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W OB (J€30) : In order to dissect the epigenome of gastrointestinal cancer, we
analyzed the chromatin signatures and gene expression in colorectal cancer (CRC) cells. We
carried out high-throughput ChIP-seq analysis and compared the data with gene
expression and microRNA (miRNA) expression signatures. We also examined the DNA
methylation and histone modifications in primary CRC tissues. Through these analyses,
we identified a number of epigenetically silenced miRNA genes in CRCs. Our study
provided a large set of epigenome data in CRC cells, suggesting that the data set are useful
tools to identify cancer related genes or miRNAs.
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