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Figure S1: tSNE plots color-coded for the expression of the additional marker 

genes from Figure 2e. 

Shown are the markers for cell clusters (related to Table S3): major histocompatibility 

complex (MHC), class II, DP beta 1 (HLA-DPB1); integral membrane protein 2C 

(ITM2C); immunoglobulin heavy constant gamma 2 (IGHG2); collecting duct cells: 

transmembrane protein 213 (TMEM213); ATPase H+ transporting V1 subunit G3 

(ATP6V1G3); ATPase H+ transporting V0 subunit d2 (ATP6V0D2); distal tubule cells: 

defensin beta 1 (DEFB1); endothelial cell: plasmalemma vesicle associated protein 

(PLVAP); platelet and endothelial cell adhesion molecule 1 (PECAM1); protein 

tyrosine phosphatase receptor type B (PTPRB); glomerular parietal epithelial cells: 

CD24 molecule (CD24); keratin 8 (KRT8); mast cell: tryptase alpha/beta 1 (TPSAB1); 

cathepsin G (CTSG); carboxypeptidase A3 (CPA3); membrane spanning 4-domains 

A2 (MS4A2); hematopoietic prostaglandin D synthase (HPGDS); histidine 

decarboxylase (HDC); monocytes: CD14 molecule (CD14); nephron epithelial cells: 

protein tyrosine phosphatase receptor type O (PTPRO); and NKT cells: granulysin 

(GNLY); natural killer cell granule protein 7 (NKG7). 

 

Figure S2. NKT cell clusters of the CKTR 

Figure S2-Figure supplement 1. tSNE plot of 1074 NKT cells (from the CKTR), color-coded 

by their associated cluster (A) and the cell cycle status (B). CKTR: kidney allograft biopsy. 

(C) tSNE plot color-coded for expression (gray to white to red) of marker genes for 

CD4+ T cells, CD8+ T cells, CTLs, Tregs and NK cells. CTL: Cytotoxic T lymphocyte. 

(D) tSNE plot color-coded for the ssGSEA score for CD4+ T cells, CD8+ T cells, CTLs, 

Tregs and NK cells. ssGSEA: single-sample gene set enrichment. (E) Heatmap of the 

ssGSEA score, as estimated using gene sets from MsigDB, for five NKT cell clusters 

from CD4+ T cells, CD8+ T cells, CTLs, Tregs and NK cells. MsigDB: Molecular 

Signatures Database; (F) Violin plots showing the expression distribution of selected 

genes involved in metabolism, MHC-related, chemokine/cytolytic activity, negative 



regulation of interleukin production and NK cell chemotaxis, stratified by NKT cell 

subpopulation.  

Figure S3. B cell subclasses in kidney allograft biopsy samples 

Figure S3-Figure supplement 1. tSNE plot of 1121 B cells (from the CKTR), color-coded by 

their associated cluster (A) and the cell cycle status (B) and the score of the top 10 

marker genes (C). CKTR: kidney allograft biopsy. (D) Heatmap of the ssGSEA score, 

as estimated using gene sets from MsigDB, for two B cell clusters for memory B cells 

from cluster 0 and memory B cells from cluster 4. MsigDB: Molecular Signatures 

Database; (E) tSNE plot color-coded for ssGSEA score of representative pathways for 

the clusters (clusters 0 and 4) are indicated. (F) Violin plots showing the expression 

distribution of selected genes involved in immune activation, stratified memory B cells 

(cluster 0) and memory B cells (cluster 4) 

Figure S4. Monocyte subpopulations in kidney allograft biopsy samples 

Figure S4-Figure supplement 1. tSNE plot of 290 monocytes, color-coded by their 

associated cluster (A) and the cell cycle status (B). CKTR: kidney allograft biopsy. (C). 

tSNE plot color-coded for expression (gray to white to red) of marker genes for CD14+ 

monocytes (cluster 0), CD14+ monocytes (cluster 1), CD16+ monocytes (cluster 2), 

CD14+ monocytes (cluster 3) and myeloid dendritic cells (cluster 4). (D) Heatmap of the 

ssGSEA score, as estimated using gene sets from MsigDB, for three CD14+ monocyte 

(classical type) clusters from clusters 0, 1 and 3. (E) tSNE plot color-coded for ssGSEA 

score of representative pathways for the clusters (clusters 0 and 1) as indicated. (F) Violin 

plots showing the expression distribution of selected genes involved in immune activation, 

fatty acid metabolism and interleukin production, stratified CD14+ monocytes (cluster 0), 

CD14+ monocytes (cluster 1) and CD14+ monocytes (cluster 3). (G) Heatmap of the 

ssGSEA score, as estimated using gene sets from MsigDB, for two monocyte clusters from 



classical (Clusters 0, 1, and 3) and nonclassical (cluster 2) monocytes. MsigDB: 

Molecular Signatures Database; 

 

Figure S5. Fibroblast clusters in kidney allograft biopsy samples 

Figure S5-Figure supplement 1. tSNE plot of 226 fibroblasts, color-coded by their 

associated cluster (A), the cell cycle status (B), and the score of top 10 marker genes (C). 

CKTR: kidney allograft biopsy. (D) tSNE plot color-coded for expression (gray to red) of 

marker genes for myofibroblasts (MyoFs). (E) Heatmap of the ssGSEA score, as 

estimated using gene sets from MsigDB, for three fibroblast clusters from clusters 0, 1 and 

3. MsigDB: Molecular Signatures Database; (F) tSNE plot color-coded for ssGSEA 

score of representative pathways for the clusters (clusters 0, 1 and 2) as indicated. (G) 

Violin plots showing the expression distribution of selected genes involved in collagen and 

cell matrix adhesion, EMT/TGF-β, and cellular biosynthesis, stratified by monocyte 

subpopulation. EMT: epithelial-to-mesenchymal transition 

  



Supplementary Methods 

Chronic kidney transplantation rejection tissue processing and dissociation 

Two fresh chronic kidney transplantation rejection samples (Supplementary Table 

S1) were collected at the Zhujiang Hospital of Southern Medical University. First, fresh 

samples were taken from the operating room, placed in a solution containing Hank’s 

balanced salt solution (HBSS; 311-512-CL) and 1% antibiotic-antimycotic (Gibco, 

15240062) on ice, and transported to the laboratory within 20 min. Then, 0.5-1 g 

full-thickness sections of kidney tissue were cut lengthwise using surgical scissors. 

Subsequently, the tissue was washed twice with cold Dulbecco’s phosphate-buffered 

saline (DPBS; WISENT, 311-425-CL). The tissue was placed on a stainless-steel cell 

filter, crushed with the plunger of a syringe and washed with DPBS. Flushing fluid was 

added to a centrifuge tube, and the kidney fragments were collected and placed in the 

tube, which was then spun at 350 × g for 5 min at 4 °C; this step was then repeated. 

After discarding the supernatant, TrypLETM Express Enzyme (1X, Gibco, 12605010) 

was used to further digest the sticky clumps of cells for 5–10 min at 37 °C, and then 

the digestion was terminated using Dulbecco’s modified Eagle’s medium (DMEM; 

WISENT, 319-006-CL) containing 10% fetal bovine serum (FBS; Gibco, 10099141). 

The digested cells were centrifuged at 350 × g for 5 min at 4 °C. After discarding the 

supernatant, the cells were resuspended in 5 ml of DPBS and filtered through a 100 

μm cell strainer. Next, red blood cells (RBCs) were removed using 1X RBC lysis buffer 

(10X diluted to 1X, BioLegend, B250015) for 5 min, and the cells were centrifuged at 

300 × g for 5 min at 4 °C. After discarding the supernatant, the cells were suspended 

in DPBS and centrifuged again. The supernatant was again discarded, and the cells 

were resuspended in cold DPBS and passed through a 40 μm cell strainer. Live cells 

were counted using trypan blue staining (0.4%, Gibco, 420301). If the cell viability was 

above 90%, we performed 10x Genomics sample processing. 

 

10x Genomics sample processing and cDNA library preparation. 



To prepare the single-cell suspension, the 10x Genomics Chromium Single Cell 3′ 

Reagent Kit v3 user guide 

(https://support.10xgenomics.com/single-cell-gene-expression/index/doc/user-guide-

chromium-single-cell-3-reagent-kits-user-guide-v31-chemistry) was followed. 

Single-cell samples were passed through a 40 μm cell strainer and counted using a 

hemocytometer with trypan blue. Then, the appropriate volume of each sample was 

diluted to recover 10,000 kidney cells. Subsequently, the single-cell suspension, gel 

beads and oils were added to the 10x Genomics single-cell A chip. We checked to 

ensure that there were no errors before running the assay. After droplet generation, 

samples were transferred into PCR tubes, and we performed reverse transcription 

using a thermal cycler (Bio-Rad). After reverse transcription, cDNA was recovered 

using a recovery agent provided by 10x Genomics, followed by silane DynaBead 

clean-up as outlined in the user guide. Before clean-up using SPRIselect beads, we 

amplified the cDNA for 10 cycles. The cDNA concentration was detected by a Qubit 

4.0 fluorometer (Invitrogen). The kidney cDNA libraries were prepared according to 

the Chromium Single Cell 3′ Reagent Kit v3.1 user guide. 

 

Single-cell RNA-seq details and preliminary results 

Samples were sequenced by Hiseq Xten (Illumina, San Diego, CA, USA) with the 

following run parameters: read 1 for 150 cycles, read 2 for 150 cycles, and index for 

14 cycles. Preliminary sequencing results (bcl files) were converted to FASTQ files 

with CellRanger (version 3.0, 

https://support.10xgenomics.com/single-cell-gene-expression/software/pipelines/late

st/what-is-cell-ranger). We followed the 10x Genomics standard seq protocol by 

trimming the barcode and unique molecular identifier (UMI) end to 26 bp and the 

mRNA end to 98 bp. Then, the FASTQ files were aligned to the human genome 

reference sequence GRCh38. Subsequently, we applied CellRanger for preliminary 

data analysis and generated a file that contained a barcode table, a gene table and a 



gene expression matrix. We carried out preliminary quality control (QC) on the FASTQ 

files to ensure high-quality scRNA-seq data. At the same time, using the website, we 

obtained some basic information, including the number of cells, the median number of 

detected genes, sequencing saturation and sequencing depth (Supplementary Table 

2). The strategy of using CellRanger V3.0 and trimming the FASTQ data to 26 bp × 98 

bp was used to preprocess the scRNA-seq data and perform downstream analysis. 

 

Using Seurat R for quality control (QC) and data second analysis after 

mitigating the batch effect 

We used R (version 3.6.1, https://www.r-project.org/) and the Seurat[1,2] R package 

(version 3.6.1, https://satijalab.org/seurat/) for the analyses. We used the 

MergeSeurat function to merge the five kidney data sets (three GEO/healthy adult 

kidney samples; two chronic kidney rejection samples). The filter criteria of cells were 

determined after referencing previous studies[3,4]. According to the median number 

of genes and the percentage of mitochondrial genes in the kidney samples (Figure 

1e), cells with <200 and >2,500 genes (potential cell duplets) and a mitochondrial 

gene percentage of >30% were filtered. After QC, 27197 high-quality kidney cells 

were obtained. The relationship between the percentage of mitochondrial genes and 

the mRNA reads was detected and visualized as the relationship between the number 

of mRNAs and the reads of mRNA (Figure 1c-d). After data normalization, all highly 

variable genes in single cells were identified after controlling for the relationship 

between the average expression and dispersion. 

Since these data came from five different samples, to avoid the batch effect affecting 

the downstream analysis, we adopted a strategy called ‘Harmony’ to mitigate the 

batch effect. The R package Harmony focuses on the scalable integration of 

scRNA-seq data for batch correction and meta-analysis[5] (version 1,0, https://github. 

Com/immunogenomics/Harmony). Subsequently, we used principal component 

analysis (PCA) with variable genes as the input and identified significant principal 

https://satijalab.org/seurat/


components (PCs) based on the jackStraw function. Twenty PCs were selected as the 

input for uniform manifold approximation and projection (UMAP) and t-distributed 

stochastic neighbor embedding (tSNE) when statistically significant. We detected the 

batch effect between five different kidney samples (Figure 1g-h). With a resolution of 

0.25, cells were clustered by the FindClusters function and classified into 15 different 

cell types (clusters 0-14). Next, we used the FindAllMarkers function to find 

differentially expressed genes (DEGs) between each type of cell (Supplementary 

Table S4). 

Cell cycle analysis 

Cell cycle analysis was performed by using the Seurat program (CellCycleScoring 

function). We used a previously defined core set of 43 G1/S and 54 G2/M cell cycle 

genes[6]. Cells were classified by the maximal average expression (‘cycle score’) in 

these two gene sets. When the cycle scores of G1/S and G2/M were both less than 2, 

we considered these cells to be noncycling. Otherwise, we considered the cells to be 

proliferative. After the cell cycle analysis, no bias induced by cell cycle genes was 

observed (Figure 1i). 

 

Cell type markers and subclustering analysis 

Cell type assignment was performed based on the marker genes reported in previous 

studies[7], the CellMaker database[8] and the R package ‘SingleR’[9]. Subclustering 

analysis of NKT cells, monocytes, fibroblasts, and B cells was performed by using the 

SubsetData function in the Seurat program. We used the R package ‘Harmony’[5] to 

mitigate the batch effect. After data normalization and scaling, all highly variable 

genes in single cells were identified after controlling for the relationship. Subsequently, 

twenty PCs were selected as the input for tSNE when statistically significant. The 

FindClusters function was used to classify cells into different clusters. Next, the 

FindAllMarkers function was used to find DEGs between each subtype. We adapted 



the method reported by Mariathasan et al to calculate the score of the top 10 DEGs, 

which validated the clustering robustness. Next, to assign pathway activity estimates 

to individual cells, the R package GSVA[10] with the standard settings was 

implemented in ssGSEA, and a gene set containing all human pathways was 

downloaded from the MsigDB database[11] (KEGG, GO and Reactome). We 

identified significantly enriched pathways defined by the Benjamini–

Hochberg-corrected P value < 0.05. To assess differential activities of pathways 

(GSVA) between sets of cells (for example, derived from chronic kidney rejection, 

normal samples or belonging to different subclusters), we contrasted the activity 

scores for each cell using a generalized linear model. To avoid inflating signals 

because of interindividual differences (for example, in the relative frequencies of cells 

from different patients), we always included the patient of origin as a categorical 

variable. The results of these linear models were visualized using bar plots or 

heatmaps. For the heatmaps, pathways or regulons that did not show significant 

changes (Benjamini–Hochberg-corrected P value > 0.05) in any of the sets of cells 

contrasted in one analysis were not visualized. For the bar plot, pathways or regulons 

that did not show significant changes (Benjamini–Hochberg-corrected P value > 0.05) 

were visualized in gray font. 

 

Statistics 

For all experiments, samples from a single patient were processed in parallel, and 

cells for each sample of one patient were processed for scRNA-seq (10x Genomics) 

at the same time but in separate lanes and vials. Box plots were generated using the 

R base package and default parameters. Hence, the boxes span the interquartile 

range (IQR; from the 25th to the 75th percentiles), with the centerline corresponding 

to the median. Lower whiskers represent the data minimum or the 25th percentile 

minus 1.5 × IQR, whichever is greater. Upper whiskers represent the data maximum 

or the 75th percentile plus 1.5 × IQR (lower), whichever is lower. Given the number of 



data points represented in the box and violin plots, we opted not to display each data 

point, as this would obscure the overall distribution. Comparisons between two groups 

were performed using an unpaired two-tailed t-test (R package limma[12]) or a 

Mann-Whitney U test. All statistical analyses and presentations were performed using 

R. 
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B cell proliferation
involved in immune response
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Regulation of B cell receptor
signaling pathway
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TGF-β receptor signaling in EMT
epithelial to mesenchymal transition
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Table S1. Information of five different patients.
ID Hospital Age/Sex Smok

er/Dri
ngker

Height(cm)
/Weight(kg)

Sample Surgery
Date

Ref

kidney1 Zhujiang Hospital of the
Southern Medical
University, Guangzhou,
Guangdong, China

30/male Y/Y 174/62 chronic
kidney

transplant
rejection

2012.11.21 Zhujiang
Hospital of the
Southern
Medical
University,
Guangzhou,
Guangdong,
China

kidney2 Zhujiang Hospital of the
Southern Medical
University, Guangzhou,
Guangdong, China

53/female N/N 162/50 chronic
kidney

transplant
rejection 2019.7.25

Zhujiang
Hospital of the
Southern
Medical
University,
Guangzhou,
Guangdong,
China

kidney3 The first affiliated hospital
of Guangxi Medical
University

57/male Y/Y 170/74 normal
kidney

2018.4.16 PMID: 31896769

kidney4 Affiliated tumor hospital
of Guangxi Medical
University

59/female N/N 152/47 normal
kidney

2018.8.1 PMID: 31896769

kidney5 Affiliated tumor hospital
of Guangxi Medical
University

65/male Y/N 162/59 normal
kidney

2018.8.2 PMID: 31896769



Table S2.Characteristics of the five kidney tissue samples included in this study

ID 830
)ases in
)arcode

830
)ases
in RNA
Read

830
)ases
in UMI

Reads
Mapped

Confidently
to Genome

Reads
Mapped

Confidently
to ,xonic
Regions

Reads
Mapped

Confidently to
Transcriptome

Total
Genes

Detected

Median
UMI

Counts per
Cell

kidney1 96.20� 94.00�95.80� 92.10� 56.00� 53.40� 25,036 3,489

kidney2 95.10� 92.40�94.00� 89.40� 59.20� 56.00� 20,606 1,622

kidney3 95.70� 89.60�95.10� 92.90� 82.90� 79.30� 8,164 837

kidney4 98.30� 96.90�98.50� 87.40� 83.30� 79.60� 6,499 887

kidney5 98.30� 94.60�98.40� 96.50� 88.50� 83.20� 10,741 684



7aEle 6�� 7he marker Jenes for the fifteen cell clusters
cluster gene cell type -igure

0 DC?R Proximal tubule cells related to figure 2e

1 S3C22A8 Proximal convoluted tubule
cells related to figure 2e

2 =CAM1 Glomerular parietal epithelial
cells (1) related to figure 2e

2 2RT18 Glomerular parietal epithelial
cells (1)

related to Supplementary
-igure 1

2 CD24 Glomerular parietal epithelial
cells (1)

related to Supplementary
-igure 1

3 GN3Y N2T cells related to Supplementary
-igure 1

3 N2G7 N2T cells related to Supplementary
-igure 1

3 CD3D N2T cells related to figure 2e

4 2RT18 Glomerular parietal epithelial
cells (2) related to figure 2e

4 2RT8 Glomerular parietal epithelial
cells (2)

related to Supplementary
-igure 1

4 CD24 Glomerular parietal epithelial
cells (2)

related to Supplementary
-igure 1

5 S3C22A7 Proximal straight tubule related to figure 2e

6 CD79A ) cells (1) related to Supplementary
-igure 1

6 CD79) ) cells (1) related to figure 2e

6 H3A�DP)1) cells (1) related to Supplementary
-igure 1

7 3YZ Monocytes related to figure 2e

7 CD14 Monocytes related to Supplementary
-igure 1

8 D,-)1 Distal tubule cells related to Supplementary
-igure 1

8 UM6D Distal tubule cells related to figure 2e
9 A8P2 Collecting duct cells related to figure 2e

9 TM,M213 Collecting duct cells related to Supplementary
-igure 1

9 ATP6=1G3Collecting duct cells related to Supplementary
-igure 1

9 ATP6=0D2Collecting duct cells related to Supplementary
-igure 1

10 P3=AP ,ndothelial cell related to Supplementary



-igure 1

10 P,CAM1 ,ndothelial cell related to Supplementary
-igure 1

10 -3T1 ,ndothelial cell related to figure 2e

10 PTPR) ,ndothelial cell related to Supplementary
-igure 1

11 C633A1 -ibroblast related to figure 2e
12 CD79A ) cells (2) related to figure 2e

12 ITM2C ) cells (2) related to Supplementary
-igure 1

12 IGHG2 ) cells (2) related to Supplementary
-igure 1

13 TPS)2 Mast cell related to figure 2e

13 TPSA)1 Mast cell related to Supplementary
-igure 1

13 CTSG Mast cell related to Supplementary
-igure 1

13 CPA3 Mast cell related to Supplementary
-igure 1

13 MS4A2 Mast cell related to Supplementary
-igure 1

13 HPGDS Mast cell related to Supplementary
-igure 1

13 HDC Mast cell related to Supplementary
-igure 1

14 P6D?3 Nephron epithelial cell related to figure 2e

14 PTPR6 Nephron epithelial cell related to Supplementary
-igure 1



7aEle 6� 'ifferentially e[pressed Jenes �'(*s� for each cluster of human kidney
cells�
pFval avgFlog-C pct.1 pct.2 pFvalFadj clustergene
0 1.4311605930.4540.0760 0 R)P4
0 1.3585163620.85 0.5070 0 DC?R
0 1.2983878380.3860.06 0 0 AG?T
0 1.2824135350.8870.5020 0 MI6?
0 1.1214635120.3340.05 0 0 AC093496.1
0 1.0207204250.6 0.2430 0 G3YAT31
0 0.9926391520.6170.2680 0 A2R7A3
0 0.9681599280.7970.4280 0 PC21
0 0.9589184950.8030.4560 0 ))6?1
0 0.95834772 0.4720.1580 0 HA62
0 0.9232869970.6660.3370 0 A3DH6A1
0 0.9174934470.6290.32 0 0 A3DH2
0 0.9105600890.4650.1740 0 ACY3
0 0.8368935970.2570.0470 0 GCAT
0 0.8313899770.7970.4990 0 ACAT1
0 0.8237979240.4940.21 0 0 MSR)1
0 0.8235653260.4820.2570 0 S,RPINA1
0 0.8051841590.5510.2680 0 MPC1
0 0.7954909890.6030.3090 0 ADIR-
0 0.79412924 0.7680.4570 0 RIDA
0 0.7876398620.2630.0510 0 GPT
0 0.77802932 0.6040.3160 0 NIT2
0 0.7622620680.6090.3350 0 )HMT
0 0.7544914 0.5880.3190 0 ACAA2
0 0.7532295960.49 0.2270 0 HGD
0 0.7491990870.7170.4370 0 P,PD
0 0.7231811 0.6220.3580 0 GRHPR
0 0.7042180550.7280.4310 0 G3YAT
0 0.7027377950.6580.3790 0 CRY31
0 0.69846642 0.5380.2960 0 ACADM
0 0.6916862470.4650.2020 0 ASPDH
0 0.6816853920.5980.3260 0 -)P1
0 0.6772717630.9640.7940 0 P,)P1
0 0.67189846 0.7280.4510 0 C11orf54
0 0.6676060420.4990.2390 0 MA6A
0 0.6661028930.9880.9120 0 GAPDH
0 0.6656955790.51 0.2750 0 PTGR1



0 0.6578172010.8790.6360 0 ,CHS1
0 0.6530486590.4730.2150 0 GSTA2
0 0.6517371080.8130.5380 0 DA)2
0 0.6496502860.5260.2920 0 ,CI2
0 0.6406318810.8880.5990 0 R)P5
0 0.6390596510.9970.8230 0 MT1G
0 0.6368528420.5650.3420 0 A2R7A2
0 0.6236647930.4260.2210 0 PHYH
0 0.6120716580.4150.1980 0 ACMSD
0 0.6107032 0.6170.3780 0 )DH2
0 0.6045810970.9480.7590 0 T?N
0 0.6010527290.7270.4950 0 A2R1A1
0 0.6001537230.3820.1780 0 )PH3
0 0.6000319850.6980.4830 0 ,T-)
0 0.5946472770.3340.1330 0 3INC01510
0 0.5925593840.9850.7290 0 MT1-
0 0.5798801350.9290.6430 0 A3D6)
0 0.57568818 0.6390.4470 0 ,CH1
0 0.5751514440.9850.7260 0 MT1H
0 0.5725287670.7170.4320 0 HPD
0 0.5592228920.6690.4430 0 PDZ21
0 0.5536808240.9280.7060 0 CY)5A
0 0.5529899780.6550.4550 0 SDHC
0 0.5453859020.57 0.3450 0 N862
0 0.5435011520.7890.5 0 0 GSTA1
0 0.5429394310.5740.3580 0 )NIP3
0 0.5275744460.7580.5770 0 DDT
0 0.5057218770.9280.78 0 0 S6D1
0 0.5054256260.8820.66 0 0 SUC3G1
0 0.4964261290.9290.7830 0 GP?4
0 0.4903162670.9040.75 0 0 PRD?1
0 0.4708276750.7250.5560 0 MGST3
0 0.4595732110.9240.7810 0 3DH)
0 0.4575471670.9910.8190 0 MT2A
0 0.4497475 0.9090.6530 0 GATM
0 0.4450375470.7160.5140 0 SAT2
0 0.4429887140.9420.8460 0 HINT1
0 0.4324366050.9760.7370 0 MT1,
0 0.4302073040.7870.5980 0 DSTN
0 0.4202791650.9980.9790 0 -T3



0 0.40760832 0.9880.7660 0 MT1?
0 0.3950921680.9660.7110 0 CRYA)
0 0.3825296130.8540.7140 0 ATP5MC3
0 0.3495798740.9210.85 0 0 U))
0 0.2932590550.9790.9180 0 C6?7C
0 0.2708750490.9910.9590 0 RPS6
0 0.2630246930.9980.9750 0 -TH1
9.89,�306 0.6350361770.4180.22 3.32,�301 0 HI)CH
1.12,�302 0.4304561080.7450.5973.75,�298 0 ISCU
4.69,�300 0.6182515350.4160.2221.57,�295 0 TU))4)
1.22,�296 0.5324149050.5060.2924.09,�292 0 A24
4.60,�292 0.4074292440.7590.5721.54,�287 0 ADI1
3.26,�288 0.5113502480.6040.4131.09,�283 0 TM,M256
1.17,�285 0.5561762110.4740.2683.92,�281 0 AC6T13
2.20,�282 0.5237681930.6080.4297.39,�278 0 HSPD1
1.70,�280 0.5727766880.4310.2325.71,�276 0 SHMT1
5.07,�280 0.2849952710.9630.9051.70,�275 0 RP331
1.23,�279 0.5761547030.2890.1184.12,�275 0 ASRG31
1.24,�279 0.58860249 0.2890.1194.15,�275 0 IDN2
1.72,�278 0.4534050060.7060.5485.77,�274 0 ST13
2.33,�278 0.5332513780.44 0.2377.83,�274 0 CM)3
1.02,�275 0.3968659210.7620.5943.41,�271 0 NDU-C1
3.98,�275 0.5348831070.3250.1431.33,�270 0 S6RD
6.87,�275 0.6251393340.4510.2472.31,�270 0 AZGP1
6.64,�274 0.5492021860.4690.2722.23,�269 0 HAGH
1.75,�271 0.4405111680.6740.4835.87,�267 0 DNPH1
2.43,�268 0.3877159440.7340.5448.14,�264 0 CYSTM1
2.50,�260 0.5330886750.5350.3518.40,�256 0 ACAA1
1.98,�257 0.3219270720.8740.7266.64,�253 0 3AMT6R5
5.74,�256 0.4451480120.6490.4731.93,�251 0 MPC2
7.76,�254 0.55655915 0.3320.1582.60,�249 0 AHCY
9.36,�254 0.2994523110.9110.7673.14,�249 0 U8CR8
1.21,�251 0.5411367070.2640.1074.05,�247 0 PT,R
3.63,�248 0.4210954320.6150.4041.22,�243 0 2H2
2.17,�243 0.4102551090.6950.5417.28,�239 0 PRD?2
1.30,�242 0.3551006920.7930.6684.37,�238 0 TPI1
8.75,�242 0.40988189 0.6970.5582.94,�237 0 PRR13
1.10,�241 0.5732041660.2650.1123.69,�237 0 WDR18
2.30,�241 0.49871405 0.3390.1637.70,�237 0 AGMAT
1.13,�239 0.3156402590.85 0.6853.78,�235 0 HSP)1



6.13,�230 0.3043797220.8260.7042.06,�225 0 ATP5P-
3.53,�229 0.4666795030.5120.3261.18,�224 0 MSRA
1.12,�225 0.3248241360.7870.5793.77,�221 0 3GA3S2
9.83,�224 0.4964459050.4050.2273.30,�219 0 GAMT
6.60,�222 0.2656796730.9010.8032.21,�217 0 C6?5)
4.90,�221 0.3596229310.7510.6141.64,�216 0 CHCHD10
6.74,�220 0.4648939220.4030.2242.26,�215 0 SMIM32
1.98,�218 0.4891028620.36 0.1926.64,�214 0 SCRN2
7.14,�216 0.4627346260.4980.3212.40,�211 0 DHRS432
3.15,�215 0.3132106190.8070.6911.06,�210 0 HSP,1
1.04,�212 0.3157044330.8190.72 3.47,�208 0 ATP5-1D
1.70,�212 0.4875627010.4740.3065.69,�208 0 CNDP2
1.10,�206 0.4397686690.6060.4643.69,�202 0 GHITM
8.99,�204 0.49297029 0.3120.1573.01,�199 0 TC,A3
1.96,�201 0.3974624650.6360.4816.58,�197 0 PRD?3
2.54,�198 0.3795136150.6840.5698.50,�194 0 C4orf3
2.12,�197 0.4816612790.44 0.2777.10,�193 0 SDH)
3.30,�195 0.4162879110.5580.3921.11,�190 0 P3A2G16
3.88,�194 0.4515242520.4020.2361.30,�189 0 M6RN2
4.37,�192 0.3224377320.7890.71 1.47,�187 0 ,D-1
1.29,�187 0.4303732220.4040.2374.32,�183 0 )HMT2
3.07,�187 0.3804370140.6340.4951.03,�182 0 SCP2
3.14,�187 0.4175011240.4890.3161.05,�182 0 8PRT
3.65,�187 0.4475380780.4820.3131.22,�182 0 A2R1C3
1.76,�183 0.4304338910.3350.18 5.89,�179 0 P?MP2
1.38,�182 0.3842771370.5830.4324.64,�178 0 U8CR-S1
1.37,�180 0.4243284590.4750.3124.60,�176 0 CRYZ
8.98,�180 0.4604240260.2850.1443.01,�175 0 NUDT8
3.03,�179 0.43358728 0.3460.1911.02,�174 0 S3C6A13
2.56,�178 0.4114377 0.3970.2348.59,�174 0 HSD17)14
3.04,�176 0.4761827580.4990.3541.02,�171 0 SIGIRR
6.71,�175 0.38503256 0.5890.45 2.25,�170 0 NDU-S7
7.61,�175 0.4400059020.3080.1632.55,�170 0 ,PH?2
8.18,�175 0.2932576940.7560.6382.74,�170 0 S3C25A5
5.83,�172 0.3641308390.5830.4211.96,�167 0 PC)D1
8.87,�172 0.4293308040.3810.2262.97,�167 0 -TCD
1.25,�170 0.3688508390.7 0.6084.20,�166 0 ,,-2
1.15,�169 0.3710981390.6460.5223.86,�165 0 ATP5-1A
2.66,�169 0.4555325250.2680.1368.93,�165 0 NAPRT
1.69,�168 0.3554654020.6110.4625.68,�164 0 RN-181



4.18,�168 0.4468488810.2760.1411.40,�163 0 ,N6S-1
1.77,�167 0.34427841 0.6360.4985.94,�163 0 NDU-S8
2.00,�167 0.4614089330.2590.1276.69,�163 0 DHRS4
2.47,�167 0.4845403570.2590.1318.27,�163 0 6AT
1.64,�164 0.2552451180.8520.7955.50,�160 0 ATP5MC2
3.54,�164 0.3706727330.6280.5171.19,�159 0 )R21
1.56,�162 0.4053878410.4380.2845.22,�158 0 MSR)2
4.08,�161 0.4328384760.41 0.2651.37,�156 0 ,T-A
2.06,�158 0.3552372220.5890.4446.92,�154 0 T?NDC17
5.88,�158 0.4115194240.4350.2891.97,�153 0 A22
1.00,�157 0.4203821810.2640.1333.37,�153 0 PC22
1.37,�156 0.4022215950.3790.2334.60,�152 0 HI)ADH
1.52,�156 0.2726668880.7820.7125.11,�152 0 CHCHD2
4.66,�156 0.25058063 0.6840.5411.56,�151 0 MDH1
1.14,�154 0.2627168390.8090.7213.81,�150 0 U8CR10
1.26,�154 0.3780775290.4510.2984.22,�150 0 CISD3
2.31,�154 0.3545332180.5410.3877.75,�150 0 CISD1
1.39,�152 0.4005445790.4270.2784.67,�148 0 MPST
1.87,�152 0.3903552030.4370.2876.27,�148 0 IS6C2
8.99,�152 0.4295049710.2760.1473.01,�147 0 GA3M
2.40,�150 0.3814954730.4380.2878.05,�146 0 IMPA2
2.48,�150 0.3706413330.5190.3748.32,�146 0 C-DP1
2.91,�150 0.3935255750.3120.1749.77,�146 0 GPD1
8.23,�150 0.3797114970.3490.2032.76,�145 0 AG?T2
1.80,�148 0.3552833990.6380.5266.02,�144 0 ATP5-1)
2.26,�148 0.4377738 0.3450.2067.59,�144 0 AI-M1
3.43,�145 0.3297995340.6310.5091.15,�140 0 ATP5-1C
2.84,�143 0.3710973120.4040.2589.51,�139 0 P)3D
4.28,�143 0.3160904850.64 0.5031.44,�138 0 S3IRP
1.52,�140 0.3177493350.66 0.5425.09,�136 0 G3R?
4.25,�140 0.3950921920.2810.1531.43,�135 0 ANGPT33
8.83,�139 0.2641320590.6830.5152.96,�134 0 ASS1
3.72,�138 0.3892500240.2990.1691.25,�133 0 GIPC2
9.33,�138 0.3955423950.3690.2343.13,�133 0 C3IC4
3.68,�136 0.2645815540.7750.6771.23,�131 0 ATP5M-
2.51,�135 0.2580056010.88 0.7338.42,�131 0 SPP1
5.52,�134 0.3694037020.3140.1821.85,�129 0 C3DN10
1.29,�132 0.3280204270.6120.4954.32,�128 0 ZNHIT1
1.42,�130 0.2604745690.7220.5864.75,�126 0 6CIAD2
2.67,�130 0.3717509440.4950.3678.95,�126 0 ,SD



2.87,�130 0.4260717340.3850.2519.64,�126 0 GADD45A
1.82,�129 0.3550445960.3830.2446.11,�125 0 DDC
1.87,�129 0.4555041020.4380.32 6.29,�125 0 SNHG8
2.69,�129 0.3902649120.3210.1939.03,�125 0 ST219
7.06,�129 0.3767591820.3230.1942.37,�124 0 -AH
9.51,�127 0.25185482 0.78 0.7073.19,�122 0 S2P1
1.04,�126 0.3843338570.3220.1953.50,�122 0 A3DH7A1
1.02,�125 0.3435843340.3630.2263.43,�121 0 PPP1R16A
5.09,�125 0.3263617260.5940.4831.71,�120 0 NDU-=2
1.53,�124 0.3340657870.4890.3545.14,�120 0 HINT2
1.29,�123 0.2946027490.6210.51 4.33,�119 0 C6?5A
3.38,�123 0.3513269470.4620.3351.13,�118 0 NDU-=1
1.14,�122 0.3806050590.4420.3213.82,�118 0 C18)P
1.28,�122 0.3463594610.4720.3394.29,�118 0 MRPS36
3.00,�121 0.2671685840.7050.6161.01,�116 0 ATP5P6
4.65,�120 0.3687202150.44 0.3151.56,�115 0 SMS
4.72,�120 0.2753847320.6290.4791.58,�115 0 S100A1
7.39,�120 0.2849061910.65 0.4912.48,�115 0 MGST1
7.60,�120 0.33273964 0.5320.4112.55,�115 0 TSTD1
1.96,�119 0.3602515870.4170.2916.59,�115 0 S3C9A3R1
8.59,�117 0.3584448670.3890.2642.88,�112 0 ANAPC13
1.69,�115 0.2855003710.6150.5095.68,�111 0 NDU-)10
3.82,�115 0.2768655060.6560.5511.28,�110 0 NDU-A2
1.72,�114 0.3080540640.41 0.2635.77,�110 0 AP6M
4.93,�114 0.3670379070.3010.1841.65,�109 0 ATP6=1)2
3.65,�113 0.3364489310.5030.3871.23,�108 0 =DAC1
1.11,�111 0.4100122650.33 0.2163.74,�107 0 ARID5)
5.61,�111 0.3594056550.4820.3691.88,�106 0 GST61
6.95,�111 0.3837108550.3680.2512.33,�106 0 H,)P2
1.16,�110 0.2937843210.5110.3783.89,�106 0 GCSH
1.98,�110 0.3245547640.5250.41 6.63,�106 0 NDU-A-3
4.75,�110 0.3487334720.4420.3241.59,�105 0 CYC1
1.81,�109 0.3196892990.4170.2896.07,�105 0 GCH-R
9.03,�109 0.3419459410.4510.3343.03,�104 0 PSM)7
1.19,�108 0.2691588450.62 0.5093.98,�104 0 ATP5MC1
1.41,�107 0.2781302050.4630.3244.71,�103 0 2RT8
1.98,�107 0.2697536180.6770.5766.66,�103 0 NDU-A11
2.32,�107 0.3068328590.6460.5727.77,�103 0 HSPA8
6.00,�107 0.3637015680.2710.1622.01,�102 0 -YN
9.24,�107 0.35327489 0.2660.1573.10,�102 0 HMGC3



5.54,�106 0.3331329080.3050.19 1.86,�101 0 HDHD3
1.14,�105 0.3525202420.3370.2213.81,�101 0 TPMT
3.95,�105 0.2899849780.5820.4811.33,�100 0 AUR2AIP1
4.45,�105 0.3032614780.5420.4311.49,�100 0 MRP357
1.89,�104 0.3271125380.4240.3036.32,�100 0 TM,M141
2.15,�104 0.3483780570.4450.3347.21,�100 0 MDH2
3.40,�104 0.3475741150.3710.25 1.14,�99 0 A3DH1A1
3.69,�104 0.2991225 0.3440.2191.24,�99 0 RA)11-IP3
1.53,�101 0.3256553270.2660.1575.13,�97 0 SMIM1
7.87,�101 0.3404539510.28 0.1732.64,�96 0 AS3
1.91,�100 0.3658320280.3580.2486.42,�96 0 HADH)
7.76,�100 0.3036219890.4140.2882.60,�95 0 DPYS
1.03,�98 0.2790994260.4360.3093.46,�94 0 CAM22N1
3.81,�98 0.3202883380.4440.3271.28,�93 0 MTCH2
1.07,�97 0.3504837820.3090.2023.57,�93 0 A)HD14)
1.12,�97 0.3358848570.3950.2843.74,�93 0 U8CRC1
3.26,�97 0.3351738170.4440.3351.09,�92 0 D,CR1
4.97,�97 0.3153124240.4180.3021.67,�92 0 PSM)5
5.53,�97 0.3248340090.3270.2161.85,�92 0 MCRIP2
1.53,�94 0.3261872810.3250.2155.13,�90 0 AP1S1
1.80,�94 0.2632720130.6170.5236.03,�90 0 NDU-)8
8.61,�93 0.3314442830.3680.2592.89,�88 0 SUC3G2
4.91,�92 0.2542392720.6090.5121.65,�87 0 -IS1
4.63,�91 0.30639675 0.2780.1741.55,�86 0 TST
9.33,�91 0.3435161710.2590.16 3.13,�86 0 S3C39A4
1.69,�90 0.3118235990.4470.3375.68,�86 0 GT-2H5
5.31,�90 0.3476428380.3680.2651.78,�85 0 ACAD=3
1.16,�89 0.3094765640.4070.2983.89,�85 0 HSD17)10
1.63,�89 0.3314785710.31 0.2 5.47,�85 0 -63R1
6.68,�87 0.2589764510.5470.44 2.24,�82 0 CAMTA1
4.35,�86 0.3380677810.3380.2371.46,�81 0 NDU-A10
3.77,�85 0.29160839 0.3520.2411.26,�80 0 AP1M2
3.81,�85 0.3035760040.3990.2951.28,�80 0 RPA3
1.21,�84 0.3660188660.4970.4164.05,�80 0 3DHA
2.85,�84 0.3308442990.2510.1579.57,�80 0 GRP,31
2.89,�84 0.3064203830.5180.4299.68,�80 0 GST21
2.73,�83 0.2609109380.5910.5199.15,�79 0 AR36IP4
5.70,�83 0.2808576360.4950.4 1.91,�78 0 NDU-A)1
2.14,�82 0.2969851160.4980.4027.18,�78 0 SCAND1
8.64,�82 0.2838227920.3410.2342.90,�77 0 -U6M



1.62,�81 0.2810189310.5060.4085.45,�77 0 CHMP2A
2.18,�81 0.3370297720.3040.2087.31,�77 0 IDH3G
1.58,�80 0.3112544630.4230.3275.30,�76 0 SDHD
3.32,�80 0.2887807340.2690.1721.11,�75 0 MCUR1
7.84,�80 0.2677349810.5030.4 2.63,�75 0 3AMT6R2
7.05,�79 0.2549147120.53 0.4362.37,�74 0 NDU-A5
1.46,�78 0.3062709940.2760.1824.89,�74 0 MRPS35
4.09,�78 0.3215666550.3180.2231.37,�73 0 ST6M32
1.81,�77 0.2584102490.5440.4486.07,�73 0 3SM3
6.30,�76 0.3053431780.4290.3352.11,�71 0 TU-M
3.34,�75 0.3080144440.3330.2371.12,�70 0 SC6C
2.15,�74 0.3194535510.3610.2687.22,�70 0 NDU-S2
8.11,�74 0.2894683140.3980.3012.72,�69 0 NDU-S4
1.13,�73 0.2569027680.5020.4053.78,�69 0 TIMM13
1.61,�73 0.2574736850.4610.36 5.41,�69 0 PTMS
1.77,�73 0.2802222840.48 0.3885.93,�69 0 PSM)6
3.45,�73 0.28357674 0.4830.3941.16,�68 0 SMIM26
4.36,�73 0.2892049690.4160.3191.46,�68 0 MTI-3
9.13,�73 0.2952333410.4110.3183.06,�68 0 RA)1A
2.15,�72 0.2794274740.2830.1897.22,�68 0 GA)ARAP31
2.46,�72 0.2717251460.5390.4648.25,�68 0 CI)1
1.16,�71 0.3011453470.3770.2843.89,�67 0 S,PHS2
2.46,�71 0.2896220730.4850.4028.23,�67 0 PR,3ID1
6.50,�71 0.2776741250.3960.3 2.18,�66 0 MRP334
3.36,�68 0.3182540870.2920.2061.13,�63 0 )IN1
4.15,�67 0.2914519390.3010.2121.39,�62 0 CCNG1
4.53,�67 0.2826809750.2810.1941.52,�62 0 PM=2
9.85,�66 0.30746967 0.2890.2053.30,�61 0 MRP340
2.12,�65 0.26624487 0.3740.2717.12,�61 0 PCP4
9.56,�64 0.2946880090.2730.19 3.21,�59 0 RD?
1.09,�63 0.2514519410.4580.3723.66,�59 0 G3S
1.52,�63 0.2781656620.3530.2655.09,�59 0 I,R3IP1
4.18,�63 0.2894400780.3230.2371.40,�58 0 TRAPPC6A
3.94,�62 0.2546341390.4230.3291.32,�57 0 )3=R)
3.24,�61 0.2739453450.2550.1731.09,�56 0 CHP1
5.20,�61 0.2510853650.5280.4611.74,�56 0 APRT
5.56,�61 0.2714371 0.3030.2181.87,�56 0 AC62
1.74,�57 0.2655086730.4870.4155.83,�53 0 PG21
4.19,�56 0.2616855070.3920.3161.40,�51 0 M,TT39
4.57,�56 0.2597520440.2720.1921.53,�51 0 R)PMS



5.96,�56 0.3013756030.3470.27 2.00,�51 0 ZC3H15
4.55,�55 0.2742569220.29 0.2111.53,�50 0 MRP321
5.62,�55 0.2727455920.3410.26 1.89,�50 0 MGMT
7.60,�55 0.2861598510.3390.2612.55,�50 0 U8CRC2
4.01,�54 0.2665447150.2770.1961.35,�49 0 MIR4458HG
1.08,�53 0.2789167680.3640.2863.61,�49 0 CHMP5
4.59,�52 0.2624328320.2810.2021.54,�47 0 HIST1H1C
5.35,�52 0.2710223830.3330.2581.80,�47 0 ADH5
3.84,�51 0.2571172580.3590.2791.29,�46 0 MRPS33
5.55,�51 0.2679820910.3310.2571.86,�46 0 M3-2
2.45,�38 0.2511906780.2540.1938.23,�34 0 MMADHC
0 1.4016433610.3230.0940 1 MTRNR231
0 1.2358747890.81 0.2860 1 -A)P1
0 1.2320294530.9920.7890 1 GP?3
0 1.1727092750.2910.0760 1 MTRNR2310
0 1.1220651450.3330.14 0 1 MTRNR238
0 1.0659813990.3990.0910 1 -AM151A
0 1.0528714450.4290.1180 1 S3C22A8
0 1.0437066130.2720.0660 1 MTRNR236
0 1.0258289040.5890.2670 1 DP,P1
0 1.0012839160.5330.2030 1 PR6DH2
0 0.9931306680.4750.1750 1 A3)
0 0.9316118660.9630.7090 1 AP6,
0 0.9151067940.7230.4160 1 UGT2)7
0 0.85063366 0.4170.1650 1 PRAP1
0 0.7837975910.8320.5010 1 GSTA1
0 0.7835298770.4050.1550 1 MCCD1
0 0.7742205540.2830.0950 1 ARG2
0 0.7679119960.8080.5150 1 SMIM24
0 0.7604175 0.2930.1050 1 3GMN
0 0.7396224670.7920.4680 1 PCS21N
0 0.7155743750.9250.64 0 1 C?C314
0 0.6994338720.7710.4290 1 HPD
0 0.6838643750.4920.2410 1 AP6M
0 0.6778879610.3910.1830 1 S3C7A7
0 0.6527855190.9670.6450 1 A3D6)
0 0.6296585720.6810.4590 1 S,3,N6P
0 0.6071978010.7460.5020 1 ASS1
0 0.5613384940.9650.7120 1 PDZ21IP1
0 0.5496334230.98 0.7810 1 MT1?



0 0.5058397750.9020.67 0 1 GATM
0 0.4995809940.9980.98 0 1 -T3
0 0.4833604690.7480.5790 1 AT6?1
0 0.4754355180.8740.6750 1 SUC3G1
0 0.4482680660.8050.5830 1 NAT8
0 0.4200786080.8720.62 0 1 R)P5
0 0.4157573320.8790.7540 1 NDU-)2
0 0.3954380660.8770.7570 1 RPS273
0 0.2950791150.9960.9770 1 -TH1
4.25,�306 0.6509447440.3870.1861.42,�301 1 PAH
1.51,�305 0.5059875050.6330.4095.08,�301 1 2H2
5.19,�305 0.3636501950.8980.7291.74,�300 1 CY)5A
2.91,�284 0.59106915 0.6980.5449.74,�280 1 MDH1
2.66,�280 0.4040486560.7890.59 8.91,�276 1 3GA3S2
5.29,�278 0.4509827090.7060.5291.78,�273 1 SAT2
3.33,�276 0.49726964 0.9170.8261.12,�271 1 MT�ND2
4.89,�271 0.4380838890.9610.8881.64,�266 1 MT�C63
1.72,�265 0.4733712860.6530.4645.76,�261 1 TM,M176A
3.84,�264 0.3780024980.9030.7781.29,�259 1 U8CR8
2.37,�259 0.3228488320.9150.8467.94,�255 1 NDU-A4
1.73,�253 0.4118084250.7470.5865.82,�249 1 ADI1
3.05,�252 0.5808061470.3260.15 1.02,�247 1 S3C22A6
1.91,�251 0.4790281410.6520.5046.42,�247 1 NPC2
1.66,�248 0.2809911690.9720.9245.56,�244 1 C6?7C
1.47,�246 0.5498054080.6610.4754.94,�242 1 S100A1
2.59,�241 0.5834462290.3120.1448.68,�237 1 S3C16A9
6.22,�241 0.36181015 0.9660.8982.08,�236 1 MT�C62
1.01,�233 0.4654290350.8820.7743.39,�229 1 MT�ND1
1.81,�233 0.4041553420.9370.85 6.06,�229 1 MT�ND4
4.44,�229 0.4074320990.7560.6461.49,�224 1 ATP5I-1
1.32,�218 0.3209563920.8820.7644.43,�214 1 D)I
1.12,�216 0.3834396680.9620.8863.75,�212 1 MT�C61
1.18,�216 0.2945359960.9010.7983.94,�212 1 S6D1
5.78,�216 0.3586125590.79 0.7041.94,�211 1 C6?8A
7.24,�215 0.5695958050.2720.1222.43,�210 1 S3C4A4
4.32,�211 0.3386281820.9730.8351.45,�206 1 MT2A
9.95,�206 0.3285195230.9920.8343.34,�201 1 MT1G
1.31,�202 0.3063057780.9560.7544.41,�198 1 MT1-
1.06,�198 0.53590427 0.2960.1443.56,�194 1 S3C13A3
2.77,�198 0.3513665010.7990.7399.28,�194 1 C6?6C



4.74,�196 0.5130913380.4580.2991.59,�191 1 8DPR
3.52,�192 0.3648217060.7850.7051.18,�187 1 HSP,1
1.11,�183 0.2877974620.8610.74 3.71,�179 1 3AMT6R5
8.65,�182 0.5209284990.3930.2422.90,�177 1 CTS)
5.13,�181 0.5308136520.3320.1851.72,�176 1 PSAT1
1.79,�180 0.44185739 0.4490.2826.01,�176 1 DPYS
1.93,�178 0.2575104510.5180.3496.46,�174 1 IG-)P7
2.38,�174 0.2977846490.8420.7787.98,�170 1 ITM2)
8.44,�171 0.5281948670.35 0.2042.83,�166 1 PTH1R
1.94,�170 0.5371584540.4460.3046.51,�166 1 CTSH
4.85,�168 0.3423919780.9440.7541.63,�163 1 MT1H
1.83,�166 0.36054364 0.7950.7046.15,�162 1 P63R23
2.49,�164 0.6602048180.41 0.2528.34,�160 1 GSTA2
4.54,�162 0.3027893740.7970.7211.52,�157 1 ATP5P-
2.62,�161 0.50197397 0.2790.1448.77,�157 1 NUPR1
2.46,�157 0.4099589750.5770.45 8.26,�153 1 -2)P2
4.88,�157 0.4084257140.5860.4451.64,�152 1 TM,M176)
6.24,�155 0.2824530670.94 0.7632.09,�150 1 MT1,
6.21,�153 0.3238751550.7850.7092.08,�148 1 NDU-A1
3.33,�144 0.4317599930.36 0.2211.12,�139 1 RA)11-IP3
2.18,�143 0.3123331270.9130.8187.31,�139 1 MT�CY)
5.65,�141 0.3158870950.6390.5061.90,�136 1 DNPH1
1.10,�136 0.3348450340.56 0.4193.69,�132 1 ATP1)1
3.83,�131 0.4604710490.33 0.2041.28,�126 1 GGH
5.26,�127 0.3274037980.6530.5671.76,�122 1 ATP6=1-
5.21,�126 0.2554082220.64 0.4781.75,�121 1 G3YAT
8.67,�125 0.3361943970.8020.7562.91,�120 1 ATP5M,
1.99,�124 0.2682074220.7920.7326.68,�120 1 U8CR10
1.37,�123 0.4080957230.5750.49 4.60,�119 1 TM)IM6
1.15,�122 0.3421365190.4860.3453.86,�118 1 MSRA
1.54,�122 0.3883698240.4230.2945.15,�118 1 GCH-R
2.04,�120 0.3752127470.3810.2486.84,�116 1 HSD17)14
9.71,�120 0.3984578 0.4030.2733.26,�115 1 CA2
5.85,�118 0.2683146470.7440.6641.96,�113 1 PPDP-
8.05,�117 0.4341408740.3190.1952.70,�112 1 CU)N
8.84,�117 0.2789398720.7850.73 2.96,�112 1 ATP5MP3
1.12,�112 0.2778801470.7170.6193.74,�108 1 NDU-C1
4.14,�108 0.2662791390.7780.7121.39,�103 1 C6?7)
4.63,�107 0.4418207310.3470.2371.55,�102 1 -CGRT
2.34,�106 0.3647419290.3580.2367.83,�102 1 PPP1R16A



2.58,�106 0.2601604650.7260.6558.66,�102 1 S3C25A5
4.30,�106 0.3392212640.3230.2021.44,�101 1 -63R1
1.53,�102 0.43480828 0.2980.19 5.13,�98 1 A3DH4A1
7.33,�100 0.3264052670.5490.4432.46,�95 1 PC)D1
1.83,�96 0.2667050320.7720.7186.13,�92 1 ATP5MD
1.34,�95 0.4914279040.2660.17 4.48,�91 1 S3C3A2
3.70,�92 0.3532466070.33 0.2181.24,�87 1 AG?T2
1.04,�91 0.5221726350.3780.2753.50,�87 1 PCP4
1.54,�88 0.3718564830.4370.3455.18,�84 1 N,N-
1.31,�85 0.2739829770.6710.6074.41,�81 1 NDU-)4
4.52,�85 0.2691980840.4990.3831.51,�80 1 N862
2.21,�84 0.2573946460.64 0.5567.40,�80 1 G3R?
1.50,�81 0.33576239 0.3630.2595.03,�77 1 DDC
8.03,�81 0.2738035250.4950.3782.69,�76 1 -)P1
1.03,�79 0.3713268530.3120.2183.45,�75 1 2IAA1191
1.46,�79 0.3063706640.6980.65 4.89,�75 1 NDU-)1
4.04,�79 0.3083552210.4880.3931.35,�74 1 GCSH
4.17,�78 0.2985308570.5650.4931.40,�73 1 C6?14
7.13,�78 0.3836756510.3010.21 2.39,�73 1 PGRMC1
7.22,�76 0.54159881 0.3250.2392.42,�71 1 MTRNR2312
8.96,�75 0.3096486680.4610.3683.01,�70 1 SH3Y31
4.49,�74 0.2599037080.6290.5661.51,�69 1 NDU-A2
1.33,�72 0.2733692560.5470.4674.45,�68 1 T?NDC17
4.73,�72 0.2929370430.2870.19 1.59,�67 1 GPD1
1.35,�71 0.2770112340.4420.3434.54,�67 1 8PRT
1.24,�65 0.2601938540.7250.7034.17,�61 1 U8CR11
1.66,�60 0.2793827050.5060.4455.56,�56 1 MRP341
3.28,�59 0.3068206090.3110.2291.10,�54 1 MACR6D1
9.60,�58 0.3115281780.2870.2073.22,�53 1 MGST2
2.88,�56 0.2878093510.3550.2699.66,�52 1 GADD45A
8.80,�56 0.3154443760.3250.2462.95,�51 1 -U6M
2.27,�54 0.2714789710.4830.4227.60,�50 1 RTN4
2.41,�52 0.3116623830.3180.2468.07,�48 1 S3C25A39
7.36,�52 0.2515825670.5080.45 2.47,�47 1 MRP357
9.01,�51 0.3310971090.4030.3433.02,�46 1 PH)
5.67,�50 0.2728935780.31 0.2321.90,�45 1 AMN
1.78,�45 0.2883865710.2710.2 5.98,�41 1 3INC02294
2.99,�45 0.2742384480.5210.4831.00,�40 1 C6PS9
1.25,�44 0.2500033060.5110.4664.21,�40 1 3SM3
1.88,�44 0.2928861580.2620.1956.31,�40 1 AIG1



8.78,�43 0.3285675220.2630.2012.94,�38 1 CTSA
2.13,�42 0.2538465220.3270.2567.15,�38 1 AP1M2
1.09,�40 0.2518464840.4750.4313.65,�36 1 -AM96)
3.14,�39 0.2553269880.4210.3591.05,�34 1 SPATS23
1.23,�36 0.2544368380.2970.2364.12,�32 1 HADH
2.81,�35 0.2698627060.2840.2279.43,�31 1 C1orf122
1.04,�32 0.2737062260.3160.2643.49,�28 1 CAT
2.45,�32 0.2550030080.2540.1958.22,�28 1 3RP2
0 1.2226875670.9130.5650 2 GSTP1
0 1.0695606280.5320.1660 2 PIGR
0 0.9157067280.6960.3240 2 TN-S-10
0 0.8662439830.6250.2720 2 S6D2
0 0.8508744220.9660.6970 2 I332
0 0.8081923710.4280.1110 2 CDH6
0 0.76878462 0.3910.1220 2 =CAM1
0 0.6430182680.8630.5190 2 PCS21N
0 0.6133633870.9740.7560 2 SPP1
8.70,�299 0.6730752190.4270.1482.92,�294 2 APP
5.17,�279 0.6757612550.7820.4951.73,�274 2 3APTM4A
1.60,�273 0.6552343970.6840.36 5.38,�269 2 2RT18
8.52,�270 0.4900772950.9370.7142.86,�265 2 TMS)10
3.92,�268 0.6283345690.6640.3531.31,�263 2 CD24
4.14,�265 0.4880581080.9530.72 1.39,�260 2 -?YD2
6.41,�262 0.4563376480.9580.8542.15,�257 2 MY36
2.21,�258 0.6707938120.5930.2867.40,�254 2 TSPAN1
1.92,�243 0.5714336730.7130.4166.43,�239 2 C12orf75
8.07,�227 0.60644029 0.7130.4092.71,�222 2 C3TRN
2.40,�224 0.5715069570.6520.3488.03,�220 2 -A)P3
3.92,�221 0.4640509050.7890.5021.32,�216 2 S100A11
5.25,�221 0.6115132050.4410.1841.76,�216 2 NAPSA
5.89,�220 0.56828678 0.3740.1391.98,�215 2 THY1
1.65,�218 0.4392448050.6730.3615.53,�214 2 IG-)P7
5.47,�209 0.5577396320.3220.1131.84,�204 2 ADGRG1
7.28,�206 0.4569165660.9390.7792.44,�201 2 ITM2)
5.03,�197 0.5196976880.79 0.51 1.69,�192 2 MGST1
1.27,�195 0.38738942 0.98 0.7564.27,�191 2 PDZ21IP1
3.31,�195 0.5384871360.5390.2721.11,�190 2 HC-C1R1
1.61,�189 0.5531893140.5310.2765.40,�185 2 AN?A4
2.01,�182 0.4973761040.7390.4876.74,�178 2 CD63
1.05,�177 0.5221414880.5710.3133.51,�173 2 CARHSP1



