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(& Pygopus YPCGMCHKEVNDNDEAVFCES-GCNF-FFHRTCVGLTEAAFQMLNKEVFAE-WCCDKCVS
hPygol YPCGICTNEVNDDQDAILCEA-SCQK-WFHRICTGMTETAYGLLTAEASAV-WGCDTCMA
hPygo2 YPCGACRSEVNDDQDATILCEA-SCQK-WFHRECTGMTE SAYGLLTTEASAV-WACDLCLK
AIRE1 DECAVCRDGGELIC----CD—GCPR-AFHLACLSPPLREIPSGT-—————- -WRCSSCLQ
Mi-2 EFCRVCKDGGELLC----CD—ACPS-SYHLHCLNPPLPEIPNGE - —————- -WLCPRCTC
NURF301 DHCRVCHRLGDLLC----CE—-TCPA-VYHLECVDPPMNDVPTED-———=——- -WQCGLCRS
WSTF ARCKVCRKKGEDDKLIL-CD—-ECNK-AFHLFCLRPALYEVPDGE - —————- -WQCPACQP
KAP-1 TICRVCQKPGDLVM----CN—QCEF-CFHLDCHLPALQDVPGEE - —————- WSCSLCHV
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ACF1-1 SLCKVCRRGSDPEKMLL-CD——ECNA-GTHMF CLKPKLRSVPPGN——————~ -WYCNDCVK
ACF1-2 KVCQKCFYDGGE IK--~--CV—QCRL~-FFHLECVHLKRPPRTD-—=———=——— FVCKTCKP
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Fig. 1 The sequence signature of PHD fingers (a)® and cross-brace model of the PHD finger of pygopus (b)®
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Fig. 2 Post-translational modifications of the core histones*!
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Fig. 3 Structure of ING2 (a) and BPTF (b) PHD finger in complex with a histone H3 peptide trimethylated at Lys4
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Fig. 4 BPTF of the NURF complex (@) and Yng2 and Eaf3 in NuA4 complex (b)
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The PHD Finger: a Reader of The Histone Code”

MA Hong-Hui, FANG Cun-Lei, ZENG Ping-Yao”
(The Institutes of Biomedical Sciences, Fudan University, Shanghai 200032)

Abstract The PHD finger is a Zn-binding domain found in al eukaryotic genomes, and typically show a C4HC3
signature. Notably, many if not al PHD fingers are found in nuclear proteins whose functions are associated with
the regulation of transcription, cell cycle and apoptosis. Increasingly evidences suggest that the PHD finger has
multiple functions, including the protein-protein interaction, especially interact with nucleosomes. The pattern and
combination of histone modifications, for example, methylation, acetylation, phosphorylation and ubiquitination
etc, have been believed to be an important regulator of gene expression and state of the chromatin, which have
raised the histone code hypothess. With the feature of specific recognizing methylated histone, the PHD finger

may functions as an important reader of the histone code.
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