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Product Information

Application
Primary Accession
Other Accession
Host

Clonality
Calculated MW
Physical State
Immunogen
Epitope Specificity
Isotype

Purity

Buffer
SIMILARITY

Post-translational
modifications
Important Note

Background Descriptions

Additional Information

Gene ID

Other Names

Dilution

IHC-P, IHC-F, IF, E
Q9BYW2

Q9BYW2
Rabbit

Polyclonal

287597

Liquid

KLH conjugated synthetic peptide derived from human KMT3A
1651-1750/2564

IgG

affinity purified by Protein A

Preservative: 0.02% Proclin300, Constituents: 1% BSA, 0.01M PBS, pH7.4.
Belongs to the histone-lysine methyltransferase family. SET2 subfamily.
Contains 1 AWS domain. Contains 1 post-SET domain. Contains 1 SET domain.
Contains 1 WW domain.

May be automethylated.

This product as supplied is intended for research use only, not for use in
human, therapeutic or diagnostic applications.

Huntington's disease (HD), a neurodegenerative disorder characterized by
loss of striatal neurons, is caused by an expansion of a polyglutamine tract in
the HD protein huntingtin. This gene encodes a protein belonging to a class of
huntingtin interacting proteins characterized by WW motifs. This protein is a
histone methyltransferase that is specific for lysine-36 of histone H3, and
methylation of this residue is associated with active chromatin. This protein
also contains a novel transcriptional activation domain and has been found
associated with hyperphosphorylated RNA polymerase II. [provided by
RefSeq, Aug 2008]

29072

HBP231; HIF-1; HIP-1; HSPC069; HYPB; KMT3A; LLS; MRD70; RAPAS; SET2;
p231HBP; SETD2_HUMAN; SETD2; Huntingtin yeast partner B;
Huntingtin-interacting protein 1 (HIP-1); Huntingtin-interacting protein B;
Lysine N-methyltransferase 3A; Protein-lysine N-methyltransferase SETD2; SET
domain-containing protein 2 (hSET2); 2.1.1.359; HIF1; KIAA1732; SET domain
containing 2, histone lysine methyltransferase; SET domain containing 2

IHC-P=1:100-500,IHC-F=1:100-500,ICC/IF=1:100-500,IF=1:100-500,ELISA=1:500
0-10000
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https://www.abcepta.com.cn
http://www.uniprot.org/uniprot/Q9BYW2
http://www.uniprot.org/uniprot/Q9BYW2

Storage

Protein Information
Name

Function

Cellular Location

Tissue Location

Store at -20 °C for one year. Avoid repeated freeze/thaw cycles. When
reconstituted in sterile pH 7.4 0.01M PBS or diluent of antibody the antibody
is stable for at least two weeks at 2-4 °C.

SETD2

Histone methyltransferase that specifically trimethylates 'Lys-36' of histone
H3 (H3K36me3) using dimethylated 'Lys-36' (H3K36me2) as substrate
(PubMed: 16118227, PubMed:19141475, PubMed:21526191,
PubMed:21792193, PubMed:23043551, PubMed:27474439). It is capable of
trimethylating unmethylated H3K36 (H3K36me0) in vitro (PubMed:19332550).
Represents the main enzyme generating H3K36me3, a specific tag for
epigenetic transcriptional activation (By similarity). Plays a role in chromatin
structure modulation during elongation by coordinating recruitment of the
FACT complex and by interacting with hyperphosphorylated POLR2A
(PubMed:23325844). Acts as a key regulator of DNA mismatch repair in G1
and early S phase by generating H3K36me3, a mark required to recruit MSH6
subunit of the MutS alpha complex: early recruitment of the MutS alpha
complex to chromatin to be replicated allows a quick identification of
mismatch DNA to initiate the mismatch repair reaction (PubMed:23622243).
Required for DNA double-strand break repair in response to DNA damage:
acts by mediating formation of H3K36me3, promoting recruitment of RAD51
and DNA repair via homologous recombination (HR) (PubMed:24843002). Acts
as a tumor suppressor (PubMed:24509477). H3K36me3 also plays an essential
role in the maintenance of a heterochromatic state, by recruiting DNA
methyltransferase DNMT3A (PubMed:27317772). H3K36me3 is also enhanced
in intron-containing genes, suggesting that SETD2 recruitment is enhanced by
splicing and that splicing is coupled to recruitment of elongating RNA
polymerase (PubMed:21792193). Required during angiogenesis (By similarity).
Required for endoderm development by promoting embryonic stem cell
differentiation toward endoderm: acts by mediating formation of H3K36me3
in distal promoter regions of FGFR3, leading to regulate transcription
initiation of FGFR3 (By similarity). In addition to histones, also mediates
methylation of other proteins, such as tubulins and STAT1
(PubMed:27518565, PubMed:28753426). Trimethylates 'Lys-40' of
alpha-tubulins such as TUBA1B (alpha- TubK40me3); alpha-TubK40me3 is
required for normal mitosis and cytokinesis and may be a specific tag in
cytoskeletal remodeling (PubMed:27518565). Involved in
interferon-alpha-induced antiviral defense by mediating both
monomethylation of STAT1 at 'Lys-525' and catalyzing H3K36me3 on
promoters of some interferon-stimulated genes (ISGs) to activate gene
transcription (PubMed:28753426).

Nucleus {EC0:0000250 | UniProtKB:E9Q5F9}. Chromosome
{EC0:0000250 | UniProtKB:E9Q5F9}

Ubiquitously expressed.

Please note: All products are 'FOR RESEARCH USE ONLY. NOT FOR USE IN DIAGNOSTIC OR THERAPEUTIC PROCEDURES'.

20of 2


http://www.uniprot.org/citations/16118227
http://www.uniprot.org/citations/19141475
http://www.uniprot.org/citations/21526191
http://www.uniprot.org/citations/21792193
http://www.uniprot.org/citations/23043551
http://www.uniprot.org/citations/27474439
http://www.uniprot.org/citations/19332550
http://www.uniprot.org/citations/23325844
http://www.uniprot.org/citations/23622243
http://www.uniprot.org/citations/24843002
http://www.uniprot.org/citations/24509477
http://www.uniprot.org/citations/27317772
http://www.uniprot.org/citations/21792193
http://www.uniprot.org/citations/27518565
http://www.uniprot.org/citations/28753426
http://www.uniprot.org/citations/27518565
http://www.uniprot.org/citations/28753426
http://www.tcpdf.org