1.72,�169 0.5050124330.5830.3255.78,�165 2 CNN3
9.56,�166 0.5132837050.2930.11 3.21,�161 2 S,RPIN,2
1.53,�164 0.3951938230.8880.6135.13,�160 2 NAT8
2.68,�162 0.3527500730.9420.7788.98,�158 2 D)I
9.59,�162 0.5132619310.3980.1793.22,�157 2 RARR,S2
2.24,�157 0.3929064030.6190.3527.51,�153 2 I-ITM3
5.49,�150 0.5046001740.4750.2531.84,�145 2 CD22AP2
5.70,�148 0.4371904130.5740.3241.91,�143 2 S100A13
1.92,�147 0.4671767740.3720.17 6.43,�143 2 HI-1A
6.87,�144 0.4208692660.4040.1882.31,�139 2 3RP2
2.25,�143 0.4579368360.31 0.1297.54,�139 2 SDC4
4.90,�140 0.4384624490.7080.4751.64,�135 2 RARR,S3
1.85,�138 0.4390673510.3870.1866.21,�134 2 STMN1
1.81,�134 0.4207331850.2520.0966.08,�130 2 TN-RS-12A
2.61,�132 0.2566793590.9870.9468.74,�128 2 RP37
3.02,�129 0.4015149540.6670.4271.01,�124 2 DUSP23
5.72,�126 0.4370577570.4580.2421.92,�121 2 C3U
5.84,�124 0.4204761410.4260.2231.96,�119 2 AP3P2
9.79,�124 0.4163380420.3330.1543.28,�119 2 TA?1)P3
1.80,�123 0.4380736780.2860.1246.02,�119 2 CD151
4.60,�121 0.3717734560.3030.1331.54,�116 2 )CAM
6.78,�121 0.3977374460.4240.22 2.27,�116 2 A8P1
2.23,�119 0.3194160530.6250.3957.49,�115 2 S100A10
1.41,�114 0.3925355380.3020.1364.74,�110 2 ,NP,P
1.32,�113 0.3668498420.4280.2264.43,�109 2 TC,A39
7.30,�113 0.2773584570.9750.7672.45,�108 2 CRYA)
1.84,�110 0.33533506 0.8090.6076.16,�106 2 6CIAD2
4.12,�110 0.4219290750.4060.2211.38,�105 2 TAG3N2
7.56,�107 0.3685141830.5620.3442.54,�102 2 2RT8
2.72,�104 0.30672299 0.8440.7079.11,�100 2 MY312)
1.78,�100 0.3467319040.3410.1695.98,�96 2 AC245595.1
1.49,�99 0.2682491260.88 0.71 4.99,�95 2 P63R23
1.88,�99 0.3588780270.3260.1616.29,�95 2 ,PCAM
1.88,�99 0.3435727790.4680.2756.29,�95 2 CTSD
4.03,�97 0.2871154220.8670.7441.35,�92 2 PPIA
1.69,�95 0.3246223450.4290.2385.65,�91 2 S3C3A1
6.86,�94 0.3389545910.2550.1162.30,�89 2 S6?4
2.04,�93 0.3423594840.7390.5626.85,�89 2 ,N61
7.11,�92 0.3275704890.6380.4382.38,�87 2 RH6C
1.20,�91 0.2751355470.8910.7184.02,�87 2 HSP)1



3.52,�89 0.3545478270.3040.1521.18,�84 2 S3C22A2
2.10,�88 0.3328392330.7420.5857.05,�84 2 NPM1
2.04,�85 0.2622777340.8360.6636.84,�81 2 PRD?5
3.12,�85 0.2806342410.7160.49 1.05,�80 2 TM,M176A
3.35,�85 0.2515943750.9550.8381.12,�80 2 MT�ND2
9.13,�84 0.2523526840.8970.7923.06,�79 2 U8CR)
3.98,�83 0.3387594050.4470.2691.33,�78 2 3YP3A31
4.33,�82 0.35524914 0.3420.1891.45,�77 2 3,PR6T
1.28,�81 0.31361304 0.2930.1484.30,�77 2 TM,M37
3.31,�81 0.2506421720.8060.5681.11,�76 2 SMIM24
3.07,�77 0.2530238970.8240.6691.03,�72 2 PPDP-
3.78,�76 0.3566333840.31 0.1711.27,�71 2 TRAM1
4.09,�75 0.2540728 0.9710.8621.37,�70 2 MT�ND4
1.88,�74 0.3109153170.7050.56 6.31,�70 2 HNRNPA1
4.38,�74 0.2959448250.4680.2891.47,�69 2 CA2
6.15,�74 0.3000321840.3770.2182.06,�69 2 PGRMC1
6.30,�73 0.3053980980.2720.1412.11,�68 2 GRN
1.04,�72 0.3187131160.32 0.1783.50,�68 2 2RTCAP2
1.55,�71 0.2956662680.3450.1945.21,�67 2 AC6T7
2.19,�71 0.3141757970.3120.17 7.35,�67 2 C-I
5.15,�71 0.3338705920.2840.1531.73,�66 2 S,3,N6M
9.93,�71 0.2531359530.67 0.4613.33,�66 2 TM,M176)
3.14,�70 0.2723363640.2880.1531.05,�65 2 GNG12
9.67,�70 0.2551231390.3470.1983.24,�65 2 CD59
5.36,�68 0.3014331740.4240.2691.80,�63 2 HSP90)1
2.67,�67 0.2902488320.5560.3868.94,�63 2 PPA1
4.09,�67 0.2753214590.4270.2611.37,�62 2 S3C13A1
1.82,�66 0.2730867130.2960.1626.10,�62 2 S3C16A4
1.58,�64 0.250851 0.65 0.4775.29,�60 2 NDU-A13
2.43,�64 0.3080837040.3770.2338.14,�60 2 TM,M147
1.61,�63 0.2918132560.3430.2035.41,�59 2 CTSA
4.36,�63 0.2826378950.2680.1431.46,�58 2 S3C17A3
1.32,�62 0.31315285 0.4510.3044.42,�58 2 RA)AC1
2.66,�62 0.2831953760.65 0.5028.92,�58 2 ATP6=0,1
2.73,�62 0.2579052730.5420.3789.16,�58 2 CST)
2.24,�61 0.2684191190.7130.5777.51,�57 2 SUM62
1.59,�60 0.2677184950.6010.4365.33,�56 2 RP317
2.38,�60 0.2671032870.3910.2427.98,�56 2 3ACT)2
2.42,�59 0.28228826 0.35 0.21 8.12,�55 2 P3IN2
4.86,�59 0.2986116530.2690.15 1.63,�54 2 3AMP2



7.52,�59 0.2621091770.5670.4082.52,�54 2 HS)P1
4.03,�58 0.2593962180.5640.4081.35,�53 2 TRAPPC1
2.40,�55 0.2939572370.3 0.1788.06,�51 2 PS,N,N
9.79,�55 0.2882442620.5050.3633.28,�50 2 DAD1
5.91,�53 0.2565593740.6140.4661.98,�48 2 RP336A
4.14,�52 0.2764929240.5220.3791.39,�47 2 TM,M59
1.38,�50 0.2685573090.3250.2034.62,�46 2 1PT1
2.37,�50 0.2690482960.5090.3697.95,�46 2 NDU-C2
2.04,�49 0.2760248420.4190.2856.86,�45 2 DNA1C15
4.72,�49 0.2516317660.3080.1891.58,�44 2 SPINT2
3.68,�41 0.2559723250.3610.2481.23,�36 2 TM)IM4
0 3.0714548180.6480.01 0 3 CC35
0 2.9181030390.27 0.0050 3 GN3Y
0 2.8776490230.5370.0090 3 N2G7
0 2.33949314 0.5740.0030 3 GZMA
0 2.3312872080.7470.01 0 3 TRAC
0 2.3154459920.4410.0070 3 CC34
0 2.2095786190.7470.0040 3 CD3D
0 2.1428389750.72 0.0040 3 CD2
0 2.1128646550.8260.0720 3 CD52
0 2.0737930380.9930.4180 3 TMS)4?
0 2.0464911060.83 0.0640 3 PTPRC
0 2.0454906710.7760.0360 3 HCST
0 2.0062417950.51 0.0020 3 TR)C1
0 1.9699367890.6370.0150 3 TR)C2
0 1.8909584930.3660.0020 3 GZMH
0 1.8798952560.9950.8290 3 )2M
0 1.8768355710.7110.0030 3 CD3,
0 1.8745415590.5340.0040 3 CST7
0 1.8561476350.9560.3480 3 H3A�A
0 1.8422172470.3770.0030 3 I37R
0 1.8401850070.2740.0020 3 GZM)
0 1.8396247860.8590.0780 3 S100A4
0 1.8168186760.9550.3090 3 H3A�C
0 1.79887776 0.3170.0020 3 23R)1
0 1.7828746240.7850.0650 3 C6R61A
0 1.7537252830.9730.2810 3 H3A�)
0 1.7441503250.63 0.1110 3 1UN
0 1.7399682760.2810.0010 3 GZM2
0 1.7248228670.7820.0780 3 ARHGDI)



0 1.6670721730.8880.2320 3 )TG1
0 1.6498743330.7390.0580 3 SRGN
0 1.5843687870.4930.0020 3 CD7
0 1.5643453040.3960.0020 3 PR-1
0 1.5449137980.8830.1820 3 H3A�,
0 1.5438293760.6570.0530 3 ,=3
0 1.5366608 0.4420.0580 3 3T)
0 1.5268416510.65 0.1520 3 1UN)
0 1.5127271540.3010.0010 3 23RD1
0 1.5085045560.9990.3520 3 MA3AT1
0 1.4723376670.52 0.0020 3 CD3G
0 1.4620448010.49 0.0150 3 ITM2A
0 1.4607135790.5520.0180 3 GIMAP7
0 1.42521805 0.6190.0490 3 RAC2
0 1.39814288 0.5410.0060 3 3C2
0 1.3904091960.6620.1510 3 Z-P3632
0 1.3870232350.6650.0620 3 GM-G
0 1.3717532380.4820.0030 3 CD247
0 1.3556553760.6120.0720 3 ,MP3
0 1.3540204830.4380.0230 3 CD69
0 1.3516946810.5260.0210 3 GIMAP4
0 1.3425052940.5580.0540 3 -Y)1
0 1.3291055610.5210.0530 3 C?CR4
0 1.3239675150.5490.0360 3 ACAP1
0 1.3237403930.4460.0340 3 AN?A1
0 1.3186778340.5250.1410 3 1UND
0 1.30673856 0.5070.0330 3 C3,C2D
0 1.30089344 0.3440.0020 3 CTSW
0 1.2972621840.5080.0220 3 I32RG
0 1.28277595 0.5850.0620 3 CD48
0 1.27193009 0.2940.0010 3 TRGC2
0 1.2629147770.5380.0590 3 -?YD5
0 1.25190686 0.4550.0140 3 AR34C
0 1.24896058 0.5430.0450 3 ITG)2
0 1.2477694980.35 0.0130 3 DUSP2
0 1.2385071030.5510.0570 3 3IMD2
0 1.2204210610.5150.1040 3 TSC22D3
0 1.2065694340.7920.2580 3 T?NIP
0 1.20517529 0.5480.0610 3 ST24
0 1.2020433140.4530.05 0 3 2IAA1551



0 1.1780330760.2880.0080 3 H6P?
0 1.17712004 0.5380.0540 3 CD53
0 1.1751012730.3820.0020 3 GZMM
0 1.1561240940.5210.0570 3 3SP1
0 1.1543920660.48 0.0360 3 I2Z-1
0 1.1366294450.2630.0010 3 CD8A
0 1.1359630010.4060.0150 3 PTPN7
0 1.1337235880.5560.1080 3 I-ITM2
0 1.1308963730.3430.0170 3 CD27
0 1.13051054 0.47 0.0290 3 T)C1D10C
0 1.1257019920.4960.0470 3 3CP1
0 1.1241489380.5720.1150 3 I,R2
0 1.1230532830.5640.1030 3 CD99
0 1.1187764180.42 0.0980 3 HSPA1)
0 1.1176780870.4820.0420 3 TRA-3IP3
0 1.1114029780.4750.1010 3 DUSP1
0 1.1033256950.4920.0510 3 H3A�-
0 1.0953462830.5750.1040 3 PSM)9
0 1.09352194 0.8750.4410 3 SH3)GR33
0 1.0921809580.9810.8220 3 ACT)
0 1.0881216230.4530.0490 3 ISG20
0 1.0867943230.8410.3520 3 DD?5
0 1.0469287810.5990.1620 3 SRS-7
0 1.0406350790.3570.0180 3 AP6),C3G
0 1.0406333670.5450.0730 3 3APTM5
0 1.0349755370.9810.84 0 3 RPS3
0 1.0281985960.4540.0480 3 GPSM3
0 1.0210243820.3580.0170 3 S3-N5
0 1.0149665540.8590.45 0 3 ACTG1
0 1.0143779520.4020.0280 3 CYTIP
0 1.0134479580.3950.0510 3 DDIT4
0 1.0120118420.2780.0010 3 TIGIT
0 1.0099076790.3990.0350 3 C,3-2
0 1.0047129920.4420.0430 3 CD44
0 0.9941331340.4590.0590 3 I-I16
0 0.9894402680.3570.0150 3 )IN2
0 0.9881222780.4050.0690 3 -6S
0 0.9834124660.3480.0060 3 3AT
0 0.97859035 0.5690.14 0 3 AR36IP5
0 0.9784544920.4360.0680 3 IR-1



0 0.9713428090.3220.0050 3 PYHIN1
0 0.9712019860.6330.1710 3 N4)P232
0 0.9680763270.3930.0460 3 ST217A
0 0.9558405940.5710.1380 3 A,S
0 0.9551534710.3940.0450 3 PCS27
0 0.9542276140.5790.1410 3 PNISR
0 0.9476646170.4650.0960 3 AN2RD12
0 0.9441366510.3630.0590 3 23-2
0 0.9363034540.3140.0110 3 SP6C22
0 0.9348386150.4480.0930 3 PPP2R5C
0 0.9313382740.4590.0820 3 RSRP1
0 0.9308209360.3960.0380 3 )TN3A2
0 0.9304763080.3520.0250 3 A2NA
0 0.9249945270.3870.04 0 3 ST217)
0 0.9241225980.3910.0560 3 ATM
0 0.9230393820.3540.0330 3 ,TS1
0 0.9196946470.4 0.04 0 3 GYPC
0 0.9196038160.3180.0270 3 A36?5AP
0 0.9169188290.3160.0410 3 -6S)
0 0.9115164280.3440.0220 3 C3,C2)
0 0.9039468040.59 0.0670 3 CD37
0 0.8992858030.9740.8550 3 RPS2
0 0.8983479330.41 0.0630 3 PRP-38)
0 0.8961409240.3280.0080 3 S2AP1
0 0.8940875580.9840.9060 3 RPS19
0 0.8898114760.3190.0160 3 S3A
0 0.8848813420.3120.0270 3 I2Z-3
0 0.8749739770.3660.0920 3 DNA1)1
0 0.8730594210.6020.1970 3 S,PT7
0 0.87115332 0.4270.0820 3 P63R213.1
0 0.8699562110.2820.0090 3 G)P5
0 0.8625328430.4650.1370 3 23-6
0 0.8607103760.4730.1040 3 PRRC2C
0 0.85851349 0.3570.0390 3 S,PT6
0 0.8551747380.3610.0380 3 ARHG,-1
0 0.8493457170.3120.0440 3 CYT6R
0 0.8436031080.3130.0240 3 MY61-
0 0.8420829910.3290.0410 3 UCP2
0 0.8405066770.3070.0130 3 D622
0 0.8382428980.3520.03 0 3 -MN31



0 0.8358764040.5050.1420 3 -US
0 0.8326907950.2690.0010 3 I32R)
0 0.8319024990.8750.5410 3 MY312A
0 0.8273740680.3420.0450 3 A)HD17A
0 0.8264234980.3650.0510 3 CCND3
0 0.8205520730.34 0.03 0 3 PPP1R18
0 0.8147740350.3030.0250 3 CHST12
0 0.8096558450.3960.07 0 3 N2TR
0 0.8075238310.2740.0030 3 CD96
0 0.80724471 0.3150.0210 3 RH6H
0 0.80642842 0.3440.0380 3 HC3S1
0 0.8027545580.3160.0270 3 SAMD9
0 0.8022142910.9870.8740 3 RP330
0 0.7984766050.4770.1340 3 RN-213
0 0.7982431640.99 0.9150 3 RP328
0 0.7968845410.3850.0680 3 WIP-1
0 0.7932140260.3370.0420 3 SUN2
0 0.7871203060.4160.0850 3 ICAM3
0 0.7842816020.3020.0630 3 H1-?
0 0.7841367530.2940.02 0 3 ITGA4
0 0.7837235 0.2690.0020 3 ZAP70
0 0.7771661420.3640.05 0 3 ,=I2)
0 0.7767890350.6260.2130 3 =IM
0 0.7750741390.3880.0740 3 S,PT1
0 0.7708273540.3330.0530 3 3)H
0 0.7666076050.2850.0250 3 PI23IP1
0 0.7647338730.3450.0590 3 S,PT9
0 0.7630788820.3220.0270 3 AP))1IP
0 0.7591896860.2920.0240 3 ARHGAP30
0 0.7574294280.9910.9570 3 RPS27
0 0.7549788520.4110.0920 3 M)N31
0 0.7548612770.3260.06 0 3 CD47
0 0.7520068950.3490.0610 3 A2AP13
0 0.74941674 0.2550.0130 3 SIT1
0 0.7464624 0.3760.0730 3 -AM49)
0 0.7414545060.2650.0110 3 GIMAP1
0 0.7412332 0.3870.0890 3 2MT2,
0 0.7385366 0.2920.06 0 3 ,-HD2
0 0.7348413130.2820.0330 3 CARD16
0 0.7341403220.4390.1240 3 ARG3U1



0 0.7331432730.2810.03 0 3 PIM1
0 0.7300772860.27 0.01 0 3 3CP2
0 0.7252403140.3330.0620 3 PDCD4
0 0.7218525260.3330.0540 3 -N)P1
0 0.7190839380.3120.0510 3 SMCHD1
0 0.7181690930.2660.0150 3 ,M)
0 0.7110750770.28 0.0390 3 D,NND2D
0 0.7050811170.3050.0540 3 R6RA
0 0.69887533 0.2750.0530 3 )TG2
0 0.6963303030.3530.0720 3 CCDC85)
0 0.6960129980.2880.0480 3 2MT2A
0 0.6946186910.3510.0710 3 CCN31
0 0.6944305280.3410.0650 3 ,3-1
0 0.6923346330.2730.0270 3 S3C38A1
0 0.6850544630.2540.0210 3 ARHGAP15
0 0.6849906870.3010.0450 3 D6C28
0 0.6800661460.2660.0220 3 I316
0 0.6753878440.3170.06 0 3 ISG15
0 0.6715784930.2660.0340 3 AN2RD44
0 0.6712987820.3320.0660 3 ARID4)
0 0.6699285550.3260.0710 3 AC245297.3
0 0.6699067760.2980.0460 3 TG-)1
0 0.66888628 0.9890.8620 3 RP339
0 0.6671742080.2740.03 0 3 RGS10
0 0.6664164120.32 0.0650 3 TN-AIP8
0 0.6629295720.2760.0380 3 DG2Z
0 0.6593654770.2650.0350 3 CNN2
0 0.6569240230.2860.0470 3 R)32
0 0.6551056160.2870.04 0 3 CS2
0 0.6534490140.2910.0420 3 -3NA
0 0.6480829380.3570.0850 3 TAP)P
0 0.63883896 0.2740.0370 3 TAP1
0 0.62504277 0.27 0.0510 3 C321
0 0.6190710110.9670.8160 3 RP318
0 0.6159192140.2650.04 0 3 CY3D
0 0.6134516640.9830.7180 3 TMS)10
0 0.6111171640.3340.0760 3 MYH9
0 0.6014190860.2510.0310 3 ARHGAP45
0 0.6011449590.3140.05 0 3 )ST2
0 0.6001595750.26 0.0450 3 RIP6R2



0 0.58900867 0.9840.9440 3 RPS15A
0 0.5730193440.2610.0460 3 2ANS31
0 0.3393476280.5160.1490 3 H3A�DP)1
0 0.3392115830.8130.2210 3 S100A6
1.01,�306 0.7085476860.41 0.1153.38,�302 3 PA??
1.20,�304 0.6311463160.3580.0894.04,�300 3 GNAI2
1.62,�304 0.6110747080.29 0.06 5.43,�300 3 MYC)P2
4.36,�303 0.5775635880.2740.0541.46,�298 3 ,PC1
2.20,�301 0.6818249210.36 0.0917.39,�297 3 R)M25
2.90,�300 0.6511750910.3490.0869.72,�296 3 PNN
1.93,�298 0.8111727850.7350.3666.47,�294 3 ARPC2
1.79,�295 0.5885453930.3040.0666.01,�291 3 I8GAP1
1.11,�294 0.5857966510.2930.0623.71,�290 3 SH32)P1
8.75,�294 0.5966469660.3040.0672.93,�289 3 )PT-
1.80,�293 0.6428897620.38 0.1016.04,�289 3 3,PR6T31
2.52,�293 0.64564268 0.2990.0658.45,�289 3 M)P
3.89,�292 0.6392847840.3730.0991.30,�287 3 SP100
6.11,�291 0.5790701810.2950.0642.05,�286 3 PPP1R12A
4.68,�289 0.5741935730.2860.0591.57,�284 3 AHNA2
3.94,�285 0.6612366060.4330.1331.32,�280 3 PSM)8
4.50,�284 0.7167637650.3910.1111.51,�279 3 GCC2
1.36,�277 0.4692291740.9890.9794.55,�273 3 RP313
1.39,�277 0.5737847580.2570.0524.67,�273 3 6D-23
1.67,�276 0.7599970950.3370.0845.59,�272 3 3GA3S1
2.62,�276 0.6522263270.4130.1218.79,�272 3 SYN,2
2.36,�275 0.4905904190.99 0.96 7.90,�271 3 RPS12
4.05,�275 0.4510086440.99 0.97 1.36,�270 3 RPS27A
2.26,�270 0.5704262080.2710.0587.58,�266 3 SP110
2.04,�266 0.6057794120.39 0.1156.85,�262 3 T,R-2IP
2.42,�265 0.6646023560.4180.1318.13,�261 3 1A21
2.40,�264 1.1834951320.4080.1318.05,�260 3 HSPA1A
6.52,�264 0.6350751550.3310.0862.19,�259 3 AN?A6
6.36,�263 0.5982399590.3070.0752.13,�258 3 TPR
1.07,�262 0.6034971670.9220.7013.58,�258 3 RPSA
1.84,�262 0.63469202 0.3870.1146.18,�258 3 MPH6SPH8
1.32,�258 0.6079802920.3280.0854.43,�254 3 HMG)2
2.47,�255 0.5714375320.3850.1118.29,�251 3 AA21
1.57,�253 0.5686960230.2860.0675.25,�249 3 MAC-1
6.77,�253 0.6261746440.3290.0892.27,�248 3 )RD2
2.57,�252 0.5548821590.2690.0618.62,�248 3 RS)N13



2.87,�249 0.6133395530.4080.1289.63,�245 3 3UC733
4.54,�249 0.6111145130.9880.8851.52,�244 3 RPS29
1.34,�247 0.5978502510.2830.0684.48,�243 3 S3C38A2
1.97,�245 0.5258274270.9810.9666.60,�241 3 RPS18
2.64,�240 0.5378075110.2710.0648.85,�236 3 R6C21
3.08,�239 0.5201242640.2550.0571.03,�234 3 IDS
2.31,�238 0.4592385220.2650.0617.75,�234 3 WN21
8.39,�238 0.54785948 0.2810.0692.81,�233 3 ARID1)
5.76,�237 0.5234521010.2560.0581.93,�232 3 )6D131
6.97,�235 0.6366980730.5410.2192.34,�230 3 R)M39
1.05,�234 0.5442287520.3060.08 3.54,�230 3 CASP4
4.14,�233 0.57867596 0.3460.1011.39,�228 3 ATR?
1.03,�231 0.6053317990.3680.1143.45,�227 3 S-1
4.64,�231 0.5395911160.3050.0811.56,�226 3 DHRS7
2.02,�230 0.5493991950.3340.0966.79,�226 3 NC6R1
2.16,�228 0.5562855410.2640.0627.25,�224 3 PTPN6
4.18,�228 0.4908079360.2520.0581.40,�223 3 =PS13C
1.01,�226 0.6619129710.6360.3043.38,�222 3 SARA-
1.43,�226 0.6611147040.4750.1794.78,�222 3 DD?17
9.08,�223 0.5246472970.9320.7233.04,�218 3 RPS21
7.55,�218 0.5468796430.2950.08 2.53,�213 3 DD?6
1.02,�214 0.4784333130.9720.9153.42,�210 3 RP318A
4.79,�213 0.4679858650.2510.0611.60,�208 3 TM,M259
5.24,�213 0.5788990220.2910.08 1.76,�208 3 AN2RD11
4.02,�211 0.5835917940.3540.11 1.35,�206 3 C23-
2.10,�210 0.9051361690.53 0.24 7.06,�206 3 ID2
9.79,�208 0.5792164740.3820.13 3.28,�203 3 S-3)1
2.88,�207 0.5060147160.3010.0869.66,�203 3 6RMD31
3.80,�207 0.7389486070.9730.8481.27,�202 3 MT�ATP6
2.10,�204 0.5073115720.2760.0757.03,�200 3 NSD3
6.45,�204 0.5714135430.3590.1182.16,�199 3 MC31
9.28,�201 0.5991716770.3460.1113.11,�196 3 Z-P36
1.77,�198 0.5395029680.34 0.1095.94,�194 3 )U)3
1.96,�198 0.5953412210.4390.1676.56,�194 3 ARPC1)
3.07,�193 0.5862953920.4830.1981.03,�188 3 CAP1
7.40,�193 0.50232038 0.2850.0822.48,�188 3 6GA
1.33,�186 0.4569605340.2760.0784.46,�182 3 RNAS,T2
3.29,�186 0.5775745220.5830.2771.10,�181 3 SSR2
3.29,�183 0.5155906120.3350.11 1.10,�178 3 3RR-IP1
6.18,�182 0.5478746530.45 0.1822.07,�177 3 SRRM2



3.88,�179 0.62273146 0.9470.8161.30,�174 3 MT�ND3
1.18,�178 0.5958443120.4550.1893.94,�174 3 ACTR3
2.90,�178 0.5467917480.3080.0999.74,�174 3 6ST-1
7.85,�178 0.6096823660.3720.1372.63,�173 3 DD?3?
4.48,�177 0.5044860740.3650.1291.50,�172 3 YP,33
3.65,�175 0.49306657 0.2530.0711.22,�170 3 PPP1R10
1.07,�174 0.5533214160.4110.1613.59,�170 3 SRS-11
1.14,�174 0.4983399990.9660.8343.83,�170 3 MT�CY)
1.50,�172 0.3688771810.9770.9015.04,�168 3 -AU
1.23,�170 0.5439813180.5730.2774.14,�166 3 S6N
1.30,�168 0.4498294780.2820.0864.36,�164 3 ADAR
2.48,�168 0.4416775760.9780.96 8.30,�164 3 RPS14
3.63,�168 0.4855168 0.3190.1061.22,�163 3 A2AP9
1.41,�167 0.5309799250.8540.6124.74,�163 3 H3-3)
4.19,�167 0.5538139290.39 0.1531.41,�162 3 C-3AR
9.67,�166 0.4661733580.2670.0813.24,�161 3 CCND)P1
3.49,�165 0.5495943590.3670.1361.17,�160 3 HNRNPH1
5.54,�162 0.39019686 0.3010.0971.86,�157 3 CD81
8.49,�162 0.5168420170.4010.1572.85,�157 3 CDC42S,2
9.12,�162 0.4531674050.28 0.0883.06,�157 3 )C3A-1
1.44,�161 0.4552627420.2540.0754.83,�157 3 ASH13
6.77,�161 0.5627690590.4720.21 2.27,�156 3 HNRNPU
1.06,�158 0.4210265710.9880.98 3.55,�154 3 RP310
8.03,�157 0.5126076370.4890.2232.69,�152 3 HNRNPA3
1.63,�156 0.4620471920.2530.0765.46,�152 3 PSMA3�AS1
1.75,�156 0.4445392590.9670.9165.86,�152 3 RP323A
2.37,�155 0.5268329670.9420.7927.95,�151 3 MT�ND1
4.88,�154 0.4726308530.3380.1241.64,�149 3 GP)P1
2.64,�153 0.5232017980.5030.2388.87,�149 3 GNAS
8.68,�153 0.4423518050.2760.0892.91,�148 3 PSIP1
1.24,�152 0.4880358380.3930.16 4.17,�148 3 ANP32)
2.08,�152 0.4695006460.3320.1226.98,�148 3 TA-7
2.41,�151 0.6914437610.4610.2168.08,�147 3 Z-P3631
1.07,�150 0.4063229960.9960.8993.60,�146 3 MT�C61
7.42,�150 0.5325817090.3340.1232.49,�145 3 ITG)1
1.50,�149 0.4570825390.3860.1545.02,�145 3 TM,M50A
1.06,�145 0.34127555 0.9740.8943.56,�141 3 PTMA
1.67,�145 0.5303920790.4940.2355.60,�141 3 TPM3
2.05,�144 0.47552647 0.3810.1556.86,�140 3 ACTR2
6.93,�144 0.46713642 0.98 0.9412.32,�139 3 RP3P2



5.99,�143 0.5153883460.4280.1882.01,�138 3 CTSC
2.06,�142 0.4740195220.3130.1136.91,�138 3 =MP1
1.15,�141 0.4823720330.4260.1883.85,�137 3 SRS-2
7.36,�141 0.5063618890.2560.0832.47,�136 3 STAT1
3.22,�140 0.5268183690.2850.1 1.08,�135 3 ?)P1
9.48,�138 0.4199523390.26 0.0863.18,�133 3 ZRAN)2
1.84,�137 0.4703110330.3490.1396.19,�133 3 PPP1R2
4.79,�137 0.4952089070.4810.2311.61,�132 3 =AMP2
4.46,�136 0.4163811360.8640.6481.49,�131 3 MT�ND5
1.77,�135 0.5281217020.4630.2235.94,�131 3 RAP1)
9.03,�135 0.4663107680.33 0.1293.03,�130 3 ARPC53
1.50,�134 0.47917377 0.4580.2145.04,�130 3 YWHAZ
7.63,�133 0.4437980950.3260.1272.56,�128 3 DD?46
3.77,�131 0.4455103850.2520.0851.26,�126 3 STAT3
1.43,�130 0.4631523060.2710.0954.79,�126 3 TM,M123
1.74,�130 0.50628869 0.5950.3345.84,�126 3 PNRC1
2.72,�130 0.3922414430.9940.91 9.12,�126 3 MT�C62
1.13,�128 0.4865913030.9650.9123.78,�124 3 RP327A
5.05,�128 0.4668430260.3070.1171.69,�123 3 TNRC6)
7.13,�128 0.3748336460.2740.0952.39,�123 3 TU)A1A
5.24,�126 0.45675403 0.8380.6341.76,�121 3 U)C
1.06,�125 0.4692478340.5370.2813.55,�121 3 SRS-5
1.31,�124 0.4632146760.7190.4714.39,�120 3 HNRNPA2)1
8.06,�122 0.5615780340.3380.1432.70,�117 3 3ITA-
2.83,�121 0.4446878860.2570.0929.51,�117 3 DH?36
5.57,�120 0.4932287020.6370.3771.87,�115 3 N6P53
7.08,�120 0.4908075730.4470.22 2.37,�115 3 PTP4A2
1.86,�119 0.4324319170.3480.1476.25,�115 3 SCA-11
6.22,�119 0.4550568720.4570.2232.09,�114 3 3Y6,
3.30,�117 0.4204977810.8360.5641.11,�112 3 CY)A
1.83,�116 0.4080621970.2640.0976.13,�112 3 SRS-4
8.15,�116 0.4260374250.3410.1452.73,�111 3 S-P8
1.48,�115 0.2971936910.9810.9484.97,�111 3 RPS3A
4.14,�115 0.4449852140.7880.5521.39,�110 3 HSP90AA1
8.57,�115 0.3187107010.5020.2432.87,�110 3 MTRNR2312
1.24,�114 0.4023642550.3710.1654.17,�110 3 MSN
2.83,�113 0.5032253480.6470.3989.50,�109 3 PA)PC1
2.36,�112 0.4000433620.3430.1457.91,�108 3 TU)A4A
1.07,�111 0.4275981680.4310.2083.60,�107 3 ARPC5
1.28,�110 0.4176132060.28 0.1094.28,�106 3 TRA2)



1.40,�110 0.386504 0.2970.1194.70,�106 3 DPP7
5.24,�110 0.40154033 0.2850.1131.76,�105 3 ,I-3A
1.40,�109 0.3220844030.2640.0984.70,�105 3 WS)1
3.56,�105 0.3492428080.2560.0961.19,�100 3 U2SURP
3.69,�104 0.3315394770.9890.9011.24,�99 3 MT�C63
3.86,�104 0.3967551110.3330.1471.29,�99 3 3SM8
1.07,�103 0.4092611 0.2650.1043.58,�99 3 ZN-207
2.31,�103 0.4201286430.3040.1277.74,�99 3 CAPZA1
9.30,�103 0.4228202570.4880.2593.12,�98 3 DD?24
1.97,�102 0.4381392410.3640.1696.60,�98 3 D,2
1.07,�101 0.4377112060.41 0.2053.58,�97 3 AR-6
2.78,�101 0.3939966240.7980.5899.33,�97 3 HMG)1
9.11,�100 0.3714203720.2930.1233.06,�95 3 HNRNPR
1.94,�96 0.2779000150.9790.8656.49,�92 3 MT�ND4
1.24,�93 0.3257485840.2680.11 4.17,�89 3 NAP134
1.97,�93 0.32253342 0.2530.1 6.59,�89 3 WAS-2
8.41,�92 0.3466684220.3810.1812.82,�87 3 -YN
3.20,�91 0.3642444580.2520.1031.07,�86 3 RNPS1
7.61,�90 0.3927306410.4670.2552.55,�85 3 C12orf57
1.14,�89 0.3195913850.2630.1093.82,�85 3 T3N1
1.34,�89 0.3549262160.3490.1664.51,�85 3 U),2I
1.67,�89 0.3725498010.3030.1355.61,�85 3 HNRNPD
3.59,�88 0.3110489590.2530.1031.20,�83 3 AN?A2
2.57,�87 0.3654894890.2750.1198.63,�83 3 THRAP3
2.12,�86 0.3544911940.3710.1847.12,�82 3 SNRP)
1.26,�85 0.3265280190.2840.1254.21,�81 3 AIP
5.88,�84 0.3552249530.4730.2651.97,�79 3 HNRNP-
1.01,�81 0.3525175720.3360.1653.37,�77 3 PPIG
1.56,�80 0.3640506880.48 0.2735.24,�76 3 CN)P
9.25,�80 0.3181265270.3160.1493.10,�75 3 MTDH
9.59,�80 0.3506665570.35 0.1743.22,�75 3 PDIA3
8.58,�78 0.3447085950.2760.1252.88,�73 3 SRS-10
1.60,�76 0.3288679460.2830.13 5.38,�72 3 S3TM
2.16,�76 0.2688939570.6060.3687.26,�72 3 SSR4
2.71,�75 0.3223283770.2790.1299.08,�71 3 CDC37
9.00,�74 0.28815566 0.2540.1133.02,�69 3 SS1832
9.05,�74 0.3196422 0.3880.2073.03,�69 3 AR-1
1.16,�73 0.3421181670.3980.2153.89,�69 3 TC-25
3.33,�73 0.3060074460.2610.1171.12,�68 3 PRP-40A
3.96,�72 0.2852538390.99 0.9771.33,�67 3 RP332



1.97,�71 0.3238874810.3560.1866.60,�67 3 ?RCC5
3.07,�71 0.3548006650.3110.1551.03,�66 3 HNRNPM
5.76,�71 0.37075654 0.6820.4751.93,�66 3 C3IC1
2.18,�70 0.3463329860.4230.2357.32,�66 3 SRRM1
8.07,�69 0.3205060790.4320.2442.71,�64 3 C9orf16
9.15,�69 0.2938775330.9 0.7553.07,�64 3 ,,-1D
1.39,�67 0.3565250260.8310.6064.65,�63 3 RPS10
1.54,�67 0.46118741 0.8960.7525.18,�63 3 P-N1
2.14,�67 0.2925485950.2670.1267.18,�63 3 MAP222
1.14,�66 0.3714108520.8550.6943.81,�62 3 C-31
7.20,�66 0.2992111370.3260.1682.41,�61 3 RSRC2
1.22,�63 0.2924698540.2520.1194.08,�59 3 HNRNPH3
1.38,�63 0.2956189220.3070.1564.62,�59 3 HP1)P3
3.10,�63 0.2870089250.2850.1411.04,�58 3 TA-1D
4.95,�63 0.2988742950.9710.9231.66,�58 3 RPS4?
6.90,�63 0.2818255030.2680.1292.31,�58 3 TG63N2
1.05,�62 0.2631696890.4870.2893.52,�58 3 PPI)
9.91,�61 0.3064987320.4890.3013.32,�56 3 SRS-3
1.74,�60 0.3165480730.5640.37 5.84,�56 3 YWHA)
1.91,�59 0.3098981890.4580.2776.41,�55 3 CAPZ)
4.59,�59 0.2788893710.2880.1481.54,�54 3 S-3)2
5.85,�59 0.3237623080.3230.1741.96,�54 3 ARPC4
4.53,�57 0.3028720860.3180.1711.52,�52 3 RAP1A
6.40,�55 0.2655522680.2720.1392.15,�50 3 PRMT2
1.21,�54 0.2941750650.49 0.31 4.06,�50 3 ,I-3-
9.24,�53 0.2635965650.9760.9553.10,�48 3 RP33
2.39,�51 0.3083498140.3560.2098.01,�47 3 R)M3
3.77,�51 0.2709474870.2580.1331.26,�46 3 P4H)
5.71,�51 0.2547728780.3680.2131.92,�46 3 CA3R
3.86,�49 0.2687946180.4750.3021.29,�44 3 NC3
4.15,�43 0.2678262710.4710.3111.39,�38 3 NAP131
7.70,�43 0.2624111710.4880.3272.58,�38 3 HNRNPD3
1.00,�41 0.2552892270.4610.3033.35,�37 3 PPP1CA
2.31,�30 0.3008976580.9620.9397.75,�26 3 RP321
3.92,�28 0.2572198740.26 0.1621.32,�23 3 N-2)IA
0 1.3154462220.8950.5830 4 GSTP1
0 1.1148583270.9550.71 0 4 I332
0 1.0245836270.8750.51 0 4 S100A11
0 0.8412303350.9460.7240 4 TMS)10
0 0.7609554580.9610.8590 4 MY36



8.58,�263 1.0664321510.6420.2882.88,�258 4 S6D2
1.14,�255 0.4623579810.9960.9953.81,�251 4 ,,-1A1
7.49,�254 0.6841744240.2540.0472.51,�249 4 A3353751.1
6.24,�241 0.7890080280.7590.4272.09,�236 4 C12orf75
4.04,�232 0.9232127210.7140.3741.36,�227 4 2RT18
8.63,�225 0.8257754090.66 0.32 2.90,�220 4 CARHSP1
2.18,�222 0.8550548270.3870.1147.30,�218 4 S6?4
5.27,�222 0.7941557190.7340.3991.77,�217 4 S100A10
2.63,�218 0.8999932290.5810.2548.82,�214 4 TPM1
2.06,�215 0.8062921390.7 0.36 6.90,�211 4 -A)P3
1.05,�214 0.8358936340.61 0.2833.51,�210 4 AN?A4
7.55,�210 0.64432028 0.9630.7782.53,�205 4 CRYA)
1.64,�196 0.44209328 0.9730.9495.51,�192 4 RP37
2.14,�191 0.5469857960.8930.7547.17,�187 4 P-N1
2.02,�190 0.6743655910.4380.1576.76,�186 4 TA?1)P3
4.06,�178 0.7779047030.6590.3481.36,�173 4 2RT8
8.55,�177 0.71600214 0.5280.2252.87,�172 4 =IM
8.27,�174 0.7447329830.6330.3342.77,�169 4 CNN3
8.76,�165 0.3310720270.9820.9732.94,�160 4 RP313A
5.84,�163 0.6781874440.5030.2241.96,�158 4 TAG3N2
6.40,�161 0.7044697390.46 0.1912.15,�156 4 STMN1
4.81,�158 0.6166783140.7790.5621.61,�153 4 HNRNPA1
5.87,�157 0.5449600470.8550.7131.97,�152 4 MY312)
4.39,�154 0.3937969290.9660.9241.47,�149 4 RP315
9.06,�153 0.35861136 0.9640.9393.04,�148 4 RP38
9.07,�150 0.37446981 0.9730.9463.04,�145 4 RP326
2.25,�149 0.3463034970.9770.9557.53,�145 4 RP33
1.66,�146 0.4956382030.8710.7495.56,�142 4 PPIA
1.35,�144 0.6124972120.5080.2314.53,�140 4 TC,A39
6.90,�144 0.52909471 0.8980.7262.31,�139 4 HSP)1
2.66,�141 0.5889397750.6580.3688.92,�137 4 CD24
3.42,�139 0.2977387860.9850.98 1.15,�134 4 RP310
6.21,�138 0.4510271530.9080.8082.08,�133 4 RP3P0
4.10,�137 0.6628463640.7670.5691.38,�132 4 ,N61
6.76,�136 0.5513789850.7430.4642.27,�131 4 ACTG1
3.45,�131 0.3744963240.9630.92 1.16,�126 4 RP331
5.96,�128 0.3773534040.9760.9522.00,�123 4 RP312
2.39,�126 0.5859619140.6060.3348.01,�122 4 S100A13
1.49,�122 0.4058352320.9320.7325.00,�118 4 -?YD2
4.04,�122 0.5240457610.6510.3631.35,�117 4 I-ITM3



1.30,�118 0.5585314330.6630.4094.36,�114 4 HS)P1
2.24,�118 0.5200971370.7650.5537.50,�114 4 MY312A
1.11,�117 0.3703131490.9540.8973.72,�113 4 PTMA
4.50,�116 0.4989193680.8070.6511.51,�111 4 Y)?1
7.76,�115 0.2862790940.98 0.9682.60,�110 4 RPS6
5.04,�114 0.5675022060.5410.2851.69,�109 4 HC-C1R1
1.85,�111 0.5177871090.3920.17 6.20,�107 4 NM,1
2.27,�111 0.5245057160.7680.5917.61,�107 4 NPM1
3.84,�110 0.4892333460.7880.6311.29,�105 4 CA3M2
4.41,�107 0.5066013730.8080.6391.48,�102 4 U)C
2.20,�105 0.5898089430.4970.2627.37,�101 4 CD22AP2
3.60,�104 0.4799420790.3010.1161.21,�99 4 NIPSNAP2
9.54,�104 0.4882932490.6840.4453.20,�99 4 RH6C
1.65,�103 0.3415414030.9340.8725.53,�99 4 RP310A
1.99,�102 0.2959705430.9510.9066.67,�98 4 RPS9
9.61,�102 0.5149680370.7160.4853.22,�97 4 RARR,S3
1.15,�101 0.4862720070.2590.0933.87,�97 4 P3SCR1
1.25,�101 0.5550853430.5360.3064.21,�97 4 -2)P1A
4.40,�101 0.2916934170.9620.9171.48,�96 4 RP318A
5.66,�101 0.3741809 0.89 0.7171.90,�96 4 MI-
1.55,�99 0.4905219520.3420.1465.20,�95 4 YWHAH
2.33,�99 0.2778885410.9770.9547.83,�95 4 S,R-2
4.08,�96 0.5162069850.6140.39 1.37,�91 4 PPA1
2.04,�95 0.5325608680.4140.2036.83,�91 4 1PT1
4.80,�94 0.4007707050.8280.6981.61,�89 4 C-31
1.37,�93 0.4929058450.6110.3814.58,�89 4 CST)
3.90,�92 0.4206315110.7890.6121.31,�87 4 RPS10
5.93,�92 0.2896711770.9570.9231.99,�87 4 RP314
2.61,�88 0.2813892360.9570.9238.77,�84 4 RP329
5.63,�88 0.3200956970.9260.8341.89,�83 4 SRP14
5.72,�88 0.2722535380.9660.9311.92,�83 4 RPS24
1.79,�84 0.41146658 0.7830.62 6.02,�80 4 H3-3)
2.17,�84 0.4029352610.8360.6767.28,�80 4 PPDP-
2.55,�84 0.2752858190.9650.9398.54,�80 4 RP321
1.04,�83 0.4806978870.3690.1763.49,�79 4 AC245595.1
1.97,�83 0.4249966880.7510.5826.62,�79 4 SUM62
2.32,�82 0.4724270890.4280.2257.77,�78 4 SDC)P
3.57,�82 0.2627838810.9770.9511.20,�77 4 RPS8
4.48,�82 0.3784583190.8290.6711.50,�77 4 PRD?5
5.88,�82 0.5006908780.2660.11 1.97,�77 4 PD3IM1



7.75,�81 0.4685070740.5970.39 2.60,�76 4 CAPZA2
8.38,�81 0.3094625570.9270.8622.81,�76 4 RAC21
9.45,�80 0.4879240510.4270.2273.17,�75 4 Y)?3
1.54,�79 0.3557324180.8360.7055.18,�75 4 U8CRH
3.67,�79 0.4785437960.2810.1181.23,�74 4 RCAN1
6.21,�79 0.4141310290.6540.4482.08,�74 4 CYCS
4.74,�78 0.4922821640.2570.1051.59,�73 4 AN?A2
1.92,�77 0.3982545120.26 0.1066.43,�73 4 RRAS2
4.65,�77 0.4717763480.4710.2721.56,�72 4 YWHA8
5.61,�77 0.2858400120.9360.8861.88,�72 4 RP37A
5.75,�77 0.4366170960.7150.5261.93,�72 4 HMGN3
9.98,�77 0.3799716390.8170.6863.35,�72 4 )T-3
1.09,�75 0.4554268690.3980.21 3.66,�71 4 SRI
1.16,�74 0.41451974 0.6470.4383.88,�70 4 DYN3T1
7.95,�74 0.4127486380.6940.5112.67,�69 4 PSM,1
2.20,�73 0.3439206240.8380.7237.39,�69 4 S2P1
3.58,�73 0.4288537610.3280.1551.20,�68 4 TSC22D1
4.82,�72 0.2871891840.9260.8661.62,�67 4 RP35
2.41,�71 0.3616272280.27 0.1168.07,�67 4 MAP13C3A
5.56,�71 0.3985864970.5730.3591.86,�66 4 AR32
9.20,�71 0.4849189930.5610.38 3.09,�66 4 RAN
2.86,�70 0.4634521880.5680.3769.58,�66 4 ,I-6
1.71,�69 0.4275267330.6510.44 5.72,�65 4 DUSP23
5.45,�68 0.38624729 0.6470.4631.83,�63 4 C3TA
6.53,�68 0.3387388510.4550.2522.19,�63 4 S100A6
4.60,�66 0.3429653120.7160.5171.54,�61 4 PRD?3
6.29,�66 0.3732394660.64 0.4422.11,�61 4 RP317
8.32,�66 0.4055016490.6010.4132.79,�61 4 TRAPPC1
1.18,�65 0.3898369520.3040.1433.96,�61 4 S100A16
1.91,�65 0.4042394750.6610.4796.41,�61 4 C3IC1
1.20,�63 0.3140330420.8520.7214.01,�59 4 NDU-S5
1.22,�63 0.3894509380.3530.1814.10,�59 4 HI-1A
1.38,�63 0.3783124370.3470.1774.64,�59 4 ,,-1,1
1.80,�63 0.3130292010.8970.7896.04,�59 4 D)I
3.58,�61 0.2931553480.8980.7911.20,�56 4 PRD?1
1.40,�60 0.4038144050.3680.2 4.68,�56 4 M,A-6
1.12,�59 0.4146489040.5420.3583.77,�55 4 SNRP,
2.77,�59 0.3687638330.3040.1519.29,�55 4 PAIP1
2.85,�59 0.3657340930.3810.2069.57,�55 4 R)PMS
5.21,�59 0.4113723590.4620.2761.75,�54 4 A3DH1A1



7.92,�59 0.3715559530.4660.2772.65,�54 4 3YP3A31
1.44,�58 0.3462842190.7430.6034.84,�54 4 SU)1
1.68,�58 0.2860838670.85 0.7555.63,�54 4 RP34
2.51,�58 0.3553972980.6170.42 8.43,�54 4 ),?3
2.66,�58 0.3462751130.2940.1438.93,�54 4 S3C40A1
2.89,�58 0.2799826640.8550.72 9.70,�54 4 P63R23
3.49,�58 0.2902076570.8130.6461.17,�53 4 DSTN
1.11,�57 0.3384577060.7060.5363.74,�53 4 SNRPD2
1.96,�55 0.3816553730.3120.1596.56,�51 4 SP?
3.43,�55 0.3847983420.4240.2471.15,�50 4 3ACT)2
9.66,�55 0.3429067990.3510.1883.24,�50 4 RA)13
2.22,�54 0.25875995 0.8970.7827.43,�50 4 RPS273
2.72,�53 0.3163909120.7250.55 9.12,�49 4 RPS17
3.28,�53 0.34019032 0.2770.1371.10,�48 4 R-2
6.70,�53 0.3414953920.6880.5342.25,�48 4 M6R-431
1.39,�52 0.2874233730.8240.7084.65,�48 4 6ST4
3.13,�52 0.2671044760.8080.61 1.05,�47 4 DA)2
3.33,�52 0.3498200790.4190.2481.12,�47 4 HIGD1A
6.08,�52 0.3740692820.3050.1582.04,�47 4 S,3,N6M
9.55,�52 0.3407584830.59 0.4213.20,�47 4 ,RH
1.81,�51 0.4039779760.3750.2156.08,�47 4 P3IN2
4.35,�51 0.3668091680.5220.3511.46,�46 4 PSM,2
6.96,�51 0.26488856 0.9880.9812.33,�46 4 -TH1
8.12,�51 0.3671482940.4160.2512.72,�46 4 M6R-432
2.08,�50 0.3700194130.4370.2736.96,�46 4 RH,)
3.17,�50 0.34273549 0.3380.1841.06,�45 4 AI-13
3.42,�50 0.3139081830.2570.1251.15,�45 4 TRIP6
4.93,�50 0.3305203010.6940.5341.65,�45 4 RAC1
3.95,�49 0.3654553050.6250.4791.32,�44 4 HMGN1
4.57,�49 0.3120431550.4050.2341.53,�44 4 PPA2
8.27,�49 0.3403482420.6460.4982.77,�44 4 SN?3
1.70,�48 0.3610892650.3860.2285.69,�44 4 AN?A5
3.06,�47 0.3387995130.42 0.2581.03,�42 4 RA)11A
3.41,�47 0.3415729210.6270.4721.15,�42 4 RP336A
2.25,�46 0.3263682410.5350.3547.55,�42 4 A2R1C3
3.40,�46 0.3316266690.5090.3411.14,�41 4 =PS29
1.20,�45 0.3072742240.2590.13 4.03,�41 4 )ICC1
4.06,�45 0.2670165150.8170.6991.36,�40 4 TPI1
3.75,�44 0.3165021080.6850.5511.26,�39 4 ,I-3,
5.60,�44 0.3430813420.6370.4941.88,�39 4 RPS4Y1



2.81,�43 0.3390046120.4960.3359.43,�39 4 MRP333
4.73,�43 0.3081069560.2630.1371.59,�38 4 U),2A
1.39,�42 0.2686581040.9460.8014.65,�38 4 MT1,
6.30,�42 0.3450098240.4260.2752.11,�37 4 NHP2
1.36,�41 0.3583995320.3490.2124.57,�37 4 R)M3
1.11,�40 0.2940359870.3150.1783.71,�36 4 ARPC1)
1.24,�40 0.2811514440.42 0.26 4.15,�36 4 CA3D1
3.62,�40 0.2928240010.7130.5971.21,�35 4 S3C25A3
4.17,�40 0.3043442390.3180.1841.40,�35 4 AP,?1
4.97,�40 0.2882220740.7240.6121.67,�35 4 ATP6=1G1
1.28,�39 0.2759366660.2530.1334.31,�35 4 NUT-2
1.36,�39 0.3249757790.5120.36 4.57,�35 4 S-3)6
1.82,�39 0.2713115050.7050.5636.10,�35 4 P6MP
2.62,�39 0.2817723180.5350.3668.79,�35 4 SPATS23
3.72,�39 0.2782525740.6680.5251.25,�34 4 MIN6S1
3.92,�39 0.3078669910.4080.2571.32,�34 4 SC6C
5.29,�39 0.2905074320.2520.1331.77,�34 4 3MNA
1.03,�38 0.3257138760.5620.4213.46,�34 4 SRP9
1.05,�38 0.3266762520.3 0.1723.51,�34 4 CAPG
2.64,�38 0.3088072050.3960.2488.86,�34 4 RH6)
1.38,�37 0.3802064790.3890.2564.64,�33 4 TU))
2.69,�37 0.27012143 0.42 0.2649.04,�33 4 C,TN2
3.12,�37 0.3084624430.6210.4961.05,�32 4 CCNI
3.21,�37 0.2834207090.5660.4141.08,�32 4 SUM61
4.08,�37 0.3361375570.4920.3491.37,�32 4 C11orf58
4.30,�37 0.2945433130.6260.4761.44,�32 4 YWHA,
6.85,�37 0.3128780140.4460.3022.30,�32 4 S8STM1
7.33,�37 0.2763567610.3630.2232.46,�32 4 TSP6
2.44,�36 0.3079126760.3320.2028.17,�32 4 PCNP
3.48,�36 0.2851947670.4090.2651.17,�31 4 PSMA2
3.59,�36 0.28072011 0.28 0.1581.21,�31 4 MAG,D2
1.48,�35 0.2681945320.3250.1944.97,�31 4 MRP347
1.76,�35 0.2716411530.2760.1565.92,�31 4 HNRNPH2
1.89,�35 0.2891749980.4710.3256.33,�31 4 PSMA4
3.39,�35 0.3188466770.3820.2431.14,�30 4 DYNC1I2
5.40,�35 0.2921842730.3050.18 1.81,�30 4 CHMP4)
8.16,�35 0.2946511310.2920.1712.74,�30 4 DDAH2
1.58,�34 0.2500177070.2670.15 5.30,�30 4 CCDC124
2.42,�34 0.2572722730.6530.5098.11,�30 4 PRD?6
3.05,�34 0.2567148760.2820.16 1.02,�29 4 GNG12



4.14,�34 0.2822327440.3120.1861.39,�29 4 ),?4
6.12,�34 0.2541078990.2940.1712.05,�29 4 )T-334
1.22,�33 0.2748998370.6160.4764.08,�29 4 SNRPG
1.46,�33 0.30878852 0.39 0.26 4.88,�29 4 MR-AP1
4.33,�33 0.2780344420.3440.2121.45,�28 4 C6MMD8
7.88,�33 0.2989541140.47 0.3352.64,�28 4 ,I-4G2
1.08,�32 0.2854694490.4380.2983.62,�28 4 RA)7A
2.89,�32 0.28237346 0.3270.2039.70,�28 4 T)C)
4.66,�32 0.2544387630.7340.6211.56,�27 4 DYN331
6.27,�32 0.2585851260.4910.3442.10,�27 4 SMS
6.90,�32 0.2898495330.3470.2242.32,�27 4 SNRPD1
1.81,�31 0.2802140580.34 0.2176.08,�27 4 SS)
2.46,�31 0.27147812 0.3220.1988.24,�27 4 PDHA1
2.84,�31 0.2506105030.2610.1499.54,�27 4 CTTN
2.89,�31 0.2727993850.3610.2319.71,�27 4 CCNG1
6.20,�31 0.2910342780.3250.2042.08,�26 4 RA)18
1.40,�30 0.2736777330.4790.3464.70,�26 4 PTG,S3
1.68,�30 0.2633130660.5210.3895.62,�26 4 ,ID1
2.52,�30 0.2682403290.49 0.35 8.44,�26 4 C18)P
2.23,�29 0.2767338920.5990.48 7.49,�25 4 N6P10
2.38,�29 0.2517074120.4370.3037.99,�25 4 ,I-2S2
3.49,�29 0.2694546140.4910.3571.17,�24 4 A)RAC3
3.86,�29 0.2574944710.3230.2031.29,�24 4 -2)P3
8.80,�29 0.2580487280.2520.1472.95,�24 4 AP6PT1
1.22,�28 0.2615215680.5050.3744.10,�24 4 SS)P1
1.62,�28 0.2611722470.3060.1925.43,�24 4 AN?A11
2.21,�27 0.27638495 0.3020.1917.43,�23 4 SNRP)
2.56,�27 0.2646966750.4760.3528.59,�23 4 =APA
2.79,�27 0.2598519380.3540.2339.35,�23 4 ,I-31
2.87,�27 0.2509686540.3460.2289.63,�23 4 RAN)P1
3.63,�27 0.25513521 0.3730.2521.22,�22 4 MZT2A
6.37,�27 0.2512785330.35 0.2312.14,�22 4 MRP313
9.62,�27 0.2810683490.36 0.2463.23,�22 4 ,I-3M
2.87,�26 0.2589307360.2650.1639.63,�22 4 MCTS1
6.40,�26 0.2681223450.3040.1972.15,�21 4 ,I-4A1
1.16,�25 0.2618949130.4440.3223.88,�21 4 RS324D1
4.29,�25 0.2577867850.3620.2481.44,�20 4 TC,A38
5.48,�25 0.2677214670.4470.3331.84,�20 4 S,R)P1
7.97,�25 0.2546248950.4440.3262.67,�20 4 TM,M230
5.43,�24 0.2534341380.3160.2111.82,�19 4 SNRPC



