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Investigation of cohesin regulatory network by genetics and proteomics
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In this study, we used genetic and proteomic approaches to understand the
mechanism of cohesin regulation. In genetic approach, we established multi-gene knockout cell lines
to understand the genetic interaction of cohesin regulators. We found several synthetic lethal
interactions and their suppressor mutations. These findings will contribute to understand the
cohesin regulatory network. In proteomic approach, we purified cohesin complex by double affinity
purification. After MS analysis, we found a chromatin remodeling complex as a new binding partner
for cohesin.
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