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Figure 1. Human cohesin complex (left) and yeast homolog (right). Human cohesin complex composes four core
subunits, namely SMC1, SMC3. RAD21, and STAG. Yeast cohesin complex composes four core subunits, including
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PRIMARY ANALYSIS recognition segments and at Figure 3. Western blots confirm human and yeast cohesin subunits co-immunoprecipitated.
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