3.58,�23 0.2705476830.3560.2471.20,�18 4 TPM3
6.66,�23 0.2692385490.4510.3442.23,�18 4 S,T
9.70,�23 0.2506772330.4340.3193.25,�18 4 ,I-33
1.08,�22 0.25602389 0.3580.25 3.64,�18 4 C6orf48
2.68,�22 0.2613155290.3 0.2038.97,�18 4 ACTR3
1.49,�20 0.2548237890.3090.2134.99,�16 4 CCT8
0 2.7353773970.9110.1770 5 N,AT1
0 2.0166937310.9380.3710 5 MA3AT1
0 1.2711412280.3560.0560 5 S3C22A7
0 1.2332352290.6160.1020 5 =MP1
0 1.2255612670.3310.0050 5 A)HD14A�ACY1
0 1.1855423270.4340.0310 5 2CN816T1
0 1.1796575670.5310.1120 5 ,3-3
0 1.1486870870.5370.0850 5 P63R213.1
0 1.0867947930.7370.2360 5 ACSM2A
0 1.05288654 0.5410.1080 5 RASS-4
0 1.0453694130.4510.0680 5 2I-12
0 1.0418613380.61 0.1170 5 SYN,2
0 1.03093512 0.77 0.2870 5 ACSM2)
0 1.0127510480.6520.2060 5 CU)N
0 0.9382699240.6420.1880 5 3RP2
0 0.9370030370.3750.0310 5 UNC5C3
0 0.9351721670.4850.1090 5 3INC01320
0 0.9308796160.5250.1160 5 PA?8
0 0.9233986590.6240.1830 5 N4)P232
0 0.9196579950.6390.2080 5 Z)T)20
0 0.91874444 0.43 0.07 0 5 MUC20�6T1
0 0.8907024470.4160.0730 5 S3C47A2
0 0.8761450530.3640.0460 5 H6622
0 0.8109008850.3180.0210 5 P2HD1
0 0.7863172270.3090.0270 5 S6R)S2
0 0.7404354830.3570.0620 5 I317R)
0 0.6865957450.2820.0280 5 TRPM3
0 0.67755496 0.2970.0430 5 S3C47A1
0 0.6423478810.2940.0410 5 S3C17A1
0 0.6323685650.2850.0370 5 =PS13A
0 0.6246489990.29 0.0430 5 PAT1
0 0.5927562650.2510.0280 5 ARHG,-28
0 0.5831697480.2510.0290 5 PA?2
3.65,�306 0.7119868330.3170.0551.22,�301 5 PP-I)P1



8.26,�303 0.7258534930.4180.0942.77,�298 5 WS)1
1.78,�298 0.7495884760.4890.1255.98,�294 5 -ARP1
4.25,�296 0.5919906 0.2840.0461.43,�291 5 -T?
3.46,�293 0.62805278 0.3320.0611.16,�288 5 NRP1
1.54,�286 0.78650014 0.5370.1535.18,�282 5 PNISR
3.55,�268 0.6107284150.2810.0491.19,�263 5 GPR155
8.63,�268 0.8411243410.7 0.2662.89,�263 5 )HMT2
1.45,�249 0.7384925250.5360.1664.85,�245 5 S3C13A3
1.97,�247 0.9063929130.4680.1356.60,�243 5 3INC00671
5.23,�237 0.6327672180.3540.0821.75,�232 5 ARHGAP29
1.06,�225 0.6037501840.39 0.1 3.57,�221 5 MY66
9.07,�225 0.8136436650.3690.0933.04,�220 5 INSR
7.08,�219 0.9113206120.4540.1442.37,�214 5 RN-213
6.90,�218 0.5656798850.26 0.05 2.31,�213 5 S3C25A37
1.31,�202 0.6120270890.3060.07 4.38,�198 5 ITG)8
2.09,�202 0.6045640760.2680.0567.02,�198 5 MST1
4.31,�202 0.72676115 0.5920.2231.44,�197 5 A8P1
6.91,�192 0.7551611770.43 0.1362.32,�187 5 S3C5A12
1.79,�190 0.7528623910.7140.3446.00,�186 5 TN-S-10
2.38,�190 0.6941188730.97 0.7687.98,�186 5 SPP1
3.41,�190 0.5015863660.2620.0571.14,�185 5 Z2SCAN1
1.70,�186 0.5511240420.3240.0845.69,�182 5 PA)PN1
2.93,�186 0.6247190330.4630.1529.84,�182 5 S3C22A2
5.36,�175 0.5312704480.3 0.0761.80,�170 5 MIA2
1.09,�173 0.5239575870.2520.0573.66,�169 5 R)M6
4.38,�173 0.5272364040.3170.0831.47,�168 5 GDA
6.47,�171 0.4833212880.2530.0572.17,�166 5 AN23
1.34,�170 0.5674288260.5040.1844.51,�166 5 DD?17
1.42,�165 0.6880579660.2920.0774.76,�161 5 CYP4A11
2.81,�165 0.5865206420.4050.1319.42,�161 5 R,TR,G1
7.57,�161 0.5560819460.3470.1042.54,�156 5 CHD9
1.39,�156 0.64939121 0.5030.1884.66,�152 5 PIGR
1.05,�150 0.5510431280.3930.13 3.53,�146 5 CDH6
8.49,�150 0.4724706970.2860.0772.85,�145 5 CHDH
1.58,�146 0.5209690010.4040.1375.29,�142 5 )CAM
8.72,�146 0.47578275 0.2750.0742.93,�141 5 -NIP2
2.98,�145 0.5351887980.57 0.2369.98,�141 5 AMN
1.53,�142 0.4071883750.2520.0645.12,�138 5 CTNND1
1.12,�140 0.6705021310.3920.1413.75,�136 5 HNRNPH1
1.95,�140 0.4740921120.2940.0846.54,�136 5 RA)3IP



2.34,�139 0.4699700250.3060.09 7.84,�135 5 2CN116
1.46,�137 0.5815865710.3580.12 4.89,�133 5 C3DN2
1.66,�136 0.5141095250.4720.1875.56,�132 5 SRRM2
3.35,�136 0.4204775630.2590.0691.13,�131 5 CPM
1.52,�133 0.5093606230.2560.0715.10,�129 5 C)?6
6.92,�132 0.5241526080.4650.1822.32,�127 5 2CN115
3.31,�128 0.4905207130.35 0.12 1.11,�123 5 AA21
7.51,�127 0.5519025920.5530.2422.52,�122 5 S3C3A1
3.20,�126 0.4465761910.26 0.0751.07,�121 5 THUMPD3�AS1
2.26,�125 0.5448390450.92 0.6277.57,�121 5 NAT8
2.60,�125 0.4602402160.2770.0818.71,�121 5 NTN4
5.66,�122 0.4920362540.7150.3711.90,�117 5 DD?5
2.80,�119 0.5902643020.5690.2639.38,�115 5 S3C13A1
2.55,�117 0.4460544160.2670.0828.54,�113 5 CCN31
2.68,�117 0.5086582840.3550.1288.97,�113 5 S3C39A5
3.43,�113 0.43491252 0.4320.1711.15,�108 5 C-I
6.88,�113 0.4709990060.2810.09 2.31,�108 5 ADAMTS9�AS1
8.85,�111 0.3859837810.3710.14 2.97,�106 5 HSPA1A
6.73,�110 0.5444236580.5610.2722.26,�105 5 C,)PD
4.45,�108 0.4793739660.3720.1451.49,�103 5 MAT2A
1.16,�107 0.4689681680.3150.1113.89,�103 5 A2AP9
1.25,�107 0.4393656340.4 0.1584.20,�103 5 HPN
1.60,�106 0.4178258180.27 0.0875.38,�102 5 6GA
3.61,�106 0.6161655120.3590.1391.21,�101 5 =CAM1
7.22,�106 0.4243828690.3640.1362.42,�101 5 SDC4
8.96,�105 0.4065829520.3680.1433.01,�100 5 ACTN4
1.79,�103 0.5231865970.3060.1085.99,�99 5 S3C34A1
4.18,�103 0.3653181210.2550.08 1.40,�98 5 RR)P1
4.70,�103 0.4417423280.7730.4391.57,�98 5 ATP1)1
1.75,�102 0.3844980420.3140.1095.86,�98 5 S3C5A2
3.85,�102 0.4046010360.3080.1091.29,�97 5 P3,2HA5
4.59,�102 0.4871319730.5870.2931.54,�97 5 ANP,P
9.46,�102 0.3626878690.2510.08 3.17,�97 5 ASH13
1.22,�101 0.4325385520.5480.2684.10,�97 5 ATP1A1
1.70,�101 0.5090319820.3 0.1045.72,�97 5 AN22
4.17,�101 0.41373575 0.4040.1641.40,�96 5 N-I)
1.89,�98 0.5000688380.4140.1766.33,�94 5 S3C16A9
1.46,�96 0.4150303520.2660.09 4.90,�92 5 UGCG
3.44,�96 0.3645876760.3660.1421.15,�91 5 ,NP,P
5.05,�96 0.4228227990.4 0.1681.69,�91 5 2TN1



1.29,�95 0.4155220640.3740.1544.32,�91 5 GT-2I
7.16,�95 0.3840143480.26 0.0872.40,�90 5 8TRT1
9.08,�94 0.41856359 0.2540.0843.04,�89 5 CDHR5
2.08,�93 0.4297406720.3850.16 6.96,�89 5 ,M?2
2.12,�93 0.4980572140.7110.4037.09,�89 5 )HMT
3.89,�93 0.3437312020.2520.0821.31,�88 5 TINAG31
5.09,�93 0.3556927120.2540.0851.71,�88 5 N2TR
8.99,�93 0.4067536740.5950.3033.02,�88 5 TSPAN1
3.06,�92 0.3870033210.3960.1661.03,�87 5 CCDC198
3.54,�92 0.4229752770.3 0.1121.19,�87 5 G63GA4
1.90,�90 0.38081741 0.3440.1386.36,�86 5 3UC733
8.31,�90 0.4426883360.3340.1322.79,�85 5 S3C22A12
9.60,�90 0.3769164150.3240.1263.22,�85 5 P3,2HA1
6.33,�89 0.42066289 0.2950.1112.12,�84 5 TRIM38
8.87,�87 0.4175592610.3250.1322.97,�82 5 SNRNP70
1.64,�86 0.3393722420.2610.0915.52,�82 5 AC3Y
6.63,�86 0.3569360950.2850.1052.22,�81 5 3PP
2.69,�85 0.4503257520.3990.18 9.01,�81 5 HI-1A
2.92,�85 0.4169517820.4230.1919.79,�81 5 ARHGAP24
1.43,�84 0.3804745620.2620.0934.79,�80 5 PARD6)
4.35,�84 0.34886785 0.2840.1061.46,�79 5 ,PS832
6.46,�83 0.3735122110.3510.1452.17,�78 5 CTTN
1.10,�82 0.39859275 0.2940.1133.68,�78 5 -HIT
1.41,�82 0.3767503840.3390.1424.73,�78 5 TA-1D
1.43,�82 0.3410198320.52 0.2564.78,�78 5 CA3D1
3.78,�82 0.3543221170.4860.23 1.27,�77 5 PTH1R
2.08,�81 0.4671965530.4210.1966.98,�77 5 ,PH?2
3.39,�81 0.3560277030.3820.1661.14,�76 5 APP
6.45,�81 0.3657388460.4740.2312.16,�76 5 R)M39
9.88,�77 0.34778889 0.3780.1673.31,�72 5 ,PCAM
9.97,�77 0.4592503990.3 0.1213.35,�72 5 S6?4
9.27,�76 0.3898666570.3710.1693.11,�71 5 SRS-11
8.46,�75 0.3951809520.2510.0962.84,�70 5 SRS-6
1.68,�72 0.3114433690.2830.1115.64,�68 5 UGT2A3
8.96,�72 0.3013698980.4170.1963.01,�67 5 TM,M205
1.61,�70 0.3560161930.3720.1715.41,�66 5 GA3NT11
2.30,�70 0.3360063390.4260.2057.72,�66 5 R)PMS
1.61,�68 0.3013041660.3210.1385.41,�64 5 R)M47
1.64,�68 0.3707790920.4750.2455.51,�64 5 RH6)
2.11,�68 0.3267270680.2720.11 7.06,�64 5 PUM3



1.58,�67 0.3399695270.4010.1945.30,�63 5 3,PR6T
5.49,�67 0.3183414020.3990.1911.84,�62 5 SPINT2
3.87,�66 0.2922053380.4650.2321.30,�61 5 AP3P2
1.17,�65 0.2974152820.9460.7873.94,�61 5 ITM2)
7.48,�65 0.3226968230.2620.1082.51,�60 5 ZN-207
1.21,�64 0.3043564440.2530.1024.05,�60 5 RSRP1
1.84,�64 0.3420815420.3380.1536.16,�60 5 S3C4A4
5.25,�64 0.9806519230.3480.1831.76,�59 5 R)P4
5.06,�63 0.3121394910.4110.2021.70,�58 5 AIG1
2.25,�62 0.3319229780.2860.1257.54,�58 5 S-1
2.94,�62 0.3191725680.2550.1049.87,�58 5 S3C22A18
3.88,�62 0.3175668520.2520.1041.30,�57 5 R)M25
6.55,�62 0.3304017960.7560.5132.20,�57 5 3APTM4A
1.17,�61 0.2995480740.3280.15 3.94,�57 5 AHCY31
1.38,�61 0.3465957770.6890.4274.64,�57 5 C3TRN
2.08,�61 0.30345459 0.3260.1476.97,�57 5 S3C17A3
2.34,�61 0.3153170190.2970.1297.83,�57 5 )ICC1
4.22,�60 0.2833468090.2830.1211.41,�55 5 S,RPIN,2
6.18,�60 0.2993024050.3 0.1342.07,�55 5 M3,C
3.32,�59 0.31053746 0.3680.18 1.11,�54 5 RA)29
4.48,�59 0.3378340480.4350.2281.50,�54 5 3RPAP1
7.93,�59 0.28957855 0.3530.1662.66,�54 5 S3C16A4
1.07,�58 0.2621397560.2910.1263.57,�54 5 ADGRG1
1.63,�58 0.3393092370.4260.2235.45,�54 5 Z-P3631
6.13,�58 0.3440602540.3390.1632.06,�53 5 TINAG
3.64,�57 0.28472267 0.3390.1611.22,�52 5 CNPY2
5.92,�57 0.3393207120.2750.1231.98,�52 5 TNRC6)
1.73,�56 0.2692060360.2540.1075.81,�52 5 TN-RS-1A
1.25,�55 0.4201549820.5160.2984.18,�51 5 AZGP1
1.19,�53 0.4265234130.31 0.1534.00,�49 5 23-6
1.29,�53 0.3289762510.53 0.3154.32,�49 5 HIST1H4C
1.69,�53 0.3104069810.2720.1215.66,�49 5 -N32
1.71,�53 0.2915763290.2770.1265.73,�49 5 MPH6SPH8
3.05,�53 0.2852632460.7650.5 1.02,�48 5 TM,M176A
4.31,�53 0.3107772160.7190.47 1.45,�48 5 TM,M176)
5.01,�52 0.2753043090.3820.1961.68,�47 5 CTSC
9.25,�52 0.3117367570.2990.14 3.10,�47 5 S3C27A2
8.87,�50 0.2776720330.48 0.2712.97,�45 5 )SG
1.06,�48 0.3107095690.3550.1813.56,�44 5 G0S2
1.79,�48 0.3113243740.3010.1476.01,�44 5 C,S2



1.07,�46 0.2612348190.2940.1423.59,�42 5 S3C37A4
1.53,�46 0.2517530540.3190.16 5.14,�42 5 -US
2.60,�45 0.4153902460.2960.1518.73,�41 5 P3G
4.33,�45 0.3055988290.3560.1881.45,�40 5 S3C22A6
5.97,�45 0.3108981220.7140.5022.00,�40 5 TM)IM6
1.24,�44 0.30068861 0.4660.2754.14,�40 5 HSP90)1
1.69,�43 0.2674824910.3140.1635.68,�39 5 C-3AR
3.29,�43 0.2779410310.7590.5251.10,�38 5 HMGN3
6.11,�42 0.25543205 0.2540.1212.05,�37 5 RCAN1
1.93,�41 0.2772167780.3580.1976.47,�37 5 SRS-2
2.26,�41 0.2901880640.4770.29 7.57,�37 5 SRS-5
4.15,�36 0.2554952450.3210.1781.39,�31 5 NM,3
5.32,�35 0.2544077280.2790.1481.79,�30 5 DNA1)9
3.77,�29 0.2590227090.2630.1431.27,�24 5 MA-
9.58,�29 0.2628003150.5560.3853.21,�24 5 2RT18
7.99,�27 0.2852240880.48 0.3172.68,�22 5 S,RPINA1
0 2.7457953290.6950.0090 6 IGHM
0 2.5207036850.9310.0040 6 MS4A1
0 2.4346110140.9570.0670 6 CD37
0 2.3960440980.99 0.3110 6 H3A�DRA
0 2.2633188130.9240.0060 6 CD79A
0 2.22250457 0.9240.0490 6 3T)
0 2.1158380980.9080.0160 6 CD79)
0 2.0512102380.9740.1410 6 H3A�DP)1
0 1.9616944040.8780.0520 6 C?CR4
0 1.9081130130.9650.1150 6 H3A�DPA1
0 1.8806239390.9210.0620 6 H3A�D8)1
0 1.8736796740.8530.0060 6 )AN21
0 1.8554787660.9630.09 0 6 CD52
0 1.6901097220.8070.0490 6 23-2
0 1.6653617380.9980.51 0 6 CD74
0 1.6454179720.8850.0720 6 3APTM5
0 1.6280105210.8060.0370 6 H3A�D8A2
0 1.5103751750.9360.2680 6 T?NIP
0 1.4965962770.8330.14 0 6 1UND
0 1.4928159590.8160.0680 6 CD48
0 1.4502430920.9570.25 0 6 )TG1
0 1.4231395130.8470.0770 6 H3A�DR)5
0 1.4141278950.4280 0 6 IGHD
0 1.3945232660.5920.0030 6 =PR,)3



0 1.3925753060.8 0.04 0 6 H3A�D8A1
0 1.3919152890.6890.0230 6 P6U2-2
0 1.3766281680.6190.0030 6 3INC00926
0 1.3632593670.6740.0160 6 RA3GPS2
0 1.3291554520.6750.0110 6 MARCH1
0 1.3091800110.7540.06 0 6 CD53
0 1.29618967 0.6940.0330 6 RIP6R2
0 1.2953631390.7790.0620 6 3IMD2
0 1.2871959530.9950.8780 6 RP330
0 1.2754050760.7130.0450 6 ,=I2)
0 1.2612947240.6830.0280 6 NC-1
0 1.24486478 0.9770.3030 6 H3A�)
0 1.2420493910.6070.02 0 6 TC-4
0 1.2396461720.8280.0850 6 C6R61A
0 1.2385290440.5720.0040 6 )C311A
0 1.2167448970.7770.0890 6 H3A�DMA
0 1.2125019240.9240.2020 6 H3A�,
0 1.2045278810.6950.0520 6 ISG20
0 1.1901362520.7690.1210 6 I,R2
0 1.1886817570.5780.04 0 6 )IRC3
0 1.1838897040.8250.1440 6 PNISR
0 1.1820163920.64 0.03 0 6 M,-2C
0 1.1659402720.5940.0120 6 )ASP1
0 1.1650610620.6860.0570 6 TN-AIP8
0 1.15290033 0.7170.0620 6 RAC2
0 1.1525784280.5960.1010 6 HSPA1)
0 1.1481431220.9970.8660 6 RP339
0 1.1455615981 0.3720 6 MA3AT1
0 1.1291513970.6630.0510 6 PTPN6
0 1.1232327980.2570.0050 6 IG3C3
0 1.1165632360.6260.03 0 6 H3A�DM)
0 1.1127415180.9440.25 0 6 H3A�DR)1
0 1.1126715090.5160.0020 6 CD22
0 1.1016368930.9940.8580 6 RPS2
0 1.1009259160.9940.82 0 6 RP318
0 1.1008213220.6680.0620 6 I-I16
0 1.0972124210.6330.1270 6 1UN
0 1.0927235070.81 0.0990 6 ARHGDI)
0 1.0840155880.5230.0190 6 S,33
0 1.0809128510.9970.9170 6 RP328



0 1.0740767220.5640.0320 6 P3AC8
0 1.0540120410.6190.0490 6 SP110
0 1.0521771690.9750.7060 6 RPSA
0 1.0476402550.5080.0010 6 )32
0 1.0443465140.5080.0070 6 H=CN1
0 1.0415467620.9910.7270 6 RPS21
0 1.0393822030.5360.0020 6 TN-RS-13C
0 1.0392945590.9190.0620 6 IG2C
0 1.0344791670.49 0.0010 6 SPI)
0 1.0262966080.5290.0170 6 -CMR
0 1.0247962540.5060.01 0 6 ADAM28
0 1.0200124690.58 0.0470 6 SMCHD1
0 1.0172006870.5850.0420 6 SMAP2
0 1.0168484210.53 0.0120 6 IR-8
0 0.9953353640.9910.8440 6 RPS3
0 0.9946493320.9590.3670 6 H3A�A
0 0.9943031270.6760.0940 6 SP100
0 0.9891402320.5920.0490 6 )6D131
0 0.9873572170.9970.4360 6 TMS)4?
0 0.9869518460.5490.0460 6 C3,C2D
0 0.9845686680.7850.09 0 6 PTPRC
0 0.98232913 0.6270.1060 6 DUSP1
0 0.9766043970.4890.02 0 6 IG3C2
0 0.9721594840.9950.8510 6 MT�ATP6
0 0.9704553430.6590.0710 6 ST24
0 0.9645753570.6550.0690 6 -?YD5
0 0.9596509260.61 0.05 0 6 ACAP1
0 0.9568157060.53 0.0350 6 R,3
0 0.9541361150.4960.0240 6 PR2C)
0 0.9502861810.5370.0260 6 I2Z-3
0 0.9468135340.48 0.0030 6 GAPT
0 0.9428072670.4220.0010 6 3INC02397
0 0.9409757920.6060.0540 6 GPSM3
0 0.9399229340.99 0.8180 6 MT�ND3
0 0.9367594270.6610.1110 6 TSC22D3
0 0.9365452770.6510.0990 6 AN2RD12
0 0.9358576760.5210.0480 6 PARP14
0 0.93095785 0.6590.0850 6 RSRP1
0 0.9266580560.4430.0010 6 -CR3A
0 0.9265057270.5460.05 0 6 ST217A



0 0.9262052350.5690.0590 6 ATM
0 0.9248161540.5320.0330 6 ID3
0 0.9235100190.4770.0430 6 -6S)
0 0.9231514910.7340.1640 6 Z-P3632
0 0.9148517890.9520.3290 6 H3A�C
0 0.9134102470.7230.1650 6 1UN)
0 0.9129910820.9590.6640 6 ,,-1)2
0 0.9118524620.6090.0690 6 RNAS,T2
0 0.9015140440.5620.0460 6 I2Z-1
0 0.8988565290.99 0.8170 6 RPS11
0 0.8987543610.4790.0150 6 3Y31
0 0.8977179460.6780.1250 6 3UC733
0 0.8955920240.5 0.0260 6 SWAP70
0 0.8869149920.4180.0370 6 CD69
0 0.8864640770.4850.0180 6 RASGRP2
0 0.8837182 0.5450.0560 6 MYC)P2
0 0.8829222460.59 0.0830 6 PNN
0 0.88121829 0.5460.0440 6 ST217)
0 0.8790534570.9940.9160 6 RP318A
0 0.8726544610.4820.0320 6 AN2RD44
0 0.8711543270.9140.3650 6 DD?5
0 0.8675563840.9950.9580 6 RPS27
0 0.8628236420.3810.0030 6 P2R?5
0 0.8609544060.5550.0580 6 2IAA1551
0 0.8570878250.4730.0230 6 6RAI2
0 0.8549910310.4520.0280 6 I,R5
0 0.8538248470.4580.0120 6 CD40
0 0.8532397320.4430.0030 6 H3A�D6)
0 0.8525676490.5710.1370 6 SMIM14
0 0.84597867 0.4570.0260 6 RCSD1
0 0.84491279 0.3770.0010 6 -CR32
0 0.8433542160.9970.9660 6 RPS18
0 0.84229962 0.4520.01 0 6 3Y86
0 0.8417583520.5050.0420 6 S,PT6
0 0.8272943550.7380.2110 6 Z-P3631
0 0.8269227380.7340.17 0 6 SRS-7
0 0.8250621890.4770.0510 6 )TG2
0 0.8239383280.3560.0110 6 PHACTR1
0 0.8239248810.5250.0410 6 T)C1D10C
0 0.82164508 0.4150.0010 6 T3R10



0 0.8191883280.4220.0150 6 TRA-5
0 0.8191593590.49 0.0430 6 UCP2
0 0.8173463060.4230.0070 6 HH,?
0 0.8173155340.4190.0040 6 P6U2A-1
0 0.81415298 0.3910.0030 6 AIM2
0 0.8133690850.9910.9080 6 RPS19
0 0.810112 0.5350.0610 6 A2AP13
0 0.8074912610.4330.0190 6 CIITA
0 0.8044446340.5450.0720 6 PPM12
0 0.8043685040.7490.1760 6 DD?17
0 0.8041782060.4360.0250 6 S,3133
0 0.8020422830.9930.9610 6 RPS12
0 0.8002172670.5210.0650 6 ARID1)
0 0.7999901640.4160.0120 6 DAPP1
0 0.7930157020.51 0.0540 6 TRA-3IP3
0 0.7915282660.6120.11 0 6 PRRC2C
0 0.78935541 0.9980.8340 6 )2M
0 0.7873521670.2690.0060 6 1CHAIN
0 0.7773227860.7890.2330 6 GNAS
0 0.7742243120.6150.1110 6 S-1
0 0.7636499350.2840.0030 6 -CR35
0 0.7634943160.4540.0380 6 MARC2S
0 0.7627671860.64 0.1250 6 ARG3U1
0 0.7610718130.4090.0120 6 TM,M154
0 0.7547219390.4950.0550 6 3)H
0 0.7518919160.7390.1810 6 N4)P232
0 0.7507042270.6480.1470 6 -US
0 0.7504625270.4540.0410 6 CS2
0 0.7429522510.4270.0560 6 -6?P1
0 0.7404737350.5670.0990 6 ATR?
0 0.7404375930.9970.9790 6 RP313
0 0.7395232410.3980.0110 6 3AT2
0 0.7390376170.3730.0130 6 SP140
0 0.7360769290.9920.9260 6 RP39
0 0.7352007740.9950.9490 6 RPS3A
0 0.7344982310.5670.0960 6 TM,M243
0 0.7344845490.4560.0440 6 C,3-2
0 0.7338775460.9940.9030 6 -AU
0 0.7332838270.3490.0010 6 CD19
0 0.7312324110.2890.0020 6 -AM30A



0 0.7280570290.3290.0010 6 -AM129C
0 0.7262604170.6390.0650 6 CTSS
0 0.7242612450.3680.0180 6 GPR183
0 0.7237495790.3930.0270 6 RH6H
0 0.72268384 0.3380 0 6 -CR31
0 0.7202113180.5610.0910 6 2MT2,
0 0.7121451340.3860.0210 6 INPP5D
0 0.71069489 0.5 0.0610 6 CD47
0 0.7098878330.5020.08 0 6 M)D4
0 0.7089261 0.6110.1170 6 PSM)9
0 0.7073697930.3490 0 6 PA?5
0 0.7058778130.3450.0030 6 CD180
0 0.7040537570.2630.0010 6 -C,R2
0 0.7008290880.4120.0260 6 P3,2H61
0 0.6991915830.26 0.0120 6 STAG3
0 0.6983126950.5870.1360 6 SN?2
0 0.6963512510.4970.0610 6 3CP1
0 0.6939963660.4380.0540 6 PCS27
0 0.6916356870.5230.0720 6 3SP1
0 0.6916155850.43 0.0330 6 TRIM22
0 0.6892456040.5430.0890 6 GNAI2
0 0.6891457830.2870.0050 6 CD72
0 0.6888285720.4780.0670 6 )PT-
0 0.6831633560.3650.0380 6 GA)P)1�AS1
0 0.6816166930.9970.9710 6 RPS27A
0 0.68066978 0.9850.8850 6 RP37A
0 0.6796264960.9850.86 0 6 RPS5
0 0.6788069180.9970.95 0 6 RPS8
0 0.6785044960.4470.0590 6 MDM4
0 0.6765958590.9970.9450 6 RPS15A
0 0.6765202280.51 0.0860 6 AN?A6
0 0.6752878340.3460.0060 6 -CGR2)
0 0.6751389910.2670.0010 6 3INC01857
0 0.6748737540.5050.0830 6 PARP1
0 0.6743781790.3450.0070 6 IGHA1
0 0.6721243150.4350.0560 6 =PS13C
0 0.6713684650.3870.03 0 6 STR)P
0 0.6710190210.3150.0050 6 A--3
0 0.6708851310.9950.9050 6 RP337
0 0.6706716850.3210.01 0 6 SCIMP



0 0.6658033130.4380.0620 6 ITSN2
0 0.6642523990.4790.0650 6 H3A�-
0 0.6638162360.2960.0080 6 CCR7
0 0.6618222850.5120.1030 6 TRIM38
0 0.65885086 0.6450.15 0 6 AR36IP5
0 0.6562657090.3870.0170 6 CY))
0 0.6554437270.5950.1420 6 SCA-11
0 0.65523439 0.3290.0040 6 CCR6
0 0.6550643570.9950.9660 6 RPS23
0 0.65432365 0.4190.0360 6 P3CG2
0 0.6527628160.5070.0930 6 R)M25
0 0.6502534130.36 0.0210 6 RIC3
0 0.64972529 0.4760.0770 6 N2TR
0 0.6488830270.3550.0220 6 CNTR3
0 0.6486631430.2840.0020 6 TN-RS-13)
0 0.6484321620.7560.22 0 6 =IM
0 0.6474979930.3530.0120 6 )CAS4
0 0.6461876520.4650.0690 6 1M1D1C
0 0.6454851740.5210.1110 6 Z-P36
0 0.6453022540.3850.03 0 6 MIS18)P1
0 0.6428814960.4440.0790 6 IR-1
0 0.63909392 0.3060.0120 6 ZN-107
0 0.6389950160.3340.0080 6 )T2
0 0.6388879650.43 0.0540 6 S,T?
0 0.63849553 0.5140.1040 6 SNHG7
0 0.6378464950.5170.0780 6 ,=3
0 0.6358055750.4180.0440 6 HC3S1
0 0.6347148660.3340.0090 6 )3N2
0 0.6343176730.3870.0280 6 DC2
0 0.6313438160.4590.0730 6 NSD3
0 0.6288768760.3960.0490 6 D6C28
0 0.6287499430.3030.0030 6 CPN,5
0 0.6285399280.3890.04 0 6 CYTIP
0 0.62852199 0.3770.03 0 6 S3C38A1
0 0.6271422730.3510.0260 6 NC6A3
0 0.62610931 0.3560.02 0 6 3YN
0 0.62243454 0.3550.0290 6 8RS31
0 0.6219111620.5480.0860 6 GM-G
0 0.62171122 0.4640.0680 6 ARID4)
0 0.6197657150.3290.0120 6 SY2



0 0.6175187180.33 0.0240 6 CY)561A3
0 0.61676345 0.3770.0330 6 ARHGAP45
0 0.6161788 0.2880.0050 6 TSPAN13
0 0.6160694480.5840.0910 6 ,MP3
0 0.6159066420.4250.0590 6 -N)P1
0 0.6129566440.4360.0660 6 PDCD4
0 0.6129561330.3780.0330 6 A36?5AP
0 0.6077513060.5210.1130 6 TNRC6)
0 0.6072402970.4410.0720 6 PRP-38)
0 0.6057327630.3960.05 0 6 )TN3A2
0 0.6042815740.2860.02 0 6 I-I443
0 0.6038289560.3 0.01 0 6 HSH2D
0 0.6036160850.48 0.0990 6 M)N31
0 0.6033918310.4730.0880 6 TAP)P
0 0.6026812520.3480.03 0 6 GNG7
0 0.6022488360.3980.05 0 6 ATP2)1
0 0.6019366280.3330.02 0 6 SP1403
0 0.6016260510.3650.0440 6 -N)P4
0 0.6016234890.3910.05 0 6 ZN-292
0 0.6014114750.3530.0260 6 I316
0 0.5989721760.4140.0610 6 DDIT4
0 0.5953801040.4310.0560 6 CD44
0 0.5951759920.3140.0180 6 CD82
0 0.5931697120.3840.0550 6 RNAS,H2)
0 0.5902401090.8120.2370 6 MTRNR2312
0 0.5901636570.3260.02 0 6 ST6GA31
0 0.5873313240.3330.0250 6 ARHGAP15
0 0.5869221010.4540.0810 6 6GA
0 0.5865962350.4130.0590 6 CCND3
0 0.5862195630.9980.9770 6 RP332
0 0.5849323320.3770.0370 6 GGA2
0 0.5828835650.3780.0430 6 6-D1
0 0.5827916530.3810.05 0 6 CNPY3
0 0.5825196580.2940.0110 6 T-,)
0 0.5816414930.3650.0480 6 TTC14
0 0.5800804250.3 0.0080 6 TM,M156
0 0.57743221 0.3720.04 0 6 -MN31
0 0.5750470510.4950.09 0 6 P63R213.1
0 0.57416743 0.3950.0470 6 ARHG,-1
0 0.57258368 0.9940.9670 6 RP311



0 0.5710120970.3690.0430 6 P3P2
0 0.5705757640.4090.0640 6 ,)3N3P
0 0.5677339780.3450.03 0 6 PSM)8�AS1
0 0.5677064190.3940.07 0 6 S3C38A2
0 0.5669444840.2960.0270 6 MARC2S31
0 0.56690955 0.9970.9810 6 RP3P1
0 0.5655319990.35 0.0410 6 CHD2
0 0.5644511860.3290.0290 6 PRDM2
0 0.5632838710.3460.0440 6 AT-7IP
0 0.5623114190.3980.0670 6 WASHC4
0 0.5606979430.3870.0520 6 2MT2A
0 0.5587503160.2850.0140 6 -CHSD2
0 0.5586537150.36 0.0360 6 GR22
0 0.5574949890.5330.0930 6 CD81
0 0.5561020580.4310.0760 6 CCN31
0 0.5534913150.4560.0910 6 )RD2
0 0.5533458150.4040.0610 6 SH3)P5
0 0.5521873290.4110.0560 6 =ASP
0 0.5519668860.3640.0380 6 CNN2
0 0.55156422 0.3090.0110 6 NC-4
0 0.5510235110.3210.0360 6 SAMD9
0 0.5473900760.3260.04 0 6 PPP1R15A
0 0.5466382850.3760.0420 6 ,TS1
0 0.5463172090.2890.0090 6 CYS3TR1
0 0.5451665360.4260.0810 6 AN2RD11
0 0.54497994 0.3910.0530 6 3YSMD2
0 0.5437920350.3850.0650 6 D)N3
0 0.5437478680.4070.0650 6 SYNGR2
0 0.5379218730.3040.02 0 6 CD2N2D
0 0.5362212360.2620.0050 6 PARP15
0 0.5355562080.28 0.0120 6 ATP2A3
0 0.5348773520.3260.0310 6 ARHGAP30
0 0.5342505560.28 0.0160 6 TAGAP
0 0.5331188330.3570.0520 6 TUT4
0 0.5311526940.3060.0330 6 P3,2HA2
0 0.5310596670.3460.0360 6 A2NA
0 0.5309253030.3220.0280 6 TMC6
0 0.5297216750.3160.0240 6 RGS19
0 0.5294886810.3090.0290 6 CD27
0 0.52454185 0.2960.0210 6 TMC8



0 0.5234636080.3120.0270 6 NC2AP13
0 0.52247604 0.3480.0440 6 I32RG
0 0.5206409380.3760.0510 6 UTRN
0 0.5199777030.4760.0940 6 WS)1
0 0.5149370720.2940.0230 6 CD55
0 0.5144601850.2990.0250 6 SYT31
0 0.5143451290.3780.0650 6 R6C21
0 0.5122246650.3970.0660 6 S,PT9
0 0.5117546190.3090.0220 6 S1PR4
0 0.5077793260.3380.04 0 6 PPP1R18
0 0.5061685110.2630.0080 6 -GD2
0 0.5060134960.3160.0370 6 AP))1IP
0 0.50578154 0.3160.0330 6 PT22)
0 0.5037094860.3140.0380 6 )C32
0 0.5032523340.3730.0620 6 TM,M259
0 0.5031128780.3450.0540 6 R)M6
0 0.4982949240.2840.0320 6 S3C2A3
0 0.49672484 0.3120.03 0 6 3RMP
0 0.4955226580.2640.0170 6 AC025164.1
0 0.4950344820.3120.0420 6 PD,7A
0 0.4944657090.2750.02 0 6 UNC93)1
0 0.4922372290.2940.0350 6 ZN-791
0 0.4915187890.2910.0240 6 U=RAG
0 0.4872580450.29 0.0310 6 CYTH1
0 0.4871823930.3 0.0240 6 MAP424
0 0.4846458520.3550.0580 6 ,PC1
0 0.48381531 0.2750.0280 6 SMC6
0 0.4821319330.2970.0320 6 G3IPR1
0 0.4818718620.3320.0490 6 2ANS31
0 0.4810563440.3220.0450 6 CD213
0 0.4792343960.31 0.0360 6 ZCCHC7
0 0.4791877750.2660.0280 6 P3,2
0 0.4763981360.3170.0450 6 SIPA1
0 0.4750887880.28 0.0280 6 ?A-1
0 0.46453965 0.2560.02 0 6 TC6-1
0 0.4580378390.2640.02 0 6 SIT1
0 0.4536692670.2990.0410 6 3NP,P
0 0.4529474070.2760.0290 6 ,RAP2
0 0.4515688080.2750.0270 6 GR26
0 0.45064491 0.3410.0520 6 TG-)1



0 0.4483004910.3060.0410 6 MAP321
0 0.4478259730.2730.0260 6 ARHGAP4
0 0.4452513430.2670.03 0 6 ITGA4
0 0.4437878610.3120.0450 6 CY)C1
0 0.4428763020.2530.0230 6 P?2
0 0.4425278120.3140.0420 6 M2N22
0 0.4412413830.2690.0250 6 MY61G
0 0.4324621070.2540.0290 6 NIN
0 0.4317002570.2530.0230 6 -AM214A
0 0.4305328020.2610.0250 6 M6RC3
0 0.4193424560.2620.03 0 6 WAS
5.64,�307 0.4689628870.3020.0431.89,�302 6 3,NG8
7.88,�306 0.4726308330.3290.0512.64,�301 6 SCP,P1
3.67,�305 0.4038044140.2620.0321.23,�300 6 CSN21G2
3.73,�305 0.4731066210.3240.0491.25,�300 6 R)M26
6.63,�303 0.5007049430.4150.0782.22,�298 6 CCDC85)
1.48,�301 0.4825180110.3890.07 4.96,�297 6 NASP
2.16,�301 0.4449137250.2990.0437.25,�297 6 CHD1
5.06,�301 0.63955585 0.5910.15 1.70,�296 6 A,S
1.13,�299 0.67575312 0.7 0.2053.79,�295 6 S,PT7
3.84,�297 0.4389947060.3070.0461.29,�292 6 2DM5A
1.13,�295 0.4633299410.3190.0493.78,�291 6 )AZ1A
1.08,�294 0.39099639 0.2530.0313.64,�290 6 =6PP1
5.84,�294 0.4626073650.3370.0541.96,�289 6 GYPC
3.09,�293 0.4877464410.3650.0631.04,�288 6 RS)N13
2.02,�292 0.52523045 0.4060.0786.79,�288 6 TPR
4.89,�292 0.57518716 0.51 0.1171.64,�287 6 MPH6SPH8
3.08,�287 0.5205958320.9970.98 1.03,�282 6 RP310
6.52,�287 0.5672769460.9930.9172.19,�282 6 RP323A
7.58,�287 0.4992393990.4140.0812.54,�282 6 -AM49)
3.30,�286 0.4171631660.32 0.0511.11,�281 6 M)D2
2.83,�283 0.6038809480.9940.8889.49,�279 6 RPS29
3.40,�280 0.5425477070.4450.0951.14,�275 6 ICAM3
3.45,�279 0.5838410190.6440.1821.16,�274 6 SRRM2
1.12,�278 0.5257041190.3330.0573.76,�274 6 PHIP
4.03,�278 0.40183108 0.2960.0451.35,�273 6 C6)331
1.70,�277 0.4029373810.2580.0345.72,�273 6 PI23IP1
2.85,�277 0.4575491470.3340.0579.54,�273 6 NSD1
2.75,�276 0.4185336290.2850.0429.24,�272 6 )DP1
3.98,�276 0.7567803060.8770.3741.34,�271 6 N6P53



3.26,�275 0.4366514350.2970.0461.09,�270 6 R)M5
4.74,�275 0.47373042 0.3460.0611.59,�270 6 USP15
8.11,�274 0.4211208860.2760.04 2.72,�269 6 DNA1C10
2.63,�273 0.45141314 0.2860.0438.81,�269 6 INTS6
3.01,�272 0.4417691280.3120.05 1.01,�267 6 PH-20
9.50,�272 0.4509990720.3670.0683.19,�267 6 UP-2
1.19,�271 0.6338808770.5970.1653.98,�267 6 ST?7
4.17,�268 0.4276281780.3380.0591.40,�263 6 CDC42S,1
1.61,�267 0.54384673 0.5360.1355.41,�263 6 1A21
7.46,�266 0.5489743030.9940.9412.50,�261 6 RP3P2
7.64,�264 0.4932182980.9940.96 2.56,�259 6 RPS14
1.01,�263 0.7324553390.9920.7953.39,�259 6 MT�ND1
4.40,�263 0.7332489620.8850.3951.48,�258 6 PA)PC1
4.67,�263 0.3474387150.3330.0571.57,�258 6 )ST2
1.39,�260 0.5519992990.5810.1594.67,�256 6 ANP32)
2.74,�257 0.4473179440.3020.0499.18,�253 6 Z,)2
1.92,�254 0.4130587950.3070.0526.44,�250 6 CR,)R-
5.88,�254 0.5076204130.5 0.1241.97,�249 6 GP)P1
1.94,�253 0.46004206 0.4370.0976.50,�249 6 WAS-2
3.18,�253 0.5005338840.4970.1211.07,�248 6 CTSZ
4.20,�252 0.5069607890.99 0.9141.41,�247 6 RPS16
3.23,�251 0.5262910470.5240.1351.08,�246 6 TA-1D
2.63,�250 0.4925133430.4570.1078.82,�246 6 GR)2
3.52,�249 0.5024534380.5320.1381.18,�244 6 PSM)8
1.20,�248 0.5154500770.4070.0894.03,�244 6 )C3A-1
3.65,�248 0.4658729120.3930.0831.23,�243 6 DD?6
6.91,�248 0.4988861940.3630.0732.32,�243 6 ,3-1
7.50,�246 0.4896951310.5290.1362.52,�241 6 HNRNPH1
2.33,�245 0.54017398 0.4730.1167.80,�241 6 GCC2
2.99,�244 0.3849983930.2930.0491.00,�239 6 NIP)3
1.53,�242 0.3334629930.28 0.0455.13,�238 6 PYCARD
2.68,�242 0.4334675730.9930.9658.99,�238 6 RP319
3.59,�241 0.4577470180.3440.0671.20,�236 6 N,M-
2.03,�240 0.5474270010.5560.1546.80,�236 6 ACTR2
2.76,�240 0.4152768890.3130.0569.26,�236 6 C321
1.35,�238 0.6320000520.9990.9124.54,�234 6 MT�C62
2.46,�238 0.3531769720.2930.05 8.24,�234 6 -3NA
9.20,�238 0.4821103280.51 0.1323.09,�233 6 S-3)1
9.36,�236 0.4015214630.2770.0463.14,�231 6 PC-11
4.40,�235 0.3793231040.2660.0431.48,�230 6 C,NPC



2.45,�234 0.4576927020.3550.0738.23,�230 6 PH-3
8.30,�234 0.3885342370.2730.0452.78,�229 6 TAP1
7.84,�233 0.4755753170.42 0.0972.63,�228 6 DRAM2
1.50,�232 0.4742071140.99 0.9225.05,�228 6 RP329
1.03,�231 0.5034458520.2620.0433.44,�227 6 P3PP5
2.94,�231 0.4192696030.3460.07 9.85,�227 6 PH-14
1.08,�230 0.4600134370.4240.0993.63,�226 6 NC6R1
1.14,�230 0.4794885040.4560.1123.81,�226 6 3RR-IP1
2.51,�230 0.4626267250.3940.0888.40,�226 6 6RMD31
6.36,�229 0.3790926530.2780.0472.13,�224 6 CY3D
4.50,�226 0.3680480290.2930.0531.51,�221 6 PPP4R3A
6.15,�226 0.48931094 0.4760.1232.06,�221 6 MTPN
6.71,�226 0.4909764330.4750.1232.25,�221 6 RP32231
5.30,�225 0.4127427210.2610.0431.78,�220 6 ARID4A
5.53,�225 0.6548617 0.99 0.8371.86,�220 6 MT�CY)
8.94,�225 0.52975178 0.61 0.1873.00,�220 6 SRS-2
3.87,�221 0.3724235640.2960.0541.30,�216 6 Z)T)7A
1.33,�219 0.6197876930.8240.3324.46,�215 6 PNRC1
2.80,�219 0.4568871610.9960.9279.39,�215 6 RP336
4.52,�219 0.3801725140.27 0.0471.51,�214 6 CCDC32
8.59,�219 0.4556113560.4240.1032.88,�214 6 CHD9
1.06,�218 0.5460335050.6740.2243.56,�214 6 R)M39
5.21,�218 0.4180684420.34 0.0711.75,�213 6 PCM1
1.23,�217 0.3998819810.29 0.0544.12,�213 6 TM-1
1.25,�217 0.50523149 0.4070.0984.20,�213 6 CCDC50
3.26,�217 0.4663567690.9860.9311.09,�212 6 RPS24
6.24,�216 0.4179211120.3630.0792.09,�211 6 WIP-1
1.83,�215 0.4256237570.3790.0866.13,�211 6 ZRAN)2
4.60,�215 0.51792235 0.9770.8641.54,�210 6 RP35
2.33,�214 0.45414483 0.4650.1227.83,�210 6 SRS-10
3.80,�214 0.3750915140.2810.0511.27,�209 6 TRIM56
4.62,�214 0.3708397980.26 0.0441.55,�209 6 RICT6R
5.40,�214 0.3673964110.2930.0551.81,�209 6 USP34
6.23,�214 0.4790711710.4320.1082.09,�209 6 A2AP9
1.23,�213 0.4999193610.9920.9134.12,�209 6 RP327A
1.84,�213 0.5029889210.4840.1316.16,�209 6 YP,33
9.60,�213 0.5742087210.6440.2113.22,�208 6 HNRNPU
3.68,�209 0.4527432840.9960.9351.23,�204 6 RPS13
8.49,�208 0.4351831460.3480.0772.85,�203 6 ASH13
6.14,�207 0.4766141770.4580.1232.06,�202 6 TA-7



2.70,�206 0.3386815190.2510.0439.06,�202 6 MIA3
2.52,�205 0.4014519980.3290.07 8.44,�201 6 TN-RS-14
4.22,�205 0.4140378360.37 0.0851.42,�200 6 CASP4
6.72,�205 0.40493964 0.3230.0682.25,�200 6 )RD4
2.04,�204 0.40373362 0.3670.0846.85,�200 6 PA)PN1
4.48,�204 0.4425392650.32 0.0671.50,�199 6 S2I3
6.78,�203 0.34190716 0.3660.0832.27,�198 6 MYH9
2.76,�202 0.3660062 0.2780.0529.25,�198 6 SMG1
6.95,�201 0.3470964210.2950.0582.33,�196 6 HDAC1
9.86,�201 0.3481414410.2530.0443.31,�196 6 CD2N1)
2.31,�200 0.6326295520.78 0.3317.76,�196 6 Z-AS1
1.15,�199 0.4258992640.9890.9553.85,�195 6 RP33
1.49,�198 0.41381739 0.3450.0785.01,�194 6 PSMA3�AS1
4.91,�198 0.3584498440.2930.0591.65,�193 6 23-13
1.27,�197 0.5255898820.5340.1634.26,�193 6 SRS-11
7.60,�197 0.4241004680.3760.09 2.55,�192 6 PSIP1
2.95,�196 0.3365534620.26 0.0479.89,�192 6 2MT2C
3.14,�196 0.3720360840.3010.0611.05,�191 6 IDS
7.99,�196 0.5685935350.9740.65 2.68,�191 6 MT�ND5
1.73,�195 0.4533487410.9920.9055.81,�191 6 RPS9
2.78,�193 0.4898330960.9830.8719.34,�189 6 RP310A
3.13,�193 0.4103969830.3920.0971.05,�188 6 CDC40
1.18,�189 0.4115855970.3270.0733.96,�185 6 TA623
1.38,�189 0.3764484730.3210.07 4.63,�185 6 PPP1R12A
2.11,�189 0.3841502020.3090.0667.08,�185 6 ZC3HA=1
2.25,�189 0.3547775410.26 0.0497.55,�185 6 R))P6
8.05,�189 0.3320140850.2650.05 2.70,�184 6 M33T6
4.56,�188 0.3627110120.27 0.0531.53,�183 6 )IRC6
5.48,�188 0.3521247940.2560.0481.84,�183 6 6GT
5.96,�186 0.3611184530.3260.0732.00,�181 6 I8GAP1
6.46,�185 0.3204824310.26 0.0492.17,�180 6 RPA2
1.23,�182 0.5257305630.73 0.2864.12,�178 6 ,RP29
7.58,�182 0.3186029680.2540.0482.54,�177 6 H,RC4
4.71,�181 0.3463378990.3190.0721.58,�176 6 U),211
2.13,�180 0.3479704720.2610.0517.15,�176 6 HNRNP3
4.31,�177 0.4097005060.9910.9221.45,�172 6 RP314
4.61,�177 0.3557148090.3290.0771.54,�172 6 TAN2
2.44,�176 0.3142884040.2860.0618.18,�172 6 ZN-638
2.82,�175 0.3214378070.2680.0559.45,�171 6 PR2DC
5.77,�175 0.3189884180.2630.0531.93,�170 6 SMARCA2



7.14,�175 0.4382574810.5170.1642.39,�170 6 U),2I
2.89,�174 0.3578629060.2510.0499.68,�170 6 CCAR1
1.85,�173 0.5198627040.7460.3046.22,�169 6 NAP131
1.01,�171 0.3709349930.3810.1 3.40,�167 6 P3,2H-2
1.96,�171 0.3469863440.3140.0726.58,�167 6 M)P
3.43,�171 0.3805378590.3320.08 1.15,�166 6 USP8
2.29,�170 0.5292120170.9960.9037.67,�166 6 MT�C63
3.41,�170 0.35780897 0.3090.0711.14,�165 6 ,M34
4.95,�170 0.34555367 0.2930.0641.66,�165 6 ,36=35
5.55,�170 0.4188279190.5740.1921.86,�165 6 ACTR3
1.27,�167 0.3272105660.2880.0634.25,�163 6 SINHCA-
7.05,�167 0.6282232760.8810.4622.36,�162 6 ACTG1
1.79,�165 0.3973238050.45 0.1346.00,�161 6 HNRNPD
2.26,�165 0.4579288710.6050.2157.58,�161 6 YWHAZ
2.04,�164 0.3191464940.3370.0836.84,�160 6 M,D10
5.31,�164 0.4993012650.9980.9021.78,�159 6 MT�C61
1.93,�163 0.4666154290.6150.2236.48,�159 6 H,RPUD1
1.98,�163 0.3193026620.3740.0996.65,�159 6 CMTM6
3.07,�163 0.3259465950.27 0.0581.03,�158 6 ACAP2
1.42,�161 0.3855797010.9950.9234.75,�157 6 RPS4?
4.20,�161 0.37865067 0.3720.1011.41,�156 6 GGN)P2
1.17,�160 0.3654088730.3130.0763.93,�156 6 RS-1
2.36,�159 0.2996174070.2730.06 7.92,�155 6 TMP6
1.26,�158 0.3342208950.2980.07 4.22,�154 6 I-NGR2
1.51,�158 0.3038528 0.2680.0595.05,�154 6 IR-3
1.96,�158 0.3383998670.9960.9756.57,�154 6 RPS28
5.05,�158 0.3111393590.2880.0661.69,�153 6 SMC3
1.04,�157 0.3336301340.27 0.06 3.50,�153 6 TRA)D
1.97,�156 0.3989130670.4640.1456.62,�152 6 S-P8
4.05,�156 0.4163942370.4960.1631.36,�151 6 PPIG
1.69,�155 0.3098664030.2860.0665.68,�151 6 PT,N
3.41,�154 0.4124849780.9760.8611.14,�149 6 RAC21
8.47,�154 0.4054096120.3850.11 2.84,�149 6 TRA2)
2.07,�152 0.3581998940.4540.1416.95,�148 6 DD?3?
2.31,�152 0.3816625 0.3470.0937.74,�148 6 DH?36
6.33,�151 0.33018759 0.2710.0622.12,�146 6 TH6C2
1.18,�150 0.3643864030.3250.0843.94,�146 6 CCND)P1
1.36,�150 0.5007180750.9330.6864.57,�146 6 RPS26
2.68,�150 0.3365503060.2780.0658.98,�146 6 PPP3CA
5.07,�150 0.2993378280.2630.0591.70,�145 6 ZN-24



8.43,�149 0.3079226050.26 0.0582.83,�144 6 A)HD17A
8.38,�148 0.34906922 0.48 0.1562.81,�143 6 N-2)IA
4.63,�147 0.3700221150.3350.09 1.55,�142 6 ADAR
4.90,�147 0.3272971590.3130.08 1.64,�142 6 AC245297.3
1.45,�146 0.3769967270.9860.9244.87,�142 6 RP315
4.17,�146 0.3110122340.3080.0781.40,�141 6 MUC20�6T1
9.93,�146 0.4487093260.9970.8683.33,�141 6 MT�ND4
1.24,�145 0.3642644170.55 0.1934.14,�141 6 ,I-3D
1.29,�145 0.3233807740.3650.1024.33,�141 6 RNPS1
1.40,�145 0.4204515020.6940.2824.68,�141 6 SRS-5
2.64,�144 0.43388643 0.9530.5678.86,�140 6 CY)A
8.23,�144 0.29063251 0.2590.0592.76,�139 6 PH2)
7.62,�143 0.3841447 0.4160.1292.55,�138 6 SNRNP70
1.21,�142 0.3579987620.3470.0974.05,�138 6 U2SURP
1.25,�142 0.4326100130.9910.9394.20,�138 6 RP321
1.57,�142 0.5265695790.9450.6085.27,�138 6 RPS10
5.01,�142 0.3697523320.9860.8831.68,�137 6 U)A52
1.05,�141 0.3049072610.3030.0773.53,�137 6 TIA31
1.75,�141 0.39079347 0.4840.1655.88,�137 6 NT5C
5.61,�141 0.3387682910.2960.0751.88,�136 6 PPP1R10
7.17,�140 0.34383511 0.3090.0812.41,�135 6 ADD1
2.17,�139 0.3328762030.4170.1297.26,�135 6 DD?46
6.94,�139 0.3105329040.9940.9662.33,�134 6 RPS15
9.44,�139 0.29310295 0.2710.0653.16,�134 6 CPN,1
1.46,�138 0.3817437470.4510.1484.88,�134 6 MTDH
1.61,�138 0.3237745010.3230.0875.40,�134 6 S,PT1
3.21,�138 0.3178001520.39 0.1171.08,�133 6 HNRNPH3
5.27,�136 0.3686359040.6070.2321.77,�131 6 3SM7
1.51,�135 0.3055131650.2980.0785.05,�131 6 US-2
2.33,�134 0.3295297320.2610.0647.81,�130 6 ,I-2A22
4.59,�134 0.7357874490.4070.14 1.54,�129 6 HSPA1A
2.76,�133 0.2745293090.2870.0749.24,�129 6 MAC-1
6.05,�133 0.3085361930.3980.1232.03,�128 6 T,R-2IP
6.01,�132 0.29880453 0.3 0.08 2.02,�127 6 C,3-1
6.37,�131 0.3224144140.3240.0912.14,�126 6 2PN)1
7.17,�131 0.3494714080.6050.2332.40,�126 6 SRRM1
1.88,�128 0.3034319420.2770.0726.31,�124 6 2RR1
4.08,�128 0.2561342230.3070.0841.37,�123 6 -6S
4.77,�128 0.3379025110.4110.1331.60,�123 6 I-T57
1.66,�127 0.4664218130.8650.4725.55,�123 6 HNRNPA2)1



9.88,�127 0.2926512610.3880.1223.31,�122 6 PRP-4)
1.09,�124 0.3493575350.5430.2053.66,�120 6 CAP1
1.68,�124 0.3284593050.3470.1055.65,�120 6 SMARC)1
2.08,�124 0.2982818010.3680.1146.98,�120 6 ,I-3A
4.65,�123 0.3842305290.7010.3071.56,�118 6 ,I-3-
2.32,�122 0.3130160120.2510.0637.77,�118 6 ,S-1
2.74,�122 0.3030955030.3250.0959.19,�118 6 WAC
3.01,�122 0.2626455640.2550.0641.01,�117 6 A)I1
3.15,�122 0.3091555480.4350.1481.06,�117 6 3SM8
4.59,�122 0.3301601130.5710.22 1.54,�117 6 SYP31
2.93,�121 0.3011596670.3450.1059.81,�117 6 ZN-207
4.36,�121 0.3431442060.6710.2821.46,�116 6 S6N
1.03,�120 0.3250273170.4070.1373.47,�116 6 TTC3
2.06,�120 0.3207269710.9860.9466.90,�116 6 RP326
8.16,�120 0.2608067410.3210.0942.74,�115 6 RNMT
1.05,�119 0.3170784480.3570.1113.51,�115 6 CD=3
1.10,�119 0.3054913490.3 0.0863.69,�115 6 3M64
1.25,�119 0.3051265190.3730.1194.19,�115 6 THRAP3
1.03,�118 0.2567765810.2510.0633.45,�114 6 RH6G
8.22,�118 0.2945977710.3830.1252.76,�113 6 HNRNPR
8.46,�118 0.2727691780.27 0.0722.84,�113 6 ATG12
1.54,�116 0.3072254850.8260.3995.15,�112 6 MT�ND43
3.90,�116 0.3460210710.5860.2391.31,�111 6 TPM3
2.52,�114 0.2927341540.4630.1678.44,�110 6 RSRC2
2.86,�114 0.3201521410.3880.13 9.58,�110 6 S3TM
1.07,�113 0.3297004780.5660.2283.58,�109 6 HNRNPA3
1.94,�113 0.3769225460.7790.3756.52,�109 6 ARPC2
3.20,�113 0.26036161 0.2870.0811.07,�108 6 RN-19A
1.22,�112 0.27260538 0.2850.0814.11,�108 6 APP31
1.29,�111 0.3679497090.6930.3144.32,�107 6 S,RP1
4.42,�111 0.2942175070.4340.1541.48,�106 6 HNRNPM
4.82,�111 0.3024859110.4960.1871.62,�106 6 S,3,N6-
1.89,�109 0.2711234940.4590.1676.33,�105 6 PH)2
3.71,�109 0.3092263660.47 0.1741.24,�104 6 ARPC1)
2.01,�108 0.2571744760.2530.0696.75,�104 6 MIDN
2.33,�108 0.3197049060.9950.8967.82,�104 6 PTMA
4.52,�107 0.2735299990.2970.0881.52,�102 6 ,RICH1
4.74,�107 0.2725625650.26 0.0721.59,�102 6 IR-2
2.44,�106 0.2853483110.2960.0898.17,�102 6 IDI1
6.76,�106 0.36767407 0.3210.1032.27,�101 6 DNA1)1



