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Supplementary figure S3. MRP expression in HCC patients. (A) Distribution according to stage and 
MRP-based clustering of patients in the total cohort (Top) and in the subset of patients treated with sorafenib 
(Bottom) in the TCGA dataset. (B) Differential clustering of HCC and normal liver samples in the TCGA 
cohort and cumulative MRP gene set expression. Total numbers of normal liver and HCC samples are 50 
and 340. Bottom, p-values for all class comparisons. (C) Differential clustering of HCC samples in the ICGC 
patient cohort and cumulative MRP gene set expression. Total number of HCC samples included in the 
analysis is 240. Bottom, p-values for all class comparisons.  (D) MRP-based clusters and overall survival 
in sorafenib-treated patients in the TCGA cohort. (E-F) Cox regression multivariate survival analysis 
considering MRP gene expression, clustering and stage in the entire TCGA cohort (E) and the sorafenib-
treated patients (F). 


