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Figure S1. qPCR detectionof knockdown efficiency ofAxl, AxI-Sand AxI-L in liver cancer

cells

gPCR was used tbetect the knockdown efficien@f Axl (A), AxI-L (B) andAxI-S (C) in HepG2
cells; gPCR was used to detect the knockdown efficien@xb(D), AxI-L (E) and AxI-S (F) in

HCCLMS cells.Data are presented as mean.BS(N=3), andone way ANOVA followed by

Tukey's testvas per formed for statistical anal ysi s.

control group.
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Figure S2. Transcriptome sequencing analysis of differentially expressed genes in high and

low metastatic liver cancer cells

(A) Volcano Mapping Analysis of Differentially Expressed Genes in HCCLM3 and HepG2 Cells
Transcriptome sequencing analysis of differentially expressed hnRNP family pr@ginSR

family proteins(B) and other splicing proteif€) in HCCLM3 cells and HepGeells.
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Figure S3. Clinical analysis of the effect of PTBPXnd Axl expression level on liver cancer



(A) The expression level of PTBRhd Axl in liver cancer tissues and normal liver tissuU&)
The expression level of PTBRihd Axl in different stages of liver cancég€) Effect of difference

in expression level of PTBP4And Axl on survivalprobability of patients with liver cance(D)
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Figure $4. Verification of over-expression o knockdown efficiency of PTBP1




Westernblot detects the ovasxpressior{A) or knockdown(B) efficiency of PTBP1(C-D)

Statistical difference analysis of PTBB%erexpression efficiency(E-F) Statistical difference

analysis of PTBP1 knockdown efficiendyata are presented as meanBSN=3), one way

ANOVA followed by Tukey'stesvas per formed for statistical anal
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Figure S5. gqPCR was used taletectthe effect of PTBP1 on théAxI-Sisoform (minigene level)

Overexpression or knockdown of the effect of PTBP1 on the expression leut8isoform
(minigene levels) in HepG2 (Ar HCCLM3 (B) cells.Data are presented as mean.RBS(N=3),
oneway ANOVA followed byTukey'stesvas per formed for *s*dati*®tical

indicates fAiP<0. 05 conttl.g@up,resecti®ely.1 6 versus the
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Figure S6. gPCR was used to examine the effect of PTBP1 oniletype or mutant Axl-

minigene

Data are presented as meanBgN=3), one wayANOVA followed by Tukey's testvas

performed for statistical analysi.h é*0f i ndi 6.@ld e\se rMédatmIgrouy € h &6 A

i ndi c D10%® s v i P &PTBP1HWROgroup
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Figure S7. gPCR detection of overexpression efficiency ofAxI-L or AxI-Sisoforms in liver cancer

cells

gPCR was used tbetect theoverexpressiorefficiency of AxI-L (A) andAxI-S(B) in HepG2 cells
gPCR was used to detect threerexpressiorefficiency of AxI-L (C) and AxI-S (D) in HCCLM3
cells. Data are presented as mean.BS(N=3), andone way ANOVA followed byTukey's test

was performed for statistical analysis.

The



Figure S8.Effects of expression levels of PTBP1 andxAisoforms on growth and proliferation of

hepatoma cells

(A) Tumor size appearance of each group afemand the red circle marks the tum(B) The average

weight of tumors in each group of mic&C) The expression level of Ki6ih tumor tissues was
analyzed by immunohistochemistry, and the average Ki67 positive cells in tumor tissues of each group
were analyzedoy image Jsoftware. Data are presented as mean DS(N=6), and one way

ANOVA followed by Tukey's testwas performedfor statistical analysisT h e*, *fi, * * * o

indicates fiP<0. 05 corrgspoddihgroup, reSpéctively. ver sus t he



