©
2015 2018

Epigenomic analysis of stem cell characteristics defining therapeutic resistance
of liver cancer
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I enriched the stem cell-like fraction in liver cancer by FACS sorting and
clarified the character of their transcriptome profiles. The typical surface marker genes that are
already known in cancer stem cells of other cancer types were not necessarily expressed but the
novel markers for this fraction were newly identified. Single-Cell analysis revealed remarkable
molecular heterogeneity in this population with the cell cycle variability as being the largest
factor. Epigenome analysis including promoter/enhancer marks uncovered the differential statuses of
promoter/enhancer marks in cell cycle related genes.
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