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Supplemental Data 

 

Hoshida et al. datasets 

 
 

Boyault et al. datasets 

 

 
Figure S1. Protein-protein interaction (PPI) analysis of the different HCC subtypes and groups from published 
datasets. 

  



 
 

Figure S2. Mean mRNA expression data from at least three independent replicates showing the dysregulation 
of proto-oncogene upon treatment from the cell lines investigated. Statistical analysis to evaluate the difference 
between means vs control/untreated cells is indicated in the corresponding p-value (*p < 0.05, **p < 0.01, ***p 
< 0.001). 

 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



 
 

Figure S3. The relevance of FGR in clinical samples of LIHC. (A)The distribution of FGR in tumoral samples 
compared to non-tumoral tissues. (B) The association of FGR expression in the overall survival of patients. 
Datasets were taken from TCGA and GTEx databases and visualized by GEPIA online tool. LIHC - Liver 
hepatocellular carcinoma. 

 


