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Deciphering neuroepigenetics that regulate the neural differentiation

Takeuchi, Akihide
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To explore how gene expression is controlled by epigenetic regulation in
neuronal development, we conducted following experiments; 1) transcriptome studies focusing
neuroepigenetic regulatory factors during neural differentiation, 2) analyze molecular mechanism of
chromatin regulation which couples with extra-long gene regulation, 3) analyze the function of
neuroepigenetic regulatory factors in neuronal development.
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