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Immunotag™ Histone H3.3 (phospho Ser31) Polyclonal Antibody

Antibody Specification

Catalog No. ITP1170

Product 
Description Immunotag™ Histone H3.3 (phospho Ser31) Polyclonal Antibody

Size 50 µg, 100 µg

Conjugation HRP, Biotin, FITC, Alexa Fluor® 350, Alexa Fluor® 405, Alexa Fluor® 488, Alexa Fluor® 
555, Alexa Fluor® 594, Alexa Fluor® 647

IMPORTANT 
NOTE

This product is custom manufactured with a lead time of 3-4 weeks. Once in production, this 
item cannot be cancelled from an order and is not eligible for return.

Target Protein Histone H3.3 (Ser31)

Clonality Polyclonal

Storage/Stability -20°C/1 year

Application IHC-p,IF,ELISA

Recommended 
Dilution

Immunohistochemistry: 1/100 - 1/300. Immunofluorescence: 1/200 - 1/1000. ELISA: 
1/20000. Not yet tested in other applications.

Concentration 1 mg/ml

Reactive 
Species Human,Mouse,Rat

Host Species Rabbit

Immunogen Synthesized phospho-peptide around the phosphorylation site of human Histone H33 
(phospho Ser31)

Specificity Phospho-Histone H3.3 (S31) Polyclonal Antibody detects endogenous levels of Histone H3.3 
protein only when phosphorylated at S31.

Purification The antibody was affinity-purified from rabbit antiserum by affinity-chromatography using 
epitope-specific immunogen

Form Liquid in PBS containing 50% glycerol, 0.5% BSA and 0.02% sodium azide.

Gene Name H3F3A

Accession No. P84243 P84244 P84245

Alternate 
Names H3F3A; H3.3A; H3F3; PP781; H3F3B; H3.3B; Histone H3.3

https://www.gbiosciences.com/
http://www.uniprot.org/uniprot/P84243
http://www.uniprot.org/uniprot/P84244
http://www.uniprot.org/uniprot/P84245
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Description

H3 histone family member 3A(H3F3A) Homo sapiens Histones are basic nuclear proteins 
that are responsible for the nucleosome structure of the chromosomal fiber in eukaryotes. 
Two molecules of each of the four core histones (H2A, H2B, H3, and H4) form an octamer, 
around which approximately 146 bp of DNA is wrapped in repeating units, called 
nucleosomes. The linker histone, H1, interacts with linker DNA between nucleosomes and 
functions in the compaction of chromatin into higher order structures. This gene contains 
introns and its mRNA is polyadenylated, unlike most histone genes. The protein encoded is 
a replication-independent member of the histone H3 family. [provided by RefSeq, Jul 2008],

Cell Pathway/ 
Category Protein_Acetylation

Protein 
Expression Bone marrow,Brain,Colon,Epithelium,Eye,Fibroblast,Lung,Muscle,Retina,Spinal

Subcellular 
Localization

nuclear chromosome,nuclear chromosome, telomeric region,nucleosome,nuclear 
nucleosome,Barr body,extracellular region,nucleus,nucleoplasm,protein 
complex,extracellular exosome,
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Protein Function

