Classical HDACs (histone deacetylase family)
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Sirtuins (Sir2 regulator family)
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Figure 1. Domain organization of human HDACs. The total number of amino acid residues in each HDAC is shown
on the right of each protein. Many HDACs have multiple isoforms and, for simplicity, only the longest isoform is
shown. Enzymatic domains (or putative enzymatic domains) are shown in colors. Sirtuin localizations: Nug,

nuclear; cyt, cytoplasmic; Mito, mitochrondial.
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