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Mechanism for cardiomyocyte-specific nuclear architecture and disease
development by dynamic DNA demethylation system.

ODA, Mayumi

3,300,000

gene body

H3K36

In this project, we investigated the active epigenetic domains that are
extensively formed in the gene body region of cardiomyocyte-specific genes, and found that this
region has high transcriptional elongation activity, and that it may be formed by genome-wide
epigenetic changes specific to cardiomyocytes. In particular, the distribution of histone H3K36
trimethylation in constitutively expressed genes is altered genome-wide, indicating that
transcription elongation of many constitutively expressed genes may be repressed. A model was
presented in which genome-wide changes benefit a small number of specific gene transcription.
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