[bookmark: _GoBack]Additional file 4. Analysis of HDAC domain families by Batch CD-Search Tool.
Sequence analysis by Conserved Domain search of Hco_HDACs. Triangles indicate position of amino acids involved in putative active site and metal binding site. The positions of the HDAC superfamily domain (Arginase_HDAC) or zinc.finger are displayed in the box below each sequence.
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HDAC3_HCON_00154800

Protein classification: histone deacetylase family protein, such as class IV histone deacetylase (also called histone deacetylase 11) that catalyzes the hydrolysis
of N(6)-acetyl-lysine residues of histones (or other proteins) to yield deacetylated proteins
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Protein classification: histone deacetylase 6 (HD6) is a class Ib Zn-dependent enzyme that catalyzes hydrolysis of N(6)-acetyl-lysine of a histone to yield a
deacetylated histone (EC 3.5.1.98)
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Protein classification: dass I histone deacetylase is Zn-dependent enzyme that catalyzes hydrolysis of N(6)-acetyl-lysine residues in histone amino termini to
‘vield a deacetylated histone

[EC: 3.5.1.98) PubMed: 10322454 | 12429021)

Query seq. e

active siteAD A N
2 bindioa sive L ry

Specific hits [T

Superfanilies Arginase_HDAC superfamily

< »

Q#8 - >HDACS_HCON_001 ((Local ID)) Redundancy Show functional stes ¥ _Show SPARCLE info ¥
HDACE_HCON_00185290
Protein classificatios arginase family protein is a metal-dependent enzyme that catalyzes the hydrolysis of an amide bond, such as ar
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