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Analysis of novel protein complexes that regulate Polycomb silencing
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3,800,000
Mbf1l
Mbf1 E
(z) mRNA RNA Pacman
Mbf1l mRNA
Mbf1
Pacman 5" RNA

Several candidate genes for Polycomb silencing regulators have been
identified in previous our study.
Mbfl, known as a nuclear coactivator that regulates stress response genes, is localized mainly in
cytoplasm although function of cytoplasmic Mbfl is not known. The cytoplasmic Mbfl binds to E(z)
mRNA encoding a catalytic subunit of PRC2, thereby protecting the mRNA from the attack by Pacman, 5°
-to-3" exoribonuclease, and which contribute to maintain robustness of Polycomb silencing. Mbfl
also binds to mRNAs derived from many stress response genes. Our study elucidates a unique feature
of Mbfl in that Mbfl demonstrates different biochemical activity according to its subcellular
localization although both activities contribute a similar biological function.
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