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Comprehensive screening of histone modifying enzyme
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In the nucleus, core histones, which genomic DNA wrap around, create an
environment of genome DNA. Post-translational modifications of histone are thought to regulate the shape
of existence and function of genomic DNA. This means the significance to elucidate the regulatory
mechanisms of post-translational modifications of histone.

In this project, the final goal was set as the generation of cell group which is consist of cells with
mutation of various enzymes of modification, and the examination of change of constituent cells after
long-term culture or induction of differentiation. Effective protocol of introduction of mutation was
determined for several cell lines.
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