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Genomics analysis of immune microenvironmental changes in hepatocarcinogenesis
after cure of hepatitis C
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We conducted research aimed at elucidating the molecular mechanisms
underlying the development of hepatocellular carcinoma (HCC) after treatment for hepatitis C virus
(HCV) infection. Analyses were performed based on whole-genome methylation sequencing and RNA
sequencing. We obtained important insights that epigenome abnormalities in the HCC caused by HCV
infection are retained and remained unnormalized even after virological cure of HCV by antiviral
therapy. Furthermore, through analysis of transcription factors and their target genes, we revealed
that sustained epigenetic abnormalities induce abnormalities in apoptosis and inflammatory signaling

pathways, which are associated with the development of HCC.
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