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Identification of translational regulators of histone acetyltransferases
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Polyamines regulate gene expression in Escherichia coli by stimulating
translation of mRNAs encoding global transcription factors. In this study, we focused on histone
acetylation, one of the mechanisms of epigenetic regulation of gene expression, to attempt to
clarify the role of polyamines in the regulation of gene expression in eukaryotic cells. Polyamines
stimulate the translation of histone acetyltransferases Gcn5 and Hatl at the level of translation,
and regulate transcription of genes required for cell proliferation by enhancing histone
acetylation.
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