2.046182
22q11.21 22 19701987 19712295 DEL 0.121714 2.046182
22q11.21 22 19710468 19712294 DEL 0.121714 2.046182
22q11.21 22 20116979 20135530 DEL 0.180218 4.892021
22q12.2 22 31795509 31924726 DEL 0.125076 2.233321
22q12.2 22 31832963 31892094 DEL 0.121714 2.002318
22q12.2 22 31884674 32014572 DEL 0.140543 2.899398
22q12.2 22 32014477 32058418 DEL 0.140543 2.899398
22q12.2 22 32072242 32146126 DEL 0.140543 2.899398
22q12.2 22 32149944 32303012 DEL 0.135836 2.653936

22q13.33 22 50713408 50746056 AMP 0.362894 2.040765
22q13.33 22 50713408 50746056 DEL 0.139198 2.885998
22q13.33 22 50781733 50883514 DEL 0.190977 5.472646
22q13.33 22 50883429 50913454 AMP 0.406641 2.826772
22q13.33 22 50883429 50913454 DEL 0.190977 5.472646
22q13.33 22 50925213 50929077 DEL 0.121714 2.025749
22q13.33 22 50941376 50946135 DEL 0.121714 2.025749
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Supplementary Table S8. 47 DNA damage repair genes investigated in this study. 1 

TP53 

TP53         

Base excision repair (BER) 

MUTYH APEX1 PARP1 PARP2 PARP3 

Mismatch excision repair (MMR) 

MLH1 MSH2 MSH6 PMS2   

Homologous recombination (HR) 

RAD51 RAD51B RAD51D XRCC2 XRCC3 

RAD52 RAD54L RAD54B BRCA1 RAD50 

MRE11A NBN       

Fanconi anemia (FA) 

FANCA FANCC BRCA2 FANCD2 FANCE 

FANCF FANCG BRIP1 FANCL FANCM 

PALB2 RAD51C       

Non-homologous end-joining (NHEJ) 

PRKDC         

DNA polymerases 

POLB POLD1 POLE     

Checkpoint Factors (CPF) 

BLM ATM RECQL ATR CHEK1 

CHEK2         

Others 

MGMT FEN1 ERCC1     

 2 

 3 

  4 



Sample.ID TumorType Age Sex GeneSymbol RefSeq DNA_Alter AA_Alter VarType
117C0733A1 ECC 49 Male ATM NM_000051 c.5853del p.F1952Lfs*38 Truncation
117H2467A1 ICC 46 Male FANCA NM_000135 c.3188G>A p.W1063* Truncation
117J3136A1 GBC 57 Female FANCC NM_000136 c.339G>A p.W113* Truncation
117K3620A1 ICC 51 Male BRCA1 NM_007294 c.745del p.T249Lfs*49 Truncation
117K3750A1 ICC 52 Male MLH1 NM_000249 c.546-1G>A - Indel
117L3952A1 ICC 51 Female BARD1 NM_000465 C.539_540del P.Y180* Truncation
117L4139A1 ECC 63 Male BRCA2 NM_000059 c.9011del p.K3004Rfs*24 Truncation
118B5044A1 ECC 68 Male BRCA2 NM_000059 C.3847_3848del P.V1283Kfs*2 Truncation
118C5506A1 ICC 63 Male SPINK1 NM_003122 c.194+2T>C - Indel
118C5792A1 ICC 65 Male SDHB NM_003000 c.689G>A p.R230H Indel
118C5833A1 ICC 61 Male BRCA2 NM_000059 c.5073dup p.W1692Mfs*3 Truncation
118D6519A1 ECC 46 Male BRCA1 NM_007294 c.3257T>G p.L1086* Truncation
118E7306A1 ICC 63 Male BRCA1 NM_007294 c.5470_5477del p.I1824Dfs*3 Truncation
118E7744A1 ECC 61 Male SPINK1 NM_003122 c.194+2T>C - Indel
118E7901A1 ICC 48 Male SPINK1 NM_003122 c.194+2T>C - Indel
118E7940A1 ECC 75 Male FANCC NM_000136 c.171_180del p.N58Lfs*21 Truncation
118E7982A2 ECC 58 Male MSH6 NM_000179 4001+2_4001+26d - Indel
118E7982A2 ECC 58 Male PALB2 NM_024675 c.1684+1G>C - Indel
118F8170A1 GBC 55 Female EPCAM NM_002354 c.77-2A>G - Indel
118F8276A1 ICC 57 Female EPCAM NM_002354 c.491+1G>A - Indel
118F8372A1 GBC 64 Female BRCA1 NM_007294 c.3296del p.P1099Lfs*10 Truncation
118G9391A1 ICC 65 Male NF1 NM_001128147 c.1742dup p.L581Ffs*6 Truncation
118G9417A2 ECC 67 Male BRCA1 NM_007294 c.981_982del p.C328* Truncation
118G9448A1 GBC 75 Male FANCC NM_000136 c.843+1G>A - Indel
118H2149S1 ICC 73 Male MSH2 NM_000251 c.2444del p.Y815Ffs*3 Truncation
118H2531A3 GBC 27 Female MLH1 NM_000249 c.1151T>A p.V384D Substitution
118I3426A1 ECC 67 Female SDHA NM_004168 c.1A>G p.M1V Substitution
118I3426A1 ECC 67 Female FANCD2 NM_033084 c.3778-1G>A - Indel
118I3510A1 ICC 55 Female MSH2 NM_000251 c.1516del p.D506Tfs*20 Truncation
118I3592A2 ECC 64 Male RAD50 NM_005732 c.3806_3807del p.H1269Rfs*2 Truncation
118I3960A1 GBC 72 Male SPINK1 NM_003122 c.194+2T>C - Indel
118J4299M1 GBC 68 Female FANCA NM_000135 - 2/FANCA rearrang Indel
118J4779J1 ECC 49 Male SPINK1 NM_003122 c.194+2T>C - Indel

