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To investigate the molecular changes during hepatocarcinogenesis, we performed
integrative genomic and epigenomic analysis of HCC progressing in a nodule-in-nodule
fashion. Whereas most aberrant DNA methylation was detected already in outer nodules,
additional chromosomal changes were newly observed during the progression from outer
nodules to inner nodules. Some HCC show methylation-dominant changes during
progression conversely. These results may suggest stepwise accumulation of both genomic
and epigenomic alteration in malignant progression of HCC.
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