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Comprehensive Analysis of Chromatin Structure in Hepatocellular Carcinoma Based on
Somatic Mutation
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In genesis and progression of tumor, not only genetic changes (gene mutations)
but also alteration of systems that regulate genes are required. In this research, we focused on
chromatin structure composed of DNA and proteins as one of the regulation systems of genes, and tried to
identify genome wide chromatin structure changes through genesis and progression of cancer. We identified
the genome wide chromatin structure usin% frozen surgical specimens of hepatocellular carcinoma with the
FAIRE (Formaldehyde-Assisted Isolation of Regulatory Elements) method and a next generation sequencer,
and compared the chromatin structure between hepatocellular carcinoma and background liver. By examining
the chromatin structure changes based on the somatic mutations of oncogenes, we identified the regions of
chromatin alteration specific to CTNNB1 mutation.
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