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The language of covalent histone
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Brian D. Strahl & C. David Allis

Translating the Histone Code
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Histone proteins and the nucleosomes they form with DNA are the fundamental building blocks of eukaryotic chromatin. A diverse
array of post-translational modifications that often occur on tail domains of these proteins has been well documented. Although
the function of these highly conserved modifications has remained elusive, converging biochemical and genetic evidence suggests
functions in several chromatin-based processes. We propose that distinct histone modifications, on one or more tails, act

sequentially or in combination to form a ‘histone code’ that is, read by other proteins to bring about distinct downstream events.
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[loMeHbl 6e1KoB, pacno3Halowme METUJIMPOBAaHHbIE JIN3UHDI,
alUeTUIMpoBaHHbIe NNIM3uHbI, hocdopenmpoBaHHble CEPUHDI

Chromo
Tudor
PHE, EBromo
MBT [ '
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ALETUINPOBaHHbBIN NN3MH - bromo-domain

MeTuIMpoBaHHbIM NU3MH - chromo-domain
Tudor-domain
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S.cerevisiae
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