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Anti-HDACG6 Antibody

f Ly LY m & T
f{ 4 P 8 ;3',
£ L omtig YN g ll'
y raﬁ 7 : il -':* i d‘t .‘i:-
.:; ﬂ?l‘ " ¥ ;':' .: i"‘.i‘ ;‘
] -ﬁ‘;'u.' r‘l'.', 'I= :‘r 'ﬂ'r'i..' :#} .:'I

ous ™ ) : R . :
.:.‘5!‘,‘*;. q-'.‘fﬂ : p .'# '_'|
sy ’ s

i ":u’.i!i- ‘ U.;: -ﬁ.?-:

f 1978 2 i:, .’ s
I’. - L % i ’
PSS g
y B @hgese ‘8p, PR
P 9 _EVra Y. w BF

Description Histones play acritical rolein transcriptional regulation, cell cycle
progression, and developmental events. Histone acetylation/deacetylation
aters chromosome structure and affects transcription factor access to
DNA. The protein encoded by this gene belongsto class |1 of the histone
deacetylase/acuc/apha family. It contains an interna duplication of two
catalytic domains which appear to function independently of each other.
This protein possesses histone deacetylase activity and represses

transcription.
M odel STJ113792
Host Rabbit
Reactivity Human, Mouse
Applications IF, IHC
Immunogen Recombinant fusion protein containing a sequence corresponding to amino

acids 160-470 of human HDAC6 (NP_006035.2).

GenelD 10013
Gene Symbol HDACG6
Dilution range IHC 1:50 - 1:200
IF 1:50 - 1:200
Purification Affinity purification
Note For Research Use Only (RUO).
Protein Name Histone deacetylase 6 HD6

Molecular Weight 131.419 kDa


https://www.ncbi.nlm.nih.gov/gene/10013
http://www.genecards.org/cgi-bin/carddisp.pl?gene=HDAC6
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Cedllular Localization

Polyclonal

Unconjugated

1gG

PBS with 0.02% sodium azide, 50% glycerol, pH7.3.
Store at -20C. Avoid freeze / thaw cycles.
HGNC.:140640MIM :300272Reactome:R-HSA-2122947
Histone deacetylase 6 HD6

Responsible for the deacetylation of lysine residues on the N-terminal part of
the core histones (H2A, H2B, H3 and H4), Histone deacetylation gives atag
for epigenetic repression and plays an important role in transcriptional
regulation, cell cycle progression and developmental events, Histone
deacetylases act via the formation of large multiprotein complexes, Plays a
central rolein microtubule-dependent cell motility via deacetylation of
tubulin, Involved in the MTA1-mediated epigenetic regulation of ESR1
expression in breast cancer,

Nucleus, Cytoplasm, Perikaryon,

Post-trandational Phosphorylated by AURKA,
M odifications
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https://www.genenames.org/cgi-bin/gene_symbol_report?hgnc_id=HGNC:14064
https://www.omim.org/entry/300272
https://reactome.org/PathwayBrowser/#/R-HSA-2122947&FLG=Q9UBN7

