Q)]
2013 2016

Studies for homologous recombination in chromatin

Kurumizaka, Hitoshi

35,300,000

DNA
in vitro

RAD51 DMC1

The purpose of this study is to elucidate the molecular mechanism of
homologous recombination reactions in the higher-ordered chromatin. In this study, we established
the homologous pairing assay in nucleosomal template in vitro, and clarified the mechanism of
homologous pairing reactions in in the higher-ordered chromatin. In addition, we found that the
chromatin structure containing histone variants regulates the homologous pairing activities.
Furthermore, we also found the functional differences of RAD51 and DMC1, which are key enzymes in
homologous recombination.
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