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Epigenomic analysis of DNA methylation pattern in cardiomyocyte
development and evaluation of stem cell differentiation methods.
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gene body

Epigenome is thought to represent the developmental potential of given cells.
However, it has been unknown where is the genomic regions that define the ability of cells, like
stemness or spectrum of cell-type specific potentials. In this study, we sought unknown alteration of
epigenomic status between the undifferentiated and differentiated cells to know how the epigenetic
status represents the cellular features. We found the gene body DNA hypomethylation in
cardiomyocyte-specific genes. Since this hypomethylation was developmentally regulated and
accompanied the genome-scale redistribution of transcriptional and epigenetic factors in larger area, like
with the extensive enrichment of Pol 1l and p300 in a more than 50-kb region, these events can
intimately associate with cell type-specific events. In this study, we found the regional epigenetic
alterations as an impact on cell type-specificities.
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