118J5083M1 ICC 42 Female PALB2 NM_024675 c.2997-1G>A - Indel
118K6186A1 ICC 63 Male RAD50 NM_005732 c.3715C>T p.R1239* Truncation
118K6336A1 ECC 53 Male BARD1 NM_000465 c.46_68dup p.A25Gfs*41 Truncation
118K6580A1 GBC 72 Male MUTYH NM_001128425 c.857G>A p.G286E Substitution
118K6580A1 GBC 72 Male SPINK1 NM_003122 c.194+2T>C - Indel
118L7607A1 ICC 63 Male MUTYH NM_001128425 C.1277del P.R426Lfs*26 Truncation
118L7607A1 ICC 63 Male MUTYH NM_001128425 c.616G>T p.E206* Truncation
118L7756A1 ICC 47 Male RAD50 NM_005732 C.3852_3855del P.E1284Dfs*16 Truncation
118L7895A1 ECC 31 Male MUTYH NM_001128425 c.55C>T p.R19* Truncation
118L8023M2 ICC 74 Male SPINK1 NM_003122 c.194+2T>C - Indel
118L8367M1 GBC 49 Female RAD51D NM_002878 c.270_271dup p.K91Ifs*13 Truncation
118L8884A1 ECC 53 Male FANCC NM_000136 c.339G>A p.W113* Truncation
119A9889A1 ICC 65 Male ATM NM_000051 c.1402_1403del p.K468Efs*18 Truncation
217H2254A1 ICC 57 Male BRCA2 NM_000059 c.6832dup p.I2278Nfs*15 Truncation
218E7890A1 ICC 53 Female RAD51D NM_002878 c.898C>T p.R300* Truncation
218F8298A1 ICC 42 Female RAD51D NM_002878 c.860C>G p.S287* Truncation
218F8400A1 ICC 52 Male BRCA1 NM_007294 c.1480C>T p.Q494* Truncation
218H2159A1 ECC 61 Male BRCA1 NM_007294 c.5470_5477del p.I1824Dfs*3 Truncation
218I3048A1 ECC 60 Male MUTYH NM_001128425 c.467G>A p.W156* Truncation
218J4308A1 ICC 35 Male BRCA2 NM_000059 c.3109C>T p.Q1037* Truncation
218J4308A1 ICC 35 Male FANCG NM_004629 c.688dup p.S230Kfs*5 Truncation

Table S9. Germline mutations in DNA damage response (DDR) genes in 803 BTC patients.



