Anti-HSP72 antibody

Description Unconjugated Rabbit polyclonal to HSP72
Model STJ190309
Host Rabbit
Reactivity Human, Mouse, Rat
Applications ELISA, WB
Immunogen Synthesized peptide derived from human HSP72 protein.
Immunogen Region 470-550aa
GenelD 3306
Gene Symboal HSPA2
Dilution range WB 1:500-2000 ELISA 1:5000-20000
Specificity HSP72 Polyclonal Antibody detects endogenous levels of protein.
Purification HSP72 antibody was affinity-purified from rabbit antiserum by affinity-
chromatography using epitope-specific immunogen.
Note For Research Use Only (RUO).
Protein Name Heat shock-related 70 kDa protein 2 Heat shock 70 kDa protein 2
Molecular Weight 70 kDa
Clonality Polyclonal
Conjugation Unconjugated

| sotype 19G


https://www.ncbi.nlm.nih.gov/gene/3306
http://www.genecards.org/cgi-bin/carddisp.pl?gene=HSPA2
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Sequence and Domain Family

Cedllular Localization

Liquid form in PBS containing 50% glycerol,and 0.02% sodium azide.
1 mg/mi

Store at -20°C, and avoid repest freeze-thaw cycles.
HGNC:52350M1M:140560

Heat shock-related 70 kDa protein 2 Heat shock 70 kDa protein 2

Molecular chaperone implicated in awide variety of cellular processes,
including protection of the proteome from stress, folding and transport of
newly synthesized polypeptides, activation of proteolysis of misfolded
proteins and the formation and dissociation of protein complexes. Plays a
pivotal rolein the protein quality control system, ensuring the correct folding
of proteins, the re-folding of misfolded proteins and controlling the targeting
of proteins for subsequent degradation. This is achieved through cycles of
ATP binding, ATP hydrolysis and ADP release, mediated by co-chaperones.
The affinity for polypeptidesis regulated by its nucleotide bound state. In the
ATP-bound form, it has alow affinity for substrate proteins. However, upon
hydrolysis of the ATP to ADP, it undergoes a conformational change that
increases its affinity for substrate proteins. It goes through repeated cycles of
ATP hydrolysis and nucleotide exchange, which permits cycles of substrate
binding and release . Plays arole in spermatogenesis. In association with
SHCBP1L may participate in the maintenance of spindle integrity during
meiosisin male germ cells.

The N-terminal nucleotide binding domain (NBD) (also known as the ATPase
domain) isresponsible for binding and hydrolyzing ATP. The C-terminal
substrate-binding domain (SBD) (also known as peptide-binding domain)
binds to the client/substrate proteins. The two domains are alosterically
coupled so that, when ATP is bound to the NBD, the SBD binds relatively
weakly to clients. When ADP is bound in the NBD, a conformational change
enhances the affinity of the SBD for client proteins.

Cytoplasm, cytoskeleton, spindle. Colocalizes with SHCBPLL at spindle
during the meiosis process.
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https://www.genenames.org/cgi-bin/gene_symbol_report?hgnc_id=HGNC:5235
https://www.omim.org/entry/140560