6.78,�106 0.2827199260.4590.1712.27,�101 6 D,2
1.02,�105 0.2531899680.2510.0683.43,�101 6 NU)1
8.63,�105 0.2553403850.2930.0872.89,�100 6 M,D28
6.70,�104 0.2661842480.9980.9912.25,�99 6 RP341
4.98,�103 0.2898697320.2890.0871.67,�98 6 PPH3N1
4.80,�102 0.3112226080.5750.2431.61,�97 6 T6MM20
6.52,�102 0.2551422840.2670.0782.19,�97 6 DNA1)14
1.49,�101 0.3281597750.9840.8514.99,�97 6 RP338
2.64,�101 0.2796532530.4410.1648.84,�97 6 R)M?
6.82,�101 0.2971369660.3480.1182.29,�96 6 PRP-40A
1.68,�100 0.2719566560.9920.9475.64,�96 6 RPS7
8.86,�100 0.3298474870.9840.8562.97,�95 6 RP327
2.30,�99 0.2957759330.99 0.9397.71,�95 6 RP335A
2.81,�99 0.2835498010.3720.13 9.41,�95 6 CAPZA1
7.81,�98 0.3067141350.35 0.1212.62,�93 6 ,A-2
1.31,�97 0.2731010610.2820.0864.40,�93 6 PTPN1
1.88,�97 0.2808941290.9940.9456.31,�93 6 RPS25
7.02,�96 0.2715457110.3950.1452.35,�91 6 ))?
2.96,�95 0.2638968020.3320.1129.94,�91 6 G63GA4
8.26,�94 0.3006959520.9890.8272.77,�89 6 ACT)
1.28,�92 0.2921547560.9860.8784.29,�88 6 RP322
7.34,�90 0.2842853520.6250.2852.46,�85 6 SSR2
1.71,�87 0.3076073340.3920.15 5.75,�83 6 23-6
5.66,�86 0.2506872550.5040.2111.90,�81 6 ARPC5
9.09,�86 0.2575736350.4590.1863.05,�81 6 SNRP)
2.80,�83 0.2561664520.6060.2769.40,�79 6 U)?N1
4.50,�79 0.3294476010.8520.5131.51,�74 6 HSP90A)1
2.24,�78 0.2527784130.6810.3357.51,�74 6 S,T
6.57,�78 0.2749363130.5980.2822.20,�73 6 ,I-4)
1.07,�72 0.3022748450.9060.5633.58,�68 6 ARPC3
1.70,�72 0.30860605 0.9060.5875.69,�68 6 NPM1
2.55,�70 0.2943127640.84 0.4888.55,�66 6 CCNI
3.09,�64 0.2833952130.9060.5911.04,�59 6 HMG)1
5.85,�63 0.2720239520.9650.7571.96,�58 6 ,,-1D
0 4.2058631810.7060.0120 7 S100A9
0 4.1302979160.6040.0090 7 S100A8
0 3.6651384470.8460.0150 7 3YZ
0 3.4038145570.9030.0240 7 TYR6)P
0 3.1503597820.9010.0130 7 AI-1
0 3.0289571810.8360.0140 7 -C,R1G



0 2.9103722050.8130.01 0 7 3ST1
0 2.8201418 0.8460.1080 7 S100A4
0 2.5744005650.8310.06 0 7 CTSS
0 2.5187618850.6960.0030 7 -CN1
0 2.5134490310.7250.0690 7 -6S
0 2.4472458110.7680.0770 7 3GA3S1
0 2.39374507 0.5710.0430 7 TIMP1
0 2.2299141630.4860.0030 7 AC020656.1
0 2.22674929 0.8020.2590 7 H3A�DR)1
0 2.2014722540.7810.0820 7 SRGN
0 2.1969554080.69 0.13 0 7 H3A�DPA1
0 2.1752321570.9940.44 0 7 TMS)4?
0 2.1482912940.8660.3190 7 H3A�DRA
0 2.13041329 0.6750.1570 7 H3A�DP)1
0 2.1218078220.97 0.5540 7 CST3
0 2.0307290290.9020.5170 7 CD74
0 2.01298951 0.27 0.0130 7 C18A
0 1.9927825990.2910 0 7 S100A12
0 1.97058926 0.8880.2960 7 PSAP
0 1.9689930180.7190.1060 7 DUSP1
0 1.9318600220.9090.2390 7 S100A6
0 1.83321868 0.51 0.0140 7 I-I30
0 1.8110225290.5410.0240 7 -G32
0 1.8086536080.4510.01 0 7 CD14
0 1.8075852410.7310.1290 7 TYMP
0 1.7996037810.53 0.01 0 7 MNDA
0 1.7987180890.4960.0060 7 C-D
0 1.7805544120.5910.1230 7 I-ITM2
0 1.7707938270.4530.0970 7 H3A�DR)5
0 1.7113298150.6330.06 0 7 ITG)2
0 1.6981628120.57 0.0150 7 SPI1
0 1.6718843430.5040.0830 7 H3A�D8)1
0 1.6639462460.8610.4580 7 SH3)GR33
0 1.6624125910.3390.0050 7 =CAN
0 1.6613099030.46 0.0220 7 RGS2
0 1.63350657 0.4550.0090 7 MS4A6A
0 1.6227541550.3810.0010 7 SMIM25
0 1.6209529090.6 0.0930 7 ,MP3
0 1.5647606470.5510.0360 7 PYCARD
0 1.5413176740.42 0.0040 7 MS4A7



0 1.5296155320.5040.02 0 7 C1orf162
0 1.5263988010.6140.0860 7 GM-G
0 1.5239033550.5540.1060 7 C,)P)
0 1.5048243470.9920.7270 7 TMS)10
0 1.4999059720.4520.0010 7 CSTA
0 1.4859943620.9110.1860 7 N,AT1
0 1.4853506370.9880.8280 7 ACT)
0 1.4747009790.4880.0340 7 AP1S2
0 1.4522169420.7690.3080 7 C6T31
0 1.4521908950.4590.0680 7 NAMPT
0 1.44714815 0.4360.0260 7 SAMHD1
0 1.4316811460.5370.0750 7 RNAS,T2
0 1.4262729650.4880.0510 7 CD68
0 1.4157633450.6290.0870 7 3APTM5
0 1.4112821090.32 0.0130 7 -CGR3A
0 1.3922890230.4050.0180 7 CY))
0 1.3769980950.4680.0350 7 CARD16
0 1.3490859380.3990.04 0 7 CP=3
0 1.34444514 0.6370.1710 7 1UN)
0 1.3411241090.3830.0020 7 IGS-6
0 1.3341094280.9240.3080 7 H3A�)
0 1.3237449030.3750.0090 7 MP,G1
0 1.3154291690.4930.0630 7 3CP1
0 1.2972050550.4560.0940 7 ST?)P2
0 1.2820250180.4880.1030 7 H3A�DMA
0 1.26051242 0.4190.0460 7 Z,)2
0 1.25399462 0.5030.1140 7 Z-P36
0 1.25040638 0.3390.0060 7 MA-)
0 1.2346288910.4160.0360 7 =SIR
0 1.2206668070.3760.0180 7 1AM3
0 1.2140641120.35 0.0010 7 C-P
0 1.2137291520.5340.0720 7 HCST
0 1.1900655770.32 0.0050 7 P3AUR
0 1.1707218780.3840.0430 7 M,-2C
0 1.1659714710.3270.0160 7 PTPR,
0 1.1615416250.4790.0790 7 -?YD5
0 1.1379362390.3030.0030 7 C3,C12A
0 1.1340896140.3510.0440 7 MARC2S
0 1.1339892220.5540.1020 7 PTPRC
0 1.1262358240.3980.0590 7 CD44



0 1.1204768760.9940.8350 7 )2M
0 1.11420714 0.3210.0270 7 P3,2
0 1.1100175020.3420.0060 7 TN-S-13)
0 1.1079267880.3350.0030 7 C3,C7A
0 1.1002875120.8430.3370 7 H3A�C
0 1.0988083990.3260.0020 7 HC2
0 1.0969965920.3460.0140 7 3Y96
0 1.0905875020.5340.1140 7 ARHGDI)
0 1.0846960010.4330.0630 7 ,-HD2
0 1.0742610460.3720.04 0 7 C4orf48
0 1.0728156510.5280.1010 7 C6R61A
0 1.0596091490.3230.0450 7 H3A�DM)
0 1.0446364780.3190.0460 7 DUSP6
0 1.0440093320.3890.0510 7 AN?A1
0 1.04256876 0.4460.0770 7 -Y)1
0 1.0364947470.3240.0260 7 TN-RS-1)
0 1.0298954070.2880.0010 7 CS-1R
0 1.0115432510.2690 0 7 -PR1
0 1.0045820920.3580.0320 7 G3IPR1
0 0.9947358270.2750.0180 7 )C32A1
0 0.9837884120.29 0.0090 7 -GR
0 0.9825753340.2630.0010 7 3I3R)2
0 0.9782599830.3010.0260 7 NUP214
0 0.9762744780.2920.0330 7 P3,2H61
0 0.9628624750.2890.0240 7 3YN
0 0.9620916760.3320.0370 7 RGS10
0 0.9604579960.3820.0660 7 GPSM3
0 0.9597382270.3330.0410 7 PPT1
0 0.9592084830.3280.0340 7 MY61-
0 0.9482015780.2750.0180 7 2CTD12
0 0.92505397 0.3450.0490 7 HC3S1
0 0.9005426130.2730.0030 7 NC-2
0 0.8630881310.2780.0290 7 CASP1
0 0.8129551170.2660.0160 7 3GA3S9
0 0.7695023480.99 0.3760 7 MA3AT1
8.75,�305 1.62066131 0.3590.0612.93,�300 7 H3A�D8A1
1.72,�303 1.0340037120.4520.0955.78,�299 7 GNAI2
1.66,�302 1.2107242030.5370.14 5.55,�298 7 GRN
1.01,�301 1.15136644 0.5950.1713.37,�297 7 ARPC1)
8.12,�296 1.1846826170.4860.1132.72,�291 7 =MP1



1.28,�292 1.1031924490.4560.1014.30,�288 7 AN?A2
9.82,�291 1.2326748320.6750.2263.30,�286 7 =IM
1.47,�288 0.80324981 0.28 0.0384.93,�284 7 ZY?
8.59,�287 1.0430194530.4010.0792.88,�282 7 3SP1
2.31,�285 0.8903759020.3510.0617.75,�281 7 RH6G
8.61,�283 1.0885168620.3020.0452.89,�278 7 P3AC8
1.32,�278 0.7527805030.4520.0924.43,�274 7 CD37
1.52,�278 1.2109468260.8680.5195.09,�274 7 S100A11
6.62,�278 0.7861202880.2720.0372.22,�273 7 ARR)2
7.56,�278 1.1343790820.8930.5712.53,�273 7 CY)A
2.33,�273 0.9133946760.2890.0427.81,�269 7 P6U2-2
2.51,�262 1.13667859 0.4860.1138.43,�258 7 CD52
4.77,�261 0.8704778120.3180.0541.60,�256 7 CNPY3
4.79,�261 1.0566104220.3530.0661.61,�256 7 G3U3
1.57,�257 1.2074771980.6190.2165.28,�253 7 TSP6
2.05,�256 0.8657131840.27 0.0396.89,�252 7 WARS
1.43,�250 0.8073682270.31 0.0524.80,�246 7 UCP2
8.86,�249 0.8469400510.3390.0632.97,�244 7 ,=I2)
6.67,�240 0.9068938370.6580.2162.24,�235 7 H3A�,
3.89,�237 0.8107399180.4060.0881.30,�232 7 CD48
2.03,�232 0.8331051640.3720.0786.82,�228 7 CD53
4.91,�228 0.8345958130.3050.0551.65,�223 7 TG-)1
1.24,�226 0.8355189420.3170.06 4.17,�222 7 )ST2
1.02,�221 1.1477038250.48 0.1363.44,�217 7 I,R2
1.23,�221 1.0668455470.4510.1254.12,�217 7 CTSZ
6.42,�220 0.98347326 0.2740.0472.15,�215 7 NC-1
8.37,�220 0.6430470550.98 0.9192.81,�215 7 RP328
8.83,�219 0.7977976880.9870.8672.96,�214 7 RP339
9.43,�208 0.86585104 0.7950.3773.16,�203 7 H3A�A
2.99,�207 0.9324818790.3960.0991.00,�202 7 WS)1
3.89,�207 0.7640017820.2630.0451.31,�202 7 I-NGR1
3.06,�204 1.2631806290.4660.1391.03,�199 7 HSPA1A
4.14,�197 0.7806830140.2580.0461.39,�192 7 -MN31
3.73,�196 0.8145921740.3560.0821.25,�191 7 3IMD2
6.34,�195 0.7739951450.2730.0512.12,�190 7 RN-149
1.62,�193 0.7337267270.3090.0645.42,�189 7 RN-130
2.19,�190 0.9577735290.4350.1267.34,�186 7 PSM)9
5.69,�190 1.1055527050.8980.7371.91,�185 7 SAT1
8.38,�190 0.7041660440.27 0.05 2.81,�185 7 GIMAP4
5.91,�188 0.9020423240.4130.1161.98,�183 7 3RR-IP1



5.43,�184 0.7924310480.3480.0851.82,�179 7 -AM49)
5.81,�182 0.8155581340.3090.0681.95,�177 7 PTPN6
2.76,�181 0.6707205890.9480.86 9.27,�177 7 RPS2
6.53,�180 1.0003026320.4180.1242.19,�175 7 MC31
5.39,�177 0.9017986190.3030.0671.81,�172 7 AHNA2
2.20,�175 1.0025006970.4120.1237.38,�171 7 =AMP5
4.44,�173 0.7871888420.3170.0741.49,�168 7 I8GAP1
5.77,�173 0.7337063890.8980.7611.93,�168 7 6AZ1
1.59,�172 0.8193151270.2660.0535.35,�168 7 -6S)
2.06,�172 0.6980963270.2620.0526.90,�168 7 -3NA
2.15,�167 0.9525840180.5360.2127.19,�163 7 ARPC5
2.77,�163 0.8002038910.3640.1 9.28,�159 7 CMTM6
4.27,�163 0.95935094 0.7230.4041.43,�158 7 PA)PC1
6.33,�162 0.8652783530.4230.1352.12,�157 7 H2A-Y
1.59,�161 0.75290482 0.2810.0635.34,�157 7 =ASP
2.08,�157 0.7225115140.2630.0576.99,�153 7 SMAP2
4.78,�151 0.8611949470.6340.2841.60,�146 7 T?NIP
3.31,�148 0.7651667420.9550.91 1.11,�143 7 RPS19
3.21,�139 0.9437721540.3650.1121.08,�134 7 HSPA1)
2.10,�138 0.5946956160.93 0.8187.05,�134 7 H3-3A
1.31,�137 0.5213782490.9590.9044.40,�133 7 -AU
1.55,�131 0.7185758360.2980.08 5.21,�127 7 I-I16
5.58,�131 0.8432277420.6580.3821.87,�126 7 ARPC2
3.26,�128 0.8046107440.4320.1611.09,�123 7 ACTR2
4.16,�126 0.6536258620.28 0.0741.40,�121 7 TPP1
7.23,�126 0.5901723570.9310.9072.43,�121 7 RPS9
7.46,�124 0.8296873450.3020.0872.50,�119 7 IR-1
7.50,�124 0.93620004 0.5110.2232.51,�119 7 Z-P3631
2.80,�123 0.7543533790.8270.6229.38,�119 7 H3-3)
2.10,�122 0.6594595020.2720.0727.05,�118 7 I-NGR2
2.08,�121 0.8342241050.7580.5356.97,�117 7 NPC2
1.40,�120 0.75981677 0.2910.0834.68,�116 7 CCN31
6.78,�116 0.72737373 0.3 0.0892.28,�111 7 GCA
5.31,�114 0.8891621810.69 0.4081.78,�109 7 S100A10
1.04,�112 0.6817810830.3340.1083.49,�108 7 3GA3S3
3.42,�111 0.4181630390.9730.9321.15,�106 7 RPS24
2.79,�110 0.9149862430.26 0.0729.35,�106 7 ISG15
3.30,�108 0.7386037630.3450.12 1.11,�103 7 C23-
4.09,�107 0.7922768140.4830.2171.37,�102 7 T2T
3.86,�100 0.6862652310.3060.1 1.29,�95 7 TU)A1A



1.22,�98 0.6892463440.2760.0864.10,�94 7 NAG2
7.26,�96 0.7965943740.3820.1522.43,�91 7 23-6
6.87,�95 1.0501117130.6120.3712.31,�90 7 I-ITM3
2.31,�94 0.8227270450.5640.3137.75,�90 7 NAP131
5.46,�93 0.6880400880.4580.21 1.83,�88 7 CAP1
5.54,�93 0.7025540910.5810.32 1.86,�88 7 S,RP1
6.27,�89 0.6737777540.5170.2572.10,�84 7 -CGRT
8.21,�86 0.5990087970.7450.5722.75,�81 7 ARPC3
4.01,�85 0.6943268990.4680.2281.35,�80 7 SDC)P
1.07,�84 0.4747017550.5980.3153.59,�80 7 S,RPINA1
1.55,�84 0.5897414340.8390.7595.20,�80 7 P-N1
1.42,�81 0.3971396310.9530.9434.78,�77 7 RP3P2
2.71,�81 0.6258754090.7070.4719.09,�77 7 ACTG1
7.54,�80 0.57852462 0.2660.09 2.53,�75 7 CASP4
8.64,�80 0.3341594140.9860.9822.90,�75 7 RP3P1
9.32,�79 0.5690352850.6440.3783.13,�74 7 DD?5
8.53,�78 0.6476146930.47 0.2392.86,�73 7 ATP6=0)
1.23,�77 0.5107290970.2550.0844.11,�73 7 RAC2
2.94,�77 0.5584242290.5270.27 9.85,�73 7 )TG1
7.41,�75 0.6690174180.4540.2292.49,�70 7 AN?A5
7.91,�75 0.7456599820.3950.18 2.65,�70 7 Z-P3632
1.80,�74 0.5567476070.3290.1336.03,�70 7 CAPZA1
5.68,�73 0.4081309310.9290.8861.91,�68 7 U)A52
8.00,�73 0.61187776 0.3550.1532.68,�68 7 MTDH
1.57,�71 0.5913501070.37 0.1645.28,�67 7 AR36IP5
5.22,�71 0.6299481370.47 0.2451.75,�66 7 TPM3
2.53,�70 0.5699445310.3180.1318.48,�66 7 MTPN
3.21,�70 0.4821511960.3770.1611.08,�65 7 1UND
1.57,�69 0.7628358270.4930.2785.26,�65 7 C,)PD
4.46,�68 0.6228304480.28 0.1091.49,�63 7 M)N31
3.73,�67 0.3725867670.9630.9371.25,�62 7 RPS13
1.00,�65 0.5771524480.29 0.1163.36,�61 7 S,RPIN)1
2.46,�65 0.5659895750.2880.1158.24,�61 7 TRA2)
1.91,�64 0.4905135920.79 0.7026.41,�60 7 C-31
3.96,�64 0.6310385760.5640.3621.33,�59 7 RH6A
1.88,�63 0.5609880020.6580.45 6.31,�59 7 3AMT6R4
2.49,�63 0.5589273690.8740.7338.35,�59 7 RPS21
2.21,�62 0.3890406020.9170.8217.41,�58 7 RPS11
6.76,�62 0.3063239820.9760.9752.27,�57 7 RPS28
4.26,�61 0.3508245760.9310.9191.43,�56 7 RP318A



7.03,�61 0.53984898 0.4010.2012.36,�56 7 ACTR3
4.42,�59 0.6646751920.4190.2221.48,�54 7 HNRNPU
5.07,�59 0.5574605980.26 0.1031.70,�54 7 RSRP1
1.74,�58 0.5372183380.3680.1785.82,�54 7 ARPC4
6.33,�58 0.3231858910.9450.8992.12,�53 7 PTMA
1.93,�57 0.2962044440.9780.9816.47,�53 7 RP310
5.28,�57 0.4654377810.3220.1421.77,�52 7 1UN
1.56,�56 0.7627091270.4730.2755.24,�52 7 CTS)
4.16,�53 0.5272372930.2750.1191.39,�48 7 ,I-3A
3.66,�52 0.3002761480.9670.9311.23,�47 7 ATP5-1,
5.23,�52 0.5212150470.2660.1141.76,�47 7 T3N1
1.80,�51 0.3403506420.9130.9166.02,�47 7 RP327A
4.09,�51 0.2833552720.9370.8811.37,�46 7 RP330
4.67,�51 0.5557273730.3470.1731.57,�46 7 MSN
5.85,�51 0.2975757460.9680.9511.96,�46 7 RPS8
6.02,�51 0.3127415580.8980.8242.02,�46 7 RP318
3.67,�50 0.6534628030.4560.2721.23,�45 7 TU)A1)
6.71,�49 0.3823347040.8690.8342.25,�44 7 P-DN5
1.48,�48 0.4156909340.2550.1084.95,�44 7 6ST-1
6.42,�48 0.4475660250.2530.1082.15,�43 7 ATG3
9.08,�48 0.6643934880.37 0.1993.04,�43 7 CTSC
1.81,�47 0.5957239530.3050.1486.05,�43 7 DD?3?
4.91,�47 0.3303511610.9640.9591.65,�42 7 RPS27
4.20,�45 0.4903487660.4040.2251.41,�40 7 YWHAZ
4.82,�45 0.4893111120.4960.3121.62,�40 7 -2)P1A
7.16,�45 0.5378925720.3 0.1472.40,�40 7 HNRNPH1
1.30,�43 0.4842442970.4280.2544.37,�39 7 SH3)GR3
1.05,�42 0.7055238160.2980.1463.52,�38 7 HM6?1
1.83,�42 0.5016647160.3030.1516.15,�38 7 Z-AND5
2.04,�42 0.4386188490.3 0.1496.84,�38 7 PSM)8
2.19,�42 0.2928906660.9520.9627.35,�38 7 RPS14
6.52,�42 0.2801076440.9450.9472.19,�37 7 RPS15A
1.15,�41 0.3046708270.94 0.89 3.85,�37 7 RPS29
3.76,�40 0.4642962710.5290.3581.26,�35 7 AP2S1
1.88,�39 0.5412627180.3880.23 6.32,�35 7 PTP4A2
2.07,�39 0.4932219150.4360.2736.94,�35 7 ASAH1
1.28,�38 0.4121553690.29 0.1464.30,�34 7 GN)2
5.77,�38 0.5212518240.3 0.1561.93,�33 7 SCA-11
1.50,�36 0.45457681 0.2570.1265.03,�32 7 PA22
5.50,�35 0.4004472340.7340.6371.85,�30 7 CA3M2



4.15,�34 0.4980131890.29 0.1551.39,�29 7 DD?21
1.14,�33 0.5156949610.3410.1963.83,�29 7 SRRM2
4.54,�33 0.3780355840.7480.6181.52,�28 7 RPS10
6.86,�33 0.4113489990.4630.3062.30,�28 7 DAZAP2
1.61,�32 0.4320927980.2550.1295.40,�28 7 TSC22D3
6.53,�32 0.7240795210.4350.2892.19,�27 7 CTSD
7.29,�32 0.4190082240.3680.2192.44,�27 7 GDI2
9.59,�31 0.5203185440.5340.3893.22,�26 7 CST)
1.92,�30 0.3638187590.4010.2486.43,�26 7 P2M
2.85,�30 0.3491875350.2620.1369.56,�26 7 I-I2732
3.18,�30 0.36960237 0.6290.4751.07,�25 7 RP336A
6.39,�30 0.4470232960.2940.1632.14,�25 7 -US
2.09,�29 0.5255367190.2780.1557.03,�25 7 RN-213
3.25,�29 0.3937471160.3540.2141.09,�24 7 R)M3
3.61,�29 0.4982250970.2890.1651.21,�24 7 N-2)IA
1.72,�27 0.3124254170.2540.1345.75,�23 7 ITG)1
1.12,�26 0.3774283430.49 0.3473.77,�22 7 PNRC1
1.52,�26 0.3784325660.39 0.2545.09,�22 7 TM)IM4
5.43,�26 0.3306488090.3340.2 1.82,�21 7 N4)P232
5.48,�26 0.4565975690.4870.3561.84,�21 7 PSM,2
9.99,�26 0.3483738310.4290.2853.35,�21 7 CAPZ)
1.59,�25 0.3857067130.5790.4445.34,�21 7 CDC42
4.80,�25 0.3255472580.3770.2381.61,�20 7 AP3P2
4.81,�24 0.3630194250.2830.1661.61,�19 7 C-3AR
4.93,�24 0.3206117510.2860.1671.65,�19 7 TM,M50A
3.01,�23 0.3577394930.2970.1771.01,�18 7 RAP1A
3.67,�23 0.37744431 0.2530.1461.23,�18 7 3SM6
1.59,�22 0.3460131330.3660.2385.34,�18 7 R)M39
4.85,�22 0.2800211620.6610.5391.63,�17 7 RAC1
1.57,�21 0.3422541490.3350.2165.28,�17 7 PG3S
3.75,�21 0.3450298950.2590.1541.26,�16 7 3ITA-
3.81,�21 0.3163271540.2850.1681.28,�16 7 PNISR
8.85,�21 0.2890730580.2570.1512.97,�16 7 ATP6AP2
4.10,�20 0.3226059040.29 0.1791.37,�15 7 D,2
4.34,�20 0.2980345320.2720.1651.46,�15 7 CAPNS1
1.76,�19 0.3566242520.35 0.2385.90,�15 7 HNRNPA3
7.95,�19 0.3220672350.4950.38 2.67,�14 7 YWHA)
1.06,�18 0.3287286360.3150.2073.55,�14 7 M6)1A
1.33,�18 0.3657611230.3060.1964.46,�14 7 DD?17
1.34,�18 0.3417933630.2560.1574.50,�14 7 3SM8



5.09,�18 0.3268178580.4130.2941.71,�13 7 S6N
5.96,�18 0.36102857 0.3680.2532.00,�13 7 GNAS
1.24,�17 0.3178843570.4660.3464.16,�13 7 Z-AS1
4.47,�17 0.3114449750.3520.2441.50,�12 7 3SM7
2.71,�16 0.3090143220.3010.2029.09,�12 7 CAST
3.21,�16 0.3072406420.3810.2751.08,�11 7 DRAP1
3.50,�16 0.3147917940.2680.1731.17,�11 7 ANP32)
2.47,�15 0.3107868440.5870.4858.29,�11 7 HNRNPA2)1
3.62,�15 0.2646799970.44 0.3321.21,�10 7 HMGN2
7.21,�15 0.3058622060.9830.9822.42,�10 7 -TH1
9.66,�15 0.2955329690.5440.4543.24,�10 7 )RI3
2.35,�14 0.2646455650.5730.4867.88,�10 7 C3IC1
1.14,�13 0.3009529110.3150.2213.81,�09 7 TM,M167A
1.48,�13 0.2548395070.3480.2484.97,�09 7 RNH1
2.41,�13 0.3236957080.3270.2378.09,�09 7 TAG3N2
1.35,�12 0.2994192310.3030.2174.51,�08 7 AR-6
1.40,�12 0.2917014330.5030.4244.69,�08 7 PR,3ID1
3.77,�12 0.3445714240.3190.2371.26,�07 7 3Y6,
3.82,�12 0.25184015 0.3260.2371.28,�07 7 RAP1)
1.14,�11 0.2501904110.4290.3383.82,�07 7 S,C11A
1.34,�09 0.3339223840.3260.2544.50,�05 7 RH6)
3.66,�09 0.27648195 0.5710.5110.0001227887 CD63
1.24,�06 0.25713321 0.2870.2260.0416054937 DNA1A1
0 3.5792691910.8560.1310 8 D,-)1
0 3.5089566010.4240.0120 8 UM6D
0 3.0561988830.45 0.0250 8 S100A2
0 2.7333929120.3370.0060 8 S3C12A1
0 2.5223041280.4910.0050 8 2NG1
0 2.3603422370.9070.2480 8 S100A6
0 2.2912109660.3480.0050 8 TM,M52)
0 2.0440064710.6460.1110 8 C2)
0 1.7847493850.45 0.0030 8 DUSP9
0 1.7316636160.2870.0080 8 S-RP1
0 1.7278504230.5020.0510 8 GSTM3
0 1.5716254340.2750.0030 8 P=A3)
0 1.42969981 0.2530.0020 8 C3DN16
0 1.3489434010.2870.0040 8 2CN11
0 1.3122229380.3110.0210 8 MA3
0 1.3054598120.3230.0180 8 UCH31
0 1.2789842660.2620.0020 8 TU))2)



0 1.2285508550.29 0.0150 8 -63R3
9.01,�224 1.6843966130.5080.1173.02,�219 8 PPP1R1A
3.41,�222 1.1998327020.3430.0521.15,�217 8 NDRG2
3.80,�175 1.1650795260.3660.0741.28,�170 8 NUDT4
1.67,�130 1.3016989130.5370.2065.58,�126 8 IDH2
8.85,�126 1.1476763810.71 0.3772.97,�121 8 CD24
1.32,�121 1.2533335850.4220.1314.41,�117 8 N-,232
1.43,�107 1.1625900610.4810.1844.81,�103 8 MRPS6
1.38,�98 1.24425489 0.4390.1674.63,�94 8 S3C25A4
2.40,�98 1.0217293930.6940.4128.06,�94 8 S100A10
8.46,�93 0.9832401920.6940.4252.84,�88 8 ),?3
3.18,�90 0.9697949930.3590.1161.07,�85 8 ,-HD1
3.50,�86 1.0204557440.4070.1481.17,�81 8 C6?7A1
4.61,�83 1.1907659240.27 0.0741.54,�78 8 CA12
2.77,�80 1.0355161380.5090.2479.29,�76 8 P2M
3.22,�71 0.7743175970.8040.6521.08,�66 8 CHCHD10
2.38,�70 1.0317629370.5950.3488.00,�66 8 MPC1
8.43,�68 0.6815204790.8420.7242.83,�63 8 C6?8A
8.84,�65 0.8834787330.2950.1012.97,�60 8 C6MT
7.35,�62 0.6475401490.8820.8322.47,�57 8 C6?5)
5.18,�60 0.6358031920.8310.71 1.74,�55 8 U8CRH
4.91,�58 0.5861407320.8250.6511.65,�53 8 DSTN
5.33,�58 1.6034378480.4810.2771.79,�53 8 ATP1A1
7.26,�58 0.7648567770.7590.6372.43,�53 8 CA3M2
3.33,�56 0.7955369720.7530.5981.12,�51 8 CYSTM1
3.50,�56 0.97786647 0.4670.2521.17,�51 8 GNAS
2.22,�55 1.7543545810.2870.1077.45,�51 8 W-DC2
1.04,�51 0.7394288720.5570.3393.48,�47 8 MRP333
1.29,�49 0.8775292210.6230.4564.34,�45 8 CYCS
1.86,�49 0.7131851710.6970.5396.24,�45 8 ATP5MC1
9.82,�46 0.5464910950.8230.7273.29,�41 8 C6?7)
5.42,�44 1.0275939690.6120.4521.82,�39 8 ATP1)1
8.44,�44 0.8442201390.2750.1132.83,�39 8 I=NS1A)P
1.57,�43 0.8033355030.2640.1075.27,�39 8 ITG)1)P1
3.65,�39 0.4374340720.8650.8381.22,�34 8 SRP14
1.03,�38 0.5802519190.8250.8013.45,�34 8 C6?6)1
4.24,�38 0.6328301690.6210.4611.42,�33 8 NDU-A5
1.60,�37 0.5860264070.7620.6835.35,�33 8 PPDP-
1.77,�37 0.8511401820.4390.2695.95,�33 8 C)R1
4.61,�37 0.8060765250.3490.1781.55,�32 8 ),?2



2.05,�35 0.7135357860.3790.2116.87,�31 8 DNA1C19
3.31,�35 0.9602729060.54 0.39 1.11,�30 8 IG-)P7
1.47,�30 0.3509962160.8980.9 4.93,�26 8 PTMA
2.34,�30 0.8398548610.4670.3227.85,�26 8 HIST1H4C
3.98,�30 0.4995669370.7950.74 1.33,�25 8 ATP5P-
8.41,�30 0.6636059280.3460.19 2.82,�25 8 AI-13
1.75,�29 0.5301308420.6680.5585.86,�25 8 ATP5-1)
9.58,�29 0.4192915690.8230.8023.21,�24 8 U8CR)
1.02,�28 0.5251228420.6680.5573.42,�24 8 ATP5-1A
1.34,�28 0.4639131310.7950.7544.51,�24 8 C6?6C
1.67,�28 0.44484876 0.87 0.8645.61,�24 8 NDU-A4
2.69,�28 0.5377120870.6260.5139.02,�24 8 NDU-)3
1.15,�27 0.7481263510.3880.2423.87,�23 8 M6CS2
1.24,�27 0.4866089140.7890.7274.15,�23 8 NDU-A1
1.45,�27 0.4936009190.7950.7714.85,�23 8 C6?7A2
1.17,�26 0.6091730680.3260.1793.93,�22 8 P-N2
1.69,�26 0.6709615950.37 0.2285.68,�22 8 NDU-A8
2.30,�26 0.4741080390.8060.7467.73,�22 8 U8CR10
3.44,�26 0.5557264620.6410.5411.15,�21 8 C6?5A
1.42,�25 0.5263688270.7 0.6424.75,�21 8 ATP5P6
1.36,�24 0.6128516380.3980.2544.55,�20 8 HIGD1A
1.45,�24 0.4669879060.7970.7564.86,�20 8 ATP5MC3
3.41,�24 0.4576827970.6240.4771.15,�19 8 ACTG1
9.80,�24 0.3816696070.87 0.9123.29,�19 8 ,I-1
2.65,�23 0.55297206 0.4810.35 8.88,�19 8 SMS
1.38,�22 0.6283164560.4290.3034.63,�18 8 =DAC2
1.74,�22 0.6180858750.36 0.2285.83,�18 8 DMAC1
4.96,�22 0.4739015460.6680.5861.66,�17 8 PRD?2
8.24,�22 0.6024145570.4740.3572.76,�17 8 CYC1
1.06,�21 0.4610201460.6150.5253.55,�17 8 HSP90A)1
1.69,�21 0.5411733520.3880.25 5.67,�17 8 NARS
5.21,�21 0.6324191220.3250.2 1.75,�16 8 ARHGAP24
5.44,�21 0.4262568550.7760.7461.82,�16 8 TMA7
1.12,�20 0.6145001730.2840.1633.75,�16 8 S,3,N6M
1.47,�20 0.5907977920.3880.2554.94,�16 8 TC,A34
1.92,�20 0.5275270060.3290.2036.44,�16 8 PDHA1
1.11,�19 0.3454061390.8560.8243.74,�15 8 3DH)
1.40,�19 0.4302906060.6990.6594.71,�15 8 Y)?1
1.74,�19 0.3687848580.8320.85 5.83,�15 8 ATP5MG
1.89,�19 0.57038212 0.3340.2096.34,�15 8 S=IP



2.21,�19 0.5486974830.5250.4227.41,�15 8 NDU-A6
2.74,�19 0.5798585370.3120.1969.17,�15 8 AN?A11
2.95,�19 0.5131741350.4020.2829.89,�15 8 SNRPN
3.09,�19 0.5447912660.41 0.2831.04,�14 8 PN2D
3.60,�19 0.54131382 0.5510.4591.21,�14 8 MRP341
4.16,�19 0.5750431560.3370.2181.39,�14 8 SRI
6.05,�19 0.3850741740.7310.6792.03,�14 8 PRD?5
6.47,�19 0.4740077880.5260.4222.17,�14 8 HS)P1
2.80,�17 0.49597931 0.52 0.4259.38,�13 8 C19orf70
5.73,�17 0.3658258330.6410.5791.92,�12 8 ,N61
1.83,�16 0.5350381 0.4190.3156.13,�12 8 NDU-A12
2.09,�16 0.4325800530.57 0.4857.00,�12 8 HMGN1
2.32,�16 0.4146605470.7470.7087.80,�12 8 U8CR11
2.87,�16 0.58367018 0.3570.2579.63,�12 8 G3R?5
6.10,�16 0.3780774210.7340.7342.04,�11 8 CHCHD2
1.22,�15 0.3163773 0.4290.2934.10,�11 8 T?NIP
1.72,�15 0.6730042770.2660.1625.76,�11 8 TSC22D1
2.30,�15 0.5099027480.2640.1627.70,�11 8 MAG,D2
4.18,�15 0.5107596830.2660.1661.40,�10 8 C7orf50
4.98,�15 0.4334355020.6490.5991.67,�10 8 PRR13
3.31,�14 0.2519528750.8960.8451.11,�09 8 P,)P1
4.02,�14 0.4064745430.5790.5091.35,�09 8 NDU-)9
5.47,�14 0.3803693080.7450.7291.83,�09 8 S2P1
5.88,�14 0.4641791640.38 0.2791.97,�09 8 HADH)
9.51,�14 0.4628228950.5980.5413.19,�09 8 NDU-S6
1.78,�13 0.3981385490.5570.5025.99,�09 8 CCNI
1.87,�13 0.4417889060.5 0.4276.27,�09 8 NDU-A)1
3.86,�13 0.5330264240.3010.2081.29,�08 8 -AM200)
5.34,�13 0.3131296060.6750.6291.79,�08 8 H3-3)
6.49,�13 0.4810127460.5610.5192.18,�08 8 CIR)P
8.16,�13 0.3863328470.6350.5962.74,�08 8 NDU-)7
1.57,�12 0.3862725130.5950.5265.27,�08 8 PRD?3
1.59,�12 0.3898762980.6340.61 5.33,�08 8 SU)1
1.83,�12 0.2881485370.7780.7446.15,�08 8 U)35
2.39,�12 0.4537034260.3450.2448.02,�08 8 TC,A39
4.12,�12 0.2980094640.6630.6061.38,�07 8 MGST3
5.01,�12 0.4335392190.4910.4291.68,�07 8 ,RH
1.23,�11 0.36348541 0.4980.42 4.13,�07 8 =DAC1
1.72,�11 0.2629597580.7620.75 5.76,�07 8 ATP5-1D
1.83,�11 0.3903439070.64 0.5896.15,�07 8 ATP5PD



1.99,�11 0.4464914650.29 0.2036.68,�07 8 C??C5
2.52,�11 0.4511414750.5260.4778.46,�07 8 U8CR-S1
2.79,�11 0.35923479 0.5780.5269.36,�07 8 MPC2
3.23,�11 0.2928617660.7130.6611.08,�06 8 NDU-)1
3.33,�11 0.3395179020.6930.7 1.12,�06 8 S3C25A6
4.25,�11 0.3400819130.6440.6141.42,�06 8 C6MMD6
7.80,�11 0.4648626 0.4670.3962.62,�06 8 SNU13
7.97,�11 0.3633987420.5840.5322.67,�06 8 MIN6S1
8.03,�11 0.5108548390.3430.2592.69,�06 8 ID2
1.17,�10 0.4433551020.3960.3153.93,�06 8 MMP246S
1.25,�10 0.3326509260.6520.6234.18,�06 8 NDU-)4
1.37,�10 0.4882395540.3150.2314.59,�06 8 U8CC2
1.47,�10 0.5019063510.2970.2114.93,�06 8 CD59
2.17,�10 0.4736863010.3230.2487.29,�06 8 =AMP2
2.51,�10 0.4888239030.3140.2368.41,�06 8 AN?A5
3.49,�10 0.4764285250.3460.2691.17,�05 8 C12orf57
4.74,�10 0.5471875180.2760.1961.59,�05 8 CHP1
5.45,�10 0.3948805530.77 0.7431.83,�05 8 -?YD2
7.67,�10 0.4496754720.6710.6742.57,�05 8 S3C25A5
1.01,�09 0.2555259480.75 0.7573.38,�05 8 PPIA
1.60,�09 0.3638714140.4460.3685.38,�05 8 NAA38
2.12,�09 0.4260166920.3520.2767.12,�05 8 HI)ADH
2.52,�09 0.2742136280.7440.7278.44,�05 8 MI-
2.99,�09 0.4343831860.45 0.3950.0001003878 ,ID1
2.99,�09 0.5144960230.2590.1870.0001003988 MRP336
3.54,�09 0.4892056390.4740.3970.0001186938 ADIR-
6.58,�09 0.4444384220.3930.3290.00022061 8 NDU-S4
7.71,�09 0.3745675590.2660.1910.0002586318 SN?10
8.29,�09 0.4369961090.3350.2650.0002779778 )AG1
9.24,�09 0.4390758930.2690.1980.0003098718 3YP3A1
1.30,�08 0.3982029940.4830.4340.0004369278 GA)ARAP32
1.59,�08 0.3706935650.2670.1920.0005325068 ),?4
1.59,�08 0.4160804930.3310.2590.0005327068 SH3)GR3
1.73,�08 0.4442977640.2660.1950.0005793158 =DAC3
2.20,�08 0.3291488980.5470.5010.0007367758 GNG5
2.39,�08 0.3790744710.5610.5410.0008008598 NDU-)10
2.93,�08 0.4057346240.4050.3380.00098313 8 TM,M141
3.68,�08 0.3626345690.4940.4470.0012345278 TSTD1
3.71,�08 0.4070247930.2670.1970.0012439458 ,I-4,
3.81,�08 0.3926856060.3460.2840.0012763048 U8CRC2



4.58,�08 0.8032550360.3180.26 0.0015364748 MTRNR2312
5.88,�08 0.2889425220.86 0.9280.0019707878 RPS4?
7.03,�08 0.3515341820.4160.3540.0023578998 NUC2S1
1.09,�07 0.2964699460.5310.4830.0036650838 YWHA,
2.15,�07 0.28127669 0.6370.6130.0072213648 ,I-32
3.74,�07 0.2880897840.5640.5160.0125530628 PRD?6
3.87,�07 0.39557025 0.3730.3130.0129652358 NC3
5.71,�07 0.2993364930.5430.5160.01916104 8 NDU-=2
5.86,�07 0.3646657090.3010.2340.0196383638 HSPA9
6.44,�07 0.3202014810.47 0.4290.0215877538 SRP9
6.70,�07 0.4936794340.2780.2160.0224737188 GA)ARAP31
7.24,�07 0.367859 0.4130.3580.0242725858 -AM162A
8.45,�07 0.4579289710.3760.33 0.0283250688 S,3,N6W
9.63,�07 0.2853653280.6510.6420.0322946058 ISCU
1.49,�06 0.3676302270.3230.2660.0498227 8 RA)11A
2.60,�06 0.3794124620.4010.3560.08733945 8 C11orf58
2.98,�06 0.2790972470.57 0.5460.0999311978 ATP5-1C
3.37,�06 0.37360946 0.2720.2140.1129791828 MRPS12
4.49,�06 0.2863816560.5760.5920.1506961048 SUM62
6.40,�06 0.5188610430.4570.3970.2147855958 MA3AT1
1.14,�05 0.2544043390.6290.6280.3814167188 DYN331
1.49,�05 0.3233141070.3590.3140.5000189718 TA?1)P1
1.58,�05 0.3546620240.4750.4580.5300418928 ANAPC16
1.69,�05 0.3267783210.4970.4890.56783862 8 HNRNPA2)1
1.69,�05 0.3304243750.4070.3690.5680169918 SRS-9
1.73,�05 0.3790490970.3280.2860.5817796148 PPCS
1.78,�05 0.3526335340.3880.3470.5967138648 C6?20
2.10,�05 0.3581271960.3250.2820.7054004 8 RH,)
2.74,�05 0.3369518760.2810.2320.9183099028 PDCD6
3.04,�05 0.3415392910.3660.3321 8 TM,M230
3.13,�05 0.3680578690.3310.2861 8 AP2M1
3.15,�05 0.3238329080.4130.3771 8 NDU-)5
3.30,�05 0.3352913320.3460.3011 8 ANAPC13
3.65,�05 0.2925330270.2620.2111 8 MRPS7
3.75,�05 0.3487055980.43 0.4071 8 C6?7A23
4.92,�05 0.3324597390.2830.2361 8 HDDC2
5.45,�05 0.3150928040.2750.22 1 8 MIR4458HG
5.79,�05 0.5215702630.3260.2941 8 CTSD
6.38,�05 0.2716858030.4670.4331 8 CISD1
7.96,�05 0.2827962180.3560.3131 8 SRS-3



0.0001123770.2781854720.5080.4921 8 NDU-S7
0.0001410560.3152472990.3060.2581 8 T?N34A
0.0001553380.2891025180.4250.3941 8 HINT2
0.0001612560.2698290250.4160.38 1 8 NDU-)6
0.0001883650.3264191940.3170.2821 8 YWHA8
0.0002047460.3270869740.3250.2851 8 TM,M14)
0.0002100910.3396639850.3590.3251 8 RA)2A
0.0002179250.2786594520.2690.2231 8 MI,N1
0.0002618810.2672466990.3990.3711 8 ATP5P)
0.0003038480.3124177720.3630.3341 8 P63R22
0.0003042180.2946202710.3060.2671 8 MR-AP1
0.0003314170.3562746910.3110.2741 8 DD?24
0.0003575650.3192799310.2980.2631 8 )AN-1
0.0003705570.2935416160.3070.2671 8 NDU-A10
0.0003794220.3472952730.2640.2251 8 )63A3
0.0003833140.2852699580.2840.2421 8 MAP3213
0.0003884430.3142195370.2860.2471 8 PYUR-
0.0004173140.2566109590.3280.2861 8 A3DH1A1
0.0004267420.2715204720.2590.2161 8 MRPS18C
0.0005792720.2817952460.3060.2691 8 NDU-S3
0.0005817550.2964980050.2830.2451 8 MAP13C3)
0.0007132180.2576974440.4240.3941 8 CST)
0.00101492 0.2997285570.43 0.4171 8 HNRNP2
0.0010379460.3241247140.2610.2271 8 SPAG7
0.0011690430.2613471410.5 0.4951 8 S,C61G
0.0014896110.2811041310.27 0.2341 8 MRP321
0.0015157080.3512418070.3210.2991 8 SRS-5
0.0015964520.2722230410.4880.49 1 8 C3IC1
0.0017434390.3072346730.2840.2541 8 TC,A38
0.0018260740.2992033980.2610.23 1 8 TSP6
0.0025946330.3110548650.2760.2481 8 AP1S1
0.0033358290.2697060810.3730.3561 8 SDHD
0.0034823370.3084299590.3630.35 1 8 S,T
0.0035371880.2828245490.3310.31 1 8 ,I-2S2
0.0035589780.2610902610.4250.4231 8 SUM61
0.0045616930.26820947 0.2560.2241 8 MRPS16
0.0049284860.2558506170.2720.2421 8 ,CI1
0.0053054490.3331013570.2560.2281 8 PPP1C)
0.0054136380.30318051 0.3030.2881 8 CN)P
0.0054479780.2523256360.3120.2831 8 NHP2



0.0062748360.2607692230.4040.4021 8 CAPZA2
0.0070614470.26130288 0.2520.2251 8 STRAP
0.0079902030.3131370350.28 0.26 1 8 2RT10
0.0086069330.2745401630.2560.2341 8 RAN)P1
0.0095936950.27104447 0.3680.3591 8 =APA
0.0097565840.2917124210.3450.3341 8 U-C1
0 3.2132966590.4710.0130 9 -?YD4
0 3.1469534670.4430.0070 9 A8P2
0 2.5283011030.2640.0050 9 S3PI
0 2.3505282860.2570.0010 9 S3C26A7
0 2.1457169990.4210.0410 9 A8P3
0 2.0760486580.41 0.0070 9 TM,M213
0 2.0437364160.4760.0220 9 HSD11)2
0 1.82491485 0.3290.0020 9 ATP6=1G3
0 1.7717487220.5740.0190 9 MA3
0 1.7249285480.4790.01 0 9 MUC1
0 1.7234371250.3710.0080 9 TACSTD2
0 1.72220704 0.5120.0450 9 CD9
0 1.71029067 0.4070.02 0 9 2RT19
0 1.6519726010.49 0.0090 9 SCIN
0 1.5291188810.31 0.0030 9 ATP6=0D2
0 1.4302529270.2830.0140 9 2RT7
0 1.2424579880.2880.0060 9 NUPR2
0 1.1985239 0.3430.0020 9 C3DN8
0 1.19621051 0.2570.0060 9 C3CN2)
0 1.1911539970.2830.0120 9 PTG,R3
0 1.12506332 0.3670.0270 9 MA32
0 1.0531429430.2980.0020 9 ADGR-1
0 1.0450275180.2880.0060 9 CDH1
0 0.9516922220.3210.0140 9 DM2N
0 0.9235328930.2570.0070 9 M,C6M
0 0.8280971510.2550.01 0 9 SCNN1A
6.74,�300 2.3195142520.7360.1392.26,�295 9 D,-)1
2.30,�260 1.3715924270.3710.0377.72,�256 9 T-CP231
4.32,�256 2.0008366070.8810.2541.45,�251 9 S100A6
5.07,�251 1.0779907370.2790.0211.70,�246 9 DSP
7.43,�243 1.3800802610.4140.05 2.49,�238 9 C6)331
6.70,�236 1.9786370840.5760.1032.25,�231 9 W-DC2
6.79,�214 1.6486922510.6 0.1212.28,�209 9 CDH16
4.55,�184 1.6150513330.5360.11 1.52,�179 9 3GA3S3



7.84,�156 0.94020953 0.2830.0352.63,�151 9 P3S3
4.32,�154 0.8038381610.29 0.0361.45,�149 9 PA?2
3.64,�139 1.6128757340.8330.3921.22,�134 9 MA3AT1
4.43,�139 0.8448299170.2570.0321.48,�134 9 S3C5A3
2.97,�134 0.9250600860.2860.0419.97,�130 9 S3C38A1
9.60,�133 0.7190912830.2520.0323.22,�128 9 S100A2
1.47,�131 1.1499276010.41 0.0834.92,�127 9 MUC20�6T1
6.69,�122 1.1522015360.2690.04 2.24,�117 9 S3C43A2
1.11,�113 1.2381872540.5570.1743.71,�109 9 2TN1
7.35,�108 1.1174552050.2830.0492.46,�103 9 P3CG2
1.09,�105 1.3866062440.35 0.0753.64,�101 9 CA12
1.80,�105 1.2589260190.7810.3876.05,�101 9 IG-)P7
2.17,�102 0.8359766790.6290.2077.27,�98 9 N,AT1
6.94,�102 0.9928324410.4260.1072.33,�97 9 CD81
4.71,�99 1.2533428320.4450.1191.58,�94 9 C2)
9.08,�98 1.36689048 0.4640.1333.04,�93 9 N-,232
1.89,�95 0.6848752430.2690.0476.33,�91 9 1UP
2.53,�92 0.7818135160.3360.0728.48,�88 9 AHNA2
2.12,�91 1.0097100870.4020.1057.10,�87 9 WS)1
2.30,�89 0.8770020170.29 0.0587.72,�85 9 GSTM3
1.54,�87 1.2523441730.4570.1425.17,�83 9 RA3)P1
4.03,�87 0.8667085670.2670.0511.35,�82 9 ARHGAP18
7.02,�86 0.9799987340.3620.0892.35,�81 9 C6318A1
1.09,�84 1.2598645860.3140.0723.65,�80 9 WN21
1.20,�79 0.8094255140.3210.0754.02,�75 9 C3DN7
2.12,�79 1.0429223210.5 0.1737.12,�75 9 ,PCAM
1.41,�78 0.9444018420.2980.0674.74,�74 9 MT�ATP8
4.72,�78 1.7583948550.5860.2591.58,�73 9 C3U
6.36,�78 1.03779878 0.59 0.2482.13,�73 9 P2M
6.59,�77 1.2269612170.3670.1022.21,�72 9 NDRG1
8.15,�77 0.9939024030.7290.3792.73,�72 9 CD24
4.21,�76 1.0829947880.3480.0941.41,�71 9 DHRS7
9.26,�76 0.8986075580.4570.1463.10,�71 9 )CAM
2.33,�75 0.8703727140.5 0.1727.81,�71 9 APP
3.97,�75 0.9421131910.4 0.1171.33,�70 9 A2AP9
1.14,�70 0.5322622360.8620.4543.81,�66 9 TMS)4?
1.29,�69 1.2831267950.5950.2774.33,�65 9 ATP1A1
2.73,�66 0.8788913710.3070.0819.16,�62 9 MSI2
6.90,�66 1.1437931040.7550.4512.31,�61 9 ATP1)1
1.40,�64 0.7652252990.2640.0624.69,�60 9 CAPN2



8.64,�63 0.8962666440.3290.0952.90,�58 9 ATP6=1A
2.31,�61 0.6162520350.3120.0847.74,�57 9 SPT)N1
7.68,�61 0.68559164 0.2620.0642.57,�56 9 G3TP
1.72,�58 0.8759006350.31 0.0885.78,�54 9 N,DD43
1.88,�58 0.9530399140.4790.1896.31,�54 9 AI-13
2.34,�58 0.8288295580.56 0.2527.85,�54 9 GNAS
3.59,�58 0.7677768380.7710.4751.20,�53 9 ACTG1
2.95,�57 0.7987995640.4020.1389.88,�53 9 SYN,2
3.71,�57 0.8265027040.39 0.1321.24,�52 9 PA?8
2.46,�56 1.0473097890.2880.0828.24,�52 9 A2R1)1
3.65,�56 0.6066446910.2570.0651.22,�51 9 PT)P3
4.09,�54 0.7604503770.7120.4141.37,�49 9 S100A10
6.39,�54 0.8379070870.7950.5272.14,�49 9 S100A11
8.46,�54 0.8593719450.4760.1962.84,�49 9 DD?17
2.70,�53 0.7515470270.2740.0759.05,�49 9 G63G)1
6.15,�53 0.7372306520.3240.1012.06,�48 9 CD46
2.66,�52 0.67647793 0.2670.0738.91,�48 9 HACD3
2.17,�51 0.85617843 0.2880.0867.29,�47 9 6GDH3
1.56,�50 0.9237772220.4 0.1545.24,�46 9 3ITA-
2.13,�50 0.8130677440.7070.4347.14,�46 9 RTN4
3.31,�50 0.9017409810.3950.1511.11,�45 9 ATP6AP2
1.38,�49 0.7689481860.5050.2254.62,�45 9 Z)T)20
7.75,�49 0.8680253290.5690.2912.60,�44 9 CTSD
2.13,�48 0.6989287290.2710.08 7.14,�44 9 MAC-1
4.78,�48 0.6409573290.9330.8231.60,�43 9 MT�ND3
7.39,�48 0.7117451480.2670.0782.48,�43 9 TPM4
6.64,�45 0.7192530610.6380.3432.23,�40 9 CAM22N1
1.50,�44 0.7931714860.6480.3835.04,�40 9 S,C62
1.83,�44 0.6978640810.2860.0916.15,�40 9 CY-IP2
9.27,�44 0.7352344240.3050.1033.11,�39 9 N6RAD
2.49,�43 1.0258115740.5640.3228.34,�39 9 HIST1H4C
1.18,�41 0.5736781790.36 0.1353.96,�37 9 ITG)1
1.70,�40 0.6583688930.3520.1365.71,�36 9 TG63N2
2.63,�40 0.8772211280.66 0.4138.81,�36 9 MT�ND43
5.37,�40 0.6701470750.2550.08 1.80,�35 9 RTN3
1.40,�39 0.6868943220.4 0.1674.70,�35 9 ,M?2
4.86,�39 0.62947699 0.5740.2921.63,�34 9 T?NIP
1.52,�38 0.7816329450.49 0.24 5.11,�34 9 AP3P2
3.22,�38 0.7503631480.4880.2441.08,�33 9 ATP6=0)
4.99,�38 0.5104543490.2930.1011.67,�33 9 PTTG1IP



5.54,�38 0.9430559240.5020.2581.86,�33 9 MTRNR2312
6.19,�37 0.64232585 0.2860.1012.08,�32 9 HIP22
9.05,�37 0.6294870870.4310.1983.04,�32 9 SRRM2
1.50,�36 0.5809101890.4070.1765.05,�32 9 CAPG
3.26,�34 0.7883928 0.29 0.1111.09,�29 9 AN?A2
4.14,�34 0.5897805780.2760.0981.39,�29 9 2CN116
1.07,�33 0.6140695270.3880.1693.60,�29 9 PNISR
1.19,�33 0.5872493550.2690.0953.98,�29 9 PPP1R14)
1.54,�33 0.7203743440.4140.1985.16,�29 9 SPINT2
2.44,�33 0.5663950330.2710.0988.17,�29 9 T)C1D1
3.22,�33 0.5747499340.2980.1121.08,�28 9 MY66
4.67,�33 0.54370251 0.2620.0931.57,�28 9 PA)PN1
2.98,�32 0.4839018760.5550.3141.00,�27 9 PSAP
2.58,�30 0.5357071750.2980.1188.66,�26 9 NAP134
2.97,�30 0.5215861570.34 0.1449.97,�26 9 SDC4
3.00,�30 0.68861497 0.3260.1381.01,�25 9 SNRNP70
3.73,�30 0.5647834790.3050.1241.25,�25 9 3RR-IP1
7.35,�30 0.65023554 0.5710.3412.46,�25 9 MRP333
6.05,�29 0.56364796 0.4070.1952.03,�24 9 AN?A11
7.11,�29 0.5316666230.2620.0992.38,�24 9 SYN12)P
2.01,�26 0.4870612430.2670.1056.74,�22 9 TM,M123
7.69,�26 0.6157899890.3430.1622.58,�21 9 GT-2I
1.11,�25 0.5460689880.3290.15 3.73,�21 9 HNRNPH1
1.52,�25 0.8159660710.3190.1515.09,�21 9 C6?7A1
7.05,�25 0.5314147720.7070.5242.36,�20 9 HSP90A)1
1.08,�24 0.3693603680.91 0.8013.63,�20 9 MT�ND1
1.43,�24 0.6950044840.3330.1594.81,�20 9 MT�ND6
1.62,�24 0.5633765410.26 0.1095.44,�20 9 R)M25
1.76,�24 0.5193385120.34 0.1625.91,�20 9 TSC22D1
2.10,�24 0.5552714930.3710.1897.04,�20 9 MRPS6
3.76,�24 0.6657897930.3930.2121.26,�19 9 IDH2
6.71,�24 0.6046634190.49 0.2952.25,�19 9 -AM107)
9.41,�24 0.5727664660.3310.1563.16,�19 9 S-P8
3.26,�23 0.5574946360.26 0.1111.09,�18 9 NC6R1
3.31,�23 0.5306620440.4260.23 1.11,�18 9 ,I-5)
5.79,�23 0.5226075950.31 0.1461.94,�18 9 3UC733
4.77,�22 0.4818566420.4950.2951.60,�17 9 S6N
7.90,�22 0.5179031760.2620.1172.65,�17 9 ATR?
8.18,�22 0.5364324550.2620.1142.74,�17 9 I=NS1A)P
1.68,�21 0.5567577640.2690.1215.63,�17 9 ,PS8