218J4341A1 ICC 40 Male RAD50 NM_005732 c.2476C>T p.Q826* Truncation
R18D6523R1 GBC 74 Female RAD50 NM_005732 c.2979_2980del p.H993Qfs*6 Truncation
R18F8364R1 GBC 73 Female ATM NM_000051 c.6196C>T p.Q2066* Truncation
R18F8385R1 GBC 70 Female ATM NM_000051 c.6453-2A>G - Indel
R18G9220R1 ICC 38 Female BRCA2 NM_000059 c.5809_5812del p.S1937Dfs*25 Truncation
R18G9244R1 ECC 42 Male BRCA1 NM_007294 c.2138C>G p.S713* Truncation
R18G9250R1 ECC 58 Male MSH6 NM_000179 c.3261dup p.F1088Lfs*5 Truncation
R18G9255R1 ECC 67 Male BRIP1 NM_032043 c.2392C>T p.R798* Truncation

SH_01 ICC 61 Male PRSS1 NM_002769 c.C166T p.Q56X Truncation
SH_02 ICC 44 Female MUTYH NM_012222 c.925-2A>G - Indel
SH_06 ICC 48 Male BARD1 NM_000465 c.1746_1747del p.Q582fs Truncation
SH_06 ICC 48 Male PRSS1 NM_002769 c.C166T p.Q56X Truncation
SH_10 ICC 46 Male CFTR NM_000492 c.G4056C p.Q1352H Substitution

SH_101 ICC 54 Male PRSS1 NM_002769 c.C166T p.Q56X Truncation
SH_107 ICC 65 Male PRSS1 NM_002769 c.C166T p.Q56X Truncation
SH_121 ICC 48 Male PRSS1 NM_002769 c.C166T p.Q56X Truncation
SH_122 ICC 49 Male PRSS1 NM_002769 c.C166T p.Q56X Truncation
SH_129 ICC 68 Female MUTYH NM_012222 c.925-2A>G - Indel
SH_131 ICC 48 Male PRSS1 NM_002769 c.C166T p.Q56X Truncation
SH_137 ICC 58 Female PRSS1 NM_002769 c.C166T p.Q56X Truncation
SH_144 ICC 62 Male MSH6 NM_000179 c.181_193del p.A61Hfs*16 Truncation
SH_144 ICC 62 Male NF2 NM_000268AAGTGGAAAGGGA - Indel
SH_20 ICC 44 Male FANCA NM_000135 c.C3613T p.Q1205* Truncation
SH_24 ICC 55 Female PRSS1 NM_002769 c.C166T p.Q56X Truncation
SH_29 ICC 74 Female CHEK2 NM_007194 c.684-1G>A - Indel
SH_34 ICC 52 Male PRSS1 NM_002769 c.C166T p.Q56X Truncation
SH_52 ICC 49 Male MUTYH NM_012222 c.925-2A>G - Indel
SH_56 ICC 38 Male PRSS1 NM_002769 c.C166T p.Q56X Truncation
SH_63 ICC 52 Female FANCD2 NM_033084 c.1278+1del - Indel
SH_63 ICC 52 Female PRSS1 NM_002769 c.A86T p.N29I Substitution
SH_69 ICC 50 Male PRSS1 NM_002769 c.C166T p.Q56X Truncation
SH_70 ICC 54 Female PRSS1 NM_002769 c.C166T p.Q56X Truncation
SH_79 ICC 43 Female MUTYH NM_012222 c.925-2A>G - Indel
SH_79 ICC 43 Female PRSS1 NM_002769 c.C166T p.Q56X Truncation
SH_85 ICC 57 Female SPINK1 NM_003122 c.194+2T>C - Indel
SH_86 ICC 66 Male PRSS1 NM_002769 c.C166T p.Q56X Truncation
SH_90 ICC 56 Male PRSS1 NM_002769 c.C166T p.Q56X Truncation

XH_P01 ICC 43 Male PRSS1 NM_002769 c.C166T p.Q56X Truncation
XH_P03 ICC 60 Female PRSS1 NM_002769 c.C166T p.Q56X Truncation
XH_P06 ICC 62 Male PRSS1 NM_002769 c.C166T p.Q56X Truncation
XH_P11 ICC 45 Male PRSS1 NM_002769 c.C166T p.Q56X Truncation
XH_P16 ICC 62 Male MUTYH NM_012222 c.925-2A>G - Indel
XH_P18 ICC 66 Male PRSS1 NM_002769 c.C166T p.Q56X Truncation
XH_P20 ICC 62 Male FANCG NM_004629 c.511-2del - Indel
XH_P25 ICC 56 Male PRSS1 NM_002769 c.C166T p.Q56X Truncation
XH_P29 ICC 49 Male CFTR NM_000492 c.G4056C p.Q1352H Substitution
XH_P30 ICC 48 Male PRSS1 NM_002769 c.C166T p.Q56X Truncation
XH_P37 ICC 61 Female BRCA2 NM_000059 c.1004_1014del p.E335fs Truncation
XH_P43 ICC 42 Male BRCA2 NM_000059 c.C196T p.Q66* Truncation
XH_P54 ICC 57 Female BRCA2 NM_000059 c.4251delT p.N1417fs Truncation
XH_P62 ICC 36 Male BRCA2 NM_000059 c.67+1G>C - Indel
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Table S10. Statistically significant outcomes from univariate and multivariate Cox analyses for the 1 

