
Extended Figures

Note: The following figures provide the genomic views of the identified 15 HCV-
HCC-associated RE and their proximal gene within 500 kb (one gene per figure; 
presented as the same order as Table 2). Mean methylation levels for each CpGs in 
REs across HCV-HCC and normal liver tissue are plotted to demonstrate the hypo-
/hyper-methylation patterns. The identified differentially methylated RE region(s) are 
highlighted by red shaded frame(s). Both UFSH and TCGA results are shown.
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