3.74,�20 0.4904734220.3260.1641.26,�15 9 S,3,N6M
4.28,�20 0.5533859030.2620.1191.44,�15 9 G63GA4
4.56,�20 0.5805550570.4620.2791.53,�15 9 )SG
5.00,�20 0.4230638430.5430.3281.68,�15 9 H3A�)
7.84,�20 0.4590104690.3 0.1442.63,�15 9 R)M47
1.07,�19 0.5488922670.4290.2553.60,�15 9 C9orf16
1.49,�19 0.5163111350.3430.18 5.01,�15 9 P-N2
3.69,�19 0.4792186690.3260.1671.24,�14 9 A,S
9.15,�19 0.5238335890.34 0.1813.07,�14 9 M,TAP2
1.04,�18 0.2889436380.3380.1673.50,�14 9 1UND
1.27,�18 0.4514285920.2790.1324.26,�14 9 ADGRG1
1.50,�18 0.5222123060.29 0.1465.04,�14 9 TTC3
1.72,�18 0.4999192990.4620.2825.78,�14 9 HSP90)1
1.93,�18 0.4423399470.3690.2026.46,�14 9 N4)P232
3.12,�18 0.3671482510.2670.1241.05,�13 9 NIPSNAP2
3.25,�18 0.3711509020.2570.1171.09,�13 9 AP2)1
8.98,�17 0.3363358510.5810.3893.01,�12 9 H3A�A
2.62,�16 0.4147704980.3070.1658.79,�12 9 HP1)P3
5.28,�16 0.2805256830.2790.1381.77,�11 9 I-ITM2
6.32,�16 0.3713026450.2740.1372.12,�11 9 HD3)P
6.69,�16 0.4058323420.5290.3532.24,�11 9 NUC2S1
7.16,�16 0.4334172680.3290.1812.40,�11 9 TMC61
7.30,�16 0.4146039250.26 0.1292.45,�11 9 PRRC2C
8.47,�16 0.5196057770.3740.2272.84,�11 9 HNRNPU
8.59,�16 0.2611940860.9430.9062.88,�11 9 MT�C61
1.68,�15 0.4410652320.3860.2345.62,�11 9 PTP4A2
3.36,�15 0.3055459950.2740.1381.13,�10 9 3MNA
4.32,�15 0.3962072060.4310.2711.45,�10 9 TPM1
6.64,�15 0.4328745270.3670.2192.23,�10 9 CAN?
1.22,�14 0.3689497220.3810.2284.10,�10 9 PR2AR1A
1.40,�14 0.4346764360.3480.2024.68,�10 9 AR36IP1
1.60,�14 0.3242735080.26 0.1315.38,�10 9 PRP-4)
1.70,�14 0.4640003450.3120.1775.69,�10 9 SRS-11
2.59,�14 0.2836737440.8380.6618.68,�10 9 MT�ND5
3.24,�14 0.3808167380.2570.1311.09,�09 9 ,3-3
5.11,�14 0.4090509260.2830.1531.71,�09 9 CSN21A1
6.67,�14 0.4357432920.3710.2312.24,�09 9 Z-P3631
5.75,�13 0.3955880720.3830.24 1.93,�08 9 HNRNPA3
6.66,�13 0.3348553150.2690.1452.23,�08 9 HNRNPD
1.27,�12 0.3152476510.5550.3854.25,�08 9 DD?5



1.29,�12 0.31239292 0.2760.1524.32,�08 9 ACTN4
1.36,�12 0.3799061910.3710.2264.57,�08 9 PPP1C)
2.97,�12 0.2723071540.9570.9159.94,�08 9 MT�C62
5.31,�12 0.4324637680.4310.2971.78,�07 9 SRS-5
1.14,�11 0.3379948090.2830.1623.84,�07 9 DPM3
1.27,�11 0.31846689 0.3880.2474.25,�07 9 =AMP2
1.92,�11 0.2938194380.2550.1396.43,�07 9 CD151
2.10,�11 0.3991709180.3260.1997.04,�07 9 3AMP1
2.51,�11 0.3357195970.6930.5678.42,�07 9 HSP90AA1
2.85,�11 0.3072161660.5360.3939.55,�07 9 CST)
6.39,�11 0.3435765940.3050.1852.14,�06 9 PDIA3
8.68,�11 0.3470436470.3570.2292.91,�06 9 TSP6
2.50,�10 0.2629818350.2670.1538.37,�06 9 GRN
2.98,�10 0.3250152520.2550.1479.98,�06 9 MRPS5
3.70,�10 0.2856191140.6210.4821.24,�05 9 YWHA,
4.71,�10 0.3142702290.3450.2191.58,�05 9 SRI
4.72,�10 0.2608641350.3290.2031.58,�05 9 3,PR6T
4.74,�10 0.3513983390.2620.1541.59,�05 9 PNRC2
6.47,�10 0.34780483 0.2860.1742.17,�05 9 R)M?
7.08,�10 0.3722164070.2760.1692.37,�05 9 TM,D10
7.58,�10 0.2959759470.4020.27 2.54,�05 9 P,T100
8.23,�10 0.3713990020.3190.2042.76,�05 9 CAST
8.91,�10 0.2662659370.2620.1542.99,�05 9 WDR1
1.16,�09 0.3567358780.2670.16 3.89,�05 9 HSPA5
1.26,�09 0.30275002 0.2740.1654.23,�05 9 HNRNPM
1.50,�09 0.2514672760.3290.2045.03,�05 9 PDHA1
1.85,�09 0.3485283610.3020.1896.19,�05 9 HI-1A
5.57,�09 0.3118204430.29 0.1840.0001869469 TRAM1
6.35,�09 0.2542720850.3810.2570.0002131339 TC,A34
6.95,�09 0.3047318860.6240.4870.0002332389 HNRNPA2)1
7.99,�09 0.2940353170.3710.2490.0002678379 DYNC1I2
1.09,�08 0.3057587130.4140.2850.0003655959 A3DH1A1
1.13,�08 0.3268775750.5 0.3640.0003785389 2RT8
1.21,�08 0.32694634 0.2690.1670.0004074869 CAPNS1
1.45,�08 0.2988774930.5360.3910.0004856129 2RT18
1.60,�08 0.2796313210.6210.5110.0005358069 CD63
1.99,�08 0.3959151280.3640.2560.0006677239 HIGD1A
2.49,�08 0.3191162030.3120.2040.0008336369 C??C5
3.11,�08 0.3047740770.3210.2140.0010422899 6CIAD1
3.60,�08 0.2909256130.3170.21 0.0012087189 S=IP



5.80,�08 0.2768027090.6430.5310.0019456849 MIN6S1
1.10,�07 0.3987961680.2520.1620.0036844799 C3TC
2.12,�07 0.7201948260.5330.4450.0071068319 C12orf75
4.01,�07 0.3010841120.36 0.2520.01343269 9 ,ZR
4.97,�07 0.2618174690.2670.1730.0166616619 D3D
8.03,�07 0.3081227520.3240.23 0.0269184099 YWHAZ
9.11,�07 0.3401482110.3710.2770.0305581019 ASAH1
1.28,�06 0.2590176 0.3670.2650.0429481919 )AG1
1.37,�06 0.2923983360.3050.2140.0459820559 1PT1
3.29,�06 0.30540965 0.3760.28 0.1104417249 HADH)
4.23,�06 0.2700722130.2760.1930.1417909969 R,,P5
7.88,�06 0.2547394740.5790.4980.2642684379 C6?17
1.21,�05 0.2531670440.4070.3130.4061439319 NC3
7.14,�05 0.2973855920.2740.2021 9 ARHGAP24
0.0001103780.3206323080.3790.3061 9 CA2
0.0001912590.2972171570.6790.64 1 9 CA3M2
0.0011224670.3156538680.3310.2641 9 S3C25A39
0 4.0747594 0.7770.0170 10 IG-)P5
0 3.0441774680.8130.0320 10 I-I27
0 2.8072011710.7020.0320 10 TIMP3
0 2.7797726290.6930.0040 10 ,MCN
0 2.6827440050.7350.0220 10 S3C9A3R2
0 2.6340003250.6870.0060 10 RNAS,1
0 2.55871841 0.7650.0530 10 SPARC
0 2.5291711980.6050.0020 10 P3=AP
0 2.4943519740.69 0.0110 10 ,NG
0 2.4270639180.7380.0270 10 ,G-37
0 2.3951071510.6420.0170 10 ID1
0 2.3789226680.7050.0180 10 P,CAM1
0 2.35834952 0.6020.0020 10 -3T1
0 2.3255886480.7050.0430 10 ,PAS1
0 2.3192100470.5780.0080 10 HSPG2
0 2.2787586790.6140.0340 10 TG-)R2
0 2.2784980890.7710.0790 10 SPT)N1
0 2.27291759 0.5210.0050 10 P3AT
0 2.2513099980.6420.0120 10 A2M
0 2.2246168770.6390.0010 10 PTPR)
0 2.2102994290.6810.0250 10 GNG11
0 2.1567181810.6080.0020 10 S6?18
0 2.1236505440.3730.0170 10 MGP



0 2.1224372420.6140.0070 10 ADGR-5
0 2.1219149090.6230.0050 10 M,IS2
0 2.1138898360.5690.0030 10 RAMP3
0 2.0476018120.6420.0620 10 GSN
0 2.0172889730.5690.0270 10 G)P4
0 2.0103595140.5840.0280 10 P3PP3
0 2.0017796360.5870.0410 10 WARS
0 1.9546916250.5540.0190 10 HYA32
0 1.9535123660.5690.0170 10 UACA
0 1.9405631550.5360.0160 10 C,ACAM1
0 1.8837889210.5060.0010 10 2DR
0 1.8723606110.5870.0040 10 P6D?3
0 1.8653143580.4670.0070 10 -N1
0 1.8563434180.5180.0030 10 S3C62A1
0 1.8269439830.5420.0030 10 RAMP2
0 1.8219608540.5120.0370 10 P3PP1
0 1.7967022640.5090.0010 10 ADGR34
0 1.77884928 0.5210.0010 10 CD34
0 1.7741718930.4190.0070 10 DNAS,133
0 1.77370683 0.5330.0080 10 H,G1
0 1.7700908880.3370.0050 10 CRH)P
0 1.76698141 0.6110.0690 10 AHNA2
0 1.7411731850.5210.0140 10 GAS6
0 1.6587274270.4670.0080 10 CD93
0 1.6498708680.5090.0060 10 NPDC1
0 1.6423582450.5360.0480 10 ID3
0 1.6279025490.4490.0060 10 TM4S-1
0 1.6231907530.5210.0110 10 CA=IN1
0 1.6200485870.5090.0210 10 3M62
0 1.6183426080.4820.0150 10 ,HD4
0 1.60225929 0.4970.0350 10 TM4S-18
0 1.5976644040.4190.0110 10 TCIM
0 1.5908457330.4580.0010 10 T,2
0 1.5886876440.5060.0390 10 TC-4
0 1.5699837460.4670.0040 10 3IMS2
0 1.5258049490.5120.0340 10 CRIP2
0 1.4816298490.4430.0040 10 CA=IN2
0 1.4709908270.3830.0110 10 ,-N)1
0 1.4694293780.5360.0510 10 GIMAP7
0 1.4611833610.4370.0330 10 ?A-1



0 1.4565664180.4340.0010 10 MMRN2
0 1.4416143250.3460.0040 10 N,S
0 1.4387016510.4310.01 0 10 =WA1
0 1.4327758460.4280.0010 10 CDH5
0 1.4145042250.4520.03 0 10 TGM2
0 1.4133744820.4310.0190 10 3IMCH1
0 1.4031894650.3580.0010 10 ,?6C332
0 1.3930371940.3670.0020 10 -AM167)
0 1.3787788140.38 0.0080 10 ADAM15
0 1.3752788670.41 0.0010 10 R6)64
0 1.36269462 0.3890.0010 10 C3,C14A
0 1.3568004340.3980.0020 10 SHAN23
0 1.3531139230.3830.0030 10 N6TCH4
0 1.3226555930.3860.0040 10 -?YD6
0 1.3194601660.3980.0170 10 CA3CR3
0 1.3075581810.3550.0040 10 3RRC32
0 1.2953299960.4160.0240 10 )MPR2
0 1.2919781450.3670.0010 10 PD,2A
0 1.2906418350.4130.0160 10 ,323
0 1.2904638120.3190.0020 10 ,-N)2
0 1.2845468050.4340.0260 10 2IAA0355
0 1.2806327780.38 0.0160 10 PRSS23
0 1.2737400350.3770.0020 10 3D)2
0 1.2664168060.3730.0070 10 D3C1
0 1.2564731 0.34 0.0150 10 Z,)1
0 1.2498787720.3550.0030 10 TMTC1
0 1.2459650380.3310.0070 10 P3?ND1
0 1.2409372240.4160.0190 10 TIMP2
0 1.2370977160.3610.02 0 10 3I-R
0 1.2203496340.3460.0020 10 AC=R31
0 1.2084318280.3920.0040 10 ,SAM
0 1.2006113880.3550.0130 10 PPM1-
0 1.1904306310.3950.0190 10 ,C,1
0 1.1615853650.3490.0050 10 CAS2IN2
0 1.1438706370.2980.0010 10 1CAD
0 1.1392549130.3430.0020 10 2AN23
0 1.1312460920.34 0.0110 10 AP631
0 1.1258269950.34 0.0010 10 ,RG
0 1.1022919160.3460.0020 10 TI,1
0 1.09446742 0.3130.0060 10 GIMAP8



0 1.07960199 0.3370.0160 10 GIMAP6
0 1.0787136040.3280.0060 10 PMP22
0 1.0762136860.3190.0010 10 RASIP1
0 1.0715533350.3130.0090 10 TM,M204
0 1.0642837190.2710.0070 10 NPR1
0 1.0627102390.2860 0 10 ARHG,-15
0 1.0523010620.2890.0020 10 TM,M88
0 1.02730923 0.3250.0190 10 PTPRM
0 1.0270616040.3340.0190 10 ,=A1)
0 1.0098997880.2980.0040 10 ,MP2
0 1.0093354940.2950.0070 10 STA)1
0 1.0063086250.3040.0010 10 SH,
0 0.9961374840.2980.0010 10 ADCY4
0 0.9921472660.2710.0060 10 ITGA5
0 0.9903413460.2530.0040 10 ,M31
0 0.9851035510.3130.0010 10 ,CSCR
0 0.9547343680.2560.0050 10 D6C26
0 0.9527656120.2770.01 0 10 TNS2
0 0.9410686920.2590.0020 10 PA3MD
0 0.9315176860.2920.0060 10 ,PH)4
0 0.90715913 0.2770.0120 10 RASA32
0 0.9011780020.2560.0040 10 GRASP
0 0.8996288550.2620.0060 10 T3R4
0 0.8935043310.2620.0030 10 S,MA3-
0 0.8903378040.2560.0090 10 -GD5
0 0.8478203870.2770.0080 10 CYYR1
1.12,�302 1.71383884 0.4940.0473.74,�298 10 CD9
3.14,�295 1.5112168510.4490.0391.05,�290 10 C634A1
1.19,�293 1.76442939 0.6140.0773.98,�289 10 I36ST
2.02,�291 1.0509578580.3550.0246.79,�287 10 HDAC7
4.69,�284 1.5671989560.5330.0581.57,�279 10 UTRN
4.98,�277 1.2478201580.3640.0271.67,�272 10 I-I443
1.13,�273 1.6074566040.5390.0633.78,�269 10 )ST2
4.92,�271 1.5383593240.5270.06 1.65,�266 10 TACC1
4.23,�270 0.8853971080.2770.0151.42,�265 10 -2R
2.54,�269 1.6022236950.5870.0768.50,�265 10 MAC-1
1.10,�266 0.8008724020.2560.0133.70,�262 10 -ZD4
6.08,�266 0.9671812680.31 0.02 2.04,�261 10 ASAP1
6.66,�262 0.9635034220.2980.0192.23,�257 10 -3N)
5.18,�261 1.2886991380.4940.0521.74,�256 10 GIMAP4



8.25,�254 1.4262208660.4640.0492.77,�249 10 S,C1431
1.70,�252 1.3278328550.44 0.0435.70,�248 10 DPYS32
8.38,�247 1.5791890940.5330.0672.81,�242 10 P)?1
8.52,�244 1.1530668960.4160.04 2.86,�239 10 3AM)2
1.36,�240 1.2371089270.4220.0424.56,�236 10 PI23C2A
5.49,�239 1.7714289530.7080.1311.84,�234 10 ITG)1
1.08,�237 1.1893538840.37 0.0333.61,�233 10 S32
4.50,�234 2.1466422010.8490.2251.51,�229 10 H3A�,
3.89,�233 1.6535404130.6390.1061.31,�228 10 CD81
1.88,�232 1.4557291950.5180.0666.30,�228 10 H3A�D8A1
6.67,�231 1.9109244420.4760.0572.24,�226 10 SYN,1
1.85,�230 1.31879507 0.3220.0256.20,�226 10 RGCC
3.04,�227 1.1593249880.3550.0311.02,�222 10 MY61C
3.29,�227 0.9926967520.3310.0271.10,�222 10 ICAM2
1.16,�225 1.3312768350.4490.0513.89,�221 10 ,TS1
1.26,�225 1.1312161860.3040.0234.22,�221 10 S3C44A2
3.14,�224 0.8133190110.2620.0171.05,�219 10 AP633
5.29,�224 1.1286495530.3580.0321.77,�219 10 S,RPINH1
6.06,�222 1.3104178460.4820.0592.03,�217 10 N6STRIN
4.57,�219 0.9431789010.2980.0231.53,�214 10 I-I44
3.99,�218 1.4142129830.4640.0561.34,�213 10 ,TS2
1.23,�213 1.9022997570.6870.1354.14,�209 10 SYN,2
9.48,�208 1.0743819840.3890.04 3.18,�203 10 3IMA1
5.07,�207 1.6397081350.4280.0511.70,�202 10 MARC2S
6.31,�207 0.9695566310.3190.0272.12,�202 10 PTPRG
2.91,�198 2.02744851 0.9070.3249.76,�194 10 H3A�)
6.24,�196 1.3240964250.44 0.0562.09,�191 10 TRIM56
2.21,�195 0.9990083590.3070.0277.40,�191 10 ITGA1
5.09,�191 1.3657805570.4610.0631.71,�186 10 PARP14
7.83,�191 0.88115714 0.3010.0262.63,�186 10 GIMAP1
4.79,�190 1.0957480950.3580.0371.61,�185 10 S3-N5
5.35,�188 1.1300547990.4010.0471.80,�183 10 M,-2A
3.30,�186 1.4149821970.5450.09 1.11,�181 10 ARHGAP29
1.38,�185 1.14063861 0.3830.0444.64,�181 10 C634A2
4.10,�183 1.1759807030.4130.0511.37,�178 10 M,-2C
7.37,�180 0.86278086 0.2560.02 2.47,�175 10 PI,Z61
7.45,�178 1.1772859040.5570.0932.50,�173 10 H3A�D8)1
1.35,�177 1.7338221260.69 0.17 4.53,�173 10 APP
3.35,�176 1.4761162120.5750.1081.12,�171 10 AN?A2
2.98,�175 0.8772240640.2950.0289.99,�171 10 P3,C



4.85,�175 1.7247047020.8250.2721.63,�170 10 H3A�DR)1
1.04,�171 0.83861772 0.2710.0243.50,�167 10 RRAS
2.97,�171 1.4266539020.4610.0719.95,�167 10 SH3)P5
2.94,�170 1.4275860510.4880.0769.85,�166 10 23-2
2.07,�169 0.9424733360.3160.0336.94,�165 10 TSPAN14
8.70,�169 0.9675956350.28 0.0262.92,�164 10 SU3-2
1.06,�163 0.9479809640.31 0.0333.57,�159 10 MAP424
7.65,�163 1.7207738180.9670.5262.57,�158 10 CD74
8.95,�163 0.8541468740.2650.0243.00,�158 10 G63M1
3.32,�162 1.3847641580.7770.2061.11,�157 10 N,AT1
2.65,�161 1.4313796270.8340.2578.89,�157 10 S100A6
4.70,�158 0.8375371090.31 0.0331.58,�153 10 TRI6)P
7.77,�157 0.78709862 0.2740.0262.61,�152 10 CD109
7.65,�153 0.8210087370.2560.0242.57,�148 10 TAP2
1.79,�152 0.8933292120.3190.0366.00,�148 10 T1P1
3.38,�151 1.30450117 0.53 0.1031.13,�146 10 GNAI2
3.95,�151 1.13635927 0.4220.0631.33,�146 10 PP-I)P1
8.27,�150 1.3652647610.5150.0992.77,�145 10 PRCP
9.88,�150 0.7608489580.2680.0263.31,�145 10 HTRA1
1.52,�149 0.9625274150.3610.0475.10,�145 10 AP1S2
1.48,�148 1.6476296450.8890.3864.95,�144 10 H3A�A
4.37,�143 0.8975543260.31 0.0371.47,�138 10 SUN1
3.29,�142 1.0495317 0.4010.0591.10,�137 10 AN?A1
4.82,�136 1.0405288160.3920.0611.62,�131 10 82I
6.40,�135 1.0237347850.3770.0572.15,�130 10 S,RINC3
2.48,�134 0.9025971710.3040.0378.31,�130 10 I313RA1
7.12,�134 1.05918308 0.3340.0452.39,�129 10 N-AT5
1.17,�133 1.1806115390.4760.09 3.93,�129 10 MYH9
2.81,�133 0.8730901340.3040.0379.43,�129 10 S6R)S2
1.98,�132 1.4903660340.8340.35 6.65,�128 10 H3A�C
3.87,�130 1.1456047030.4910.0991.30,�125 10 PTTG1IP
8.59,�130 1.0672959750.44 0.0782.88,�125 10 H3A�-
5.94,�129 0.9049314770.3160.0421.99,�124 10 )AZ2)
3.18,�128 0.82349979 0.34 0.0481.07,�123 10 PHACTR2
8.11,�128 1.21329947 0.5960.1452.72,�123 10 H3A�DPA1
1.78,�126 1.4360103870.63 0.1795.96,�122 10 IG-)P4
4.64,�126 1.6931213780.6660.2071.56,�121 10 CD59
9.40,�125 0.8823189130.28 0.0343.15,�120 10 MPRIP
3.19,�124 0.9575138360.3010.0391.07,�119 10 G)P1
5.92,�123 0.9092551040.3610.0551.99,�118 10 CRIM1



7.67,�123 1.2216255290.44 0.0832.57,�118 10 NR2-2
2.70,�122 0.86634786 0.3250.0469.05,�118 10 ZN-503
3.21,�122 0.9033181150.2650.0311.08,�117 10 R?RA
7.39,�120 0.9763446370.3670.0592.48,�115 10 SPTAN1
8.35,�119 1.0846116990.38 0.0652.80,�114 10 I-I6
5.17,�118 0.9722268290.3670.06 1.73,�113 10 GNA8
5.68,�117 0.9676835780.3920.0671.91,�112 10 WWTR1
3.64,�114 0.8770467860.2740.0351.22,�109 10 R6C22
6.47,�114 1.43292801 0.3770.0672.17,�109 10 CCND1
9.09,�114 1.3806381550.8130.3743.05,�109 10 I-ITM3
9.49,�113 1.1165542030.9940.8393.18,�108 10 )2M
1.09,�112 1.3063875890.6360.1953.66,�108 10 DD?17
2.79,�112 0.9468689290.3610.0619.35,�108 10 )TN3A2
3.83,�112 0.9046302460.2890.04 1.28,�107 10 3T)P3
5.74,�112 0.8835265090.2920.0411.93,�107 10 3UZP1
1.62,�111 0.8394961590.2620.0335.43,�107 10 CIITA
1.73,�111 0.8345719010.2560.0325.79,�107 10 SNR2
2.79,�111 0.8407360990.2710.0359.37,�107 10 P,A15
3.11,�111 1.0105331680.6230.17 1.04,�106 10 H3A�DP)1
8.07,�111 1.1874653570.4640.0992.70,�106 10 HIP22
5.04,�110 0.8856068450.3860.0691.69,�105 10 R)MS1
1.34,�107 1.1055543860.9190.3924.50,�103 10 MA3AT1
6.14,�106 1.3137091490.5990.1752.06,�101 10 2TN1
1.68,�105 1.0240806470.4250.0875.62,�101 10 TINAG31
4.63,�105 1.1468292580.4280.0891.55,�100 10 N2TR
6.11,�105 1.0840013910.4460.0952.05,�100 10 DYNC1H1
8.54,�105 1.4458776420.4910.1212.86,�100 10 SG21
1.66,�103 0.7352238560.2890.0425.56,�99 10 PT22
2.05,�103 0.8836501360.3580.0636.89,�99 10 6D-23
1.99,�102 0.8974992150.3220.0526.66,�98 10 H3A�DM)
4.95,�102 1.2132806580.7740.3341.66,�97 10 H3A�DRA
8.30,�101 0.9403884810.3160.0522.78,�96 10 CCN32
1.93,�100 0.7967419150.3160.0516.46,�96 10 TAP1
8.03,�100 1.0831747640.41 0.0852.69,�95 10 RR)P1
1.67,�99 0.7351049540.3430.0595.58,�95 10 TIMP1
6.87,�98 0.94315963 0.3040.0492.30,�93 10 P3CG2
6.13,�97 0.7795153090.3070.05 2.05,�92 10 SCAR)2
1.14,�96 1.1253761730.5 0.13 3.82,�92 10 =AMP5
6.46,�96 0.8778153120.38 0.0752.17,�91 10 ISG15
1.13,�95 1.0461933470.3860.0783.80,�91 10 PCM1



4.68,�95 0.95658208 0.3830.0781.57,�90 10 TPM4
1.68,�94 1.0375520640.3640.0725.64,�90 10 MAP4
5.69,�94 1.2225284870.5150.1421.91,�89 10 ARG3U1
2.97,�93 0.8391377820.3130.0549.96,�89 10 -T?
4.82,�93 0.7209645070.2530.0361.62,�88 10 MARC2S31
7.70,�92 0.6894008860.2530.0362.58,�87 10 RN-145
1.05,�91 0.92411937 0.3980.0843.52,�87 10 I-I16
1.77,�90 0.7302778710.2740.0435.94,�86 10 MAP3211
7.14,�90 1.2048158710.7380.2912.40,�85 10 T?NIP
1.25,�89 0.8133374990.3340.0624.18,�85 10 CAPN2
4.81,�89 1.10828228 0.6750.2521.61,�84 10 GNAS
8.99,�89 0.7250181250.2860.0473.02,�84 10 ITM2A
9.80,�89 0.8602406590.2590.04 3.29,�84 10 S3C6A6
1.40,�88 0.8036661020.2710.0434.68,�84 10 SWAP70
3.59,�88 1.1519816340.5450.1661.20,�83 10 C-3AR
7.74,�88 1.02647619 0.3190.0592.60,�83 10 DHRS3
4.37,�87 1.0399588 0.4550.1151.47,�82 10 ATR?
1.95,�85 0.9982399250.3580.0756.53,�81 10 S2I3
3.52,�84 0.6178396890.9190.4541.18,�79 10 TMS)4?
1.60,�83 0.9166164720.3490.0715.35,�79 10 NRP1
6.03,�83 0.8863356620.3340.0672.02,�78 10 CCPG1
8.35,�82 1.1339657030.5240.1552.80,�77 10 RN-213
3.99,�81 1.03537699 0.4340.11 1.34,�76 10 ST6M
1.02,�79 1.2907716480.75 0.3893.42,�75 10 IG-)P7
1.70,�79 0.9697333720.4850.1345.70,�75 10 PSM)9
9.64,�79 0.7540965660.28 0.0493.23,�74 10 A-DN
3.97,�78 0.8035678790.2560.0431.33,�73 10 S3C44A1
9.19,�78 0.7418935980.2890.0543.08,�73 10 R)M5
2.06,�77 0.8635982070.3370.07 6.92,�73 10 CTNND1
2.13,�77 0.8880255240.4850.1367.15,�73 10 I-ITM2
2.16,�77 0.7724154470.28 0.0517.24,�73 10 SNT)2
1.81,�76 0.8620045120.3550.0796.07,�72 10 S,RINC1
1.93,�76 0.8971710810.41 0.0996.47,�72 10 3GA3S1
6.21,�76 1.2770152410.6330.2382.08,�71 10 =IM
8.01,�76 0.8473691970.3280.0692.68,�71 10 =PS13C
1.63,�75 1.1459444480.5750.1965.48,�71 10 SRRM2
3.13,�75 0.8265803910.2950.0581.05,�70 10 M?D4
5.87,�75 0.63949688 0.3190.0641.97,�70 10 S,RPING1
6.66,�75 0.7922833750.2920.0562.24,�70 10 NIP)3
1.41,�74 0.8370427620.3220.0674.73,�70 10 S,T?



3.44,�74 0.70796254 0.2560.0441.15,�69 10 3PAR6
3.51,�74 0.6979807750.2710.0481.18,�69 10 CT)P2
5.72,�74 1.0093784050.4070.1061.92,�69 10 WS)1
9.47,�74 0.86124624 0.37 0.0893.18,�69 10 CCDC85)
1.82,�72 0.9201330350.4130.1086.12,�68 10 WAS-2
3.02,�72 0.7791374520.3040.0621.01,�67 10 ITGA6
4.17,�72 0.81030383 0.3460.0781.40,�67 10 DYNC13I2
4.68,�72 0.6278612340.2650.0481.57,�67 10 H6623
5.48,�72 0.9331377940.4220.1141.84,�67 10 H3A�DMA
5.98,�72 0.7060411580.2890.0562.00,�67 10 MGAT1
1.00,�70 0.7934603480.2920.0593.36,�66 10 SMARCA2
1.60,�69 0.7239738040.2680.05 5.36,�65 10 CDC42)PA
1.87,�69 0.8866190870.4160.11 6.28,�65 10 N-IA
3.86,�69 1.0091275390.5720.2131.29,�64 10 S,RPIN)6
8.43,�69 0.6462467440.2650.05 2.83,�64 10 )NIP2
1.06,�68 0.9962980730.5240.1753.57,�64 10 MSN
8.90,�68 0.65993433 0.2590.0482.99,�63 10 MAN1A1
2.93,�67 0.8189423840.3550.0869.81,�63 10 TM6D3
1.43,�66 0.8901695330.2950.0634.79,�62 10 2MT2A
5.16,�66 0.8974458530.3250.0751.73,�61 10 G63G)1
9.70,�66 0.7359912860.28 0.0573.25,�61 10 -3NA
3.27,�65 0.9209369290.3550.0881.10,�60 10 TPR
5.58,�65 0.7028909660.2860.06 1.87,�60 10 TRIP11
2.05,�64 0.6952827090.2590.0516.88,�60 10 P2N1
3.57,�61 0.8481685340.3730.1011.20,�56 10 TAP)P
3.97,�61 0.7045172460.3040.0691.33,�56 10 )6D131
2.07,�60 0.8850327120.3610.0976.95,�56 10 ADAR
2.24,�60 0.8929966150.4550.1447.50,�56 10 3UC733
9.32,�60 0.8697131060.3250.0813.13,�55 10 )PT-
1.75,�59 0.9633087660.7560.4145.86,�55 10 S100A10
1.38,�58 0.8024253180.3890.1114.61,�54 10 3PP
1.50,�58 0.7448066530.3860.1075.03,�54 10 SPAG9
1.88,�57 0.8345742880.4280.1336.29,�53 10 CD99
2.02,�57 0.7641902210.2710.0596.79,�53 10 N-,231
3.45,�57 0.82060823 0.3950.1151.16,�52 10 SP100
5.33,�57 0.7272362840.3220.08 1.79,�52 10 I8GAP1
5.42,�57 0.7115178060.2830.0641.82,�52 10 C321
9.63,�57 0.8721260170.4730.1613.23,�52 10 GT-2I
5.38,�56 0.8081137080.2920.0691.80,�51 10 ,I-2A22
1.85,�55 0.8848123650.4130.1286.19,�51 10 PRRC2C



2.13,�55 0.7265193060.3070.0757.15,�51 10 CA3C6C62
1.15,�54 0.7955674170.38 0.11 3.84,�50 10 GN)1
5.41,�54 0.5638028730.2530.0551.81,�49 10 23-9
6.74,�54 0.9221697170.4670.1662.26,�49 10 N-2)IA
1.53,�53 0.7583971480.3670.1065.14,�49 10 RSRP1
2.23,�53 0.9920953190.6810.3847.48,�49 10 DD?5
2.42,�53 0.8841454040.3770.1128.12,�49 10 ZN-207
6.09,�53 0.6881453490.2860.0692.04,�48 10 =AT1
1.33,�52 0.85256041 0.4430.15 4.46,�48 10 ACTN4
1.99,�52 0.8907230160.5360.2116.68,�48 10 RD?
5.58,�52 0.8688017340.4910.1831.87,�47 10 PDIA3
1.63,�51 0.8185211670.3550.1035.47,�47 10 N6RAD
5.29,�51 0.6906981990.3580.1031.77,�46 10 NDRG1
5.31,�51 0.6503125760.31 0.0811.78,�46 10 ARID1)
1.28,�50 0.7807017020.2620.0624.30,�46 10 Z)T)7A
1.04,�49 0.7823633050.3280.0923.47,�45 10 TM9S-3
6.63,�49 0.7138093760.2920.0762.22,�44 10 R6C21
1.09,�48 0.6624890690.3550.1023.66,�44 10 GM-G
2.89,�48 0.804149 0.2950.0789.68,�44 10 H1-?
2.96,�48 0.9120018980.3770.1229.93,�44 10 NC6A7
4.44,�48 0.6318756710.2590.0631.49,�43 10 AP636
5.04,�48 0.75632764 0.3160.0881.69,�43 10 ADD1
6.28,�48 0.7946950970.3220.0922.11,�43 10 IR-1
1.63,�47 0.8697785780.3830.1235.47,�43 10 3RR-IP1
4.03,�47 0.7003130370.2590.0631.35,�42 10 S-T2D2
8.36,�47 0.6221530570.34 0.1 2.80,�42 10 P3SCR1
8.65,�47 0.8258500980.3430.1042.90,�42 10 P63R213.1
8.69,�47 0.6157263270.2590.0632.91,�42 10 CR2
9.32,�47 0.7614835520.3550.1093.13,�42 10 2I-5)
2.72,�46 0.5466840420.2620.0649.12,�42 10 A)HD17A
4.33,�46 0.8187028490.2620.0661.45,�41 10 ,-CA)14
6.10,�46 0.8043709330.4250.15 2.05,�41 10 HNRNPH1
8.53,�46 0.6353771270.2590.0642.86,�41 10 GYPC
1.08,�45 0.7714373570.2980.0833.61,�41 10 1M1D1C
1.47,�45 0.7566627850.4280.1514.93,�41 10 GRN
4.72,�45 0.6762600160.2530.0621.58,�40 10 USP34
5.46,�45 0.6325551090.2920.0811.83,�40 10 S3C38A2
1.76,�44 0.5938738530.2650.0675.90,�40 10 PHACTR4
3.09,�44 0.8770960180.53 0.23 1.04,�39 10 Z-P3631
5.20,�44 0.7551829790.2620.0681.75,�39 10 ZN-638



1.48,�43 0.7716502010.4970.2014.95,�39 10 N4)P232
5.27,�43 0.5285009340.2650.0691.77,�38 10 -6?P1
8.13,�43 0.71059306 0.3280.1022.73,�38 10 CD46
3.10,�42 0.7714073250.53 0.2251.04,�37 10 HNRNPU
3.63,�42 0.5140066580.9340.7351.22,�37 10 TMS)10
1.28,�41 0.7507785050.3370.1074.30,�37 10 CTNN)1
1.37,�41 0.5463174450.2710.0734.60,�37 10 WN21
1.93,�41 0.8087488620.5150.2266.49,�37 10 Z)T)20
2.38,�41 0.6213076780.2560.0677.99,�37 10 -RMD4)
2.63,�41 0.71902933 0.2980.0888.82,�37 10 PURA
2.74,�41 0.7274195560.4310.1619.19,�37 10 SH3G3)1
3.60,�41 0.7208374430.4130.1491.21,�36 10 1A21
4.15,�41 0.5938782620.31 0.0931.39,�36 10 STAT1
4.16,�41 0.8163864690.5990.3161.39,�36 10 -2)P1A
7.45,�41 0.5593646560.2680.0742.50,�36 10 NU)1
7.68,�41 0.6500071580.2830.08 2.58,�36 10 N-IC
9.77,�41 0.7435389220.4250.1583.28,�36 10 SCA-11
8.86,�40 0.7073199420.3220.1022.97,�35 10 PNN
2.09,�39 0.6755566940.3310.1087.01,�35 10 CCDC50
2.54,�39 0.8194057280.2980.0938.51,�35 10 AN2RD11
5.31,�39 0.6806482360.2620.0741.78,�34 10 DDIT4
5.46,�39 0.5195044750.2680.0751.83,�34 10 ATP1)3
5.55,�39 0.5995870910.3430.1121.86,�34 10 TN-RS-1A
6.04,�39 0.7511021360.4370.1692.02,�34 10 PNISR
1.31,�38 0.6323396530.3130.1 4.40,�34 10 )C3A-1
1.97,�38 0.6849781580.2680.0786.62,�34 10 S,PT9
3.95,�38 0.59831633 0.2530.0691.32,�33 10 SR,21
7.33,�38 0.6140227110.34 0.1142.46,�33 10 CHD9
1.46,�37 0.6696585520.28 0.0844.89,�33 10 RS-1
1.59,�37 0.75507199 0.4340.1725.34,�33 10 N-I)
5.95,�37 0.8270408130.5120.2392.00,�32 10 HNRNPA3
6.09,�37 0.6233236350.2620.0752.04,�32 10 NC2AP1
1.49,�36 0.5255156680.3010.0944.99,�32 10 STAT3
1.59,�36 0.5470707530.2590.0745.32,�32 10 MYC)P2
2.03,�36 0.7088072960.4220.1656.80,�32 10 -US
1.54,�35 0.6379392760.2590.0755.15,�31 10 G3U3
2.00,�35 0.56626531 0.2590.0766.72,�31 10 IR-2)P2
4.35,�35 0.6979673080.4190.1661.46,�30 10 A,S
5.10,�35 0.8578101750.5660.2951.71,�30 10 S6N
1.90,�34 0.6371947840.3520.1286.36,�30 10 TNRC6)



2.45,�34 0.7119232770.3370.1198.22,�30 10 A2AP9
4.13,�34 0.6952751790.2890.0941.38,�29 10 6GA
4.28,�34 0.6017531620.2590.0771.43,�29 10 2IAA1551
5.63,�34 0.7229108970.3610.1351.89,�29 10 N-,232
1.24,�33 0.4263414710.3190.1074.15,�29 10 H3A�DR)5
2.15,�33 0.6349971720.3310.1177.22,�29 10 T3N1
3.78,�33 0.7091880980.41 0.1641.27,�28 10 HP1)P3
8.60,�33 0.6558936960.4970.2332.88,�28 10 SDC)P
8.99,�33 0.6789076260.3730.1453.01,�28 10 S-3)1
1.66,�32 0.6158862980.2680.0865.56,�28 10 PT)P1
1.95,�32 0.6522077890.4580.2026.56,�28 10 3,PR6T
2.65,�32 0.7576202580.3550.1378.89,�28 10 TG63N2
3.52,�32 0.6993086890.3890.1561.18,�27 10 S-P8
9.08,�32 0.6884002 0.3860.1553.05,�27 10 YWHAH
2.04,�31 0.6613818350.38 0.1526.85,�27 10 PSM)8
2.11,�31 0.6172077110.3070.1087.07,�27 10 2MT2,
2.38,�31 0.66234773 0.2830.0967.97,�27 10 ZRAN)2
2.46,�31 0.5375167780.3640.1388.26,�27 10 CD151
3.02,�31 0.7434304460.3550.1371.01,�26 10 3MNA
5.68,�31 0.6901052570.3550.1391.91,�26 10 SNRNP70
6.83,�31 0.5057774460.2530.0792.29,�26 10 PPP1R12A
1.27,�30 0.3316342860.3130.1054.26,�26 10 SRGN
1.30,�30 0.7439415740.4490.2024.36,�26 10 CAST
1.76,�30 0.6518293340.7260.4775.90,�26 10 ACTG1
1.99,�30 0.5323636540.3160.1126.67,�26 10 MY66
2.14,�30 0.5636415460.3010.1067.17,�26 10 PIM3
5.16,�30 0.7561603330.2590.0861.73,�25 10 ASH13
8.92,�30 0.5179477240.2770.0912.99,�25 10 C6318A1
3.43,�29 0.5913742160.3010.1061.15,�24 10 ,I-4H
3.68,�29 0.6722072570.7140.4861.23,�24 10 HNRNPA2)1
7.44,�29 0.5595052050.3730.1532.49,�24 10 CSN21A1
1.03,�28 0.5266665220.5360.2583.47,�24 10 MTRNR2312
1.31,�28 0.64119947 0.3190.12 4.39,�24 10 AN2RD12
4.38,�28 0.6661567240.2950.1091.47,�23 10 R)M25
4.44,�28 0.5674266850.3460.1371.49,�23 10 CDC37
4.57,�28 0.68625329 0.4310.1981.53,�23 10 3AMP1
1.22,�27 0.5220479330.3160.1194.09,�23 10 G63GA4
1.80,�27 0.6272293980.2860.1046.05,�23 10 NR3C1
3.33,�27 0.6964677510.2950.1081.12,�22 10 H,S1
3.74,�27 0.5647342090.3010.1121.25,�22 10 PICA3M



5.53,�27 0.5368557740.2710.0941.85,�22 10 ARHG,-12
1.32,�26 0.6670266820.4760.24 4.43,�22 10 R)M39
1.42,�26 0.5770418260.38 0.1684.75,�22 10 TM,M50A
2.57,�26 0.4926787040.2650.0948.61,�22 10 PA)PN1
2.64,�26 0.6134298660.2530.0888.84,�22 10 RN-19A
2.90,�26 0.5931763990.3920.1769.71,�22 10 SRS-11
4.41,�26 0.5247201240.2890.1061.48,�21 10 RAD21
6.11,�26 0.5230291 0.4670.2232.05,�21 10 S,PT7
6.64,�26 0.6011106170.7740.6022.23,�21 10 HMG)1
1.32,�25 0.4677641140.3130.1214.44,�21 10 ,WSR1
2.47,�25 0.4753154990.2710.0998.28,�21 10 2PN)1
8.92,�25 0.51933217 0.2950.1132.99,�20 10 M)N31
1.32,�24 0.6369700850.4010.1854.43,�20 10 Z-P3632
2.43,�24 0.6299996280.4790.2518.16,�20 10 TPM3
3.40,�24 0.50567024 0.3950.1781.14,�19 10 S,PT2
7.93,�24 0.6175760130.5990.3592.66,�19 10 TN-S-10
1.09,�23 0.6132662260.3550.1583.66,�19 10 MTDH
2.01,�23 0.5542524620.2560.0956.74,�19 10 CASP4
2.08,�23 0.5343354580.2650.0986.99,�19 10 P1A2
3.13,�23 0.6633417090.5120.2821.05,�18 10 HSP90)1
3.75,�23 0.5413636670.2680.1011.26,�18 10 -GD5�AS1
4.30,�23 0.55181657 0.2980.1231.44,�18 10 ,I-3A
4.60,�23 0.58682579 0.2710.1041.54,�18 10 )RD2
5.30,�23 0.5194175670.6690.4141.78,�18 10 MT�ND43
7.21,�23 0.3516902760.9640.8232.42,�18 10 MT�ND3
8.20,�23 0.5793659140.3160.1332.75,�18 10 HNRNPR
9.45,�23 0.5664093570.2920.1183.17,�18 10 RPN2
1.94,�22 0.5221681760.3430.1486.51,�18 10 GSDMD
2.71,�22 0.5588454660.2650.1029.09,�18 10 WAC
3.15,�22 0.5303457880.3550.1551.06,�17 10 CTNNA1
4.34,�22 0.5043773920.28 0.1111.45,�17 10 NC6R1
1.02,�21 0.4582129530.31 0.1273.40,�17 10 ARHGDI)
1.29,�21 0.4206989530.2770.11 4.33,�17 10 SPCS3
1.52,�21 0.5195698190.28 0.1135.11,�17 10 PIN21
2.66,�21 0.5731524520.2710.1098.92,�17 10 R)M17
3.69,�21 0.6559715520.5930.3841.24,�16 10 S,C62
5.11,�21 0.5058347250.2740.11 1.71,�16 10 ,MP3
6.29,�21 0.5614654240.4460.2382.11,�16 10 3Y6,
1.49,�20 0.62335317 0.4310.2264.99,�16 10 DNA1A1
1.50,�20 0.5174583830.2650.1065.02,�16 10 U2SURP



1.50,�20 0.4917681140.2560.1015.04,�16 10 PSIP1
2.46,�20 0.6107796490.3070.1328.26,�16 10 MPH6SPH8
6.77,�20 0.4067462290.3430.1512.27,�15 10 C6?7A1
6.91,�20 0.6041579550.4250.2222.32,�15 10 CA3R
7.51,�20 0.5666236870.3070.1342.52,�15 10 SRS-10
9.05,�20 0.3631060560.2650.1063.03,�15 10 TM,M123
1.10,�19 0.5321816250.4430.2383.67,�15 10 TAG3N2
3.00,�19 0.4707832290.2620.1061.01,�14 10 TU)A1A
3.55,�19 0.5060289690.3190.1451.19,�14 10 HNRNPD
1.09,�18 0.4476632410.3490.1673.65,�14 10 CAPNS1
3.22,�18 0.5627549790.2560.1071.08,�13 10 -AM120A
4.58,�18 0.5501875470.5870.3821.54,�13 10 YWHA)
5.17,�18 0.4277709210.2590.1071.73,�13 10 SRS-4
5.73,�18 0.5367807030.44 0.2381.92,�13 10 RAP1)
1.04,�17 0.4463077840.2890.1313.49,�13 10 PRP-4)
1.27,�17 0.5186460660.3340.1614.24,�13 10 C3TC
1.34,�17 0.35838796 0.8670.7944.48,�13 10 ITM2)
1.83,�17 0.5011417420.2920.1336.14,�13 10 MC31
2.41,�17 0.5603677420.2860.13 8.10,�13 10 GCC2
3.38,�17 0.4543228270.3460.17 1.13,�12 10 6PTN
6.02,�17 0.2934333910.3220.1462.02,�12 10 I,R2
6.73,�17 0.5565949320.5660.3672.26,�12 10 RH6A
7.00,�17 0.3526975650.2620.1112.35,�12 10 TCN2
1.73,�16 0.4969903340.2620.1155.79,�12 10 C6orf62
2.11,�16 0.4761197980.2710.1237.09,�12 10 PRMT1
3.39,�16 0.4668606760.2770.1271.14,�11 10 HNRNPH3
3.69,�16 0.39543103 0.2680.1191.24,�11 10 CD=3
8.11,�16 0.6801724220.4640.2772.72,�11 10 TU)A1)
9.58,�16 0.2678988170.9460.8013.21,�11 10 MT�ND1
1.11,�15 0.4334452380.2710.1253.74,�11 10 AT-4
1.21,�15 0.5002470330.4190.2354.05,�11 10 AN?A5
1.28,�15 0.43381182 0.3340.1694.30,�11 10 AR36IP5
1.40,�15 0.3063437130.3430.1674.71,�11 10 1UND
2.48,�15 0.4346773650.3070.15 8.31,�11 10 =CP
4.40,�15 0.4446391470.3310.1691.47,�10 10 ACTR2
4.78,�15 0.3134795620.3340.1641.60,�10 10 S,3,N6M
6.00,�15 0.3543109240.2590.1172.01,�10 10 HPCA31
6.12,�15 0.3176261090.2530.1142.05,�10 10 G3)P1
6.14,�15 0.3973139850.2620.12 2.06,�10 10 TRA2)
7.25,�15 0.3793148870.2650.1222.43,�10 10 SYNCRIP



1.22,�14 0.3884977060.31 0.1524.08,�10 10 N6N6
1.80,�14 0.3296757350.2920.1396.03,�10 10 S3TM
2.16,�14 0.4948183040.4580.2747.25,�10 10 CSD,1
2.52,�14 0.4394719660.2560.1198.44,�10 10 TRIM38
2.68,�14 0.34172169 0.3040.1498.98,�10 10 TYMP
1.45,�13 0.32851855 0.28 0.1344.86,�09 10 CTS3
1.69,�13 0.4987457580.2680.1315.67,�09 10 S-1
2.90,�13 0.4058180960.4190.2419.74,�09 10 AP3P2
3.38,�13 0.4059818270.2950.15 1.13,�08 10 GN)2
3.62,�13 0.4465753580.3130.1641.22,�08 10 HNRNPM
4.17,�13 0.4024372 0.3280.1741.40,�08 10 R)M?
4.27,�13 0.3978268730.3670.2041.43,�08 10 U)?N4
1.38,�12 0.4479344420.3890.2264.64,�08 10 TC-25
1.57,�12 0.3072407460.9820.8555.26,�08 10 MT�ATP6
1.67,�12 0.4065995950.3130.1665.61,�08 10 -DPS
2.08,�12 0.4154877510.2740.1386.97,�08 10 RA)14
3.88,�12 0.40742974 0.3040.1591.30,�07 10 HSPA5
5.34,�12 0.3204823970.4460.2671.79,�07 10 CA3D1
6.57,�12 0.3217235330.2890.1492.20,�07 10 NUC)1
1.11,�11 0.2824108840.2650.1333.72,�07 10 TSC22D3
1.20,�11 0.4489256110.2530.1294.02,�07 10 THRAP3
3.12,�11 0.3494280150.5330.35 1.04,�06 10 CNN3
5.02,�11 0.4718328390.28 0.1481.68,�06 10 YY1
5.72,�11 0.4013720960.2650.1381.92,�06 10 GP)P1
6.40,�11 0.3631219780.2860.1532.15,�06 10 ATP6AP2
1.45,�10 0.34187577 0.4820.3164.88,�06 10 PSAP
1.50,�10 0.3701626860.37 0.2195.05,�06 10 CAN?
1.60,�10 0.4434418840.3190.1845.37,�06 10 TRAM1
1.70,�10 0.4292668760.4760.3135.71,�06 10 NC3
1.79,�10 0.3569993090.3220.1816.01,�06 10 PDIA6
2.27,�10 0.4121273070.6660.5267.61,�06 10 HSP90A)1
3.53,�10 0.4307405190.2740.1481.18,�05 10 =CAM1
3.61,�10 0.2606465580.2710.1421.21,�05 10 GINM1
3.80,�10 0.4362063270.4970.3411.27,�05 10 ,I-4G2
6.70,�10 0.3718490830.2590.1382.25,�05 10 HD3)P
1.34,�09 0.4439311040.3920.2494.50,�05 10 DYNC1I2
1.81,�09 0.4032396960.6540.5646.08,�05 10 MY312A
3.37,�09 0.5006746830.3950.2510.00011292 10 3AP3
4.32,�09 0.3809554380.2980.1750.00014477810 ANP32)
7.86,�09 0.2980621560.3040.1760.00026377410 PPIG



1.46,�08 0.2818342480.2650.1480.00048895110 MA-
1.94,�08 0.3023257390.2650.1530.00065221210 DD?3?
2.08,�08 0.28806012 0.2560.1430.00069637 10 C5orf24
2.95,�08 0.2985214410.2920.1680.00098972610 SN?6
3.65,�08 0.2655676430.3280.1970.00122429810 ARHGDIA
3.78,�08 0.3482783140.2560.1470.00126679410 PRMT2
4.16,�08 0.3531634230.4160.2740.00139413910 C3IC4
7.49,�08 0.3189443010.6110.5120.00251273410 CD63
1.05,�07 0.34166444 0.2980.1820.00351475210 D,2
1.11,�07 0.3511828190.4250.2980.00371041110 SRS-5
1.38,�07 0.2961336630.37 0.2370.00463579910 Y)?3
1.43,�07 0.2721530930.3220.1950.00480105310 M=P
1.93,�07 0.3736170780.2980.1880.00646549810 PAP63A
3.63,�07 0.3600490390.31 0.1970.01218259810 ?RCC5
5.64,�07 0.3433768070.2560.1540.01892174310 PNRC2
6.45,�07 0.2931513240.2680.1630.02163683210 U-M1
1.06,�06 0.2510213220.2890.1810.03555729610 RAP1A
1.37,�06 0.3140703850.3490.23 0.04580006 10 YWHAZ
1.51,�06 0.37412052 0.3980.2740.05070921510 DD?24
1.68,�06 0.3173346040.4850.3540.05619969110 NUC2S1
2.07,�06 0.2649490830.34 0.2220.06953216310 ARPC5
2.11,�06 0.3107924540.5330.4150.07078598810 HNRNP2
2.75,�06 0.3542548470.2620.1680.09228754 10 2HDR)S1
3.35,�06 0.2918907670.3070.2010.11223702510 RT-1
3.74,�06 0.2935051420.6450.5420.12545664 10 RAC1
3.79,�06 0.2587168280.7110.6480.12697027 10 U)C
4.09,�06 0.3260686810.38 0.2660.13710093410 RA)11A
4.77,�06 0.2752147620.3040.2 0.16011285410 )ZW1
8.36,�06 0.3435267920.4550.3370.28028641410 HNRNPD3
1.30,�05 0.28032597 0.3250.2180.43706872310 C)?3
1.48,�05 0.2921241590.37 0.2620.49490844910 TU))
1.66,�05 0.3222183540.5 0.3890.55595151810 PTMS
2.69,�05 0.3032296520.4460.3380.90107091510 S,R)P1
0.0001039950.2944150130.3890.2861 10 AP2M1
0.0001110690.2806359670.31 0.2191 10 AR-1
0.0005637890.2698965890.2530.1821 10 H2A-=
0.0008446910.25445445 0.2980.2151 10 6CIAD1
0.0010901520.2538929180.3550.27 1 10 C12orf57
0.0034663110.2961374450.3010.2321 10 ,I-5)
0 3.5830285570.3010.0020 11 C7



0 3.44247999 0.5090.0040 11 RGS5
0 3.33726802 0.6730.0090 11 TAG3N
0 3.2839658610.7480.0160 11 MGP
0 2.9161770610.6060.0150 11 ACTA2
0 2.8226013470.3190.0040 11 DCN
0 2.7260031820.4160.0030 11 MYH11
0 2.6736364940.7520.0340 11 TIMP3
0 2.6586068460.6860.0140 11 A2M
0 2.6421958450.46 0.0030 11 C633A1
0 2.55131971 0.5620.0250 11 SPARC31
0 2.4940360060.5130.0020 11 C631A2
0 2.4782199890.6060.0080 11 TPM2
0 2.4064156750.6460.0480 11 MY39
0 2.3217295970.6810.0560 11 SPARC
0 2.2276364490.6460.0030 11 )GN
0 2.1820857130.5710.0030 11 C11orf96
0 2.1092988690.5270.0220 11 IG-)P5
0 2.1029091840.5880.0060 11 C636A2
0 2.0716346320.5750.0020 11 PDG-R)
0 2.0706570960.5750.0010 11 CARMN
0 2.0411195010.4470.0040 11 MCAM
0 1.9849698070.5750.0030 11 M-G,8
0 1.9746115060.4470.0020 11 C2orf40
0 1.9697197280.4870.0050 11 A,)P1
0 1.9443446440.3450.0010 11 R,RG3
0 1.8911519980.4160.0020 11 C631A1
0 1.8859003 0.5270.0010 11 -RZ)
0 1.8606119360.5970.0120 11 CA=IN1
0 1.8410500840.6150.0470 11 ,PAS1
0 1.8410260930.2610.0010 11 TNC
0 1.8329382470.54 0.0330 11 PA33D
0 1.8308029590.5530.0030 11 S3IT3
0 1.8289930590.5440.0280 11 MY32
0 1.80098251 0.5310.0090 11 PTN
0 1.77613429 0.3720.0120 11 C1R
0 1.7631639030.5 0.0010 11 P3AC9
0 1.7529083470.4730.0270 11 ITGA1
0 1.7185056740.4250.0110 11 -ST31
0 1.6842030410.3190.0050 11 CTG-
0 1.6482052410.4290.0010 11 N6TCH3



0 1.6166230370.3670.0160 11 CP,
0 1.60108623 0.4730.0080 11 1AG1
0 1.5916130030.3810.0090 11 -N1
0 1.5772526350.3720.01 0 11 C1S
0 1.55362105 0.31 0.0110 11 RRAD
0 1.5440443680.31 0 0 11 P3N
0 1.5276746310.3050.0020 11 ,MI3IN1
0 1.4636707230.4340.02 0 11 TIMP2
0 1.4600017340.4820.0270 11 DST
0 1.4579642540.4870.0090 11 2AN22
0 1.4511169430.3410.0060 11 CA=1
0 1.41329247 0.3850.01 0 11 PTP4A3
0 1.4040447870.46 0.0190 11 C636A1
0 1.3643332460.4290.0040 11 MAP1)
0 1.3597245430.3850.0010 11 SYNP62
0 1.3507697170.42 0.0060 11 PPP1R14A
0 1.3094136180.3630.0160 11 ,NG
0 1.2804021590.3050.0090 11 TM4S-1
0 1.2718258470.3940.01 0 11 TNS2
0 1.2417436070.3720.0070 11 ARHG,-17
0 1.2288473480.3450.0010 11 ITGA7
0 1.1984787840.3230.0040 11 S3C7A2
0 1.1872716380.2610 0 11 NTR23
0 1.1683761690.3050.0020 11 S,PT4
0 1.1457418130.2740.0010 11 NDU-A432
0 1.1348674580.2570.0040 11 -)N1
0 1.1276422370.27 0.0020 11 TC-21
0 1.11568185 0.3230.0040 11 N-ASC
0 1.0966548650.3540.0070 11 3H-P36
0 1.08771182 0.3230.01 0 11 NTR22
0 1.0828300660.3540.0070 11 -?YD1
0 1.0668044710.3410.0090 11 MAP3220
0 1.0666681940.2740.0030 11 T)?3
0 1.0523491140.3050.0060 11 WTIP
0 1.0463900730.2570.0060 11 N,S
0 1.0397157230.3010.0020 11 MR=I1
0 1.0379975920.2920.0040 11 N,?N
0 1.0244906070.2650 0 11 PR,3P
0 1.0133614280.3140.0070 11 RCAN2
0 1.0083919770.3140 0 11 C6314A1



