
 

Figure S1. qPCR detection of knockdown efficiency of Axl, Axl-S and Axl-L in liver  cancer 

cells  

qPCR was used to detect the knockdown efficiency of Axl (A), Axl-L (B) and Axl-S (C) in HepG2 

cells; qPCR was used to detect the knockdown efficiency of Axl (D), Axl-L (E) and Axl-S (F) in 

HCCLM3 cells. Data are presented as mean ± S.D. (N=3), and one way ANOVA followed by 

Tukey's test was performed for statistical analysis. The ñ***ò indicates ñP<0.001ò versus the 

control group. 



 

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 proteins (A), SR 

family proteins (B) and other splicing proteins (C) in HCCLM3 cells and HepG2 cells. 



 

Figure S3. Clinical analysis of the effect of PTBP1 and Axl expression level on liver cancer 



(A) The expression level of PTBP1 and Axl in liver cancer tissues and normal liver tissues. (B) 

The expression level of PTBP1 and Axl in different stages of liver cancer. (C) Effect of difference 

in expression level of PTBP1 and Axl on survival probability of patients with liver cancer. (D) 

The clinical significance of PTBP1/ Axl. 

 

Figure S4. Verification of over-expression or knockdown efficiency of PTBP1 



Western-blot detects the over-expression (A) or knockdown (B) efficiency of PTBP1. (C-D) 

Statistical difference analysis of PTBP1 over-expression efficiency; (E-F) Statistical difference 

analysis of PTBP1 knockdown efficiency. Data are presented as mean ± S.D. (N=3), one way 

ANOVA followed by Tukey's test was performed for statistical analysis. The ñ***ò indicates 

ñP<0.001ò versus the control group.  

 

Figure S5. qPCR was used to detect the effect of PTBP1 on the Axl-S isoform (minigene level) 

Over-expression or knockdown of the effect of PTBP1 on the expression levels of Axl-S isoform 

(minigene levels) in HepG2 (A) or HCCLM3 (B) cells. Data are presented as mean ± S.D. (N=3), 

one way ANOVA followed by Tukey's test was performed for statistical analysis. The ñ*, ** , ***ò 

indicates ñP<0.05, 0.01, 0.001ò versus the control group, respectively. 



 

Figure S6. qPCR was used to examine the effect of PTBP1 on wild-type or mutant Axl-

minigene 

Data are presented as mean ± S.D. (N=3), one way ANOVA followed by Tukey's test was 

performed for statistical analysis. The ñ**ò indicates ñP<0.01ò versus the control group; The ñ#ò 

indicates ñP<0.05ò versus the ñPTBP1+WTò group.  

 

 

 

 

 

 

 



 

 

Figure S7. qPCR detection of over-expression efficiency of Axl-L or Axl-S isoforms in liver cancer 

cells 

qPCR was used to detect the over-expression efficiency of Axl-L (A) and Axl-S (B) in HepG2 cells; 

qPCR was used to detect the over-expression efficiency of Axl-L (C) and Axl-S (D) in HCCLM3 

cells. Data are presented as mean ± S.D. (N=3), and one way ANOVA followed by Tukey's test 

was performed for statistical analysis. The ñ***ò indicates ñP<0.001ò versus the control group. 



 

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

hepatoma cells 

(A) Tumor size appearance of each group of mice, and the red circle marks the tumor. (B) The average 

weight of tumors in each group of mice. (C) The expression level of Ki67 in tumor tissues was 

analyzed by immunohistochemistry, and the average Ki67 positive cells in tumor tissues of each group 

were analyzed by image J software. Data are presented as mean ± S.D. (N=6), and one way 

ANOVA followed by Tukey's test was performed for statistical analysis. The ñ*, ** , ***ò 

indicates ñP<0.05, 0.01, 0.001ò versus the corresponding group, respectively. 


