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It is still unclear how Polycomb group proteins RinglA/B, E3 ubiquitin ligases
for histone H2A, recognize and bind to their target genes. In this study, we focused on Polycomb
Repressive Complex 1 (PRC1) and MBLR complex, both of with include RinglA/B. We found that the physical
interaction of RinglB with chromo-domain proteins Cbx2/7, which have an affinity for PRC2-mediated
trimethylated histone H3-K27, is essential for PRC1 recruitment to the developmental regulator genes. On
the other hand, MBLR complexes recognize and bind to genes related to meiosis dependently on
transcription factors Max/Mga, and repress those target genes through RinglA/B-mediated H2A
monoubiquitination.
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