developmental stage:Expressed throughout the cell cycle independently of DNA 
synthesis.,function:Variant histone H3 which replaces conventional H3 in a wide range of 
nucleosomes in active genes. Constitutes the predominant form of histone H3 in non-
dividing cells and is incorporated into chromatin independently of DNA synthesis. Deposited 
at sites of nucleosomal displacement throughout transcribed genes, suggesting that it 
represents an epigenetic imprint of transcriptionally active chromatin. Nucleosomes wrap 
and compact DNA into chromatin, limiting DNA accessibility to the cellular machineries 
which require DNA as a template. Histones thereby play a central role in transcription 
regulation, DNA repair, DNA replication and chromosomal stability. DNA accessibility is 
regulated via a complex set of post-translational modifications of histones, also called 
histone code, and nucleosome remodeling.,online information:Histone H3 
entry,PTM:Acetylation is generally linked to gene activation. Acetylation on Lys-10 (H3K9ac) 
impairs methylation at Arg-9 (H3R8sme2). Acetylation on Lys-19 (H3K18ac) and Lys-24 
(H3K24ac) favors methylation at Arg-18 (H3R17me).,PTM:Asymmetric dimethylation at Arg-
18 (H3R17me2a) by CARM1 is linked to gene activation. Symmetric dimethylation at Arg-9 
(H3R8sme2) by PRMT5 is linked to gene repression. Asymmetric dimethylation at Arg-3 
(H3R2me2a) by PRMT6 is linked to gene repression and is mutually exclusive with H3 Lys-5 
methylation (H3K4me2 and H3K4me3). H3R2me2a is present at the 3' of genes regardless 
of their transcription state and is enriched on inactive promoters, while it is absent on active 
promoters.,PTM:Citrullination at Arg-9 (H3R8ci) and/or Arg-18 (H3R17ci) by PADI4 impairs 
methylation and represses transcription.,PTM:Phosphorylated at Thr-4 (H3T3ph) by 
GSG2/haspin during prophase and dephosphorylated during anaphase. At centromeres, 
specifically phosphorylated at Thr-12 (H3T11ph) from prophase to early anaphase, probably 
DAPK3. Phosphorylation at Ser-11 (H3S10ph) by AURKB is crucial for chromosome 
condensation and cell-cycle progression during mitosis and meiosis. In addition 
phosphorylation at Ser-11 (H3S10ph) by RPS6KA4 and RPS6KA5 is important during 
interphase because it enables the transcription of genes following external stimulation, like 
mitogens, stress, growth factors or UV irradiation and result in the activation of genes, such 
as c-fos and c-jun. Phosphorylation at Ser-11 (H3S10ph), which is linked to gene activation, 
prevents methylation at Lys-10 (H3K9me) but facilitates acetylation of H3 and H4. 
Phosphorylation at Ser-11 (H3S10ph) by AURKB mediates the dissociation of HP1 proteins 
(CBX1, CBX3 and CBX5) from heterochromatin. Phosphorylation at Ser-11 (H3S10ph) is also 
an essential regulatory mechanism for neoplastic cell transformation. Phosphorylated at Ser-
29 by MLTK isoform 1, RPS6KA5 or AURKB during mitosis or upon ultraviolet B irradiation. 
Phosphorylation on Ser-32 is specific to regions bordering centromeres in metaphase 
chromosomes.,PTM:Specifically enriched in modifications associated with active chromatin 
such as methylation at Lys-5 (H3K4me), Lys-37 and Lys-80. Methylation at Lys-5 (H3K4me) 
facilitates subsequent acetylation of H3 and H4. Methylation at Lys-80 (H3K79me) is 
associated with DNA double-strand break (DSB) responses and is a specific target for 
TP53BP1. Methylation at Lys-10 (H3K9me) and Lys-28 (H3K27me), which are linked to gene 
repression, are underrepresented. Methylation at Lys-10 (H3K9me) is a specific target for 
HP1 proteins (CBX1, CBX3 and CBX5) and prevents subsequent phosphorylation at Ser-11 
(H3S10ph) and acetylation of H3 and H4. Methylation at Lys-5 (H3K4me) and Lys-80 
(H3K79me) require preliminary monoubiquitination of H2B at 'Lys-120'. Methylation at Lys-
10 (H3K9me) and Lys-28 (H3K27me) are enriched in inactive X chromosome 
chromatin.,PTM:Ubiquitinated.,similarity:Belongs to the histone H3 family.,subunit:The 
nucleosome is a histone octamer containing two molecules each of H2A, H2B, H3 and H4 
assembled in one H3-H4 heterotetramer and two H2A-H2B heterodimers. The octamer 
wraps approximately 147 bp of DNA.,subunit:The nucleosome is a histone octamer 
containing two molecules each of H2A, H2B, H3 and H4 assembled in one H3-H4 
heterotetramer and two H2A-H2B heterodimers. The octamer wraps approximately 147 bp 
of DNA. Interacts with HIRA, a chaperone required for its incorporation into nucleosomes.,
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Usage For Research Use Only! Not for diagnostic or therapeutic procedures.
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