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Pathological and physiological functions of DNA methylation in cancer

Maruyama, Reo

3,000,000

DNA

DNA
33

S In this study, we aimed to ascertain the pathological and physiological
implications of aberrant DNA methylation, which is universally observed over the course of

carcinogenesis. We performed integrated analysis of publicly available DNA methylation data and our own
clinical datasets. We identified regions where DNA methylations were consistently observed in various
tumors. Genomic distribution of the regions suggests that three-dimensional chromatin structures are
involved in this epigenomic change. Through a similar analysis, we also identified 33 genes that are
silenced by DNA methylation in normal tissues, whereas overexpressed in a subset of cancer probably due
to DNA de-methylation. We are currently examining the clinical and functional implications of these

genes.
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