0 0.9969638430.3050.0060 11 ITIH5
0 0.9876326440.2880.0030 11 3T)P1
0 0.9858053340.2740.0060 11 H,S4
0 0.9845270290.27 0.0070 11 R)MS3
0 0.9761588460.27 0.0010 11 ,DNRA
0 0.9693588230.31 0.0040 11 ADCY3
0 0.9620906680.31 0.0070 11 -I3IP13
0 0.9591708080.27 0.0030 11 MSR)3
0 0.9558229140.3050.0010 11 ADGRA2
0 0.9528653450.27 0.0020 11 ,DI33
0 0.9452306780.3230.0120 11 ADGR-5
0 0.8986159740.2520.0010 11 PG-
0 0.8952272270.2830.0090 11 D3C1
0 0.8930717560.2880.0040 11 NPY1R
0 0.8913598150.2520.0020 11 PD,5A
0 0.8812421910.2650.0020 11 ,HD2
0 0.8794099260.2830 0 11 D223
0 0.8788281540.2740.0060 11 NR2-2�AS1
0 0.86556569 0.2520.0070 11 P3,2HH3
5.97,�308 2.0552949140.6280.0552.00,�303 11 -3NA
4.15,�302 1.2932719740.2790.01 1.39,�297 11 IG-)P2
3.00,�301 0.9769636620.2960.0111.01,�296 11 CA=2
3.45,�298 1.0014899360.3230.0141.16,�293 11 ISYNA1
1.03,�279 2.2284048750.7120.0823.46,�275 11 NR2-2
6.11,�272 0.8417618460.2830.0112.05,�267 11 ,)-1
1.03,�270 1.0712864480.2570.0093.44,�266 11 3RP1
1.75,�250 1.4398236810.4910.0395.86,�246 11 TNS1
7.33,�242 1.0648353430.3190.0172.46,�237 11 GUCY1A1
1.78,�237 0.7979295840.2790.0135.97,�233 11 NT5DC2
3.20,�231 0.7855132430.2520.01 1.07,�226 11 M,IS2
1.58,�222 0.9981833250.3360.02 5.31,�218 11 Z-H?3
7.48,�221 0.99591462 0.3630.0242.51,�216 11 RRAS
2.52,�219 1.9091339210.7260.1078.45,�215 11 CD81
2.15,�211 0.9724565840.31 0.0187.21,�207 11 PPP1R12)
5.90,�203 1.1052921140.3190.02 1.98,�198 11 ,P)4132
9.36,�199 1.3455478020.4510.0413.14,�194 11 3AM)2
1.46,�195 1.55242258 0.5580.0654.89,�191 11 GSN
1.70,�195 2.0601574850.7650.1335.71,�191 11 ITG)1
3.27,�194 0.8387564460.2650.0141.10,�189 11 PM,PA1
1.38,�189 1.56674861 0.58 0.0724.61,�185 11 AHNA2



2.30,�187 1.1052227830.3630.0287.72,�183 11 ACTN1
1.11,�185 1.1720711030.3190.0223.72,�181 11 UACA
3.58,�179 1.5198812750.6590.0981.20,�174 11 3GA3S1
4.85,�175 0.8836197450.2740.0171.63,�170 11 -AM129A
8.40,�169 1.3090349310.4250.0432.82,�164 11 CSRP1
7.83,�167 1.37539543 0.4070.04 2.63,�162 11 NR2-1
5.16,�163 1.0223097420.3810.0351.73,�158 11 R6C22
2.63,�161 1.3444031920.4780.0578.82,�157 11 Z,)2
1.33,�159 1.2808740470.35 0.03 4.47,�155 11 T)?2
8.68,�157 1.4868262110.27 0.0192.91,�152 11 PRSS23
4.74,�154 1.0804476760.35 0.0311.59,�149 11 PARM1
8.50,�154 1.4273446950.4820.0612.85,�149 11 UTRN
8.71,�152 1.4594581450.3940.0412.92,�147 11 C634A1
1.50,�151 0.8054751390.2570.0175.02,�147 11 -H31
5.59,�149 1.5739640360.4780.0591.88,�144 11 TIMP1
1.41,�148 1.2268535390.4120.0454.72,�144 11 C634A2
9.76,�146 1.4601693310.4290.0513.27,�141 11 ID3
2.15,�144 1.4407176290.27 0.02 7.20,�140 11 IG-)P6
9.43,�144 1.2975603570.4820.0633.16,�139 11 S,RPING1
1.93,�128 2.06870883 0.8190.2656.46,�124 11 CA3D1
2.61,�128 0.92263026 0.3140.03 8.75,�124 11 =C3
4.80,�128 2.4986907290.9160.3891.61,�123 11 IG-)P7
5.33,�124 0.8861685780.2880.0261.79,�119 11 ,H)P131
1.62,�122 1.3383897980.5310.0915.44,�118 11 MYH9
3.60,�122 1.3320193730.3940.0491.21,�117 11 CD9
1.70,�120 0.7496594190.2830.0265.71,�116 11 ,NAH
6.17,�119 1.9735649520.77 0.2382.07,�114 11 =IM
2.70,�117 1.5591129340.3980.0539.04,�113 11 M,-2C
8.78,�115 1.5258627520.4510.0712.94,�110 11 3)H
4.58,�114 0.9430254410.3320.0371.54,�109 11 CRIP2
5.62,�114 0.9095504260.2790.0271.88,�109 11 ,-,MP2
2.96,�111 1.4940874690.4910.0879.93,�107 11 TINAG31
1.23,�105 1.1425283770.4290.0664.14,�101 11 )ST2
1.50,�102 1.3106960860.4780.0845.03,�98 11 SPT)N1
6.32,�102 0.9266123340.3360.0422.12,�97 11 TC-4
1.16,�100 0.83099237 0.31 0.0363.88,�96 11 P3S3
6.80,�96 1.0735257260.3980.0622.28,�91 11 3GA3S3)P
2.72,�95 1.2229253970.4250.0719.13,�91 11 NRP1
2.48,�93 1.2676145280.3010.0388.32,�89 11 N,T1
4.23,�93 1.3033262840.4780.09 1.42,�88 11 C6318A1



1.23,�92 1.1397019960.5970.1384.11,�88 11 SYN,2
4.24,�92 0.9141956110.3760.0561.42,�87 11 NDRG2
2.33,�91 0.72149772 0.2520.0277.81,�87 11 N)31
1.83,�90 0.87599059 0.2880.0356.14,�86 11 MPRIP
1.18,�89 1.8638822990.27 0.0323.95,�85 11 C?C312
2.09,�85 0.8294709190.27 0.0327.01,�81 11 S6R)S3
5.13,�85 0.9035983430.3580.0561.72,�80 11 CRIM1
7.80,�84 0.7319919730.2920.0382.62,�79 11 T1P1
1.22,�83 1.2393172860.9250.3944.10,�79 11 MA3AT1
1.06,�82 1.80991596 0.2740.0363.55,�78 11 -)3N5
2.68,�80 0.6859118150.2520.03 8.97,�76 11 I,R53
4.78,�79 1.0350521760.4160.0791.60,�74 11 TPM4
1.37,�78 0.8443363910.2650.0344.59,�74 11 S,RPINH1
1.83,�78 1.5045665720.7390.2696.14,�74 11 TPM1
1.62,�77 0.9219653490.3940.0735.44,�73 11 PT,N
3.76,�74 1.2634621790.4070.0811.26,�69 11 I36ST
5.79,�74 1.0073331290.3980.0781.94,�69 11 PPP1R12A
1.30,�71 1.1892084020.4730.1114.36,�67 11 3PP
1.41,�70 1.29476713 0.6770.2534.71,�66 11 GNAS
8.03,�69 1.0004916810.4250.0922.69,�64 11 3M64
4.80,�68 0.9565064110.2650.0391.61,�63 11 S6R)S2
2.47,�66 1.1487037010.5310.1518.28,�62 11 ACTN4
4.61,�66 0.7276083710.3010.0491.54,�61 11 CA=IN3
7.50,�66 1.2397605390.6330.2232.51,�61 11 S,PT7
2.43,�65 1.0964568160.6240.1978.15,�61 11 DD?17
5.28,�65 0.8126643860.2650.04 1.77,�60 11 I-I27
1.30,�64 0.83628978 0.3270.06 4.36,�60 11 U)A2
7.09,�64 1.0308705690.31 0.0542.38,�59 11 MARC2S
8.51,�64 1.03514345 0.4340.1022.85,�59 11 CD46
3.81,�62 0.96000777 0.3670.0761.28,�57 11 R6C21
6.85,�62 0.5845095190.2740.0432.30,�57 11 PT22
1.78,�61 1.3295028830.4510.1185.97,�57 11 S6D3
1.50,�60 0.8367188550.3320.0635.03,�56 11 TACC1
1.58,�60 0.7155370880.2650.0425.30,�56 11 G)P2
2.03,�60 0.8058743920.3050.0546.81,�56 11 ITM2C
4.45,�60 1.0448080560.54 0.1631.49,�55 11 S,3,N6M
7.52,�60 0.7918146920.35 0.0692.52,�55 11 MT�ATP8
9.28,�60 0.6792655430.2520.0383.11,�55 11 NPTN
1.49,�58 1.0301069320.7790.3284.99,�54 11 H3A�)
1.50,�58 0.6359488910.2610.0415.03,�54 11 S,RPINI1



1.74,�58 0.9604958780.3890.0865.85,�54 11 A2AP12
1.84,�56 0.9899590140.4470.1176.15,�52 11 T3N1
3.14,�56 0.8149033150.4560.1161.05,�51 11 ATR?
5.49,�56 1.0107065220.4870.1371.84,�51 11 3MNA
5.98,�56 0.9836356870.5 0.1452.01,�51 11 3UC733
9.16,�56 0.9124668140.2570.0433.07,�51 11 3IMA1
5.46,�54 0.9653114130.3050.06 1.83,�49 11 SYN,1
1.50,�53 0.9391085310.8450.4775.04,�49 11 ACTG1
1.11,�52 0.8136892920.3630.0813.74,�48 11 S3C38A2
1.62,�52 0.9569232180.3540.08 5.45,�48 11 N-IC
2.99,�52 0.9149450340.5130.1511.00,�47 11 C6?7A1
2.29,�50 0.2543328610.6550.21 7.67,�46 11 N,AT1
1.73,�49 0.8223009710.27 0.0515.82,�45 11 CDC42)PA
1.87,�48 0.7682512410.31 0.0676.29,�44 11 I-I6
2.33,�48 0.6701626040.2650.05 7.81,�44 11 PHACTR2
4.93,�48 0.9362290270.4650.1381.65,�43 11 CD151
1.15,�47 0.6404212770.2920.0593.84,�43 11 GSTM3
1.43,�46 0.88553449 0.3270.0764.78,�42 11 G63G)1
3.81,�46 1.1948929530.4730.1621.28,�41 11 TSC22D1
5.05,�46 0.9784296830.4380.13 1.69,�41 11 CSRP2
3.48,�44 0.6725818 0.2790.0591.17,�39 11 S,RINC3
4.70,�44 0.69261904 0.2650.0531.58,�39 11 -,RMT2
1.26,�43 0.7278257130.46 0.1384.23,�39 11 I-ITM2
2.00,�43 1.0433353260.4560.1486.70,�39 11 )CAM
3.33,�43 0.8745624830.7610.3891.12,�38 11 H3A�A
7.65,�43 0.8493031830.3450.0892.57,�38 11 ADD1
6.41,�42 0.6560806390.3050.07 2.15,�37 11 )6D131
1.50,�41 0.6397795270.9910.8245.03,�37 11 MT�ND3
1.88,�41 0.7046619250.3270.0816.31,�37 11 S,RINC1
3.95,�41 0.9709399780.5 0.1771.32,�36 11 2TN1
5.82,�41 0.8053085650.4380.1341.95,�36 11 CD99
8.01,�41 0.6822603840.2740.06 2.69,�36 11 N-,231
2.28,�40 0.7061257810.6590.2587.63,�36 11 MTRNR2312
2.91,�40 0.8169799020.7920.4149.74,�36 11 MT�ND43
7.76,�40 0.76481553 0.3760.1062.60,�35 11 TU)A1A
1.42,�39 0.7262578660.3190.08 4.75,�35 11 PCM1
3.96,�39 0.6931746350.3140.0781.33,�34 11 C)?6
7.42,�39 0.7529595790.3140.08 2.49,�34 11 A2AP13
3.44,�38 0.97094125 0.69 0.3771.15,�33 11 I-ITM3
6.19,�38 0.6514746650.2880.0692.08,�33 11 ZN-638



7.04,�38 1.05252125 0.5490.2312.36,�33 11 Z-P3631
7.97,�38 0.5512492250.2610.0572.67,�33 11 C9orf3
1.05,�37 0.91627597 0.4910.1823.51,�33 11 IG-)P4
3.93,�37 0.7074836210.3360.0921.32,�32 11 PD3IM5
4.92,�37 0.6185405330.2740.0641.65,�32 11 2MT2A
6.73,�37 0.8424357280.9650.84 2.26,�32 11 )2M
6.96,�37 0.6701173130.4960.1742.33,�32 11 APP
2.68,�36 0.8156143420.3140.0848.99,�32 11 S,PT11
2.81,�36 0.7376205710.6060.2619.42,�32 11 S100A6
4.33,�36 0.62122074 0.31 0.0811.45,�31 11 MAC-1
4.36,�36 0.6653638360.2790.0671.46,�31 11 PAWR
1.13,�34 0.66227479 0.3320.0933.80,�30 11 AN2RD11
1.25,�34 0.7790262340.5090.1994.18,�30 11 SRRM2
2.09,�34 0.6543034770.3010.0787.02,�30 11 H1-?
2.26,�34 0.6899009540.2520.0597.57,�30 11 TRIM56
3.44,�34 0.3377281810.8450.4571.15,�29 11 TMS)4?
2.16,�33 0.6461419350.3010.0827.23,�29 11 I8GAP1
3.97,�33 0.6786949970.3360.0991.33,�28 11 P1A2
6.64,�33 0.7907958370.2960.0812.23,�28 11 CHD4
1.24,�32 0.5317182450.2520.06 4.17,�28 11 SUPT16H
2.80,�32 0.7526596510.2740.0719.38,�28 11 CRTAP
2.93,�32 0.8288202810.4030.1399.84,�28 11 SNRNP70
6.81,�32 0.5642528560.2960.0812.28,�27 11 H3A�-
1.29,�31 0.8606565890.3360.1044.33,�27 11 N6RAD
2.25,�31 0.7852103450.2650.0697.54,�27 11 ARMC?3
4.17,�31 0.8123830680.6640.3531.40,�26 11 H3A�C
4.55,�30 0.6284332480.2920.0831.52,�25 11 )PT-
4.64,�30 0.6187572160.2650.07 1.56,�25 11 =PS13C
5.62,�30 0.6738641240.2520.0651.88,�25 11 GYPC
1.12,�29 0.6191098450.3450.11 3.74,�25 11 WAS-2
1.54,�29 0.8368039640.2960.0875.15,�25 11 RR)P1
1.93,�29 0.8358814450.5970.2826.48,�25 11 HSP90)1
2.94,�29 0.6238915280.3410.11 9.85,�25 11 2I-5)
4.12,�29 0.5654154 0.2610.0691.38,�24 11 CCPG1
5.07,�29 0.7151402570.4560.1781.70,�24 11 S,PT2
1.73,�28 0.8121810170.6020.2945.79,�24 11 T?NIP
3.38,�28 0.6024346640.3360.1081.13,�23 11 WS)1
2.56,�27 0.8151026460.35 0.1218.58,�23 11 ,PS8
3.06,�27 0.5701585880.2740.08 1.03,�22 11 PH-14
3.15,�27 0.8008400860.4340.17 1.06,�22 11 PNISR



3.24,�27 0.4866277030.3010.09 1.09,�22 11 RCN2
3.77,�27 0.4887914970.9290.8331.27,�22 11 ACT)
3.84,�27 0.60870208 0.2740.0791.29,�22 11 G3G1
5.01,�27 0.67230142 0.2520.0691.68,�22 11 CCND1
5.46,�27 0.5567017730.3580.12 1.83,�22 11 CY)5R3
1.15,�26 0.6288342230.31 0.0983.85,�22 11 DYNC1H1
2.80,�26 0.7145473630.4250.1669.38,�22 11 -US
3.09,�26 0.6169477680.27 0.08 1.04,�21 11 NUDT4
3.76,�26 0.7077145480.3190.1041.26,�21 11 NR3C1
4.68,�26 0.5617239050.2650.0771.57,�21 11 N,M-
1.30,�25 0.6595870450.5350.2414.37,�21 11 AP3P2
2.46,�25 0.4941738660.2570.0748.25,�21 11 MAP4
3.02,�25 0.5354054890.2520.0711.01,�20 11 CP8
4.08,�25 0.5116252920.2520.0711.37,�20 11 P)?1
4.14,�25 0.7061509560.5130.24 1.39,�20 11 HNRNPA3
8.72,�25 0.59944538 0.2650.0792.92,�20 11 DYNC13I2
1.02,�24 0.4647213350.9870.8013.42,�20 11 MT�ND1
1.17,�24 0.5266754850.5270.23 3.93,�20 11 H3A�,
1.30,�24 0.8000887680.3890.15 4.37,�20 11 HSPA1A
1.37,�24 0.5642894540.2960.0944.60,�20 11 STAT1
6.42,�24 0.57063797 0.2960.0972.15,�19 11 ZRAN)2
8.43,�24 0.6314424810.2790.0892.83,�19 11 PURA
1.43,�23 0.6405074810.4030.1634.78,�19 11 MAG,D2
1.98,�23 0.7569273950.3190.1126.66,�19 11 N-IA
8.77,�23 0.6431697830.31 0.1092.94,�18 11 2MT2,
1.66,�22 0.5708275760.3010.1035.57,�18 11 PNN
2.18,�22 0.7153411920.4910.2277.30,�18 11 Z)T)20
2.46,�22 0.6018159740.2740.0898.26,�18 11 Z)T)38
3.47,�22 0.5804456850.3050.1071.16,�17 11 GNAI2
1.09,�21 0.5151281080.2570.0813.67,�17 11 PCY6?1
1.14,�21 0.5658933390.3190.1143.83,�17 11 6AZ2
1.19,�21 0.5776683870.31 0.1093.98,�17 11 SPAG9
2.87,�21 0.6358821080.3230.12 9.61,�17 11 A2AP9
4.68,�21 1.5430915320.5750.3971.57,�16 11 ADIR-
6.19,�21 0.5817243660.3050.1092.08,�16 11 R)M25
8.20,�21 0.5208100220.2570.0832.75,�16 11 ARID1)
2.91,�20 0.5973068390.3580.1469.74,�16 11 S-3)1
6.96,�20 0.5768754790.2520.0842.33,�15 11 SD-4
7.02,�20 0.6902898040.7040.5112.35,�15 11 CD63
8.15,�20 0.4506557980.3140.1142.73,�15 11 3GA3S3



9.52,�20 0.5859568060.5180.2693.19,�15 11 C12orf57
3.41,�19 0.5945723720.3360.1341.14,�14 11 HNRNPR
3.54,�19 0.6046423210.27 0.0951.19,�14 11 T)31?R1
3.54,�19 0.5689675550.2650.0921.19,�14 11 N2TR
3.78,�19 0.5047314220.31 0.1171.27,�14 11 PD3IM1
4.00,�19 0.6339948350.3760.1591.34,�14 11 HSPA5
6.14,�19 0.5090063030.5930.3152.06,�14 11 PSAP
7.36,�19 0.6631459320.5490.2962.47,�14 11 S6N
1.33,�18 0.5388638040.3720.1594.46,�14 11 SCA-11
2.24,�18 0.5248053820.2570.09 7.52,�14 11 TPR
3.02,�18 0.5538512110.27 0.0991.01,�13 11 2PN)1
3.70,�18 0.4185193980.27 0.0951.24,�13 11 STAT3
4.90,�18 0.5411115560.4340.2031.64,�13 11 CAST
9.30,�18 0.7389242270.5620.3293.12,�13 11 S,3,N6W
9.83,�18 0.4938612050.35 0.1463.30,�13 11 HNRNPD
2.17,�17 0.5427165240.3050.1217.27,�13 11 AN2RD12
2.36,�17 0.47365468 0.2650.0977.91,�13 11 S,C31A
3.80,�17 0.4965441510.2830.1081.27,�12 11 RSRP1
3.86,�17 0.5416659490.2570.0941.29,�12 11 TM9S-3
4.28,�17 0.4746307590.9870.8561.44,�12 11 MT�ATP6
1.19,�16 0.4531519810.2520.0914.00,�12 11 CCDC85)
1.25,�16 0.4522157930.2650.0994.20,�12 11 ADAR
1.42,�16 0.54057528 0.3140.13 4.75,�12 11 PRRC2C
1.52,�16 0.62453654 0.4470.2275.11,�12 11 HNRNPU
2.21,�16 0.4580051320.3050.1227.41,�12 11 I32
2.63,�16 0.5431675280.35 0.15 8.82,�12 11 1A21
6.27,�16 0.6147746040.3580.1632.10,�11 11 GT-2I
6.99,�16 0.53363313 0.4650.2362.34,�11 11 AN?A5
9.85,�16 0.4619232390.27 0.1053.30,�11 11 )RD2
1.17,�15 0.5457099550.7430.6293.94,�11 11 H3-3)
1.21,�15 0.8382082310.2520.1 4.07,�11 11 T)C1D1
1.74,�15 0.4976419650.3050.1275.82,�11 11 HNRNPH3
1.85,�15 0.4971924540.2790.1126.20,�11 11 NC6R1
2.01,�15 0.4828078550.5180.2786.72,�11 11 )TG1
2.47,�15 0.4042328280.2520.0958.28,�11 11 PA)PN1
2.73,�15 0.5965440060.4070.2 9.17,�11 11 RARR,S2
3.85,�15 0.4848542960.4160.2031.29,�10 11 3,PR6T
6.04,�15 0.3574110450.8670.6622.03,�10 11 MT�ND5
9.94,�15 0.5776724910.5880.3893.33,�10 11 PTMS
1.60,�14 0.3739799960.27 0.1065.38,�10 11 P63R213.1



1.68,�14 0.4492513510.2570.1025.63,�10 11 -GD5�AS1
1.91,�14 0.8551783040.8050.6546.41,�10 11 DSTN
2.34,�14 0.5374931010.4780.2577.86,�10 11 TC,A34
2.66,�14 0.4494352820.2650.1078.90,�10 11 U2SURP
7.27,�14 0.3884988550.2740.1132.44,�09 11 PICA3M
1.14,�13 0.5500843850.3360.1623.81,�09 11 C3TC
1.16,�13 0.32326133 0.3630.1683.88,�09 11 1UND
1.38,�13 0.4893047410.4030.2034.62,�09 11 N4)P232
2.61,�13 0.5344943180.3320.1588.74,�09 11 S-P8
2.83,�13 0.4538616720.27 0.1159.48,�09 11 CHD9
3.08,�13 0.52640355 0.3450.1681.03,�08 11 A,S
3.99,�13 0.5595247230.5180.3211.34,�08 11 NAP131
4.98,�13 0.5149694090.2520.1041.67,�08 11 SPART
5.67,�13 0.3420780580.2570.1031.90,�08 11 TAP)P
8.07,�13 0.5638039240.2880.1292.71,�08 11 S6?4
1.44,�12 0.5262327160.6770.4874.84,�08 11 HNRNPA2)1
1.56,�12 0.40274304 0.2650.1145.23,�08 11 M)N31
2.13,�12 0.3296545380.2960.1337.15,�08 11 =AMP5
2.17,�12 0.4570676460.2520.1077.28,�08 11 ,I-4H
2.29,�12 0.5220066940.3810.1977.69,�08 11 ?RCC5
2.34,�12 0.6705630740.4730.2777.83,�08 11 TU)A1)
2.87,�12 0.5811683450.2740.1249.64,�08 11 ,I-3A
3.14,�12 0.2808830450.2790.1211.05,�07 11 C,)P)
3.30,�12 0.4201894 0.4910.2821.11,�07 11 YWHA8
3.41,�12 0.5534280250.3810.1991.14,�07 11 3AMP1
4.27,�12 0.4140538630.3720.1851.43,�07 11 PDIA3
5.14,�12 0.45445852 0.3140.1521.72,�07 11 HNRNPH1
8.00,�12 0.4673575620.5180.3012.68,�07 11 PPI)
1.35,�11 0.49070187 0.3270.1664.53,�07 11 HP1)P3
1.45,�11 0.5005765920.3410.17 4.86,�07 11 AR36IP5
1.59,�11 0.4065767130.3230.1595.32,�07 11 MTDH
1.84,�11 0.4545852380.35 0.1776.16,�07 11 SRS-11
2.43,�11 0.4403945590.7650.5688.15,�07 11 CST3
2.92,�11 0.3749326970.2960.1389.80,�07 11 GP)P1
4.09,�11 0.4697547520.2650.1221.37,�06 11 ,WSR1
4.37,�11 0.25969389 0.2610.1131.47,�06 11 ST6M
4.42,�11 0.5072277530.4030.2231.48,�06 11 CA3R
5.78,�11 0.3812156060.2830.1331.94,�06 11 MPH6SPH8
6.02,�11 0.4771918020.3010.1472.02,�06 11 TTC3
7.44,�11 0.3124299190.2650.12 2.50,�06 11 HSPA1)



7.48,�11 0.4714477370.3980.22 2.51,�06 11 CAN?
8.50,�11 0.4593965710.7480.6032.85,�06 11 HMG)1
9.00,�11 0.3219422180.2960.1393.02,�06 11 I-I2732
1.01,�10 0.4094954240.5750.3863.39,�06 11 DD?5
1.78,�10 0.3044336780.9420.9 5.98,�06 11 PTMA
2.01,�10 0.3066449360.2520.1136.73,�06 11 AN?A2
2.42,�10 0.4287127680.2570.12 8.11,�06 11 G63GA4
2.42,�10 0.3411856650.3410.1758.13,�06 11 ANP32)
2.67,�10 0.39880043 0.2960.1458.94,�06 11 3ARP7
2.98,�10 0.3410638670.3010.1471.00,�05 11 RRAGA
3.77,�10 0.4911843190.58 0.3851.26,�05 11 S,C62
8.92,�10 0.4517855210.2920.1472.99,�05 11 PRMT2
1.55,�09 0.3533533410.2920.1455.20,�05 11 ARG3U1
2.48,�09 0.3931527590.3410.1848.32,�05 11 NM,3
3.05,�09 0.49244528 0.27 0.1380.00010226911 HD3)P
3.33,�09 0.4154768060.54 0.3540.00011163411 NUC2S1
3.50,�09 0.29770454 0.3010.1540.00011738911 CSN21A1
4.83,�09 0.3714317960.3190.1680.00016197911 N-2)IA
8.01,�09 0.4470934630.3270.1780.00026854111 MSN
8.99,�09 0.3936301450.7350.6390.00030138211 CA3M2
1.13,�08 0.29660655 0.2960.1530.00038004211 GRN
1.42,�08 0.5275031290.3140.1740.00047598611 N-I)
1.54,�08 0.3102017030.2960.1540.00051540911 ATP6AP2
1.70,�08 0.3185967510.2610.1320.00057089811 S-1
1.87,�08 0.3701902890.4560.2870.00062586911 CN)P
2.49,�08 0.4242887940.4120.2590.00083424511 SH3)GR3
2.94,�08 0.2568225810.3850.2220.00098581111 ARPC5
3.65,�08 0.2754885 0.3760.2120.00122305511 CD59
3.71,�08 0.3992279180.2520.1290.00124433411 TNRC6)
3.75,�08 0.3802786930.2880.1540.00125864811 ))?
4.91,�08 0.3862291570.4960.3370.00164787411 HNRNPD3
5.57,�08 0.3663901120.4290.2660.00186719511 MR-AP1
7.15,�08 0.3239123040.2650.1380.00239748811 CIR1
8.46,�08 0.2827232920.3270.1790.00283572811 NUPR1
8.52,�08 0.7261127840.4690.3240.00285647411 HIST1H4C
1.24,�07 0.5338360330.27 0.1480.00414457711 1UN
1.31,�07 0.3156455870.8760.8640.00439006511 MY36
1.47,�07 0.3067454870.2570.1350.00491431111 2D,3R2
1.69,�07 0.3959315410.3720.2270.00567923311 PPP1C)
1.87,�07 0.4063538850.2920.1650.00626335111 HNRNPM



2.36,�07 0.34646194 0.3940.2480.00790652211 =AMP2
2.86,�07 0.3454545420.2650.1430.00959253111 C5orf24
3.17,�07 0.2583822860.35 0.2010.01064663311 ND-IP1
5.75,�07 0.3352450060.3720.2270.01928373 11 TC-25
6.44,�07 0.2560152980.4780.3130.02160917311 NC3
6.61,�07 0.3491179310.4160.2750.02216143111 CSD,1
6.86,�07 0.3837223160.6550.5260.02301086311 HSP90A)1
8.11,�07 0.3655947350.3850.2420.02720106711 R)M39
9.38,�07 0.3161810730.27 0.1510.03144877111 GN)2
1.50,�06 0.3082472410.3010.1760.05031664711 PPIG
2.18,�06 0.2749199960.6990.5680.07299153311 HSP90AA1
2.83,�06 0.5396616750.27 0.1620.09498887611 THY1
3.08,�06 0.3730938190.4870.3410.10329729411 ,I-4G2
3.95,�06 0.2952132830.3760.2380.13252555711 Y)?3
5.99,�06 0.3080827060.2830.17 0.20073907 11 TM,D10
6.83,�06 0.38918542 0.4820.3380.22903180311 S,R)P1
1.11,�05 0.3446414980.6190.5020.37319197911 CCNI
1.21,�05 0.2570439950.3670.2340.40615888911 CHURC1
1.79,�05 0.2865808130.3190.2 0.60084509211 )ZW1
1.82,�05 0.3866055040.2790.1750.61131630611 R)M?
2.19,�05 0.3466993910.4340.2950.73505477811 ,I-4)
2.86,�05 0.3611607640.3670.25 0.96044321811 DYNC1I2
5.21,�05 0.3302482420.27 0.1681 11 CAPNS1
6.57,�05 0.3194672420.5090.3961 11 ,ID1
0.0001372870.2594223580.3320.2181 11 CAP1
0.0001451350.3097664010.2650.1691 11 2HDR)S1
0.0002460470.2858927310.2570.1631 11 SH3G3)1
0.00029048 0.34562156 0.3810.2631 11 TU))
0.0003109180.26908385 0.3320.2311 11 YWHAZ
0.0011515840.2994119860.2880.2041 11 CTSC
0.0065529670.2700741550.2920.2191 11 C)?3
0.0085062260.3115426130.4120.3361 11 HMGN2
0 6.0378317310.8960.0470 12 IGHG4
0 5.9662164160.8870.0240 12 IGHG1
0 5.7708961930.8350.0310 12 IGHG3
0 3.9112201320.73 0.0140 12 1CHAIN
0 2.6504121130.9650.01 0 12 MZ)1
0 1.8668218380.8520.0070 12 D,R33
0 1.6116114110.8430.0360 12 -2)P11
0 0.8959323690.6350.0080 12 PD21



0 0.8800126980.6520.0190 12 T,NT5C
0 0.8553304 0.6610.0060 12 SPAG4
0 0.8490068080.5040.0010 12 1SRP1
0 0.78368235 0.6170.0050 12 TN-RS-17
0 0.6585182250.2870 0 12 IG3=3�1
0 0.6218828830.6090.0120 12 -CR35
0 0.57482251 0.5480.0190 12 P6U2A-1
0 0.53489758 0.5740.0090 12 S3AM-7
0 0.5251441220.5220.0110 12 CD38
0 0.46540705 0.4430.01 0 12 Z)P1
0 0.4018570740.4090.0010 12 AC012236.1
0 0.3461223940.3480.0060 12 IR-4
0 0.3114620020.4780.0150 12 HSPA13
0 0.2816447140.4430.0070 12 M,I1
1.65,�273 1.0665907350.7480.0425.52,�269 12 CD79A
5.00,�269 1.38692869 0.8090.0531.68,�264 12 ITM2C
9.13,�263 0.4599160010.5570.0243.06,�258 12 3Y96
2.08,�254 6.9570124430.9830.0956.99,�250 12 IG2C
1.07,�251 0.3702383250.4960.02 3.60,�247 12 HSH2D
2.90,�246 0.2707525150.4610.0189.74,�242 12 GAS6
6.80,�244 0.5503578450.6090.0312.28,�239 12 CR,3D2
1.79,�243 0.5357281870.4430.0176.00,�239 12 PRDM1
1.17,�221 0.6290224850.6520.0393.93,�217 12 S,313
3.86,�220 0.2636428550.4 0.0151.29,�215 12 TM,M238
4.03,�215 0.3405218930.5040.0241.35,�210 12 P,CAM1
1.16,�214 3.9567305640.3390.0113.90,�210 12 IGHG2
4.84,�210 1.4922934860.7910.0681.62,�205 12 PRD?4
6.20,�208 0.4996439860.5830.0332.08,�203 12 TPST2
4.71,�207 0.6953627480.6780.0451.58,�202 12 T?NDC15
8.83,�196 0.4047290160.5220.0292.96,�191 12 ST6GA3NAC4
2.08,�195 0.3063954890.5480.0316.98,�191 12 ARSA
1.24,�187 0.6016612630.6090.04 4.17,�183 12 S,3133
5.70,�187 2.2781829110.9040.11 1.91,�182 12 ?)P1
1.62,�186 0.2798688730.4610.0235.42,�182 12 SPATS2
6.61,�183 0.2542842550.4090.0192.22,�178 12 G3CCI1
5.40,�179 0.2506271740.4610.0241.81,�174 12 CR,)332
1.36,�178 6.1785109880.5570.0384.56,�174 12 IG3C2
3.64,�176 0.33724698 0.4430.0231.22,�171 12 -)?W7
2.07,�175 0.3432477780.5130.0316.95,�171 12 ST6GA31
5.09,�170 1.0905104070.7910.0761.71,�165 12 ISG20



4.21,�167 0.4242886090.47 0.0271.41,�162 12 RGCC
8.46,�166 4.6457633880.3910.02 2.84,�161 12 IGHA1
5.64,�163 0.3059232850.4 0.02 1.89,�158 12 CSN21,
6.44,�161 0.4419464020.6170.0472.16,�156 12 SRPR)
7.21,�160 0.7127634390.67 0.0562.42,�155 12 NUC)2
1.00,�159 0.25157061 0.5040.0323.36,�155 12 GMPP)
1.02,�156 4.9158571280.3220.0143.43,�152 12 IG3C3
5.35,�156 0.2549980260.47 0.0291.80,�151 12 ICAM2
2.00,�155 0.3352032320.4170.0236.70,�151 12 SY=N1
1.08,�146 0.3136993590.4520.0283.62,�142 12 T?NDC11
1.28,�146 0.2984851690.4090.0244.30,�142 12 ADA2
1.49,�146 0.51493155 0.6090.05 5.00,�142 12 P3PP5
3.78,�144 0.31073204 0.4260.0261.27,�139 12 TAP)P3
3.14,�142 0.7290078540.7130.0691.05,�137 12 ,R3,C1
5.00,�142 0.3163392790.5570.0431.68,�137 12 SRPRA
6.39,�137 0.2808559990.4870.0352.14,�132 12 SYT31
7.82,�135 0.3313657670.2520.01 2.62,�130 12 N?P,3
1.56,�131 0.82840601 0.6610.0665.23,�127 12 )TG2
4.22,�119 0.2501723820.4170.03 1.42,�114 12 I-NAR2
4.52,�119 0.3582681920.5830.0551.52,�114 12 D,R31
2.59,�113 0.84396598 0.8090.1098.70,�109 12 SPCS3
7.24,�113 0.52360836 0.6350.0672.43,�108 12 )ST2
2.76,�112 0.4343376430.5130.0469.25,�108 12 S,C61A1
3.47,�111 0.8438286 0.8260.1121.16,�106 12 MYDG-
2.50,�105 0.68257295 0.67 0.08 8.38,�101 12 U),211
4.28,�105 1.1961544460.8430.14 1.43,�100 12 S,C11C
7.47,�100 0.7931888090.7390.1022.50,�95 12 MAN-
3.56,�99 0.8763996420.7390.1031.19,�94 12 S,3,N6S
9.51,�99 0.5236711970.6870.0863.19,�94 12 C3PTM13
5.40,�98 0.53494749 0.67 0.0831.81,�93 12 PDIA4
4.80,�97 3.8754979310.4170.0371.61,�92 12 IGHM
2.25,�95 0.5289711220.6780.0867.54,�91 12 RR)P1
3.64,�95 0.4573172490.6610.0821.22,�90 12 HM13
9.00,�95 0.3955806490.5830.0663.02,�90 12 23-13
1.54,�94 0.8038327810.7650.1135.16,�90 12 SD-231
4.16,�94 0.4433946240.5830.0671.39,�89 12 I-I6
6.52,�93 0.7160531730.73 0.1042.19,�88 12 3MAN1
1.66,�92 0.4872873130.4260.0395.58,�88 12 CD27
6.06,�92 0.4947450390.33 0.0242.03,�87 12 PIM2
5.85,�91 0.2823376710.3910.0331.96,�86 12 IR-7



1.19,�90 2.5080298570.9740.3823.99,�86 12 SSR4
2.93,�90 0.3043447760.5830.0689.84,�86 12 CCPG1
1.69,�88 0.2755575290.3130.0235.66,�84 12 AC243960.1
5.73,�88 0.6474336890.7740.1171.92,�83 12 RPN2
1.82,�87 0.5708119850.5220.0596.11,�83 12 -6S)
1.57,�85 0.2563805440.5130.0575.27,�81 12 MGAT1
9.73,�85 0.2602881380.5480.0643.26,�80 12 GYPC
1.71,�82 0.25413192 0.3390.0285.73,�78 12 CCDC69
1.26,�80 1.7067632790.8870.2374.22,�76 12 H,RPUD1
6.00,�78 0.2875866080.3220.0272.01,�73 12 ,D,M1
8.59,�77 0.3216307780.5650.0732.88,�72 12 D,R32
1.32,�75 0.3455238680.5910.08 4.43,�71 12 A3G5
5.90,�74 0.25273671 0.4610.0531.98,�69 12 CYTIP
2.28,�72 0.3223091640.5910.0837.66,�68 12 SDC1
1.31,�70 0.3526681720.2780.0224.38,�66 12 RGS1
2.08,�70 0.3959931420.6780.1076.99,�66 12 ICAM3
2.64,�66 1.04370317 0.7740.1598.86,�62 12 HSPA5
3.73,�66 0.4050530430.67 0.11 1.25,�61 12 TM,D9
8.90,�64 0.28729152 0.5130.0712.99,�59 12 ,=I2)
6.04,�62 0.3161169210.5830.0912.03,�57 12 DNA1C3
5.76,�60 0.2855822030.5390.0811.93,�55 12 S3C38A2
2.57,�57 0.5559555690.5480.0928.61,�53 12 -6S
2.97,�56 1.20817718 0.8870.2829.96,�52 12 HSP90)1
3.47,�55 0.3771039750.67 0.1241.16,�50 12 AT-4
1.38,�51 0.4209285320.6870.1374.64,�47 12 HD3)P
3.67,�51 0.2730372730.6170.1131.23,�46 12 RPN1
1.54,�50 0.4348394340.7220.1495.15,�46 12 3MAN2
1.11,�49 0.2524318050.4780.0773.71,�45 12 G63G)1
4.20,�49 0.6036145850.7740.18 1.41,�44 12 PDIA6
4.08,�48 0.3117777110.6870.14 1.37,�43 12 P4H)
2.41,�47 0.3720450380.6610.1348.10,�43 12 2D,3R2
4.26,�47 0.3974172910.7130.1521.43,�42 12 DNA1)9
8.41,�47 0.3102653150.47 0.0792.82,�42 12 H1-?
2.88,�44 0.8267965 0.5570.12 9.65,�40 12 HSPA1)
2.51,�42 0.4281576750.7040.1678.42,�38 12 1UND
4.59,�42 0.8404255360.9390.3531.54,�37 12 H3A�C
1.01,�41 0.7259574330.7910.2233.40,�37 12 SSR3
1.40,�40 0.9403086010.5910.1474.70,�36 12 1UN
4.64,�39 0.3856425630.7040.1681.56,�34 12 TM,D10
3.50,�37 0.3592246510.6610.1591.17,�32 12 MTDH



5.99,�36 0.2907340950.6780.1632.01,�31 12 2D,3R1
1.54,�35 0.3059809660.73 0.1835.16,�31 12 TRAM1
5.37,�35 0.7589359570.8610.3011.80,�30 12 PPI)
2.62,�34 0.7864905280.7910.2978.80,�30 12 SPCS2
9.68,�34 0.4756692960.7740.2223.25,�29 12 CA3R
5.24,�31 0.3944725860.7220.1991.76,�26 12 6STC
6.20,�30 0.2679980470.3570.0692.08,�25 12 H3A�D8A2
1.13,�28 0.4559751160.8780.3293.77,�24 12 H3A�)
1.35,�27 0.2975500680.7650.2294.52,�23 12 ZN-706
9.46,�27 0.8591475310.5040.15 3.17,�22 12 HSPA1A
3.28,�25 0.2782669490.5390.1471.10,�20 12 I,R2
9.71,�21 0.4599878510.8260.3283.26,�16 12 S,RP1
1.62,�18 0.3230802120.9910.84 5.43,�14 12 )2M
2.27,�17 0.3875555710.8260.3517.63,�13 12 S,3,N62
7.77,�13 0.4239839210.9480.5822.61,�08 12 CY)A
1.69,�08 0.3442799390.8520.4870.00056735712 SPCS1
0.0033657670.2853472450.8780.61 1 12 SU)1
0 5.5115853150.93 0.0030 13 TPS)2
0 4.8496164090.93 0.0010 13 TPSA)1
0 4.2613361840.9120.0010 13 CTSG
0 4.0768453720.93 0.0010 13 CPA3
0 3.4715166560.93 0 0 13 MS4A2
0 2.8361674780.8770.0010 13 HPGDS
0 2.7867472460.9120.0190 13 RH,?
0 2.6010746830.8770 0 13 HDC
0 2.5423392160.8950.0060 13 GATA2
0 2.39696633 0.9120.0030 13 2IT
0 2.3719822210.8950 0 13 S3C18A2
0 2.3658551980.8770.02 0 13 =WA5A
0 2.3114971 0.6840 0 13 ADCYAP1
0 2.2834700280.6840 0 13 CMA1
0 2.1577537240.86 0.0010 13 I31R31
0 1.8800929260.4560.0070 13 AR,G
0 1.83605571 0.7540.0010 13 RGS13
0 1.61459373 0.7370.0150 13 A36?5
0 1.5369723360.7020.0070 13 I318R1
0 1.50360955 0.6840 0 13 A3662860.1
0 1.4834391560.6490.0120 13 ADR)2
0 1.3534457740.6490 0 13 A3157895.1
0 1.3239418870.6320 0 13 TPSD1



0 1.3211554460.5090.0020 13 3I-
0 1.2535131770.6320.0020 13 S3C45A3
0 1.2281213670.6670.0040 13 PTGS1
0 1.2102866540.6840.0160 13 ATP6=0A2
0 1.2041118520.5960.0030 13 CNRIP1
0 1.1340871470.6320.0140 13 )AC,2
0 1.1286463650.5090.0080 13 CA=IN2
0 1.1059910490.5260.0020 13 -C,R1A
0 1.0613809630.5090.0040 13 AC106739.1
0 1.0449611220.5790.0030 13 P2R?1
0 1.0262948940.4740.0010 13 M3PH
0 1.01996819 0.5960.0020 13 RA)27)
0 0.9856839070.4740.0010 13 DHRS9
0 0.9598634270.4740.0060 13 CS-2R)
0 0.9591488920.5790.0090 13 PMP22
0 0.9266743690.4210 0 13 CD215
0 0.8874918120.2980.0020 13 PTGS2
0 0.8707358790.4210 0 13 GCSAM3
0 0.8701350320.4740.0010 13 AC020571.1
0 0.83536008 0.4390.0040 13 GPR34
0 0.7830648940.3330 0 13 CA3)2
0 0.7453551340.3680 0 13 S=6P3
0 0.72616343 0.2980.0010 13 PI23R6
0 0.6846494330.3510 0 13 CADPS
0 0.6459820980.3330.0020 13 CATSP,R1
0 0.55928849 0.2810.0010 13 NTR21
1.23,�297 0.8249683070.4390.0074.13,�293 13 C3AR1
4.15,�289 1.1236325680.5610.0121.39,�284 13 HS6ST1
6.08,�289 1.18739542 0.5260.0112.04,�284 13 D3C1
1.65,�284 1.2780032860.7190.0215.53,�280 13 )T2
3.62,�281 1.1548518540.6140.0151.21,�276 13 RH6)T)3
1.33,�273 2.4360691330.8950.0354.44,�269 13 SAMSN1
1.16,�271 0.77697075 0.3680.0053.90,�267 13 CD33
2.88,�271 1.2403356190.6490.0189.66,�267 13 ARHG,-6
2.52,�255 2.0217433020.7020.0228.46,�251 13 RGS1
9.57,�247 0.85119814 0.5090.0113.21,�242 13 M,IS2
7.59,�243 0.7771857660.3680.0062.54,�238 13 ADGR,2
2.45,�241 0.5590733710.2980.0048.21,�237 13 TM,M44
1.32,�230 0.9575177380.4910.0124.42,�226 13 3PCAT2
4.27,�230 0.5882140130.3330.0051.43,�225 13 PTA-R



1.06,�229 0.4462978590.2630.0033.55,�225 13 P2RY14
1.02,�223 1.0726864120.5090.0133.41,�219 13 GRAP2
1.64,�214 0.74464121 0.3860.0085.49,�210 13 ARMH1
2.23,�212 0.7988358720.4210.0097.48,�208 13 T,SPA1
7.67,�208 0.8205888240.4040.0092.57,�203 13 -AM129)
5.45,�205 1.2172048370.7720.0331.83,�200 13 3Y31
6.83,�204 1.3952755150.5960.02 2.29,�199 13 T,NT5A
5.22,�188 2.2977623370.93 0.0571.75,�183 13 3TC4S
2.27,�186 0.83330552 0.4740.0137.60,�182 13 3A?1
2.17,�184 1.3046469530.6840.0297.26,�180 13 CD84
3.50,�181 1.7879901840.8420.0461.18,�176 13 A36?5AP
5.01,�181 1.5865582 0.8420.0431.68,�176 13 -C,R1G
7.09,�180 0.6451585920.3510.0082.38,�175 13 GA3NT6
2.88,�179 1.3428843990.7370.0359.66,�175 13 )MP22
4.58,�177 0.5928198080.3160.0061.54,�172 13 S3C43A3
2.21,�173 0.8675345360.4560.0137.40,�169 13 C3,C12A
2.91,�173 0.9457315130.4210.0119.77,�169 13 S3C2A6
5.10,�173 0.7529399340.3680.0091.71,�168 13 ST?)P5
6.08,�165 2.39537258 0.9120.0622.04,�160 13 AN?A1
1.40,�156 1.0106188340.6140.0274.68,�152 13 TM,M154
2.66,�155 0.8429359480.5610.0228.93,�151 13 23RG1
8.42,�151 0.8791263660.4040.0122.82,�146 13 CD38
1.88,�150 0.9511944730.5960.0266.31,�146 13 M)6AT7
4.35,�150 1.2752759390.6670.0341.46,�145 13 ACS34
3.22,�146 1.0307939850.5790.0261.08,�141 13 HS3ST1
5.35,�145 0.5414961760.2980.0071.79,�140 13 MARCH3
7.91,�145 0.7277859740.3510.0092.65,�140 13 A2AP5
2.19,�144 1.87959561 0.7890.0517.33,�140 13 CD9
5.88,�138 0.5714422070.2810.0061.97,�133 13 DUSP10
4.31,�133 1.0671483040.5260.0241.45,�128 13 RPS62A5
1.66,�129 1.3104817320.8420.0615.57,�125 13 TIMP1
8.42,�129 0.8598110690.8250.0552.83,�124 13 TYR6)P
1.39,�128 0.6149212 0.3160.0094.68,�124 13 ,MI3IN2
6.15,�128 1.47007527 0.6840.0422.06,�123 13 S3C2A3
7.62,�127 1.4719137460.6490.0372.55,�122 13 RGS2
6.84,�124 0.5555600130.2810.0072.29,�119 13 IN2A1
2.50,�122 1.0155663440.4390.0188.37,�118 13 NR4A1
1.09,�120 1.0159597860.4740.0213.65,�116 13 ,GR1
6.54,�119 1.7172547970.8250.0672.19,�114 13 )ST2
1.30,�117 0.7346968170.3860.0144.37,�113 13 S3C26A2



1.93,�117 0.6482030310.3680.0136.48,�113 13 P3?NC1
4.80,�117 0.6337325920.3330.0111.61,�112 13 ST?)P6
9.28,�117 0.8265165630.4040.0163.11,�112 13 3AIR1
8.64,�115 0.9969880880.6490.04 2.90,�110 13 GNPTA)
1.22,�114 0.7195499080.3330.0114.09,�110 13 P3AT
3.87,�114 1.2017011040.7190.0511.30,�109 13 C4orf48
6.38,�114 1.6484463730.8250.07 2.14,�109 13 CD44
3.55,�110 1.2818043020.7190.0531.19,�105 13 ARHGAP18
1.61,�109 0.6953670330.3680.0145.39,�105 13 ANT?R2
8.36,�109 0.8386835470.5090.0272.80,�104 13 3AT2
5.63,�108 0.5581117490.2980.0091.89,�103 13 SIG3,C10
3.36,�107 0.7490836220.3510.0131.13,�102 13 -,R
2.60,�106 1.0371494220.5960.0378.72,�102 13 )H3H,40
7.08,�106 0.9940894120.5260.0292.37,�101 13 CD82
3.52,�105 2.3038422660.9470.1061.18,�100 13 SRGN
3.16,�104 1.5803727330.8250.0751.06,�99 13 G3U3
2.58,�103 2.3327996350.8770.0938.65,�99 13 3M64
1.92,�101 0.8848869360.6140.04 6.45,�97 13 S3-N5
1.57,�99 1.6250411480.7190.06 5.27,�95 13 -6S)
1.05,�98 0.6922608610.4390.0213.51,�94 13 2IAA1522
1.45,�97 0.6015679710.2980.01 4.87,�93 13 AC020916.1
2.98,�97 1.9175168160.8770.0929.98,�93 13 -6S
3.17,�97 0.8602882710.4390.0221.06,�92 13 SYT32
1.19,�94 0.7868673470.4560.0243.99,�90 13 AN2RD28
8.38,�91 0.8332988490.5090.0312.81,�86 13 CCDC88A
4.72,�90 0.4845014010.2630.0091.58,�85 13 ,?T33
1.14,�88 0.6414292170.4390.0243.83,�84 13 CHD7
3.94,�87 1.0249034440.5090.0331.32,�82 13 I318
3.27,�85 0.4252226870.2630.0091.10,�80 13 -H33
1.28,�84 1.6194330650.6320.0524.30,�80 13 CD69
6.30,�84 0.7798177820.3680.0182.11,�79 13 AHR
8.57,�84 0.90837059 0.4740.0292.88,�79 13 3AT
1.37,�82 0.7210620630.3160.0144.59,�78 13 RA)37
2.29,�82 0.5838725540.3330.0157.67,�78 13 UNC13D
1.54,�81 0.6419037370.3160.0145.17,�77 13 GM2A
1.92,�79 0.4718430240.3160.0146.45,�75 13 ZNR-1
1.17,�77 1.0171955210.6320.0553.91,�73 13 ITM2C
2.19,�77 1.3091601160.7890.0897.35,�73 13 RAC2
4.39,�77 0.6999825110.3680.02 1.47,�72 13 S3C11A2
5.24,�77 1.0220302720.6490.0591.76,�72 13 Z,)2



1.11,�76 0.9291735720.5090.0373.73,�72 13 C1orf162
2.31,�76 0.8041553690.4560.03 7.75,�72 13 RASS-5
1.22,�75 1.2628965590.7190.0764.09,�71 13 PTPN6
1.55,�75 0.6706132830.5260.0395.21,�71 13 TIMP3
2.28,�75 0.6669387840.4210.0267.65,�71 13 CTTN)P2
8.75,�74 0.9913946090.5260.0412.93,�69 13 RH6H
9.01,�74 0.7329703630.3510.0193.02,�69 13 N),A32
1.47,�73 0.8568892370.3680.0214.93,�69 13 TTN
1.95,�73 0.4160669190.2630.0116.56,�69 13 TN-RS-4
2.28,�73 1.0266269460.5090.0397.65,�69 13 3,61
1.62,�72 2.2858338520.8250.1175.42,�68 13 HPGD
2.36,�72 0.8599090230.5440.0447.93,�68 13 CHST12
2.75,�71 0.9844169540.4740.0359.24,�67 13 TPST2
6.92,�71 1.1566980320.7020.0742.32,�66 13 AHNA2
1.89,�70 1.1646470490.7190.08 6.34,�66 13 A2AP13
5.87,�70 0.4357639080.2630.0111.97,�65 13 A3S2
6.79,�70 1.4470183940.93 0.1332.28,�65 13 S100A4
2.52,�69 0.5201611610.2980.0148.46,�65 13 MCTP2
1.41,�68 0.7099666990.3680.0224.73,�64 13 PR2?
2.34,�68 0.8166464560.4390.0317.85,�64 13 RASS-1
2.40,�68 0.49475718 0.2980.0148.04,�64 13 6TU3IN3
1.36,�67 0.7387753380.3860.0244.55,�63 13 PAG1
2.00,�67 0.56961872 0.3680.0226.70,�63 13 ,SYT1
3.10,�67 1.1243265710.7720.0921.04,�62 13 -?YD5
6.91,�67 0.7121699490.4390.0312.32,�62 13 GPR65
3.90,�66 0.6067920240.2630.0121.31,�61 13 DC)3D2
8.06,�65 0.7448968980.4390.0322.70,�60 13 AT?N1
1.59,�64 0.5512181310.2810.0145.34,�60 13 SMIM3
5.50,�63 0.7096905770.4390.0331.84,�58 13 3YN
6.17,�63 1.0304282380.5960.06 2.07,�58 13 C,3-2
1.11,�62 0.6078391090.3860.0263.71,�58 13 SPN
1.85,�62 0.48450003 0.2630.0126.20,�58 13 PRAG1
9.67,�61 0.5923000890.3330.02 3.24,�56 13 A3390728.6
1.58,�60 1.18491192 0.7890.1055.28,�56 13 3APTM5
6.25,�60 1.0571034680.5260.05 2.10,�55 13 2CN816T1
1.25,�59 0.9355433830.5090.0474.20,�55 13 RGS10
1.64,�59 0.6302725010.3330.0215.49,�55 13 NR4A2
1.93,�59 0.7939777840.5260.0496.48,�55 13 ITM2A
3.02,�59 1.19957138 0.6490.0771.01,�54 13 ST?3
6.35,�59 0.5754089940.4210.0322.13,�54 13 C?C316



7.70,�59 0.6767718280.3680.0252.58,�54 13 M,TRN3
1.13,�58 0.7401707070.4560.0383.80,�54 13 2IDINS220
1.76,�57 0.63541001 0.3680.0255.91,�53 13 2RT19
6.20,�57 0.7655756030.3680.0272.08,�52 13 U)A7
7.36,�57 1.0915223230.6140.0712.47,�52 13 -6?P1
3.61,�56 1.0098162870.6670.0841.21,�51 13 ,3-1
8.20,�56 1.2894565760.7540.11 2.75,�51 13 ,MP3
1.07,�55 0.6191671850.2630.0143.57,�51 13 DAP31
1.08,�55 0.9114140440.5790.0633.63,�51 13 )TN3A2
2.07,�55 0.7510910740.5090.0496.96,�51 13 GR22
3.78,�55 0.6972676550.3680.0271.27,�50 13 SMYD3
1.60,�53 1.2663658090.8070.1285.36,�49 13 ARHGDI)
1.78,�53 1.6049528520.8250.1475.97,�49 13 I,R2
2.12,�53 0.7722078540.5090.0517.10,�49 13 PPP1R15A
2.69,�53 1.9031158940.9650.2419.02,�49 13 =IM
2.87,�53 0.6479753020.4040.0339.64,�49 13 D,NND1)
5.28,�53 0.5303505060.3330.0231.77,�48 13 ATP2A3
1.22,�52 0.4989146450.3160.0214.10,�48 13 C21orf91
1.44,�52 0.6179931660.3510.0254.81,�48 13 I-I44
4.29,�52 0.9847086430.6140.0751.44,�47 13 DDIT4
5.34,�52 0.6337964040.3330.0231.79,�47 13 CD22
6.01,�52 1.2009523530.7720.1212.02,�47 13 S,RPIN)1
3.09,�51 0.43815797 0.2810.0171.04,�46 13 MYADM
1.79,�50 1.02141777 0.4210.0386.01,�46 13 I,R3
6.52,�50 0.6599268770.4040.0352.19,�45 13 MY69)
1.58,�49 0.4292091280.2980.02 5.28,�45 13 GMPR
1.66,�49 0.8149332230.3330.0255.55,�45 13 TM,M173
3.13,�49 1.02370981 0.5610.0681.05,�44 13 )TG2
3.20,�49 0.6169880680.3330.0251.07,�44 13 AC,R3
9.75,�49 0.6852674950.3330.0253.27,�44 13 ARHGAP25
1.72,�48 0.8259306860.4910.0525.78,�44 13 INTS6
5.21,�48 0.7669743150.4390.0421.75,�43 13 PTPN7
2.46,�47 0.6622168410.3160.0238.27,�43 13 NC-4
6.52,�47 0.6361934290.3680.0312.19,�42 13 ,D,M2
6.79,�47 0.5533404740.3860.0342.28,�42 13 CD55
6.99,�47 0.9374880740.5610.0712.34,�42 13 IDS
9.64,�47 1.0437892540.7020.1083.23,�42 13 RSRP1
3.79,�46 0.7808521690.4910.0541.27,�41 13 PYCARD
5.36,�46 1.2500173230.7020.1151.80,�41 13 3GA3S3
1.20,�45 1.3504390770.8070.1474.02,�41 13 1UN