effect on DFS or OS. 2 

      Univariate Cox for DFS Multivariate Cox for DFS 
Variable 
class 

Variable 
factor 

n/N (DFS) HR, 95% CI 
(DFS) 

P-value 
(DFS) 

HR, 95% CI 
(DFS) 

P-value 
(DFS) 

Clinical Clinical stage 
(phase I) 

56/160 0.43 (0.28-
0.64) 

<0.001 0.5 (0.3-0.84) 0.009** 

Clinical Lymphatic 
metastasis (N1) 

41/152 2.24 (1.5-
3.35) 

<0.001 1.32 (0.81-
2.14) 

0.268 

Clinical Serum CA19-9 
(>200) 

48/158 1.75 (1.19-
2.55) 

0.004 1.56 (0.98-
2.49) 

0.062 

Clinical Vascular 
invasion 
(positive) 

27/160 1.78 (1.12-
2.81) 

0.014 1.47 (0.86-
2.52) 

0.162 

SMGs KRAS 26/160 1.99 (1.23-
3.2) 

0.005 1.4 (0.8-2.46) 0.244 

SMGs TP53 61/160 1.51 (1.05-
2.19) 

0.028 1.33 (0.89-
1.99) 

0.16 

SCNAs amp7p15.2 24/160 1.85 (1.17-
2.93) 

0.008 0.99 (0.54-
1.81) 

0.985 

SCNAs amp7q31.2 22/160 1.86 (1.15-
3.03) 

0.012 2.23 (1.28-
3.86) 

0.004** 

SCNAs amp5p15.33 41/160 1.55 (1.05-
2.31) 

0.029 1.41 (0.87-
2.29) 

0.164 

SCNAs amp17q21.2 37/160 1.53 (1.02-
2.3) 

0.041 1.24 (0.76-
2.04) 

0.391 

      Univariate Cox for OS Multivariate Cox for OS 
Variable 
class 

Variable 
factor 

n/N (OS) HR, 95% CI 
(OS) 

P-value 
(OS) 

HR, 95% CI 
(OS) 

P-value 
(OS) 

Clinical Clinical stage 
(phase I) 

56/160 0.48 (0.31-
0.74) 

0.001 0.68 (0.4-1.2) 0.153 

Clinical Lymphatic 
metastasis (N1) 

41/152 1.96 (1.28-
3.0) 

0.002 1.41 (0.85-
2.3) 

0.18 

Clinical Serum CA19-9 
(>200) 

48/158 1.6 (1.06-
2.42) 

0.025 1.1 (0.68-1.8) 0.699 

Clinical Vascular 
invasion 
(positive) 

27/160 1.92 (1.2-
3.07) 

0.007 1.83 (1.07-
3.1) 

0.027* 

SMGs KRAS 26/160 1.87 (1.15-
3.05) 

0.012 1.84 (1.06-
3.2) 

0.03* 

SMGs TP53 61/160 1.84 (1.25-
2.72) 

0.002 1.48 (0.98-
2.2) 

0.062 

SMGs EPHA2 11/160 0.3 (0.11-
0.81) 

0.018 0.41 (0.14-
1.1) 

0.086 

SMGs IDH1 19/160 0.48 (0.23-
0.98) 

0.044 0.53 (0.23-
1.2) 

0.144 

SCNAs amp7q31.2 22/160 1.88 (1.14-
3.1) 

0.013 1.7 (0.97-3.0) 0.065 

 3 

  4 
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Table S11. FGFR2/3 fusions identified in 643 patients through the CYCS platform. 1 

