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Responsible for the deacetylation of lysine residues on the N-terminal part of the core histones. fEfERM: BKEIZHRE 20°CTigF—5, Bk SRR
Histone deacetylation gives a tag for epigenetic repression and plays an important role in fETFEMK: & 0.15% ProClin300 BAfE5I, 100 ug/mL &1
transcriptional regulation, cell cycle progression and developmental events. Histone EAREM 50%H MAVEA T MR,

deacetylases act via the formation of large multiprotein complexes. Involved in muscle
maturation via its interaction with the myocyte enhancer factors such as MEF2A, MEF2C and
MEF2D. Deacetylates HSPA1A and HSPA1A at 'Lys-77' leading to their preferential binding to
co-chaperone STUBL.
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IHC #:1 HDAC4 BE (155 K1346728). IHC #1 HDAC4 BE (555 K1346728). IHC #:1 HDAC4 BH (1S K1346728).
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12-24 /)\BS, 12-24 /]\BS, 12-24 /)\B,

MREE: Tris-EDTA FURIEE R (pH 9.0) (KSG1203), MREE: Tris-EDTA REERK (pH 9.0) (KSG1203), MREE: Tris-EDTA FUREE R (pH 9.0) (KSG1203),

98°C, 20 43¥. 98°C, 20 3 ¥f. 98°C, 20 8.

—1: 1: 100 #78, 4°C WHEIR. —31: 1: 100 #%%8, 4°C BEIR. —41:1:100 #%7%, 4°C BEIR.
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