1.24,�45 1.2336613610.7540.1274.17,�41 13 DUSP1
1.95,�45 0.6376107410.4390.0446.54,�41 13 CTR9
4.23,�45 0.5930092010.3330.0271.42,�40 13 3PIN1
1.13,�44 0.6404358990.3860.0353.78,�40 13 RASA2
1.26,�44 0.5738544720.3680.0324.22,�40 13 CD2N2AIP
1.44,�44 0.4936148420.2630.0174.82,�40 13 CCDC713
1.85,�44 0.7530699670.4390.0466.19,�40 13 ,324
8.02,�44 0.9326656650.5090.0622.69,�39 13 CTNN)31
1.07,�43 1.2181185810.7370.1273.58,�39 13 Z-P36
3.04,�43 1.3442064190.9470.2311.02,�38 13 H3A�,
3.19,�43 0.7086581970.4390.0471.07,�38 13 S,MA4D
6.32,�43 1.5724480850.8420.1872.12,�38 13 1UN)
1.76,�42 0.4770349390.2810.02 5.90,�38 13 )TG3
1.86,�42 0.8459815230.6140.0896.23,�38 13 AC245297.3
1.12,�41 0.8028676770.3330.0293.77,�37 13 S6CS1
3.15,�41 0.5211316180.2630.0191.06,�36 13 TRIM24
5.57,�41 0.5344174890.3160.0261.87,�36 13 -AR1
6.28,�41 0.7914908850.5440.0722.11,�36 13 RN-130
1.20,�40 0.6920430350.3680.0364.03,�36 13 -,RMT3
1.53,�40 1.1946230540.8250.1785.12,�36 13 CAPG
3.49,�40 0.5117543790.2980.0241.17,�35 13 HH,?
9.33,�40 0.8445662230.6670.1093.13,�35 13 CR)N
1.39,�39 1.1767131830.8070.1684.68,�35 13 1UND
2.77,�39 0.5705477910.2810.0229.28,�35 13 S3C16A3
4.63,�39 0.4988646340.3330.03 1.55,�34 13 I-IT3
5.30,�39 0.5631501740.3680.0361.78,�34 13 AC084033.3
5.70,�39 0.9092267010.5090.0681.91,�34 13 I-I6
2.18,�38 0.4418863750.2810.0227.30,�34 13 AN2RD36C
3.68,�38 0.5252046080.3330.0311.23,�33 13 S2AP1
4.23,�38 0.6876571660.4390.0511.42,�33 13 3YST
6.78,�38 0.4546398960.2630.02 2.27,�33 13 GS,1
8.77,�38 0.6724734330.4040.0452.94,�33 13 S3C44A1
9.24,�38 0.3987435560.2630.02 3.10,�33 13 ZN-7
9.84,�38 1.2858742070.7540.15 3.30,�33 13 HSPA1A
1.36,�37 0.5232071940.3160.0284.55,�33 13 3CP2
2.03,�37 0.7204186990.5610.0826.80,�33 13 H3A�-
3.02,�37 1.0639930710.9470.2621.01,�32 13 S100A6
3.13,�37 0.9139860550.5440.0781.05,�32 13 3CP1
3.80,�37 0.4022788230.2630.02 1.27,�32 13 TT337
4.84,�37 0.46025913 0.2980.0261.62,�32 13 ZN-430



6.10,�37 0.3956979780.2630.02 2.04,�32 13 PHT-2
7.26,�37 0.3803582080.2810.0232.44,�32 13 3SG1
7.33,�37 0.6135318180.4040.0452.46,�32 13 I,R5
1.23,�36 0.6175912350.3330.0324.13,�32 13 SPNS1
2.23,�36 0.4623670360.2980.0267.47,�32 13 D6C22
3.18,�36 0.5167988540.3330.0321.07,�31 13 3GA3S8
5.27,�36 0.5033078130.2980.0271.77,�31 13 )TN3A1
9.78,�36 0.8226481090.4390.0553.28,�31 13 DUSP6
1.28,�35 1.2677785840.7370.16 4.30,�31 13 HSPA5
1.29,�35 0.8149867830.5440.0824.31,�31 13 S3C38A2
2.01,�35 0.9535993220.6320.1116.76,�31 13 CD81
2.48,�35 0.7249089460.3860.0448.31,�31 13 TM,M87A
3.70,�35 0.7182118660.7190.1261.24,�30 13 CD52
5.12,�35 0.73741848 0.9120.2121.72,�30 13 N,AT1
8.41,�35 0.7191030240.3510.0382.82,�30 13 ?A-1
2.40,�34 0.7122866430.6140.0988.05,�30 13 CD48
2.58,�34 0.7408992150.3510.0388.64,�30 13 PARP4
4.12,�34 0.6921905070.6320.1041.38,�29 13 CD37
5.42,�34 0.4551213020.3330.0341.82,�29 13 A)HD2
1.48,�33 1.0425602030.5610.0934.98,�29 13 RA)32
2.15,�33 0.5589378210.3330.0357.22,�29 13 CCDC14
3.28,�33 0.4712194080.2810.0251.10,�28 13 D6C211
4.39,�33 0.5982806170.3680.0411.47,�28 13 CST7
4.40,�33 1.3730027670.9470.3551.48,�28 13 H3A�C
8.14,�33 0.8875975420.6670.1272.73,�28 13 C23-
8.20,�33 1.2447848060.6320.12 2.75,�28 13 HSPA1)
9.37,�33 0.5204867710.2980.0293.14,�28 13 PI23CA
1.02,�32 0.4857754380.3160.0323.42,�28 13 SUSD6
1.75,�32 0.7037077110.5260.0825.88,�28 13 MAC-1
6.25,�32 0.6631087630.5610.0922.10,�27 13 N2TR
1.00,�31 1.6342323170.93 0.5123.36,�27 13 CD63
1.39,�31 0.6917254020.3680.0444.65,�27 13 )AZ2)
1.60,�31 1.3557738680.93 0.33 5.36,�27 13 H3A�)
1.89,�31 0.3642745890.2810.0266.34,�27 13 A)CA1
1.93,�31 0.5351407620.4740.0686.46,�27 13 RNAS,H2)
1.95,�31 0.5043528840.4740.0676.54,�27 13 I2Z-1
2.14,�31 0.3719738690.2980.0297.18,�27 13 S6CS6
5.02,�31 0.5906835580.4740.07 1.68,�26 13 MI,R1
7.11,�31 0.4556216420.2630.0242.38,�26 13 ZN-92
2.27,�30 0.46881325 0.3510.0417.63,�26 13 P6GZ



3.83,�30 0.5252398250.3680.0451.29,�25 13 A3AS1
3.86,�30 0.4860466010.3160.0341.29,�25 13 CHD3
4.16,�30 0.7120461820.4560.0681.40,�25 13 ,-CA)14
6.51,�30 0.5728851070.6490.1182.18,�25 13 PTPRC
1.16,�29 0.4524883540.2630.0253.90,�25 13 RRP1)
1.45,�29 0.4351799560.2810.0284.85,�25 13 TNI2
2.66,�29 0.5910263290.3510.0438.93,�25 13 SUPT20H
3.99,�29 0.4783960820.2810.0291.34,�24 13 D6C210
5.15,�29 0.4799179920.3510.0431.73,�24 13 PSM)8�AS1
5.78,�29 0.46047135 0.2980.0321.94,�24 13 MIT-
6.83,�29 0.6176427180.5260.0872.29,�24 13 I-I16
8.33,�29 0.39001843 0.2630.0252.79,�24 13 GNAI1
8.68,�29 1.1858269410.8420.2632.91,�24 13 C3U
8.69,�29 0.6233582920.3860.0512.92,�24 13 PPT1
8.78,�29 0.6123818130.5790.1042.95,�24 13 CD46
9.20,�29 0.7898836070.6840.1473.08,�24 13 3UC733
1.19,�28 0.5031253490.4390.0644.00,�24 13 TUT4
1.33,�28 1.1733876480.9470.3914.47,�24 13 H3A�A
2.32,�28 0.6131699490.4560.0717.78,�24 13 =PS13C
2.41,�28 0.5764287530.5960.11 8.08,�24 13 R)M25
3.42,�28 0.7182620420.5960.1151.15,�23 13 CHD9
3.53,�28 0.6672718780.5260.0911.18,�23 13 CCDC85)
4.06,�28 0.7626507270.4740.0781.36,�23 13 ISG15
4.91,�28 1.0619560480.6320.1331.65,�23 13 TSC22D3
7.04,�28 0.5156504420.3330.0412.36,�23 13 )CAP29
8.40,�28 0.5334880120.2980.0342.82,�23 13 AN2RD13D
1.06,�27 0.6594236890.5790.1073.56,�23 13 GNAI2
1.98,�27 0.7546507960.6320.13 6.63,�23 13 PRRC2C
6.00,�27 0.5841091050.3680.0512.01,�22 13 MIA3
7.75,�27 0.5860766720.4910.0832.60,�22 13 M6PR
1.15,�26 0.33382656 0.2980.0343.85,�22 13 TM,M220
1.22,�26 0.6751347820.5260.0954.09,�22 13 STAT1
1.39,�26 0.5249757480.4560.0724.66,�22 13 P)?1
1.74,�26 0.52384149 0.3860.0565.83,�22 13 R)M5
3.23,�26 0.5955121960.4740.08 1.08,�21 13 PH-14
3.67,�26 0.4266309780.3680.05 1.23,�21 13 AP1S2
3.86,�26 0.8666421810.9120.2781.29,�21 13 )TG1
3.94,�26 0.3604895480.2630.0281.32,�21 13 ZN-37A
5.75,�26 0.8148095850.7020.17 1.93,�21 13 AR36IP5
8.11,�26 0.9435786920.7020.18 2.72,�21 13 S,PT2



1.02,�25 0.6976469520.4210.0683.42,�21 13 PHIP
1.20,�25 0.6823168090.4740.0834.03,�21 13 )PT-
1.25,�25 0.60185541 0.4040.0624.19,�21 13 TRIP11
2.01,�25 0.6937455070.3860.0586.74,�21 13 U)T-
2.72,�25 1.1514797910.9820.3989.12,�21 13 MA3AT1
3.40,�25 0.3721641740.2980.0361.14,�20 13 INPP5D
4.80,�25 0.6163617710.4740.0841.61,�20 13 PPP1R10
6.56,�25 1.2655846280.9820.84 2.20,�20 13 )2M
7.11,�25 0.4913455910.2810.0332.38,�20 13 NC6A1
7.52,�25 0.9663239060.7020.1862.52,�20 13 PDIA3
7.53,�25 0.3679836760.5090.0892.52,�20 13 HCST
8.88,�25 0.6071423990.3680.0552.98,�20 13 =,G-)
9.44,�25 0.4316164840.3680.0533.17,�20 13 I-NGR1
1.02,�24 0.3442732750.2980.0363.42,�20 13 HPS4
1.59,�24 0.6645541610.4910.09 5.33,�20 13 CCN31
3.45,�24 0.4143381760.3330.0451.16,�19 13 SWAP70
4.02,�24 0.5837088520.4040.0641.35,�19 13 TG-)1
4.50,�24 0.3755742170.2810.0331.51,�19 13 DNA1C9
8.61,�24 0.3964505730.4210.0682.89,�19 13 GSN
8.61,�24 0.4883156110.2630.03 2.89,�19 13 )ACH1
8.80,�24 0.4819577340.3510.05 2.95,�19 13 CARD16
1.24,�23 0.4963661730.4910.0884.15,�19 13 CD53
1.29,�23 0.5690942 0.4210.0694.34,�19 13 HSD17)12
1.34,�23 0.7302257860.5440.1134.48,�19 13 ?)P1
1.37,�23 0.4064774890.2980.0384.60,�19 13 NC2AP13
1.43,�23 0.37159304 0.2980.0384.80,�19 13 NIN
1.55,�23 0.372542 0.2810.0345.19,�19 13 S6S2
1.85,�23 0.5324994420.4560.0816.22,�19 13 PDCD4
2.40,�23 0.5254239340.3860.0618.06,�19 13 P3D3
2.56,�23 0.5274854430.4210.0718.57,�19 13 RH6G
3.05,�23 0.57837205 0.4390.0771.02,�18 13 H,?IM1
3.99,�23 0.5694129490.4390.0771.34,�18 13 P63R3G3
4.19,�23 0.3868213660.2630.0311.40,�18 13 T-)1M
4.51,�23 0.4293538320.3510.0521.51,�18 13 3NP,P
5.00,�23 1.1616256010.8250.2941.68,�18 13 CTSD
5.20,�23 0.5092003170.4910.0921.74,�18 13 DNA1C3
7.38,�23 0.3669282240.2630.0312.47,�18 13 CSN22A2
7.86,�23 0.6179634830.4390.0782.64,�18 13 R6C21
8.16,�23 0.5597632330.3160.0432.74,�18 13 AR38A
9.98,�23 0.5257185850.4560.0833.35,�18 13 TA623



1.42,�22 0.4760490590.3160.0444.78,�18 13 TIA1
1.79,�22 0.4636180460.2810.0365.99,�18 13 )ASP1
1.98,�22 0.90610083 0.9820.6296.64,�18 13 H3-3)
2.67,�22 0.8325937030.6490.1688.94,�18 13 N-2)IA
2.69,�22 0.3538019870.2980.0399.04,�18 13 ITGA4
4.63,�22 0.68070502 0.5090.1041.55,�17 13 MAN-
4.98,�22 0.9590511470.5610.1291.67,�17 13 S6?4
5.62,�22 0.9780614041 0.8251.88,�17 13 MT�ND3
6.00,�22 0.4390914080.4210.0722.01,�17 13 ,=I2)
6.52,�22 0.4725798150.3330.05 2.19,�17 13 NUTM2)�AS1
1.08,�21 0.4198871250.2630.0333.64,�17 13 AG63
1.32,�21 0.4600433710.2980.0414.42,�17 13 PAR=)
1.43,�21 0.8755412060.7020.1874.81,�17 13 Z-P3632
1.61,�21 0.4639406 0.2810.0375.39,�17 13 SP,N
1.62,�21 0.6518019840.7370.2 5.43,�17 13 SRRM2
2.08,�21 0.3870021560.2630.0336.98,�17 13 T3,3
2.21,�21 0.8744511010.8770.2957.42,�17 13 T?NIP
2.29,�21 0.4785473020.3860.0657.67,�17 13 2MT2A
2.35,�21 0.47192382 0.3510.0557.89,�17 13 MAZ
2.48,�21 0.4426624880.3160.0468.30,�17 13 PA8R5
2.59,�21 0.3880211860.3160.0458.68,�17 13 ?RRA1
3.07,�21 0.9443804661 0.8561.03,�16 13 MT�ATP6
3.85,�21 0.6421151650.3510.0571.29,�16 13 CCAR1
4.20,�21 0.4128585090.3330.0511.41,�16 13 AN2RD44
4.52,�21 0.3665036550.3510.0551.51,�16 13 PSMD1
4.52,�21 0.3971555250.6140.1391.52,�16 13 I-ITM2
5.21,�21 0.4801290040.3680.0611.75,�16 13 T6P2)
5.94,�21 0.7406933061 0.9 1.99,�16 13 PTMA
6.29,�21 0.3908617070.4390.08 2.11,�16 13 THUMPD1
7.59,�21 0.5712624660.4390.0842.55,�16 13 ARID4)
8.12,�21 0.5494030180.3160.0482.72,�16 13 USP48
8.17,�21 0.5187476080.4040.0722.74,�16 13 USP15
8.55,�21 0.4857288940.4210.0772.87,�16 13 CD25RAP3
9.33,�21 0.5967128640.3160.0483.13,�16 13 GATAD1
1.05,�20 0.4159219090.3680.0613.52,�16 13 TTC14
1.30,�20 0.4384942780.2810.0384.36,�16 13 IR-2)P3
1.51,�20 0.5876175590.3860.07 5.07,�16 13 ZN-638
1.55,�20 0.6083255890.5440.1215.21,�16 13 AN2RD12
1.90,�20 0.4084519060.2980.0436.39,�16 13 ARHGAP30
2.04,�20 0.4745148790.4390.0846.84,�16 13 PH-3



2.21,�20 0.3799457410.3330.0527.42,�16 13 ARID4A
2.53,�20 0.6091861560.6490.1598.50,�16 13 MA6)
2.70,�20 0.4455361370.2630.0359.04,�16 13 H3T-
4.21,�20 0.7454652430.4910.1051.41,�15 13 )RD2
4.55,�20 0.6061596270.4740.0971.53,�15 13 IDI1
4.91,�20 0.4318763280.2980.0441.65,�15 13 H,RC1
6.02,�20 0.5000280420.4910.1012.02,�15 13 PRNP
7.27,�20 0.3092756510.2630.0352.44,�15 13 M6RC3
9.30,�20 0.4493734770.4210.0793.12,�15 13 S,PT9
1.03,�19 0.5352943390.3510.06 3.47,�15 13 )AZ1A
1.65,�19 0.4149154440.3680.0645.55,�15 13 ,?6C7
1.73,�19 0.3929168120.2980.0445.79,�15 13 MY61-
1.99,�19 0.51882459 0.2630.0376.67,�15 13 SAMD93
2.13,�19 0.6428972510.4740.1037.15,�15 13 MAPR,1
2.24,�19 0.5516268330.3510.0617.50,�15 13 PH-20
2.35,�19 0.6132420390.4910.11 7.89,�15 13 2MT2,
3.64,�19 0.4147423270.3160.05 1.22,�14 13 ,?6SC8
4.71,�19 0.5668655670.2980.0461.58,�14 13 TSPAN4
5.51,�19 0.6924941450.3680.0661.85,�14 13 C321
6.68,�19 0.5635596470.4560.0962.24,�14 13 ST24
7.35,�19 0.4501621380.4210.0822.46,�14 13 RTN3
8.96,�19 0.6317064770.3860.0743.00,�14 13 DDIT3
9.08,�19 0.3594604310.2980.0453.05,�14 13 H6?)2
9.19,�19 0.5350747420.4910.1093.08,�14 13 CMTM6
9.82,�19 0.6121187370.4910.1113.29,�14 13 SPCS3
1.03,�18 0.6080469540.4040.0793.44,�14 13 SYNGR2
1.19,�18 0.5288659450.4040.0783.99,�14 13 CPM
1.21,�18 0.5355274590.3160.0514.06,�14 13 -6S32
1.25,�18 0.3980962740.2810.0424.19,�14 13 PRDM2
1.30,�18 0.6155072330.5960.1534.37,�14 13 PSM)8
1.55,�18 0.6047110840.7020.2045.21,�14 13 N4)P232
1.60,�18 0.4428488330.3160.0525.36,�14 13 )DP1
1.92,�18 0.4842135870.4560.0976.43,�14 13 DHRS7
3.21,�18 0.3898193380.4040.0771.08,�13 13 TU)GCP2
3.26,�18 0.3494476640.2630.0381.09,�13 13 GT-2H1
3.78,�18 0.5327398070.5260.1261.27,�13 13 3RR-IP1
4.13,�18 0.3855303260.2980.0471.39,�13 13 TTC39)
4.89,�18 0.3480368440.2980.0471.64,�13 13 S,C61A1
5.67,�18 0.50776289 0.3330.0591.90,�13 13 NIP)3
6.06,�18 0.5166091150.6490.1722.03,�13 13 PNISR



6.57,�18 0.4787267720.3510.0642.20,�13 13 ZN-292
7.17,�18 0.43706387 0.3680.0682.41,�13 13 U),236
1.07,�17 0.3669773830.9820.4593.60,�13 13 TMS)4?
1.17,�17 0.6281228230.6840.1993.93,�13 13 DD?17
1.38,�17 0.5464313740.5090.1214.62,�13 13 A2AP9
1.50,�17 0.43563842 0.2980.0495.04,�13 13 CH6RDC1
1.55,�17 0.4101975520.3680.07 5.18,�13 13 ,PC1
1.55,�17 0.4248442570.3680.0695.21,�13 13 SMCHD1
1.59,�17 0.39707862 0.2980.0485.34,�13 13 MIR4435�2HG
1.67,�17 0.4344738880.2980.0495.60,�13 13 =PS13A
1.81,�17 0.4405680590.3330.0596.06,�13 13 HNRNP3
1.85,�17 0.4656492290.4040.0826.19,�13 13 M,SD
2.16,�17 0.6101447960.5260.1317.24,�13 13 DPP7
2.17,�17 0.4753682750.4040.0837.27,�13 13 I8GAP1
2.21,�17 0.3746585480.3680.0697.42,�13 13 P63R2)
2.22,�17 0.5719251050.6140.1677.44,�13 13 -US
2.76,�17 0.4042816860.4040.0819.27,�13 13 PCM1
3.32,�17 0.5174220920.5260.1291.11,�12 13 THRAP3
3.66,�17 0.4059694750.3330.06 1.23,�12 13 S,RINC3
4.24,�17 0.5231998290.6140.1641.42,�12 13 TSC22D1
4.51,�17 0.7826069320.7720.2781.51,�12 13 ASAH1
5.00,�17 0.4828537220.5610.1411.68,�12 13 M3,C
5.07,�17 0.4710631560.4390.0961.70,�12 13 STAT3
6.07,�17 0.44865394 0.4740.1082.04,�12 13 RAD21
6.51,�17 0.2729137410.3680.07 2.18,�12 13 MT�ATP8
7.51,�17 0.3103030120.2630.04 2.52,�12 13 MUM1
7.82,�17 0.4432936140.3330.0612.62,�12 13 ZC3H13
7.85,�17 0.3858893640.2810.0452.63,�12 13 ARR)2
8.16,�17 0.3166079380.2630.04 2.74,�12 13 ,3MSAN1
8.39,�17 0.33151102 0.3680.07 2.81,�12 13 2PNA4
9.61,�17 0.4856599610.3680.0733.22,�12 13 AGTRAP
9.72,�17 0.3837284620.4740.1053.26,�12 13 ND-IP2
9.79,�17 0.4267388190.3160.0563.28,�12 13 2MT2C
1.01,�16 0.3543861880.2810.0453.40,�12 13 ,P)4131
1.02,�16 0.5418028540.3860.0783.42,�12 13 N,M-
1.05,�16 0.4102390180.3160.0563.53,�12 13 NA)P1
1.23,�16 0.4509010140.4040.0844.12,�12 13 )36C1S6
1.26,�16 0.37856431 0.3330.0614.24,�12 13 SUZ12
1.48,�16 0.5869696940.5440.1414.97,�12 13 P4H)
1.91,�16 0.60194278 0.4910.1216.39,�12 13 G63GA4



2.08,�16 0.3748791390.2630.0416.99,�12 13 APMAP
2.17,�16 0.3552706520.2630.0417.28,�12 13 RY)P
2.40,�16 0.3884430440.2810.0478.05,�12 13 D2C1
2.44,�16 0.4136117860.3160.0578.19,�12 13 AC)D3
2.48,�16 0.4004845020.3160.0568.32,�12 13 TM?4
2.61,�16 0.5727036640.5260.1368.76,�12 13 CD99
2.80,�16 0.4904241250.3160.0579.41,�12 13 -N)P4
3.24,�16 0.6372926740.7720.26 1.09,�11 13 ID2
3.34,�16 0.7686803660.8770.3871.12,�11 13 DD?5
3.54,�16 0.3423863190.2980.0521.19,�11 13 P3CG2
3.71,�16 0.51685025 0.3510.07 1.25,�11 13 ARMC?3
4.42,�16 0.5130956250.4210.0941.48,�11 13 -AM49)
4.57,�16 0.9934989580.5610.1641.53,�11 13 GADD45)
4.57,�16 0.6396826180.4740.1181.53,�11 13 ATR?
4.81,�16 0.7742670690.5790.16 1.61,�11 13 MTDH
5.56,�16 0.6033591730.7190.2281.87,�11 13 HNRNPU
5.78,�16 0.5204909590.4210.0941.94,�11 13 MYH9
6.17,�16 0.4022216970.3860.0812.07,�11 13 TPM4
6.26,�16 0.39878382 0.3160.0582.10,�11 13 U-31
7.14,�16 0.5773108 0.7020.22 2.39,�11 13 CAN?
8.40,�16 0.4582586870.3680.0762.82,�11 13 3IMS1
9.41,�16 0.5242649080.4210.0943.16,�11 13 IR-1
9.95,�16 0.6980698471 0.9163.34,�11 13 MT�C62
1.01,�15 0.4470816160.5260.1333.39,�11 13 MPH6SPH8
1.28,�15 0.64526986 0.5260.1464.29,�11 13 ARG3U1
1.31,�15 0.46649048 0.3680.0754.38,�11 13 NMT2
1.32,�15 0.4199506850.3860.0824.42,�11 13 S,RINC1
1.33,�15 0.3555103460.3160.0584.47,�11 13 MGAT1
1.57,�15 0.5294842750.4560.1095.28,�11 13 WS)1
1.63,�15 0.3516407510.2630.0435.47,�11 13 -AM208A
1.66,�15 0.8115842770.8070.3275.55,�11 13 SARA-
1.90,�15 0.3565953240.3330.0646.38,�11 13 STT3)
2.05,�15 0.6104657020.6140.1876.89,�11 13 6S)P38
2.14,�15 0.5169515080.4390.1047.17,�11 13 PNN
2.40,�15 0.36619361 0.2810.0498.06,�11 13 CR,)1
2.79,�15 0.6978075851 0.8039.37,�11 13 MT�ND1
3.69,�15 0.2932169240.3680.0751.24,�10 13 SCAMP2
3.73,�15 0.8056196080.8770.5241.25,�10 13 3APTM4A
3.86,�15 0.3595243120.3860.0831.29,�10 13 NASP
3.93,�15 0.5061159260.2630.0441.32,�10 13 ,?6C1



3.96,�15 0.4557408080.3680.0791.33,�10 13 CD47
4.10,�15 0.2974135080.3510.07 1.37,�10 13 CCPG1
4.98,�15 0.3253678980.2630.0441.67,�10 13 GPATCH23
5.30,�15 0.3257620070.2630.0441.78,�10 13 PR2C)
6.63,�15 0.2883989040.2810.0492.22,�10 13 DNTTIP2
6.76,�15 0.4997139780.3330.0682.27,�10 13 23-13
6.89,�15 0.3546238140.2810.05 2.31,�10 13 G6PC
7.52,�15 0.3673783940.4740.1142.52,�10 13 M)N31
7.57,�15 0.6089563340.5790.1752.54,�10 13 R)M?
7.89,�15 0.5653266 0.4910.1262.65,�10 13 =MP1
1.33,�14 0.3709292570.2810.0514.46,�10 13 PIP422A
1.34,�14 0.34276509 0.2630.0454.50,�10 13 TRIM33
1.60,�14 0.3569600460.2630.0465.36,�10 13 RN-113A
1.90,�14 0.3282757840.3330.0676.36,�10 13 PARP14
2.11,�14 0.4488306710.3510.0757.06,�10 13 TSNA?
2.25,�14 0.3670734040.2980.0567.53,�10 13 2DM5A
2.38,�14 0.6062565870.7720.2787.97,�10 13 TU)A1)
2.49,�14 0.5358942980.6320.1928.35,�10 13 ),?4
2.50,�14 0.5868513320.3510.0778.38,�10 13 SMARCA5
2.57,�14 0.2905993350.2980.0568.62,�10 13 CD213
3.23,�14 0.3926564910.2810.0521.08,�09 13 TA621
3.55,�14 0.5806860390.5960.1821.19,�09 13 PDIA6
3.56,�14 0.4515476420.3510.0761.19,�09 13 MIDN
3.93,�14 0.3020596370.2810.0511.32,�09 13 NC21
4.05,�14 0.51413249 0.6490.2041.36,�09 13 SRS-2
4.33,�14 0.5020333150.4390.1091.45,�09 13 H,S1
4.39,�14 0.4062031750.2810.0531.47,�09 13 P2N1
5.90,�14 0.4149168530.2630.0471.98,�09 13 SAMD9
6.17,�14 0.4245420830.2980.0582.07,�09 13 NUC)2
6.20,�14 0.3922259790.4040.0942.08,�09 13 MPG
6.69,�14 0.3443549940.3160.0632.25,�09 13 SN?29
6.73,�14 0.6197799170.5440.1572.26,�09 13 3ITA-
7.32,�14 0.2922079870.2810.0522.46,�09 13 GA)P)1�AS1
7.78,�14 0.4220240590.3860.0882.61,�09 13 A2AP12
9.06,�14 0.4326598370.4210.1023.04,�09 13 )C3A-1
9.46,�14 0.3057876360.2980.0583.17,�09 13 SS-A2
9.71,�14 0.3414827040.3860.0883.26,�09 13 RR)P1
1.02,�13 0.5111501370.2810.0543.42,�09 13 C634A3)P
1.14,�13 0.6575232480.6140.2053.81,�09 13 CAST
1.17,�13 0.4795019470.2630.0483.93,�09 13 PIM1



1.19,�13 0.3553334660.2810.0534.01,�09 13 RH6T2
1.24,�13 0.3057842950.2810.0534.17,�09 13 PTCD3
1.50,�13 0.4963457410.3680.0865.02,�09 13 US-2
1.68,�13 0.4470562340.3680.0865.62,�09 13 RS-1
1.71,�13 0.3339909320.4390.1095.75,�09 13 SRS-4
1.73,�13 0.4268874790.4560.1195.80,�09 13 T3N1
1.84,�13 0.4081639810.2810.0546.18,�09 13 DG2Z
1.92,�13 0.5177656870.5260.1536.45,�09 13 DD?3?
2.08,�13 0.3716682140.3330.0726.99,�09 13 UNC50
2.65,�13 0.3423439580.4210.1038.88,�09 13 DNA1C1
2.76,�13 0.3770349380.2980.0619.25,�09 13 2ANS31
2.93,�13 0.4472809820.5260.1529.84,�09 13 HNRNPH1
2.94,�13 0.28808036 0.3160.0659.87,�09 13 ST217)
3.18,�13 0.4378720370.4560.1211.07,�08 13 GR)2
3.20,�13 0.3682863260.3510.0791.07,�08 13 SH32)P1
3.47,�13 0.4677691220.2630.05 1.16,�08 13 NUDT3
3.58,�13 0.3383033210.2980.0611.20,�08 13 R)M26
3.79,�13 0.3836176640.2980.0611.27,�08 13 SMARCA2
4.02,�13 0.4341136830.2980.0611.35,�08 13 SUPT16H
4.07,�13 0.6638494170.8250.3841.36,�08 13 SSR4
4.28,�13 0.4168255250.2630.05 1.44,�08 13 =SIR
4.51,�13 0.3781210140.3510.08 1.51,�08 13 PA)PC4
5.11,�13 0.4437912890.3860.0951.71,�08 13 ,I-4A3
5.37,�13 0.7056409220.9470.5681.80,�08 13 HSP90AA1
5.73,�13 0.3995351980.3510.08 1.92,�08 13 UP-2
5.76,�13 0.4123965410.2630.05 1.93,�08 13 ZMYM2
6.35,�13 0.6702062360.8770.4892.13,�08 13 C3IC1
7.13,�13 0.5233187950.3330.0782.39,�08 13 IR-2)P2
8.25,�13 0.3835359490.2810.0562.77,�08 13 CY3D
9.06,�13 0.4870641970.4560.1253.04,�08 13 SG21
9.26,�13 0.32837149 0.3510.08 3.11,�08 13 TM,M9)
9.67,�13 0.4558337310.2630.05 3.24,�08 13 SG23
9.96,�13 0.2748194940.2980.0613.34,�08 13 CAPN1
1.08,�12 0.6311282251 0.8433.61,�08 13 MT�CY)
1.31,�12 0.3313838140.3330.0744.41,�08 13 MDM4
1.35,�12 0.3149197730.3160.0684.54,�08 13 NSD1
1.36,�12 0.6170389941 0.9064.57,�08 13 MT�C61
1.39,�12 0.6572607880.5960.2074.68,�08 13 ACTR3
1.43,�12 0.3658866430.3680.0884.80,�08 13 PSMA3�AS1
1.44,�12 0.4275077410.4040.1044.82,�08 13 TAP)P



1.45,�12 0.4355211960.4210.1124.86,�08 13 NC6R1
1.50,�12 0.3738540470.4390.1155.02,�08 13 RA3)
1.54,�12 0.3334549950.2980.0625.17,�08 13 MID1IP1
1.61,�12 0.5152113190.2980.0645.40,�08 13 Z)T)7A
1.63,�12 0.3125079810.2810.0565.46,�08 13 TM?1
1.96,�12 0.76871552 0.5960.2236.58,�08 13 CA3R
2.01,�12 0.4887131440.3680.09 6.75,�08 13 PURA
2.12,�12 0.4021949690.2630.0527.10,�08 13 P3PP5
2.22,�12 0.4361181150.3680.09 7.46,�08 13 P3GR2T
2.34,�12 0.4092957180.2630.0527.85,�08 13 PPP1R18
2.37,�12 0.3123622460.3510.0817.94,�08 13 23-2
2.53,�12 0.3384750030.3160.0698.48,�08 13 PHACTR4
2.62,�12 0.3534938050.3160.07 8.79,�08 13 STAG2
2.85,�12 0.3569973220.3330.0779.55,�08 13 PI23R1
2.89,�12 0.4468278190.9820.8829.70,�08 13 RP330
2.95,�12 0.45371057 0.3510.0869.89,�08 13 U),3A
3.17,�12 0.2997165510.2980.0631.06,�07 13 CNPY3
3.21,�12 0.5408028210.6840.2561.08,�07 13 GNAS
3.25,�12 0.3899454790.3860.0981.09,�07 13 ZRAN)2
3.31,�12 0.33666238 0.2630.0521.11,�07 13 MY3IP
3.55,�12 0.40231894 0.4210.1121.19,�07 13 PSMD13
4.03,�12 0.5930114040.6140.2071.35,�07 13 ,I-3D
4.13,�12 0.3525542220.2980.0641.39,�07 13 82I
4.20,�12 0.4549804150.5610.1771.41,�07 13 DDAH2
4.21,�12 0.2765411350.5610.1751.41,�07 13 H3A�DP)1
5.42,�12 0.3505154790.3330.0781.82,�07 13 ITSN2
6.46,�12 0.3876011590.3860.0992.17,�07 13 DYNC1H1
6.56,�12 0.2513549440.3330.0762.20,�07 13 ATP6AP1
7.09,�12 0.4427704180.3160.0732.38,�07 13 PPP3CA
7.41,�12 0.3682153860.4040.1052.49,�07 13 S,3,N6S
7.41,�12 0.3297734180.3860.0982.49,�07 13 PPP1R14)
7.53,�12 0.4587764290.3160.0722.53,�07 13 )6D131
7.98,�12 0.3810821170.3680.0912.68,�07 13 RNAS,T2
8.02,�12 0.3382751240.3160.0722.69,�07 13 RN-146
8.06,�12 0.4674720910.4740.14 2.70,�07 13 S3TM
8.48,�12 0.3965322530.4040.1082.84,�07 13 SNAP23
8.58,�12 0.2839753430.3510.0842.88,�07 13 DD6ST
9.19,�12 0.3532100630.2980.0663.08,�07 13 R)M6
9.56,�12 0.4740739090.2810.0613.21,�07 13 ARHG,-1
1.03,�11 0.4771466410.6670.2363.45,�07 13 SDC)P



1.14,�11 0.3076323730.2630.0543.82,�07 13 WDR82
1.17,�11 0.5004405270.5090.16 3.92,�07 13 SCA-11
1.25,�11 0.4245092650.2630.0554.20,�07 13 TM,M245
1.29,�11 0.4990931980.6840.2464.31,�07 13 ATP6=0)
1.33,�11 0.2950302970.4040.1054.47,�07 13 GM-G
1.36,�11 0.2950180860.2630.0544.56,�07 13 TAP1
1.48,�11 0.3923828550.3860.1014.96,�07 13 6RMD31
1.49,�11 0.2628622720.3680.0915.00,�07 13 WIP-1
1.55,�11 0.3163197420.3510.0865.19,�07 13 HSD17)4
2.07,�11 0.3611514080.3330.08 6.94,�07 13 PPP1R12A
2.12,�11 0.5496657390.3160.0767.10,�07 13 MYC)P2
2.14,�11 0.5584817470.7370.2997.16,�07 13 SRS-5
2.24,�11 0.4700767570.4210.12 7.50,�07 13 RP3731
2.33,�11 0.3417686880.2810.0617.80,�07 13 U)A2
2.45,�11 0.3872519060.4910.1478.22,�07 13 RRAGA
2.48,�11 0.7016649170.5960.2268.32,�07 13 S,PT7
2.61,�11 0.3586014680.3510.0898.75,�07 13 C,3-1
2.79,�11 0.35727702 0.5090.1559.37,�07 13 CSN21A1
2.83,�11 0.4689631390.3160.0759.48,�07 13 SMC3
3.05,�11 0.2982006130.3160.0731.02,�06 13 TRA-3IP3
3.08,�11 0.3677850960.3510.0881.03,�06 13 I8GAP2
3.25,�11 0.6061869310.7190.3021.09,�06 13 PPI)
3.65,�11 0.2833578170.2630.0551.23,�06 13 R,3
4.68,�11 0.4500356610.5260.17 1.57,�06 13 ACTR2
4.90,�11 0.4795771330.3160.0781.64,�06 13 S2I3
4.93,�11 0.4038090090.4210.1211.65,�06 13 TRA2)
5.41,�11 0.4630601780.3160.0781.82,�06 13 CA3C6C62
5.50,�11 0.4823492360.4040.1151.84,�06 13 SD-231
5.86,�11 0.3286109130.2630.0571.97,�06 13 R)1CC1
5.89,�11 0.5007232120.2810.0641.98,�06 13 USP34
6.09,�11 0.3820997830.2980.07 2.04,�06 13 U),2G2
6.37,�11 0.5623350270.7190.2842.14,�06 13 HSP90)1
6.41,�11 0.3842338130.4040.1132.15,�06 13 6ST-1
6.71,�11 0.4407229670.3680.1012.25,�06 13 PARP1
7.14,�11 0.4649305560.3160.0772.39,�06 13 ATP1)3
7.49,�11 0.3543431840.2630.0572.51,�06 13 36NP2
7.82,�11 0.4507033230.4740.1472.62,�06 13 HNRNPD
8.49,�11 0.4120038490.3160.0772.85,�06 13 GPSM3
8.78,�11 0.4351387030.4210.1222.95,�06 13 C,)P)
9.09,�11 0.2519197550.3330.0813.05,�06 13 S3)P



9.72,�11 0.29428764 0.7020.2613.26,�06 13 MTRNR2312
9.91,�11 0.3565018990.4910.1533.32,�06 13 ACTN4
1.07,�10 0.5336912170.4560.1483.59,�06 13 S-3)1
1.21,�10 0.4392918250.5440.1784.06,�06 13 U),2I
1.21,�10 0.3251887910.3860.1054.07,�06 13 NR3C1
1.32,�10 0.3061964030.2980.0714.43,�06 13 C6P)2
1.41,�10 0.2907166350.2630.0574.75,�06 13 U)A3
1.51,�10 0.2856258290.4040.1125.05,�06 13 ,MC7
1.56,�10 0.4163059310.6670.2425.24,�06 13 R)M39
1.61,�10 0.3319480370.3160.0785.40,�06 13 )RD4
1.62,�10 0.4361027 0.4210.1245.42,�06 13 PCMT1
1.65,�10 0.4115489870.4390.13 5.54,�06 13 PA22
1.68,�10 0.2950658190.4040.1115.64,�06 13 P3,2H-2
1.70,�10 0.5352088140.3160.0825.71,�06 13 CHD4
1.73,�10 0.41545305 0.2980.0745.80,�06 13 CPN,1
1.80,�10 0.4972329730.7190.2986.05,�06 13 SSR2
1.81,�10 0.2835932620.3330.0856.08,�06 13 YM,131
1.89,�10 0.4927522870.4740.1586.33,�06 13 S-P8
2.07,�10 0.2531500920.2810.0646.95,�06 13 TM?2
2.08,�10 0.4707252040.8420.4726.98,�06 13 SH3)GR33
2.13,�10 0.3568134370.2630.0597.16,�06 13 R,ST
2.32,�10 0.4055913890.4210.1267.78,�06 13 AT-4
2.34,�10 0.2977300350.2980.0717.85,�06 13 MPP1
2.37,�10 0.2838085120.2630.0587.95,�06 13 AGPS
2.44,�10 0.3266996660.3680.1018.17,�06 13 UP-3A
2.46,�10 0.3187360030.3510.0938.24,�06 13 M6)4
2.50,�10 0.2797301580.2810.0658.38,�06 13 TACC1
2.97,�10 0.3480491570.3330.0879.96,�06 13 PRP-38)
3.40,�10 0.30100214 0.3330.0861.14,�05 13 TIA31
3.41,�10 0.3232421020.2630.06 1.14,�05 13 C6MMD2
3.42,�10 0.3279140360.2630.06 1.15,�05 13 HC3S1
3.54,�10 0.3559023570.3510.0951.19,�05 13 AN2RD11
4.20,�10 0.4480348270.3160.0831.41,�05 13 TN-AIP8
4.61,�10 0.3260207480.2630.06 1.55,�05 13 M?D4
4.84,�10 0.3025825390.4560.1391.62,�05 13 3MNA
5.38,�10 0.4040192280.2810.0681.81,�05 13 TRA)D
5.58,�10 0.35691508 0.3860.1111.87,�05 13 2I-5)
5.66,�10 0.2839065110.4560.1391.90,�05 13 GP)P1
5.75,�10 0.34065624 0.3160.0811.93,�05 13 PPP4R3)
5.86,�10 0.4439169480.5440.1931.97,�05 13 SRS-7



5.92,�10 0.3226309640.3330.0881.98,�05 13 6S9
6.64,�10 0.4074914650.2810.0682.23,�05 13 MARCH7
6.64,�10 0.4082539810.5610.2 2.23,�05 13 SPINT2
7.03,�10 0.3442434160.6140.2192.36,�05 13 AR-1
7.07,�10 0.3520733220.3330.09 2.37,�05 13 C6P)1
7.48,�10 0.4902367380.6140.2392.51,�05 13 H,RPUD1
9.13,�10 0.2940442070.3160.0813.06,�05 13 TPP1
9.24,�10 0.37417473 0.2810.0693.10,�05 13 S,T?
9.65,�10 0.3345561880.3330.0913.24,�05 13 TPR
1.01,�09 0.2986262220.4390.1333.40,�05 13 CCT5
1.06,�09 0.4945229030.9820.6633.56,�05 13 MT�ND5
1.11,�09 0.2947190110.3160.0823.71,�05 13 M)P
1.13,�09 0.2795270680.2810.0683.78,�05 13 DR1
1.50,�09 0.3196963230.3160.0835.03,�05 13 THUMPD3�AS1
1.57,�09 0.4152570730.6320.2395.25,�05 13 TAG3N2
1.95,�09 0.3129610650.2630.0636.53,�05 13 PR2DC
2.16,�09 0.26653127 0.3160.0837.26,�05 13 ZN-22
2.40,�09 0.3076964880.3160.0858.04,�05 13 ,RGIC2
2.71,�09 0.3275684570.3860.1159.09,�05 13 MYDG-
2.73,�09 0.30547065 0.7540.3179.15,�05 13 PSAP
2.76,�09 0.3631789310.5090.1769.24,�05 13 ANP32)
2.95,�09 0.3524378220.2810.0729.89,�05 13 ,I-2A22
3.68,�09 0.2735679350.2980.0780.00012330613 G63G)1
4.43,�09 0.3260340650.2630.0650.00014867813 CN6T2
4.59,�09 0.3974696160.3510.1030.00015389613 AN?A6
4.96,�09 0.2780200940.3160.0850.00016623513 DNA1)14
5.32,�09 0.2528681270.3330.0930.00017829413 WDR33
5.34,�09 0.3251501280.2980.08 0.00017898913 MAP21
5.67,�09 0.4298947820.4040.13 0.00019025813 TNRC6)
5.71,�09 0.2710349620.2630.0650.00019134 13 T?NDC12
5.80,�09 0.4944740070.4560.16 0.00019459 13 23-6
6.08,�09 0.38763845 0.3860.12 0.00020389513 3,PR6T31
6.50,�09 0.5003810550.4040.1360.00021807213 TA-7
6.70,�09 0.25566124 0.2980.0790.00022464 13 GNS
6.72,�09 0.3269749710.5090.1780.00022522713 PH)2
6.80,�09 0.4350298870.4210.1370.00022817113 PSM)9
6.82,�09 0.2539918380.3160.0860.00022880413 ,RP44
7.16,�09 0.3188496780.6320.24 0.00024007613 3Y6,
7.17,�09 0.3877266990.5790.2230.00024035 13 ARPC5
7.69,�09 0.4679679630.5960.2420.00025785313 HNRNPA3



8.17,�09 0.4483091940.9120.4880.00027411913 HNRNPA2)1
9.08,�09 0.3022925370.3510.1040.00030467613 DH?36
1.02,�08 0.4428469480.8070.3770.00034369713 DAD1
1.03,�08 0.4483516510.7370.34 0.00034493 13 S,C11A
1.04,�08 0.3296136760.3860.1210.00034835113 ,P)4134A�AS1
1.07,�08 0.2821024870.2630.0670.00035911513 IR-3
1.08,�08 0.2633239980.2630.0660.00036362213 S,C63
1.17,�08 0.3284270190.4210.1370.0003937 13 PSMD7
1.18,�08 0.3615913620.2630.0670.00039510413 CD68
1.27,�08 0.3522818190.2980.0830.00042586413 APH1A
1.42,�08 0.3330559950.4210.1390.00047669213 CDC37
1.56,�08 0.4436156541 0.9070.00052407913 MT�C63
1.60,�08 0.2576426540.2810.0740.00053795813 TM,M259
1.62,�08 0.3209086170.4210.1390.00054333513 TG63N2
1.62,�08 0.33609154 0.2810.0760.00054414813 CU33
1.64,�08 0.3132460760.3680.1150.00055103513 ZN-207
1.70,�08 0.2712396760.3680.1120.00056902113 PDCD2
1.82,�08 0.4471807290.4040.1320.00061204513 PRP-4)
2.08,�08 0.2940611930.2810.0760.00069658713 Z-R
2.17,�08 0.3812801840.8420.3790.00072610513 I-ITM3
2.48,�08 0.3570674250.4910.1780.00083062313 SRS-11
3.02,�08 0.3411736640.4210.1410.00101130413 DD?46
3.11,�08 0.3475482860.5610.2180.00104337513 CAP1
3.18,�08 0.2683875350.3510.1070.00106584 13 U2SURP
3.59,�08 0.2521738670.3330.0990.00120358413 PRP-6
3.89,�08 0.28717653 0.2810.0780.00130548613 D)N3
4.08,�08 0.4969443650.5090.1980.00137002 13 AN?A11
4.11,�08 0.3835560780.6670.2860.00137907613 A3DH1A1
4.69,�08 0.3614593680.2980.0880.00157179513 ASH13
4.80,�08 0.3121765270.4390.1510.00160853413 TYMP
4.86,�08 0.3131201210.7020.2970.00163007 13 S6N
5.41,�08 0.2589216960.2810.0770.00181475213 CPP,D1
6.58,�08 0.5240973450.8070.5270.00220598 13 HSP90A)1
6.63,�08 0.3283340850.2980.0880.00222375513 SMAP1
7.23,�08 0.3283307750.3160.0960.00242430113 PA)PN1
7.63,�08 0.2534047270.3160.0940.00255911313 CCND)P1
8.18,�08 0.43343533 0.3860.1320.00274456713 C3NS1A
8.53,�08 0.3254300870.3860.1280.00286180113 HNRNPH3
8.63,�08 0.3558603670.2980.09 0.00289420713 ADD1
9.31,�08 0.3787245980.3160.0980.00312197 13 S,C31A



9.49,�08 0.2793825590.4740.17 0.00318432813 TM,M50A
1.15,�07 0.4062680140.3330.1080.00385388813 TU)A1A
1.17,�07 0.3627259720.3860.1360.00391557613 SRS-10
1.27,�07 0.3218628070.3160.0980.00427032413 PDCD6IP
1.35,�07 0.2780871810.4040.1410.00452191113 SNRNP70
1.40,�07 0.3257248350.2630.0740.00468221 13 AZIN1
1.53,�07 0.3452552790.3510.1150.00513100413 RPN1
1.61,�07 0.3104347760.5260.2060.00540081413 STMN1
1.67,�07 0.3580984330.3860.1340.00559938413 T,R-2IP
1.72,�07 0.3271253230.4560.17 0.00577910913 TM,D10
1.86,�07 0.3035904980.5440.2190.00624759613 R)M3
1.99,�07 0.4341228520.2630.0750.00668166 13 USP22
2.07,�07 0.3823699340.7890.3920.00693387813 ARPC2
2.22,�07 0.2655768890.4740.1720.00744824513 S-T2D1
2.29,�07 0.2511411920.2980.09 0.00767955913 3ACT)
2.45,�07 0.3690977530.6320.2860.00821815613 ,I-5
2.59,�07 0.3558701110.5610.2330.00868333 13 Z-P3631
2.73,�07 0.2909713160.2980.0910.00916397813 RCN2
2.78,�07 0.27894155 0.2630.0760.00932028513 ZC3HA=1
2.92,�07 0.3761911760.2630.0780.00980453 13 AN2RD10
2.97,�07 0.3364551460.5440.2170.00995964613 S,RPIN)6
3.26,�07 0.3630266990.2810.0840.01094629913 ARID1)
3.32,�07 0.2965063190.5440.22 0.01114717913 SRI
3.45,�07 0.38367115 1 0.8730.01155741613 MT�ND4
3.90,�07 0.2628494330.3330.1090.01307034813 3ASP1
6.37,�07 0.3773271460.5960.2590.02135646813 TM)IM4
7.04,�07 0.2735464880.2810.0870.02361041 13 M2RN1
9.35,�07 0.2662111250.3330.1120.03135358213 GGN)P2
9.44,�07 0.30126347 0.4040.1510.03165629913 TA-1D
9.89,�07 0.34097571 0.7020.3290.03317670113 S,RP1
1.06,�06 0.3734712790.3680.1360.03559454 13 MAP222
1.06,�06 0.3218556110.3680.1350.03568015813 MC31
1.09,�06 0.3490582340.86 0.4160.03651289713 MT�ND43
1.25,�06 0.2562719810.2630.08 0.04204473 13 SD-2
1.50,�06 0.3240142280.2630.0820.05025032913 CTDSP1
2.15,�06 0.2854314570.86 0.4150.07200646813 PA)PC1
2.29,�06 0.3176285710.3330.1190.07694217413 RPN2
2.34,�06 0.2873322380.3680.1370.07842777913 MTPN
2.38,�06 0.3134568550.3330.1190.07993829413 ?RN2
2.57,�06 0.3353648280.2810.0910.08625553913 T321



3.42,�06 0.2877094340.3860.15 0.11465159313 SRP19
3.44,�06 0.3072540950.5610.26 0.11541297613 SH3)GR3
3.46,�06 0.2720344430.5260.2240.11614246713 P3IN2
3.79,�06 0.4138591590.4040.1540.12699440113 ATP6AP2
4.14,�06 0.3538909770.2630.0860.13881508913 CU?1
4.89,�06 0.2655197830.4390.1780.16396853613 CCT6A
7.35,�06 0.2624604510.4560.1860.24653146813 ARPC1)
7.39,�06 0.3410009670.5960.2790.24799431 13 HNRNP-
7.56,�06 0.37244278 0.86 0.52 0.25368714913 CIR)P
7.57,�06 0.3242064010.8950.6270.25380208113 DYN331
8.48,�06 0.2670015540.2810.0960.28432854 13 CASP4
8.77,�06 0.3070787080.4390.1850.29406555413 NM,3
1.07,�05 0.2951863720.6490.3140.36025886513 SRS-3
1.37,�05 0.2809534930.7890.3950.46067808413 N6P53
1.46,�05 0.27934272 0.2810.0970.48838313613 YIP-3
2.59,�05 0.3290775790.2980.1130.86701218913 GN)1
2.86,�05 0.2980364440.3510.14 0.95887959513 CAPZA1
4.56,�05 0.33267898 0.93 0.6481 13 U)C
6.91,�05 0.2636411840.93 0.5651 13 MY312A
6.93,�05 0.2720229160.9470.6931 13 RP336A3
0.0001119060.2824129080.3680.1591 13 N6SIP
0.0001600470.2682262650.3160.1351 13 HNRNPR
0.0001700160.3331298290.4740.2291 13 Z)T)20
0.0002149290.2648257260.4210.1931 13 R,,P5
0.00027394 0.2517698820.6140.3361 13 HMGN2
0.0006634680.2722501680.3330.1561 13 MAT2A
0.0008827070.2665070850.4210.2211 13 ATRAID
0 4.6012286380.84 0.01 0 14 P6D?3
0 4.0063845750.86 0.0070 14 PTGDS
0 3.6386695690.86 0.0050 14 P3A2R1
0 3.5665044720.84 0 0 14 NPHS2
0 3.4807106580.86 0.0050 14 C3IC5
0 3.3657234730.84 0.0050 14 DCN
0 3.2767888710.84 0.0090 14 NPNT
0 3.2559883240.68 0.0070 14 CTG-
0 3.0307112940.72 0.0040 14 A3S2C3
0 2.8588495870.8 0.0010 14 -G-1
0 2.8532853830.8 0.0020 14 PTPR6
0 2.8143894730.8 0.0110 14 IG-)P2
0 2.7229291340.8 0.0030 14 TC-21



0 2.7174034570.7 0.0120 14 SYNP6
0 2.6815749070.8 0 0 14 PC63C,2
0 2.6391777610.72 0.0070 14 N,S
0 2.6000504280.84 0.0120 14 -6?C1
0 2.5284944870.84 0.0010 14 NPHS1
0 2.4491416720.68 0 0 14 DDN
0 2.4200340520.74 0.0160 14 THSD7A
0 2.4135710550.72 0.0090 14 C634A3
0 2.3424924560.76 0.0050 14 ARMH4
0 2.1701246750.66 0.0040 14 SP6C21
0 2.1242055210.68 0.01 0 14 DACH1
0 2.1081318710.74 0.0170 14 MA-)
0 2.0840755350.74 0.0130 14 ITGA3
0 2.05904144 0.66 0.0010 14 -3
0 2.0021039940.64 0 0 14 NDN-
0 1.9999723780.68 0.0020 14 WT1
0 1.98181784 0.66 0.0080 14 ITIH5
0 1.9669786070.64 0.0010 14 CR)2
0 1.9666467250.66 0.0030 14 TYR63
0 1.9610995420.64 0.0080 14 P3C,1
0 1.9394327250.62 0.0010 14 NTNG1
0 1.9319251770.58 0 0 14 AC092813.2
0 1.9120060670.58 0.0010 14 CP?M1
0 1.8736122250.6 0.0020 14 ST6GA3NAC3
0 1.8657968480.66 0.0070 14 TM,M150C
0 1.8089168490.56 0.0040 14 TPPP3
0 1.7491060110.5 0.0070 14 -RY
0 1.7408788140.62 0.0020 14 TNNT2
0 1.7407850010.52 0.0060 14 N-ASC
0 1.7388204750.54 0 0 14 DPP6
0 1.7287502620.58 0.0090 14 CR1
0 1.7052160690.54 0.0030 14 2IRR,31
0 1.6583547190.54 0.0010 14 SU3-1
0 1.59324607 0.54 0.0040 14 MAGI2
0 1.5649597890.46 0 0 14 PTPR8
0 1.5251137390.46 0.0020 14 MRGPR-
0 1.5026057290.5 0.0030 14 M?RA8
0 1.4479308620.4 0.0010 14 36?
0 1.4295758520.4 0.0030 14 3RRC2
0 1.42072022 0.46 0.0010 14 AP6D



0 1.3473040040.42 0.0030 14 C3DN5
0 1.2942741250.4 0 0 14 2327
0 1.2483392230.26 0 0 14 CHI331
0 1.2223924750.44 0 0 14 TNNI1
0 1.2159716180.36 0.0020 14 AP3N
0 1.2042775580.34 0.0010 14 S,MA3G
0 1.19475432 0.26 0.0010 14 CC),1
0 1.1766995180.42 0.0040 14 TSPAN2
0 1.1432265520.4 0.0020 14 MAP6
0 1.1360921750.4 0.0030 14 )MP7
0 1.1223660670.3 0.0020 14 G1A1
0 1.1078691660.34 0 0 14 3INC00839
0 1.0928061640.36 0 0 14 T,NM2
0 1.0075932190.28 0.0010 14 C-AP45
0 1.0066984910.34 0.0010 14 =SIG8
0 0.9991010310.3 0.0020 14 GPSM1
0 0.9928338580.28 0.0010 14 2326
0 0.9777134580.36 0 0 14 3M?1)
0 0.94878172 0.28 0.0020 14 -6?C2
0 0.9288929050.26 0.0010 14 AC008264.2
0 0.9136570860.26 0 0 14 TM,M200C
0 0.8555358350.26 0.0010 14 MS3N
0 0.8042835310.26 0 0 14 AC023154.1
0 0.7911059990.3 0.0020 14 ARHG,-26
5.52,�306 2.5118321530.72 0.0171.85,�301 14 S,MA5A
3.23,�301 1.6663499580.58 0.0111.08,�296 14 SRGAP2C
1.08,�291 1.09489201 0.34 0.0043.62,�287 14 TM,M178A
1.35,�291 1.9960307920.62 0.0134.54,�287 14 N,)3
3.19,�279 1.2092701290.42 0.0061.07,�274 14 PDG-R)
3.42,�276 1.3483340510.48 0.0081.15,�271 14 PARD3)
1.32,�269 3.70848848 0.84 0.0284.43,�265 14 HTRA1
4.15,�265 1.21083531 0.36 0.0051.39,�260 14 GAS1
1.92,�261 3.0486362450.88 0.0316.43,�257 14 SP6C22
5.46,�261 2.52191528 0.76 0.0231.83,�256 14 UACA
1.01,�260 1.1975565560.42 0.0063.40,�256 14 MAP1)
6.12,�257 1.3449576040.38 0.0052.05,�252 14 ARHGAP28
6.66,�255 2.0245323230.68 0.0192.23,�250 14 RIP6R1
5.53,�252 0.8836365130.34 0.0041.86,�247 14 PR2AR2)
2.50,�242 1.7960240780.62 0.0168.39,�238 14 DAG1
7.38,�240 3.0618108960.84 0.0312.48,�235 14 =,G-A



