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Epigenome and transcriptome analysis of hepatocellular carcinoma after
eradication of hepatitis C virus
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The purpose of this study was to elucidate the carcinogenic mechanism of
hepatocellular carcinoma (HCC) that still occur even after hepatitis C was cured. Comprehensive
analysis of whole genome methylation status was performed using whole genome methylation sequence in

HCC clinical samples. We obtained important finding that altered methylation status caused by
hepatitis C infection retained and did not normalize even after HCV was cured by antiviral
treatment. Furthermore, we were able to clarify gene expression alterations regulated by epigenome
changes, especially gene expression changes controlled by transcription factors, in SVR patients.
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