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This research project aims to evaluate and induce cell maturation on the
basis of the possibility that the epigenetic state of the gene body region may be involved in cell
maturation in a mammalian genome whose background is global DNA methylation modification. Comparison

of cardiomyocytes and hepatocytes prior to the establishment of the initial maturation induction
method revealed that the gene body epigenetic domain characterized by DNA hypomethylation is evident
in cardiomyocytes and less pronounced in other cell types. Analysis of DNA demethylation metabolic
intermediates in this cardiomyocyte-specific epigenetic domain also showed that the oxidative
demethylation process might be involved in the construction of this active epigenetic domains.
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