Sample.ID Gene1 Gene2 Gene1_Exon Gene2_Exon 

117L4005A1 FGFR2 MATR3 Exon17 Exon3 
119A9340A1 FGFR2 SLC9A1 Exon17 Exon6 
218C5588A2 FGFR3 TACC3 Exon17 Exon11 
117L3815A1 FGFR3 TACC3 Exon13 Exon3 
118L8638M2 FGFR2 INA Exon17 Exon2 
118H2503A1 FGFR3 TACC3 Exon17 Exon9 
118F8792A1 FGFR2 MTUS2 Exon17 Exon6 
118L7413A1 FGFR2 CTNNA3 Exon17 Exon14 
118A4434A1 FGFR2 TRIM15 Exon17 Exon2 
118F8201A1 FGFR2 GBE1 Exon17 Exon2 
117K3609A1 FGFR2 BICC1 Exon17 Exon3 
117L4005A1 FGFR2 CTBP2 Exon17 Exon1 
117D0945A1 CASP10 FGFR2 Exon9 Exon17 
118F8201A1 MFF FGFR2 Exon7 Exon17 
118G9724A1 FGFR2 LSM11 Exon17 Exon1 
217C0745A1 FGFR2 BICC1 Exon17 Exon17 
118H1438M1 ITGA9 FGFR2 Exon26 Exon17 
218J4612A1 FGFR2 LGSN Exon17 Exon2 
118D6255A1 FGFR2 BICC1 Exon17 Exon3 
118H2540A1 FGFR2 PHLDB2 Exon17 Exon6 

