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Molecular basis of formation of polycomb repressive complex 2 (PRC2)
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Polycomb repressive complex 2 (PRC2) play a key role in silencing developmentally
regulated genes to establish and maintain facultative heterochromatin. The core PRC2 complex comprises
four components (EZH1/2, SUZ12, EED and RBBP4/7) and methylates histone H3 at Lys 27 through its
enzymatic subunit EZH1/2. In addition, five regulatory components have been identified in mammalian PRC2.
However, how mammalian PRC2 regulates various genomic sites and collaborates with other chromatin
modulators remains unclear. To define the entire composition of PRC2 in human, we performed a
comprehensive proteomic analysis of all PRC2 components using by semi-quantitative mass-spectrometry. We
established the protein interaction network between PRC2 components and found that distinct PRC2

complexes are formed in human cells.
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