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During the development of the mammalian cerebral cortex, first emerged
neural stem cells have high potency of self-renew, then differentiated into neurons in mid
gestation, and then astrocytes in late gestational stage. We have previously reported that DNA
demethylation near astrocytic genes is Important for acquisition of astrocyte differentiation. Not
only that we found several of important transcription factors for neurogenesis acquire DNA
methylation at their proximal regions in late gestation. To investigate molecular mechanism of this
developmental progression-dependent gain of DNA methylation, we search factors that could bind to
these regions and found transcriptional repressor Trim28 as a candidate by ChlP-Atlas. We confirmed
that knock down of Trim 28 increased pro-neuronal gene Neurogl expression and neuronal
differentiation. Therefore, we note Trim28 as important epigenetic factor for neural stem cell fate

regulation.
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