 2 

 3 

  4 



Patient.ID Types Targets Mutation.Levels Target.Types Drugs OncoKB.Tier ESCAT.Tier Response PFS2 (months) PFS2.status (1- PFS1 (months) PFS1.status (1- PFS2/PFS1
MDT001 ECC BRCA2 SOMATIC in-PATs Olaparib 2B III-A SD 5 1 6 1 0.833
MDT002 ICC BRCA2 GERMLINE in-PATs Olaparib 2B III-A PR 23 1 13 1 1.769
MDT003 GBC EGFR SOMATIC in-PATs Afatinib 3B III-A PR 13 0 4 1 3.250
MDT004 ICC BRAF V600E SOMATIC in-PATs Dabrafenib 2B III-A PD 5 1 2 1 2.500
MDT005 ICC MET SOMATIC in-PATs Cabozantinib 2B III-A SD 2 0 1.5 1 1.333
MDT006 ICC BRAF V600E SOMATIC in-PATs Trametinib 2B III-A PD 3 1 1 1 3.000
MDT007 ICC MET SOMATIC in-PATs Cabozantinib 2B III-A SD 6 1 3.5 1 1.714
MDT008 ICC MET SOMATIC in-PATs Cabozantinib 2B III-A SD 3 1 2 1 1.500
MDT009 GBC ERBB2 SOMATIC in-PATs Trastuzumab 2B III-A PD 1 1 3 0 0.333
MDT010 GBC MET SOMATIC in-PATs Cabozantinib 2B III-A SD 7 1 NA NA NA
MDT011 ECC EGFR SOMATIC in-PATs Afatinib 3B III-A PD 1.5 1 5 1 0.300
MDT012 ICC CDKN2A SOMATIC off-PATs Palbociclib 4 III-B SD 4 1 3.5 1 1.143
MDT013 ICC FGFR2 SOMATIC in-PATs Erfafitinib 3A I-B PR 8 0 2 1 4.000
MDT014 ECC BRCA1 GERMLINE in-PATs Olaparib 2B III-A PD 4 1 10 1 0.400
MDT015 ICC CDKN2A SOMATIC off-PATs Palbociclib 4 III-B PD 3 1 NA NA NA
MDT016 ICC MET SOMATIC in-PATs Cabozantinib 2B III-A PR 6 1 1 1 6.000
MDT017 GBC PIK3CA SOMATIC off-PATs Everolimus 3B III-B SD 10 1 NA NA NA
MDT018 GBC EGFR SOMATIC in-PATs Afatinib 3B III-A SD 4 1 NA NA NA
MDT019 ICC BRCA2 GERMLINE in-PATs Olaparib 2B III-A PR 10 1 2 1 5.000
MDT020 ICC MET SOMATIC in-PATs Cabozantinib 2B III-A PD 1.5 1 5 1 0.300
MDT021 ECC EGFR SOMATIC in-PATs Afatinib 2B III-A PR 14 1 1 1 14.000
MDT022 ECC STK11 SOMATIC off-PATs Everolimus NA III-B SD 1 0 2 1 0.500
MDT023 ICC PIK3CA SOMATIC off-PATs Everolimus 3B III-B SD 1 0 1 1 1.000
MDT024 GBC FBXW7 SOMATIC off-PATs Everolimus NA III-B SD 3 1 3 1 1.000
MDT025 GBC BRCA1 SOMATIC in-PATs Olaparib 2B III-A SD 5.5 0 8 1 0.688
MDT026 ICC MET SOMATIC in-PATs Crizotinib 2B III-A PD 1 1 1 1 1.000
MDT027 ICC BRCA1 SOMATIC in-PATs Olaparib 2B III-A SD 6 0 2 1 3.000
MDT028 ICC FGFR2 SOMATIC in-PATs Erfafitinib 3A I-B SD 3 1 NA NA NA
MDT029 ICC BRCA2 GERMLINE in-PATs Olaparib 2B III-A PR 5 1 2 1 2.500
MDT030 ICC BRCA2 SOMATIC in-PATs Olaparib 2B III-A SD 4 1 3 1 1.333
MDT031 ICC BRCA2 SOMATIC in-PATs Olaparib 2B III-A PD 2.5 1 6 1 0.417
MDT032 ICC BRCA2 SOMATIC in-PATs Olaparib 2B III-A PD 2 1 3 1 0.667
MDT033 ICC BRCA2 SOMATIC in-PATs Olaparib 2B III-A PD 2 1 2 1 1.000
MDT034 GBC BRCA2 GERMLINE in-PATs Olaparib 2B III-A SD 3 1 2 1 1.500
MDT035 ICC EGFR SOMATIC in-PATs Afatinib 3B III-A SD 4 0 NA NA NA
MDT036 ICC EGFR SOMATIC in-PATs Afatinib 3B III-A PR 4 1 1.5 1 2.667
MDT037 GBC ERBB2 SOMATIC in-PATs Pyrotinib 2B III-A SD 3 0 3 1 1.000
MDT038 ECC EGFR SOMATIC in-PATs Afatinib 3B III-A SD 3 1 1 1 3.000
MDT039 ICC MET SOMATIC in-PATs Cabozantinib 2B III-A SD 5.5 1 3 1 1.833
MDT040 ICC ERBB2 SOMATIC in-PATs Pyrotinib 2B III-A SD 2 0 NA NA NA
MDT041 ICC MSI-H/dMMR SOMATIC in-PATs Pembrolizumab 3B I-C PR 6 0 NA NA NA
MDT042 ECC MSI-H/dMMR SOMATIC in-PATs Pembrolizumab 3B I-C PR 5 0 2.5 1 2.000
MDT043 ICC MSI-H/dMMR SOMATIC in-PATs Pembrolizumab 3B I-C CR 30 0 2 1 15.000
MDT044 ICC MSI-H/dMMR SOMATIC in-PATs Pembrolizumab 3B I-C SD 6 0 NA NA NA
MDT045 GBC MSI-H/dMMR SOMATIC in-PATs Pembrolizumab 3B I-C PD 1 1 2 1 0.500
MDT046 ICC MSI-H/dMMR SOMATIC in-PATs Pembrolizumab 3B I-C PR 12 0 4.5 1 2.667

Table S12. Actionable targets and molecular-directed treatments in 46 patients with advanced BTCs.
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Table S13. Baseline clinicopathological features of 46 patients who received biomarker-guided 1 

personalized targeted therapies. 2 

Clinical parameters  

Age (mean, IQR) 57.3 (51-64) 

Sex (Male, n, %) 23 (50%) 

Primary tumor (n, %)   

Intrahepatic cholangiocarcinoma (ICC) 29 (63%) 

Extrahepatic cholangiocarcinoma (ECC) 7 (15%) 

Gallbladder cancer (GBC) 10 (22%) 

ECOG performance (n, %)   

  0-1 34 (74%) 

  2 12 (26%) 

Extra-hepatobiliary metastasis (n, %) 38 (83%) 

Prior surgery of the primary tumor (n, %) 28 (61%) 

Prior lines of systematic treatments (n, %)   

  1 8 (17%) 

  2 17 (37%) 

  >=3 21 (46%) 

PFS1 in month (median, 95% CI) 2.0 (1.5-2.5) 

Note: PFS1: progression-free survival of the treatment line prior to the MDTs, with 37 patients 3 

having assessable PFS1; CI: confidence interval. 4 

 5 
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