2.80,�239 1.7413941340.62 0.0169.38,�235 14 =ASN
1.31,�230 1.5861267260.52 0.0124.41,�226 14 SRGAP2
5.65,�230 2.1922969550.8 0.0291.90,�225 14 DST
5.01,�223 1.2486871450.48 0.01 1.68,�218 14 MY61,
6.22,�221 1.6704086590.62 0.0182.09,�216 14 -2R
2.74,�214 1.0046183180.28 0.0039.20,�210 14 PHYHIP
4.43,�214 2.3189459550.78 0.03 1.49,�209 14 CDC42,P3
2.82,�211 1.5235769980.46 0.01 9.46,�207 14 N,CA)1
8.45,�209 0.9855430880.28 0.0042.83,�204 14 ATP10A
3.95,�207 1.4168068610.42 0.0081.33,�202 14 ARRDC4
2.45,�206 0.9188925110.28 0.0048.21,�202 14 ARHGAP23
5.73,�202 1.0240182940.3 0.0041.92,�197 14 MSR)3
6.29,�200 1.2834791910.42 0.0092.11,�195 14 MY61D
3.61,�193 1.7572392290.64 0.0221.21,�188 14 S6RT1
4.22,�192 1.0023378040.34 0.0061.42,�187 14 GPNM)
3.56,�191 1.0506799390.34 0.0061.19,�186 14 NDN
3.20,�183 2.30376922 0.72 0.03 1.07,�178 14 TG-)R3
1.22,�176 2.2547632520.8 0.0384.11,�172 14 T1P1
4.36,�176 1.40640271 0.5 0.0141.46,�171 14 ,-N)1
5.56,�175 1.6313098480.54 0.0171.87,�170 14 ITG)5
1.22,�174 0.8134620630.26 0.0044.08,�170 14 AD6RA1
6.45,�166 1.2314816870.36 0.0082.16,�161 14 )GN
4.58,�162 0.8954370980.32 0.0061.53,�157 14 WIP-3
1.28,�157 0.9562167030.38 0.0094.29,�153 14 3IMS2
1.02,�154 1.27790669 0.4 0.01 3.43,�150 14 SRGAP2)
9.95,�152 1.0221461870.38 0.0093.34,�147 14 NPR1
4.26,�151 1.2527639810.44 0.0131.43,�146 14 TNS2
4.04,�150 1.3847128310.48 0.0161.35,�145 14 PM,PA1
4.34,�145 2.1855861820.78 0.0441.45,�140 14 G63IM4
4.86,�145 1.2530973560.46 0.0151.63,�140 14 AP631
1.90,�141 1.1727895090.4 0.0116.36,�137 14 CDC14A
4.76,�141 1.8078430240.7 0.0361.60,�136 14 -AT1
8.44,�140 1.2498141360.44 0.0142.83,�135 14 PTG,R4
1.79,�138 1.4699567060.44 0.0146.01,�134 14 C634A4
7.65,�138 1.4892717610.44 0.0142.56,�133 14 ST3GA36
3.71,�134 1.1432622110.44 0.0141.24,�129 14 TRI)2
5.18,�133 1.92554823 0.74 0.0431.74,�128 14 S,MA3)
1.58,�132 1.4411475040.5 0.0195.29,�128 14 23H342
7.15,�131 1.1117571560.32 0.0082.40,�126 14 AMIG62
2.21,�129 2.6619176090.82 0.0577.42,�125 14 CRIM1



5.19,�128 0.8355282790.26 0.0051.74,�123 14 SMAD6
9.63,�127 1.4628702380.46 0.0173.23,�122 14 MGAT5
1.11,�126 1.5652528630.62 0.0313.74,�122 14 MA32
2.32,�126 2.2222336740.74 0.0467.76,�122 14 ITGA=
9.10,�124 1.7260552590.6 0.03 3.05,�119 14 CTDSP3
4.41,�121 1.2913650430.38 0.0121.48,�116 14 TPM2
3.55,�120 2.38806387 0.82 0.06 1.19,�115 14 SPARC
7.63,�120 1.1993268690.3 0.0072.56,�115 14 MY61)
4.26,�118 1.3428826020.56 0.0271.43,�113 14 ARHG,-3
6.43,�116 2.1119237130.72 0.0452.16,�111 14 AI-1
1.29,�113 1.7455668330.66 0.0394.32,�109 14 TIMP3
2.19,�113 1.1187333580.4 0.0147.34,�109 14 C1R
1.61,�112 0.8142482610.26 0.0065.39,�108 14 PTPN21
2.87,�112 2.1463495040.74 0.0529.62,�108 14 MY39
3.58,�111 1.7678121780.62 0.0361.20,�106 14 S32
1.86,�108 1.5389383770.58 0.0316.23,�104 14 MY32
1.73,�106 1.3940675310.46 0.02 5.82,�102 14 CMYA5
6.78,�106 1.2805391860.44 0.0182.27,�101 14 IN-2
1.17,�105 1.1184473370.4 0.0153.92,�101 14 ADAMTS9
2.72,�103 1.1939275410.46 0.0219.12,�99 14 2AN21
9.34,�103 1.2851820490.38 0.0143.13,�98 14 ZNR-3
8.78,�102 1.1966218650.38 0.0142.94,�97 14 -ST31
6.75,�99 1.4174116570.52 0.0282.26,�94 14 MI)1
8.27,�99 0.8538087740.3 0.0092.77,�94 14 -?YD1
1.42,�97 0.7899830440.28 0.0084.76,�93 14 C?ADR
4.25,�96 1.8625012960.62 0.0411.42,�91 14 MPP5
7.45,�96 2.0609057730.78 0.0682.50,�91 14 )ST2
2.54,�95 2.9741851630.82 0.0788.51,�91 14 CD2N1C
3.02,�91 1.0859252 0.3 0.01 1.01,�86 14 -AM89A
9.03,�91 1.0772687510.36 0.0143.03,�86 14 -AM20)
4.08,�90 1.5839968050.58 0.0381.37,�85 14 RN-145
2.47,�89 1.3146640480.44 0.0228.29,�85 14 SIRPA
9.36,�89 1.1414150710.52 0.03 3.14,�84 14 S3C9A3R2
1.17,�87 2.2166639630.86 0.0943.94,�83 14 MYH9
3.21,�87 0.7012492620.28 0.0091.08,�82 14 PRIC23,1
1.43,�86 1.3965024450.44 0.0234.80,�82 14 TIMP2
2.16,�86 1.92077935 0.78 0.0747.26,�82 14 AHNA2
4.44,�86 0.9280063130.32 0.0121.49,�81 14 TANC1
7.89,�86 1.3564232220.5 0.03 2.65,�81 14 TNS3
4.41,�85 1.1506094050.4 0.0191.48,�80 14 P3TP



5.61,�85 1.16656757 0.44 0.0231.88,�80 14 TMC63
1.83,�82 1.5412826550.54 0.0366.15,�78 14 PA33D
1.90,�82 1.5040640920.58 0.0426.37,�78 14 PD,4DIP
1.67,�81 0.8951152450.38 0.0185.59,�77 14 -RMD3
4.77,�81 1.5396552340.54 0.0371.60,�76 14 ,P)4135
5.18,�81 1.8717055290.62 0.05 1.74,�76 14 2CN816T1
4.77,�79 1.6389618340.58 0.0431.60,�74 14 3AM)2
1.04,�77 3.1441359060.84 0.1073.49,�73 14 MM,
2.71,�76 1.2138598410.46 0.0289.08,�72 14 6RMD33
6.22,�75 1.7572095960.64 0.0572.08,�70 14 ZDHHC6
1.31,�74 0.8179453720.26 0.0094.38,�70 14 M-SD6
4.51,�74 0.9480190850.26 0.0091.51,�69 14 RAMP3
6.97,�74 1.0334068580.32 0.0142.34,�69 14 TMCC3
2.50,�73 0.8867764240.3 0.0128.39,�69 14 C1S
3.95,�73 1.6383104080.68 0.0641.32,�68 14 CAPN2
1.92,�70 2.3242603230.84 0.1116.42,�66 14 CD81
3.44,�70 1.7366854850.58 0.0491.15,�65 14 GMDS
7.61,�70 1.0068659410.32 0.0152.55,�65 14 C3IP4
1.08,�69 1.0165811520.38 0.0213.63,�65 14 T6M132
1.11,�69 0.94753624 0.32 0.0153.73,�65 14 S,RINC5
9.82,�69 1.2306127320.4 0.0233.29,�64 14 USP46
1.88,�68 1.1132100550.4 0.0236.30,�64 14 SRGAP1
2.78,�67 1.0151025470.36 0.0199.34,�63 14 GAS6
6.11,�67 1.1353705140.38 0.0222.05,�62 14 PTPN14
3.69,�66 1.9564592920.74 0.0871.24,�61 14 I8GAP2
3.80,�66 1.4827391920.58 0.0511.27,�61 14 P3CG2
1.28,�63 0.9920519910.34 0.0184.31,�59 14 PTPN13
3.82,�62 2.5247226880.88 0.1491.28,�57 14 )CAM
5.04,�62 0.7946027130.3 0.0141.69,�57 14 =WA1
5.09,�62 1.6544668430.7 0.0811.71,�57 14 ITG)8
1.52,�61 1.2810929450.5 0.0415.11,�57 14 S,313
2.86,�61 1.1702245060.46 0.0349.59,�57 14 MY61C
6.14,�61 1.0746971110.4 0.0262.06,�56 14 AGRN
8.59,�60 0.7479481050.26 0.0112.88,�55 14 3RP11
1.68,�59 2.1164250040.86 0.1375.63,�55 14 ITG)1
4.00,�59 0.8323669290.26 0.0111.34,�54 14 AP))2
4.30,�58 1.1310783780.36 0.0231.44,�53 14 N6TCH2
4.45,�57 1.2052961240.52 0.0471.49,�52 14 MTSS1
3.51,�55 1.3746903260.58 0.0611.18,�50 14 SYN,1
2.39,�53 1.0086083140.38 0.0278.03,�49 14 TUSC3



4.61,�53 0.9581790270.34 0.0221.55,�48 14 PTPR-
5.36,�53 1.7333228190.76 0.1131.80,�48 14 AN?A2
1.89,�52 1.4252539260.6 0.0696.33,�48 14 PHACTR4
2.17,�52 1.18766601 0.44 0.0367.29,�48 14 R,RG
2.43,�52 1.09345771 0.34 0.0228.16,�48 14 -RMD1
2.71,�52 1.1032775460.4 0.03 9.08,�48 14 ZC3H7)
7.93,�52 2.2273589820.82 0.1532.66,�47 14 ACTN4
1.83,�51 1.0375015210.3 0.0186.15,�47 14 ,-,MP1
4.71,�51 1.61456608 0.64 0.0821.58,�46 14 S,RINC1
6.24,�51 1.3223404060.56 0.0612.09,�46 14 N-,231
1.58,�50 0.9265566820.28 0.0165.31,�46 14 C,RS6
8.00,�50 1.0861148060.34 0.0232.68,�45 14 3AMA5
1.23,�49 0.8192633380.26 0.0144.13,�45 14 GA3C
2.32,�49 1.91363179 0.74 0.1177.77,�45 14 HPGD
2.41,�49 1.2494965330.52 0.0548.10,�45 14 TM,M245
3.89,�49 1.0171905420.4 0.0321.30,�44 14 3GA3S8
2.81,�48 1.2158753730.6 0.0729.44,�44 14 R)MS1
1.22,�47 1.1796549750.42 0.0374.10,�43 14 N,CTIN2
1.00,�46 1.3880838040.62 0.0823.36,�42 14 MAC-1
3.05,�46 1.1111830140.42 0.0371.02,�41 14 P,A15
3.95,�46 1.3110660950.6 0.0771.32,�41 14 G63G)1
1.96,�45 1.0366807710.4 0.0356.56,�41 14 C)?7
2.33,�45 1.1180660570.32 0.0237.81,�41 14 PI,Z61
8.99,�45 1.5493457730.68 0.1053.01,�40 14 NDRG1
2.88,�44 1.16047739 0.54 0.0649.66,�40 14 SDC2
1.12,�43 0.9612762 0.34 0.0263.74,�39 14 SPATA13
1.48,�43 0.9256664570.32 0.0234.98,�39 14 C)3)
2.57,�43 1.2131784260.48 0.0528.63,�39 14 -AM20C
3.65,�43 0.84823411 0.26 0.0161.22,�38 14 M,G-9
7.44,�43 0.91955276 0.36 0.03 2.50,�38 14 PH-10
6.70,�42 1.2200901020.4 0.0382.25,�37 14 P3S3
7.43,�42 0.8760311970.28 0.0192.49,�37 14 -H31
7.89,�42 2.46255125 0.94 0.2622.65,�37 14 S100A6
1.34,�41 0.7637817170.26 0.0164.49,�37 14 23-7
2.08,�41 1.07778105 0.36 0.0316.97,�37 14 P3H2
2.42,�41 1.3798225580.6 0.0858.13,�37 14 S,PT11
3.78,�41 1.0359580720.36 0.0311.27,�36 14 PTPRD
2.63,�40 0.5211831540.26 0.0168.81,�36 14 CA=IN1
3.18,�40 1.6299188390.76 0.1521.07,�35 14 ,NP,P
5.56,�40 1.3902922560.64 0.1021.87,�35 14 WAS3



2.02,�39 1.1937524950.5 0.0626.79,�35 14 SPTAN1
4.04,�39 1.1695204890.46 0.0521.35,�34 14 P3?N)2
9.83,�39 0.7407523720.26 0.0173.30,�34 14 ARHGAP21
1.09,�38 1.3665943740.5 0.0633.66,�34 14 UTRN
1.79,�38 1.4358074510.6 0.0956.00,�34 14 ARHG,-12
4.42,�38 1.4031568360.64 0.1051.48,�33 14 N6RAD
1.75,�37 1.2514505380.6 0.0935.88,�33 14 PD3IM5
1.78,�37 1.0159485310.42 0.0455.97,�33 14 CSRP1
5.09,�37 1.1048262730.54 0.0741.71,�32 14 MAP4
5.26,�37 1.0514202740.36 0.0341.77,�32 14 CHD3
1.08,�36 1.1661842020.44 0.0523.62,�32 14 MY3IP
1.52,�36 1.3026032720.9 0.2125.11,�32 14 N,AT1
1.24,�35 1.0504085740.44 0.0514.15,�31 14 C3STN1
1.61,�35 0.9240154480.32 0.0285.40,�31 14 SU3-2
2.21,�35 0.7917600420.28 0.0227.40,�31 14 N3RP1
4.67,�35 0.92281478 0.38 0.04 1.57,�30 14 NPTN
8.73,�35 1.6507854240.88 0.2412.93,�30 14 =IM
1.17,�34 1.0988336510.5 0.0683.92,�30 14 GSN
2.56,�34 0.8807876320.26 0.02 8.57,�30 14 HPS5
3.03,�34 1.1675786040.48 0.0641.02,�29 14 3GA3S3)P
1.91,�33 1.2693648270.58 0.0956.40,�29 14 ARHGAP29
2.68,�33 1.1827506840.58 0.0958.99,�29 14 STAT1
3.12,�32 0.7599989890.26 0.0211.05,�27 14 =TI1A
5.23,�32 0.6896566140.28 0.0241.75,�27 14 PRMT6
1.79,�31 1.3758075650.4 0.05 6.02,�27 14 RN-220
3.35,�31 1.3196570910.58 0.1041.12,�26 14 CD46
4.70,�31 1.12501404 0.56 0.0951.57,�26 14 PA)PN1
6.97,�31 1.4389090560.86 0.2322.34,�26 14 H3A�,
7.40,�31 1.0520983730.34 0.0362.48,�26 14 T,AD1
6.78,�30 0.8345926030.4 0.05 2.27,�25 14 RAPG,-3
1.64,�29 0.6671967050.26 0.0225.50,�25 14 ,=A1)
2.34,�29 0.7407549350.4 0.05 7.85,�25 14 GU3P1
1.80,�28 0.9487422060.3 0.0316.04,�24 14 MS31
1.82,�28 1.0107199770.62 0.1216.09,�24 14 AN2RD12
2.56,�28 0.9895792170.44 0.0648.60,�24 14 82I
2.76,�28 0.9504700060.44 0.0639.25,�24 14 PA21
2.79,�28 1.7904628620.9 0.3929.37,�24 14 IG-)P7
3.14,�28 0.9683861860.42 0.0591.05,�23 14 CCDC91
3.25,�28 1.0042862870.4 0.0531.09,�23 14 PAM
3.72,�28 0.9016239540.34 0.0391.25,�23 14 TM,M98



4.41,�28 1.2620671210.66 0.1471.48,�23 14 PD3IM2
7.09,�28 1.6611737570.92 0.3982.38,�23 14 MA3AT1
7.59,�28 0.9806448180.34 0.04 2.54,�23 14 MUM1
8.27,�28 1.2037517670.66 0.1412.77,�23 14 SYN,2
1.19,�27 0.88060336 0.3 0.0324.00,�23 14 PIGS
1.23,�27 0.9194879450.36 0.0454.14,�23 14 A2T2
1.25,�27 1.62927185 0.94 0.3914.20,�23 14 H3A�A
1.53,�27 1.11764992 0.48 0.0795.12,�23 14 CD47
1.76,�27 0.8465482260.28 0.0285.89,�23 14 )CAR3
2.09,�27 0.9279266810.42 0.06 7.02,�23 14 S,RINC3
2.28,�27 0.7764462420.26 0.0247.65,�23 14 CHD7
3.03,�27 0.6179066520.26 0.0241.02,�22 14 GATD1
4.82,�27 0.64235886 0.26 0.0241.62,�22 14 TCA-1
6.33,�27 0.8174175150.28 0.0282.12,�22 14 RASS-8
7.28,�27 0.9679526750.4 0.0562.44,�22 14 TM?4
7.78,�27 1.6579910680.9 0.33 2.61,�22 14 H3A�)
8.17,�27 0.6667079540.3 0.0322.74,�22 14 2)T)D11
8.82,�27 0.88825808 0.42 0.0612.96,�22 14 P3D3
9.03,�27 0.7714884370.28 0.0283.03,�22 14 ,-,MP2
1.24,�26 0.7679876410.26 0.0254.18,�22 14 CD26
1.38,�26 0.9355162510.28 0.0294.64,�22 14 )MPR2
3.96,�26 0.9205392850.4 0.0571.33,�21 14 -T?
4.07,�26 0.8349361040.36 0.0461.37,�21 14 TU))2A
5.52,�26 0.9323725110.38 0.0521.85,�21 14 T3,4
5.94,�26 0.7418739330.28 0.0291.99,�21 14 HY6U1
1.13,�25 1.1702805230.78 0.2013.78,�21 14 RARR,S2
1.56,�25 0.78693844 0.3 0.0345.23,�21 14 HSPA12A
2.53,�25 1.08066324 0.4 0.0598.49,�21 14 NDRG2
4.17,�25 1.4597519320.92 0.3551.40,�20 14 H3A�C
4.20,�25 1.6851066241 0.7951.41,�20 14 ITM2)
8.52,�25 0.6433002890.26 0.0262.86,�20 14 RSPH3
9.25,�25 0.7287126910.26 0.0263.10,�20 14 3GR4
2.21,�24 0.88305948 0.4 0.0617.42,�20 14 SMARCA2
2.66,�24 1.5887377140.82 0.3178.92,�20 14 PSAP
3.04,�24 1.1352563770.36 0.0521.02,�19 14 CGN31
5.23,�24 0.76892698 0.28 0.0311.75,�19 14 N,27
8.44,�24 1.0659926280.46 0.0822.83,�19 14 N-IC
9.81,�24 0.9612552640.42 0.0683.29,�19 14 R,R,
1.43,�23 0.8463401780.44 0.0744.81,�19 14 -N)P1
1.83,�23 0.73398026 0.34 0.0456.12,�19 14 PAR=A



2.06,�23 0.7701157080.28 0.0326.90,�19 14 =C3
4.05,�23 1.4131603570.58 0.14 1.36,�18 14 CD151
4.18,�23 0.9638561170.32 0.0421.40,�18 14 3T)P3
4.86,�23 1.1709358490.78 0.2431.63,�18 14 AP3P2
6.27,�23 0.8530962890.46 0.0812.10,�18 14 PCY6?1
7.21,�23 1.1365727610.36 0.0542.42,�18 14 -3RT3
1.07,�22 0.7491892420.34 0.0473.60,�18 14 AT?N2
1.56,�22 0.8375973160.38 0.0585.24,�18 14 TM,M30A
1.94,�22 0.8092775170.28 0.0336.51,�18 14 A3CAM
3.42,�22 1.31388145 0.62 0.16 1.15,�17 14 HSPA5
3.78,�22 1.32179217 0.8 0.2841.27,�17 14 HSP90)1
4.86,�22 0.8067950160.28 0.0341.63,�17 14 AHI1
5.20,�22 0.9498006920.36 0.0541.74,�17 14 -,RMT2
8.21,�22 0.8002667990.3 0.0392.75,�17 14 MGAT4)
8.21,�22 1.3188738070.58 0.1432.75,�17 14 R,TR,G1
9.79,�22 0.9807370490.54 0.1183.28,�17 14 ATR?
1.52,�21 0.6761888290.28 0.0345.10,�17 14 G63GA8)
2.26,�21 1.1966517940.76 0.2427.57,�17 14 PTH1R
2.29,�21 0.98710061 0.38 0.0627.67,�17 14 DHRS3
2.30,�21 0.7192749480.32 0.0447.70,�17 14 )AZ2)
2.54,�21 1.1457298560.58 0.1358.52,�17 14 NPR3
3.10,�21 0.75241951 0.3 0.04 1.04,�16 14 CTNN)IP1
3.31,�21 0.6518977760.26 0.03 1.11,�16 14 INPP31
3.54,�21 0.8802190530.46 0.0871.19,�16 14 NR2-2
4.58,�21 1.1853531980.68 0.2 1.54,�16 14 DD?17
9.46,�21 1.0785566420.78 0.2563.17,�16 14 GNAS
1.13,�20 0.8605984290.26 0.0313.80,�16 14 IG-1R
2.16,�20 0.8126759360.26 0.0327.23,�16 14 RA3GAPA1
2.83,�20 0.8199684420.28 0.0379.49,�16 14 PCN?4
9.10,�20 1.2160115840.66 0.2053.05,�15 14 CAST
9.11,�20 1.2729015150.86 0.4793.06,�15 14 ACTG1
9.30,�20 0.5887712790.26 0.0323.12,�15 14 ACS33
1.08,�19 0.9857646510.38 0.0673.61,�15 14 P6N2
1.46,�19 1.1901299290.66 0.2044.91,�15 14 3,PR6T
1.58,�19 0.7199525690.26 0.0335.29,�15 14 USP11
2.34,�19 0.8724503670.34 0.0547.85,�15 14 TH)S1
5.93,�19 1.2419179440.64 0.1921.99,�14 14 AI-13
6.04,�19 0.78812502 0.3 0.0442.03,�14 14 P2P4
7.43,�19 0.8071189490.44 0.0882.49,�14 14 TM6D3
7.96,�19 1.1958042840.46 0.1032.67,�14 14 HIP22



8.33,�19 0.8287583040.28 0.0392.79,�14 14 CRIP2
9.57,�19 1.0921010590.66 0.2 3.21,�14 14 SRRM2
1.06,�18 1.0215586890.36 0.0633.57,�14 14 SUN2
1.52,�18 0.7503769640.26 0.0345.10,�14 14 WWC2
5.11,�18 1.2506379390.6 0.1791.71,�13 14 2TN1
5.88,�18 0.6468894780.28 0.04 1.97,�13 14 -6?63
6.16,�18 1.1598741760.64 0.2 2.07,�13 14 3AMP1
8.76,�18 1.1775225430.76 0.2942.94,�13 14 CTSD
8.80,�18 0.7198474510.36 0.0642.95,�13 14 WWP1
1.37,�17 1.1872440890.64 0.2124.59,�13 14 CD59
1.39,�17 0.7357304150.32 0.0534.65,�13 14 SCAR)2
1.45,�17 0.8691610030.42 0.0874.87,�13 14 SPT)N1
1.64,�17 0.6723985270.28 0.0415.50,�13 14 GNPTA)
1.93,�17 0.8194545840.34 0.0616.46,�13 14 A)I2
2.63,�17 0.7732924550.3 0.0488.83,�13 14 =G334
2.80,�17 0.8245034960.5 0.1219.38,�13 14 A2AP9
3.22,�17 0.8353338610.34 0.0611.08,�12 14 TTC14
3.30,�17 0.8390859930.36 0.0671.11,�12 14 TM,M248
3.69,�17 0.6629153170.28 0.0421.24,�12 14 THRA
5.15,�17 0.8208760840.56 0.1471.73,�12 14 3UC733
7.56,�17 0.7826733980.3 0.0492.54,�12 14 ZN-503
8.51,�17 1.0132396510.78 0.2962.86,�12 14 T?NIP
8.93,�17 0.8741551210.36 0.07 2.99,�12 14 ARMC?3
9.30,�17 0.7085601230.36 0.0673.12,�12 14 PT)P3
1.01,�16 0.9682369930.5 0.1263.39,�12 14 3RR-IP1
1.39,�16 0.6356809130.26 0.0384.66,�12 14 R6C22
2.25,�16 0.9421492940.42 0.0937.54,�12 14 C6318A1
2.38,�16 0.8904988470.32 0.0577.99,�12 14 HIP23
2.49,�16 0.85025015 0.36 0.07 8.34,�12 14 U),2G2
3.14,�16 0.8921159020.48 0.1211.05,�11 14 G63GA4
4.59,�16 0.8700906580.68 0.2261.54,�11 14 S,PT7
4.86,�16 0.7023494470.34 0.0631.63,�11 14 CAND1
5.48,�16 0.7205971630.34 0.0631.84,�11 14 SMAD5
5.97,�16 0.69220973 0.32 0.0572.00,�11 14 R)1CC1
5.99,�16 0.6495413910.32 0.0572.01,�11 14 I-NAR1
1.30,�15 0.69009427 0.3 0.0524.35,�11 14 )NIP2
1.74,�15 0.6696322080.32 0.0595.83,�11 14 NIP)3
1.92,�15 0.7837846130.38 0.0816.45,�11 14 A2AP13
1.95,�15 1.09866304 0.58 0.1866.54,�11 14 PDIA3
2.17,�15 0.89631638 0.5 0.1337.26,�11 14 TSC22D3



2.40,�15 0.8289040170.36 0.0748.07,�11 14 TM,M259
2.75,�15 0.8310497630.4 0.09 9.21,�11 14 PURA
2.94,�15 0.6393358 0.28 0.0469.86,�11 14 TSPAN4
2.96,�15 0.5455869120.26 0.04 9.92,�11 14 I313RA1
4.25,�15 0.8701600390.34 0.0681.43,�10 14 PHIP
4.61,�15 0.8358488480.4 0.0911.55,�10 14 TSPAN3
6.38,�15 0.7313159490.32 0.0622.14,�10 14 M)D2
6.71,�15 0.8963328420.38 0.0852.25,�10 14 DNA1)14
7.27,�15 0.5836745130.32 0.0592.44,�10 14 -3NA
8.00,�15 0.8380359560.3 0.0552.68,�10 14 ?P61
8.75,�15 0.6803947940.28 0.0482.94,�10 14 APP)P2
9.28,�15 0.7470406640.34 0.0663.11,�10 14 S,RPING1
9.86,�15 0.4769941830.3 0.0523.31,�10 14 CD9
1.03,�14 0.8892144290.3 0.0563.44,�10 14 ITM2C
1.14,�14 1.0663319030.76 0.3253.84,�10 14 HIST1H4C
1.22,�14 0.8155027170.32 0.0624.10,�10 14 TRIP11
1.22,�14 0.7583737390.3 0.0554.10,�10 14 CCN32
1.30,�14 0.8472185050.26 0.0434.37,�10 14 S3C48A1
1.34,�14 0.7061296850.4 0.0914.50,�10 14 TPR
1.68,�14 0.9441560820.34 0.07 5.63,�10 14 CCPG1
1.82,�14 0.9969097390.62 0.2156.10,�10 14 RD?
2.24,�14 0.7351003290.92 0.4597.52,�10 14 TMS)4?
2.32,�14 0.7780366550.44 0.1117.77,�10 14 WAS-2
2.42,�14 0.8451671990.28 0.05 8.11,�10 14 ZMYM2
2.50,�14 0.6299091520.3 0.0568.37,�10 14 PRRC2)
2.51,�14 0.9457752130.4 0.0948.41,�10 14 CP,)4
2.76,�14 0.6999575340.42 0.1 9.25,�10 14 T)C1D1
3.61,�14 0.8360611370.36 0.0791.21,�09 14 SPP32A
3.85,�14 0.6794111620.32 0.0621.29,�09 14 TIMP1
4.41,�14 0.7621826220.36 0.08 1.48,�09 14 ,R)IN
4.98,�14 0.6970395350.3 0.0571.67,�09 14 DCA-8
5.66,�14 0.7514302450.34 0.0711.90,�09 14 =PS13C
5.74,�14 0.8738397670.38 0.0881.93,�09 14 TM,M106)
5.81,�14 0.7403533880.26 0.0441.95,�09 14 USP9?
6.47,�14 0.7026645850.48 0.13 2.17,�09 14 PRRC2C
7.51,�14 0.5895652960.3 0.0572.52,�09 14 NRIP1
7.70,�14 0.7538320970.3 0.0562.58,�09 14 ,,A1
8.75,�14 0.8606300640.34 0.0732.94,�09 14 3)H
9.35,�14 0.7263165340.38 0.0883.14,�09 14 6S9
9.81,�14 0.6241499650.26 0.0443.29,�09 14 CSDC2



1.06,�13 0.9193347550.5 0.1453.56,�09 14 CIT,D2
1.23,�13 0.6746732920.28 0.0514.11,�09 14 N861
1.31,�13 0.5771352490.28 0.0514.38,�09 14 MAN1A2
1.33,�13 0.6552710490.28 0.0514.48,�09 14 T?NRD1
1.56,�13 0.76838976 0.4 0.0985.23,�09 14 ZRAN)2
1.73,�13 1.0248064560.38 0.0945.82,�09 14 TM9S-3
2.39,�13 0.8443336220.64 0.2288.02,�09 14 HNRNPU
3.39,�13 0.5863061190.3 0.0591.14,�08 14 M33T6
3.41,�13 0.6133006290.34 0.0731.14,�08 14 CTNND1
3.77,�13 0.6655680180.36 0.08 1.26,�08 14 H1-?
3.82,�13 1.0432557870.6 0.2211.28,�08 14 CAN?
3.86,�13 0.7175741910.36 0.0831.29,�08 14 I8GAP1
4.16,�13 0.7353038030.36 0.0821.40,�08 14 H3A�-
4.21,�13 0.6694476180.3 0.06 1.41,�08 14 M?D4
4.54,�13 0.7405557860.3 0.06 1.52,�08 14 TRIM56
5.27,�13 0.5214308 0.26 0.0461.77,�08 14 PH3D)2
5.79,�13 0.6387236220.34 0.0751.94,�08 14 WN21
6.32,�13 0.7343096160.34 0.0752.12,�08 14 SMC3
6.36,�13 0.7947104210.4 0.1022.13,�08 14 TM9S-2
6.77,�13 0.5754796660.52 0.1512.27,�08 14 HSPA1A
7.84,�13 0.7624910080.34 0.0772.63,�08 14 G3U3
9.24,�13 0.6033715290.3 0.0613.10,�08 14 PTPN11
9.61,�13 0.6221548550.28 0.0543.22,�08 14 -NDC3)
1.07,�12 0.5927739460.26 0.0473.59,�08 14 N6C23
1.12,�12 0.7912571930.4 0.1033.77,�08 14 PTTG1IP
1.21,�12 0.7992176040.8 0.3864.06,�08 14 S,C62
1.67,�12 0.6191880580.34 0.0765.59,�08 14 NU)1
1.88,�12 0.6758065320.42 0.11 6.32,�08 14 2MT2,
2.05,�12 0.85188964 0.62 0.2296.87,�08 14 Z)T)20
2.30,�12 0.6845703110.26 0.0497.70,�08 14 RH68
2.69,�12 0.9248189520.38 0.1 9.03,�08 14 P1A2
5.75,�12 0.7890554320.42 0.1161.93,�07 14 CHD9
8.16,�12 0.6226931880.34 0.0792.74,�07 14 U),2H
8.60,�12 0.4472810630.26 0.0492.89,�07 14 C)?1
8.74,�12 0.6800745060.3 0.0632.93,�07 14 AN?A1
9.02,�12 0.7235387740.3 0.0663.02,�07 14 S,C63
9.45,�12 0.4693516750.26 0.05 3.17,�07 14 AR-G,-1
1.03,�11 0.7360741280.36 0.09 3.47,�07 14 ADD1
1.06,�11 0.4691098780.48 0.1373.57,�07 14 N-,232
1.43,�11 0.7643266320.26 0.0524.81,�07 14 MAGT1



1.46,�11 1.0220746240.58 0.2234.89,�07 14 CA3R
1.74,�11 0.7707473410.4 0.1115.85,�07 14 2I-5)
1.81,�11 0.7150063020.34 0.0846.07,�07 14 )PT-
1.91,�11 0.8513849580.68 0.2976.41,�07 14 S6N
2.07,�11 0.6303393530.28 0.0596.94,�07 14 MC-D2
2.62,�11 0.6046593330.28 0.0598.78,�07 14 SI31
2.83,�11 0.5439548470.34 0.0819.50,�07 14 TPM4
2.88,�11 0.7665849580.5 0.1649.67,�07 14 TSC22D1
2.91,�11 0.7033267280.26 0.0539.74,�07 14 IARS2
3.10,�11 0.7878172610.5 0.1661.04,�06 14 HP1)P3
3.90,�11 0.7456741420.3 0.0681.31,�06 14 PAWR
4.56,�11 0.6026456660.26 0.0531.53,�06 14 PTPRA
5.39,�11 0.8270712580.38 0.1081.81,�06 14 RAD21
6.12,�11 0.7135814540.42 0.1252.05,�06 14 ,I-3A
6.64,�11 0.6850992270.46 0.1462.23,�06 14 ARG3U1
8.25,�11 0.6724866830.38 0.1042.77,�06 14 TAP)P
8.40,�11 0.6932008620.32 0.0782.82,�06 14 6S)P39
9.70,�11 0.8221368240.46 0.15 3.25,�06 14 NUC)1
1.18,�10 0.6326870420.38 0.1043.95,�06 14 PNN
1.41,�10 0.6701235890.38 0.1024.75,�06 14 3GA3S1
1.57,�10 0.4796557090.28 0.0615.25,�06 14 -N)P13
2.01,�10 0.4422154690.98 0.84 6.73,�06 14 )2M
2.50,�10 0.5332959810.3 0.07 8.37,�06 14 MT�ATP8
2.70,�10 0.7482414920.32 0.0829.06,�06 14 PCM1
3.83,�10 0.7568804090.3 0.0741.29,�05 14 WASHC1
5.83,�10 0.5200203550.42 0.1261.95,�05 14 AT-4
5.89,�10 0.6382263680.3 0.0751.97,�05 14 SH3)P5
7.92,�10 0.5807811330.26 0.0592.66,�05 14 H,CTD1
9.35,�10 0.6214191260.44 0.1413.14,�05 14 P4H)
9.73,�10 0.6311125220.38 0.1093.26,�05 14 WS)1
1.03,�09 0.6969315890.5 0.1843.46,�05 14 GT-2A2
1.23,�09 0.6874980390.36 0.1064.13,�05 14 )RD2
1.55,�09 0.6947366030.4 0.1265.19,�05 14 PCMTD1
1.57,�09 0.5948783720.3 0.0775.26,�05 14 H,?IM1
1.60,�09 0.6256289890.32 0.0865.36,�05 14 CU?1
1.83,�09 0.6048818640.44 0.1416.15,�05 14 R-C1
2.72,�09 0.6643878120.28 0.0699.13,�05 14 SGC)
2.91,�09 0.59787064 0.36 0.1059.77,�05 14 PPP2C)
3.10,�09 0.64672807 0.36 0.1060.00010411714 -)?621
3.18,�09 0.5792674490.32 0.0880.00010678914 CD2AP



4.15,�09 0.5161428290.3 0.0780.00013914 14 TM,M50)
4.19,�09 0.6968812020.44 0.1550.0001405 14 ))?
4.58,�09 0.6801101980.58 0.2490.00015351214 =AMP2
4.78,�09 0.6341739180.28 0.0710.00016026914 WWTR1
5.01,�09 0.6433415460.32 0.0890.00016803914 APP31
6.75,�09 0.8090902220.44 0.1640.00022631 14 GT-2I
7.03,�09 0.6249447660.3 0.0810.00023577914 G3G1
7.55,�09 0.5638586420.26 0.0630.00025334514 C16orf72
8.18,�09 0.5462262410.26 0.0630.00027445514 S,NP6
8.94,�09 0.7506835840.26 0.0650.00029983914 C1orf115
1.04,�08 0.7811647820.42 0.1480.00034945714 PRMT2
1.16,�08 0.5779712050.26 0.0640.00038898 14 RASS-7
1.37,�08 0.7578923260.58 0.2530.00046004 14 ,ZR
1.38,�08 0.6252103620.28 0.0750.00046298414 DD)1
1.49,�08 0.5090706590.26 0.0650.00050128814 TUT4
1.68,�08 0.6568793370.4 0.1350.00056377414 HNRNPR
2.21,�08 0.7560180410.26 0.0680.00074024314 IT-G1
2.50,�08 0.6050245890.3 0.0840.00084002814 ARID1)
2.74,�08 0.7747789510.28 0.0780.00091757314 )RD4
3.48,�08 0.6227716520.28 0.0780.00116633214 R6C21
3.73,�08 0.5075698460.4 0.1350.00125212314 MC31
3.87,�08 0.6823702880.36 0.1190.00129791714 T3N1
4.07,�08 0.4198114020.26 0.0660.00136410314 SMAD2
4.36,�08 0.5365443610.48 0.1760.00146226414 APP
4.38,�08 0.5794740840.26 0.0680.00146877914 ,-CA)14
4.40,�08 0.54518184 0.26 0.0670.00147660714 PD?DC1
4.59,�08 0.6465594310.36 0.1150.00153848214 RPN1
4.86,�08 0.4514180460.28 0.0760.00163077514 M,CP2
5.19,�08 0.6455811940.3 0.0880.00174093314 ASH13
5.71,�08 0.5040899420.26 0.0680.00191474514 PPP2R5,
6.60,�08 0.5572716040.32 0.0980.00221290814 TM2D1
8.67,�08 0.6667950510.32 0.0990.00290780714 DYNC1H1
8.72,�08 0.4425995030.28 0.0780.00292513714 ZN-148
9.77,�08 0.6549536470.32 0.0990.00327514 14 UGCG
1.06,�07 0.7221013470.42 0.1570.00356561414 CTNNA1
1.08,�07 0.5413422660.86 0.6550.00360759 14 DSTN
1.16,�07 0.5653527940.28 0.08 0.0038901 14 TM,M9)
1.23,�07 0.5611547480.26 0.0720.00411494714 ,R3,C1
1.26,�07 0.8055321410.46 0.1920.00422102814 ADD3
1.26,�07 0.5514491880.3 0.0890.00424251414 TR6=,2



1.42,�07 0.6330461620.3 0.09 0.00475913614 Z)T)38
1.53,�07 0.5646282110.34 0.1120.00514513114 TM,D9
1.60,�07 0.6521469070.42 0.1590.00538090614 S-P8
1.65,�07 0.5761505160.74 0.4160.00552338614 HNRNP2
1.77,�07 0.4415274260.26 0.0710.00594365714 IDS
1.95,�07 0.5300911720.64 0.3090.00653574814 S8STM1
1.96,�07 0.6047193090.28 0.0820.00655774114 CHD4
2.07,�07 0.6957825590.28 0.0850.00695571 14 SD-4
2.21,�07 0.5350505070.32 0.1020.00740933214 PRNP
2.60,�07 0.6813541480.28 0.0840.00872733414 PH-3
2.83,�07 0.6312803690.48 0.2010.00948292214 SPINT2
2.91,�07 0.5419487270.56 0.25 0.00974770514 DYNC1I2
3.51,�07 0.6915979120.52 0.2520.01177742514 ,I-3M
3.51,�07 0.5762830520.28 0.0860.01178250914 U),3A
3.61,�07 0.5831319630.26 0.0760.01209552814 Z-R
3.74,�07 0.6517735820.44 0.18 0.01253444114 S,PT2
3.80,�07 0.7357425460.34 0.1190.01275766 14 AP2)1
3.84,�07 0.5145457720.28 0.0840.01287067614 RT38C
4.02,�07 0.6997513360.28 0.0860.01347325614 RS-1
4.16,�07 0.4465864320.28 0.0830.01395111814 ARHGAP5
5.50,�07 0.5509342950.7 0.3960.01843944 14 ,ID1
5.57,�07 0.5938369530.34 0.1190.01866874814 RPN2
5.68,�07 0.5748748360.32 0.1080.01904768314 SSR1
5.94,�07 0.4224527520.32 0.1040.01991488914 DH?36
6.85,�07 0.5820749860.26 0.0770.02298703714 NP,PPS
7.10,�07 0.6221722240.42 0.1660.02380174914 HNRNPM
7.49,�07 0.4957324930.32 0.1050.02513133514 NR3C1
7.88,�07 0.6105752940.26 0.0770.02641648114 C8orf33
8.17,�07 0.5571045240.26 0.0780.02739195314 3RP10
8.86,�07 0.4921009330.26 0.0780.02973038514 ZN-106
1.02,�06 0.7272650770.5 0.2370.03416358514 H2A-1
1.03,�06 0.4360494990.26 0.0770.0345703 14 SMARCA5
1.04,�06 0.7110739340.26 0.0810.03476334714 DYNC13I2
1.16,�06 0.55554452 0.34 0.1210.03875529414 CD=3
1.20,�06 0.5036385070.4 0.1550.04023608114 CSN21A1
1.35,�06 0.65983156 0.32 0.1130.04514172414 GN)1
1.36,�06 0.42071737 0.3 0.0980.04576385714 SRS-1
1.38,�06 0.5728224360.28 0.09 0.04631256214 RN-19A
1.52,�06 0.5412216480.26 0.08 0.05085012514 3ARP1
1.68,�06 0.4543811330.34 0.1210.05618466114 NAP134



1.70,�06 0.4169216430.26 0.0780.05714507614 N)R1
1.71,�06 0.5724735060.56 0.2750.05741385814 DD?24
1.87,�06 0.6350725380.26 0.0810.06258693614 ,M34
1.90,�06 0.5022779320.32 0.1130.06382751814 NC6R1
1.91,�06 0.4339908120.3 0.0990.06416475414 PRP-6
2.34,�06 0.55509411 0.36 0.1340.07858044914 =AMP5
2.42,�06 0.5913710960.5 0.2420.08104013714 HNRNPA3
2.83,�06 0.5379851590.36 0.1350.09502109714 -?R1
2.84,�06 0.6881585750.36 0.1410.09527800914 SNRNP70
2.97,�06 0.4976380090.38 0.1480.09953303114 S-3)1
3.07,�06 0.5006261570.4 0.1630.10288749214 SH3G3)1
3.35,�06 0.6175287670.6 0.3380.11232042214 HNRNPD3
3.52,�06 0.6329231770.3 0.1060.11790501714 S,3,N6S
3.55,�06 0.6500375230.26 0.0840.11921316414 MSI2
3.67,�06 0.5285344020.68 0.3870.12318703814 DD?5
3.74,�06 0.4880138520.28 0.0910.12549590314 STARD7
3.90,�06 0.54838981 0.4 0.1630.13080001414 C3TC
4.03,�06 0.8567807920.36 0.1470.13526330314 SDC4
4.18,�06 0.4872430020.3 0.1040.14023343714 WAC
4.49,�06 0.5594458810.26 0.0830.15042478714 I36ST
4.92,�06 0.4031588690.28 0.0920.16494869914 CY)5)
5.08,�06 0.46456147 0.28 0.0940.17037735414 C)?5
5.74,�06 0.4889281410.46 0.2040.19250886514 N4)P232
5.82,�06 0.5542241230.78 0.4880.19534933814 HNRNPA2)1
5.83,�06 0.5521648330.66 0.3790.19536084 14 I-ITM3
6.89,�06 0.4678077490.36 0.1390.23112488514 3MNA
7.11,�06 0.5712451760.3 0.1090.23831148514 RSRP1
7.90,�06 0.6048208060.58 0.3280.26504249514 SARA-
8.04,�06 0.4371921220.3 0.1070.26968032714 3MAN1
8.07,�06 0.4088852810.26 0.0850.27054814 14 YM,131
9.08,�06 0.3800450030.36 0.1350.30457766814 CTS3
1.00,�05 0.5452268680.4 0.1680.33654184214 -US
1.09,�05 0.7297574240.26 0.09 0.36574856614 I3-3
1.09,�05 0.7220554190.36 0.1530.36674406714 HNRNPH1
1.23,�05 0.4023067890.3 0.1080.41113859614 ,I-4H
1.31,�05 0.51098285 0.36 0.15 0.4390453 14 YY1
1.35,�05 0.5024455760.28 0.1010.45186986314 2PN)1
1.50,�05 0.4864572340.26 0.0890.50461971314 RR)P1
1.52,�05 0.8233637570.36 0.1560.51035078314 Z-AND5
1.65,�05 0.4305410170.42 0.18 0.55453338514 NUPR1



1.68,�05 0.4586794340.32 0.1220.56318037214 CY)5R3
1.81,�05 0.5239536570.44 0.2050.60839023314 C??C5
1.83,�05 0.6040385270.28 0.1020.61441845414 PSIP1
2.30,�05 0.6092077720.26 0.0920.77255175 14 DNA1C3
2.56,�05 0.4015939610.3 0.11 0.85717366614 S3C7A8
2.59,�05 0.5219038050.34 0.1430.86819448614 S,C11C
2.60,�05 0.4737115640.34 0.1390.87280335714 HD3)P
2.65,�05 0.4787458220.28 0.1010.88728897314 PARD6)
3.02,�05 0.4294631710.32 0.1241 14 C2)
3.12,�05 0.4101991230.44 0.2061 14 U)?N4
3.44,�05 0.6624846270.34 0.1471 14 HNRNPD
3.96,�05 0.4192529060.32 0.1271 14 C-AP97
4.23,�05 0.38440304 0.26 0.0931 14 AT?N10
4.88,�05 0.4969577250.28 0.1081 14 GNAI2
5.06,�05 0.6300157680.32 0.1391 14 TG63N2
5.13,�05 0.4983989250.28 0.1051 14 C6MT
5.21,�05 0.5568991870.36 0.1611 14 SCA-11
6.45,�05 0.6302503860.38 0.1831 14 PDIA6
7.01,�05 0.3608917370.26 0.0951 14 DD?6
7.34,�05 0.4997197870.26 0.0981 14 S,C31A
7.73,�05 0.3871795540.52 0.2691 14 CA3D1
8.66,�05 0.6066669460.44 0.2231 14 SS)
9.45,�05 0.5151469420.34 0.1511 14 =CP
0.00010233 0.3613909450.54 0.2871 14 CN)P
0.0001036020.3965456420.28 0.1111 14 R)M25
0.0001070060.47115604 0.32 0.1391 14 GP)P1
0.0001076440.4360846730.44 0.2151 14 6CIAD1
0.0001130380.2717051110.86 0.5691 14 HSP90AA1
0.0001248510.36834088 0.4 0.1841 14 IG-)P4
0.0001432730.4849011860.38 0.1831 14 D,2
0.0001635850.5915561730.26 0.1 1 14 C,RS2
0.0001754360.3670558730.84 0.6031 14 HMG)1
0.0001838230.4272539580.28 0.1161 14 G3)P1
0.0001936680.3447096770.26 0.1011 14 UP-3A
0.0001982110.3613245820.46 0.2311 14 YWHAZ
0.0001994280.4267700240.4 0.1951 14 -YN
0.0002101290.4058473260.32 0.14 1 14 I-ITM2
0.0002266910.53109626 0.36 0.17 1 14 TM,D10
0.00025186 0.4261574210.3 0.1271 14 RCAN1
0.0002531560.3730926850.56 0.3141 14 NC3



0.0002700920.3966648610.3 0.13 1 14 TNRC6)
0.0002741690.5896890110.36 0.1721 14 PNISR
0.0003131110.4499596630.3 0.1341 14 MPH6SPH8
0.0003158560.5496185340.28 0.1261 14 3SM14A
0.0003450080.4529721930.28 0.1191 14 P3,2HA5
0.0003494440.3976742460.3 0.1331 14 PRP-4)
0.0003496130.3507121010.34 0.1551 14 PNRC2
0.0003664680.3515553740.3 0.1311 14 AA21
0.0004059650.4003818130.26 0.1091 14 SRS-4
0.0004410380.3834480790.28 0.1211 14 RAD23)
0.0004437370.4833767060.3 0.1371 14 TA-7
0.0004471540.3797023570.28 0.12 1 14 WASHC3
0.0004865350.4136641360.26 0.1081 14 R))P4
0.0005253360.33200446 0.32 0.1451 14 3ARP7
0.0005323810.5021097460.46 0.2671 14 MR-AP1
0.0005415820.4116566430.32 0.1511 14 3MAN2
0.0005811690.4420138920.34 0.17 1 14 C-3AR
0.00061108 0.3932897610.26 0.11 1 14 CMTM6
0.00061595 0.3012975990.68 0.4171 14 MT�ND43
0.0006180250.3542779870.68 0.52 1 14 CIR)P
0.00066235 0.3809675160.42 0.23 1 14 PR2AR1A
0.0006684530.4247785390.3 0.1381 14 PSM)9
0.0006846420.4688987910.36 0.1831 14 TMC61
0.0007629870.3492307630.3 0.1391 14 CIR1
0.0007861280.63366348 0.48 0.2911 14 GADD45A
0.0008134440.3649164730.26 0.1121 14 C,)PZ
0.00081618 0.4204299260.26 0.1131 14 NSRP1
0.0008184150.4003530960.54 0.3141 14 SRS-3
0.0008191650.4443492210.34 0.1681 14 CAPNS1
0.0008571280.4470093020.7 0.4841 14 YWHA,
0.0009071690.3184875280.32 0.1511 14 CPN,3
0.0009708110.47305477 0.4 0.22 1 14 AR-6
0.0010203160.3446224980.26 0.1141 14 PICA3M
0.0010384870.4138088850.38 0.2031 14 TSPY31
0.0010624230.31356228 0.42 0.2281 14 DNA1A1
0.0011540020.47337154 0.58 0.3551 14 NUC2S1
0.0011855930.5208842720.28 0.1321 14 S-1
0.0012223440.4726901060.36 0.1931 14 ),?4
0.0013192940.3526380460.3 0.14 1 14 RN-11
0.0013318130.4203008860.32 0.16 1 14 MTDH



0.0013996510.2609027810.32 0.1541 14 PSM)8
0.0014565230.2759440760.54 0.3221 14 NAP131
0.0015208110.4569355780.28 0.1361 14 SRS-10
0.0015612640.4923546710.36 0.1951 14 =26RC1
0.0016040530.3039711710.28 0.13 1 14 M,D4
0.0016150250.4169740390.5 0.2991 14 SRS-5
0.0017969850.2503274490.26 0.1161 14 6AZ2
0.0018777210.3721138920.26 0.12 1 14 NMT1
0.0019845650.33890265 0.26 0.1211 14 N),A31
0.0021457620.28720153 0.26 0.1181 14 SP100
0.0022025560.3228169430.26 0.12 1 14 RP3731
0.0023635490.4255067 0.28 0.1341 14 T,R-2IP
0.0024260440.4117546650.36 0.2011 14 ND-IP1
0.0024478720.31584858 0.3 0.1461 14 RA3)P1
0.0025866060.4824459590.32 0.1711 14 ACTR2
0.00261109 0.4783250670.74 0.64 1 14 CA3M2
0.00277674 0.4322130850.52 0.3541 14 PTG,S3
0.0029772290.3646909950.28 0.1411 14 S3TM
0.0031475090.4256695080.34 0.1891 14 G0S2
0.0033745580.4008641280.26 0.1291 14 HNRNPH3
0.0034174130.3851911180.34 0.1851 14 NM,3
0.0034843810.4323834830.3 0.1551 14 ATP6AP2
0.0037749620.37834166 0.26 0.1281 14 USP16
0.0041026080.2696165330.28 0.1361 14 -AM133)
0.0042092620.3686211610.26 0.13 1 14 THRAP3
0.0042986090.3702502560.28 0.1421 14 M3,C
0.0049572310.38871751 0.32 0.1791 14 U),2I
0.0052438570.3100521330.3 0.1571 14 3ITA-
0.0053144090.3958452840.52 0.3571 14 C11orf58
0.0056405120.3115367910.32 0.1721 14 6PTN
0.0059045280.2748353050.38 0.2161 14 R)PMS
0.0060235560.38482838 0.44 0.2761 14 CSD,1
0.0071081620.4629689870.38 0.2281 14 TC-25
0.0074407450.3307562540.68 0.5031 14 CCNI
0.0079022970.2800743270.4 0.2431 14 R)M39
0.0082884140.3921371140.26 0.1371 14 CTSZ
0.0084849650.2670715250.4 0.24 1 14 ,I-31
0.0085679190.2832797970.3 0.16 1 14 P-23
0.0087780110.3371846220.34 0.1981 14 ARHGDIA
0.00958965 0.3488706450.26 0.1351 14 ,I24





7aEle 6�� 6uEpopulation characteristics for the four cell types�
Cluster Annotated name Cells

(Total)
C2TR Normal Marker genes =iolin plot or tSN, plot (ssGS,A)

N2T Cluster0 CD4� T cells 638 281 357 3T), I37R R,ACT6M,FS,3,N6AMIN6FACIDF
M,TA)63ISM

N2T Cluster1 CD8� T cells 499 471 28 CD8A, CD8) G6FMHCFC3ASSFIIFPR6T,INFC6
MP3,?,
G6FMHCFC3ASSFIIFR,C,PT6RFA
CTI=ITY

N2T Cluster2 cytotoxic T
lymphocyte (CT3)

498 131 367 GN3Y, GZM)G6FCCR1FCH,M62IN,FR,C,PT6
RF)INDING,
G6FGRANZYM,FM,DIAT,DFAP6P
T6TICFSIGNA3INGFPATHWAY

N2T Cluster3 Tregs 192 182 10 -6?P3,
CT3A4

G6FN,GATI=,FR,GU3ATI6NF6-FI
NT,R3,U2INF4FPR6DUCTI6N,
G6FN,GATI=,FR,GU3ATI6NF6-FI
NT,R3,U2INF5FPR6DUCTI6N

N2T Cluster4 N2s 146 9 137 MT1?, MT2A G6FP6SITI=,FR,GU3ATI6NF6-FN
ATURA3F2I33,RFC,33FCH,M6TA
?IS

)�cell
Cluster0

Memory )�cells 562 556 6 Single R
package

G6F)FC,33FPR63I-,RATI6NFIN=
63=,DFINFIMMUN,FR,SP6NS,,G
6FR,GU3ATI6NF6-F)FC,33FR,C
,PT6RFSIGNA3INGFPATHWAY,G6
F)FC,33F3IN,AG,FC6MMITM,NT,
R,ACT6M,FANTIG,NFACTI=AT,S
F)FC,33FR,C,PT6RF)CRF3,ADIN
GFT6FG,N,RATI6NF6-FS,C6NDF
M,SS,NG,RS

)�cell
Cluster1

naive )�cells 442 354 88 Single R
package

NA

)�cell
Cluster2

Class�s^itched
memory )�cells

89 84 5 Single R
package

NA

)�cell
Cluster3

Plasma cells 87 76 11 Single R
package

NA

)�cell
Cluster4

Memory )�cells 87 51 36 Single R
package

NA

Monocytes
Cluster0

CD14�Monocyte
s

403 179 224 CD163, CD14G6FMHCFC3ASSFIIFPR6T,INFC6
MP3,?,2,GGFA336GRA-TFR,1,C
TI6N,2,GGFANTIG,NFPR6C,SSIN
GFANDFPR,S,NTATI6N

Monocytes
Cluster1

CD14�Monocyte
s

324 53 271 S100A12,
CD14

G6FSH6RTFCHAINF-ATTYFACIDF
CATA)63ICFPR6C,SS,G6F-ATTY



FACIDFH6M,6STASIS

Monocytes
Cluster2

CD16�Monocyte
s

190 16 174 3I3RA1,
-CGR3A(CD1
6)

NA

Monocytes
Cluster3

CD14�Monocyte
s

48 4 33 S,33, CD14 G6FINT,R3,U2INF10F)I6SYNTH,
TICFPR6C,SS,G6FINT,R3,U2INF1
F)I6SYNTH,TICFPR6C,SS,G6FP
6SITI=,FR,GU3ATI6NF6-FINT,R3
,U2INF8FS,CR,TI6N

Monocytes
Cluster4

Myeloid dendritic
cells

46 38 8 ?CR1,
C3,C9A

NA

-ibroblasts
Cluster0

Cluster0 151 148 3 Calculate
score across
top 10
differentially
expressed
genes (D,Gs)
among
samples
using
IMvigor210C
ore)iologies
R package

G6FC633AG,NF)INDINGFIN=63=
,DFINFC,33FMATRI?FADH,SI6NF
R,ACT6M,FSIGNA3INGF)YFPDG-

-ibroblasts
Cluster1

Cluster1 46 11 35 Calculate
score across
top 10
differentially
expressed
genes (D,Gs)
among
samples
using
IMvigor210C
ore)iologies
R package

R,ACT6M,FSIGNA3INGF)YF-G-R
2FIIIAFTMFR,ACT6M,FTG-F),TAF
R,C,PT6RFSIGNA3INGFINF,MTF,
PITH,3IA3FT6FM,S,NCHYMA3FT
RANSITI6N

-ibroblasts
Cluster2

Cluster2 29 29 0 Calculate
score across
top 10
differentially
expressed
genes (D,Gs)
among
samples

G6FP6SITI=,FR,GU3ATI6NF6-FC
,33U3ARF)I6SYNTH,TICFPR6C,
SS



using
IMvigor210C
ore)iologies
R package

1$� not availaEle


