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Goat polyclonal to GAPDH (glyceraldehyde 3-phosphate dehydrogenase).
GAPDH catalyzes an important energy-yielding step in carbohydrate
metabolism, the reversible oxidative phosphorylation of glyceraldehyde-3-
phosphate in the presence of inorganic phosphate and nicotinamide
adenine dinucleotide (NAD). The enzyme exists as atetramer of identical
chains.

STJ140037
Goat

Avian, Bovine, Canine, Donkey, Feline, Fish, Goat, Guinea Pig, Hamster,
Horse, Human, Mouse, Other, Porcine, Rabbit, Rat, Sheep, Simian

IF, IHC, WB

Purified recombinant peptide derived from within residues 240 aa to the C-
terminus of human GAPDH produced in E. coli.

C-Term
2597
GAPDH

Western blot 1:500-1:5,000 |mmunofluorescence 1:50-1:250
Immunohistochemistry (paraffin) 1:200-1:1,000 Immunohistochemistry
(frozen) 1:200-1:1,000

This antibody is epitope-affinity purified from goat antiserum.
For research use only (RUO).

glyceraldehyde 3-phosphate dehydrogenase glyceral dehyde-3-phosphate


https://www.ncbi.nlm.nih.gov/gene/2597
http://www.genecards.org/cgi-bin/carddisp.pl?gene=GAPDH
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dehydrogenase G3PD GAPD HGNC:4141

37 kDa

Polyclonal

Unconjugated

1gG

PBS, 20% glycerol and 0.05% sodium azide.

3 mg/mL

Store at -20°, and avoid repeated freeze-thaw cycles.
HGNC:41410M1M:138400

glyceraldehyde 3-phosphate dehydrogenase glyceral dehyde-3-phosphate
dehydrogenase G3PD GAPD HGNC:4141

Has both glyceraldehyde-3-phosphate dehydrogenase and nitrosylase
activities, thereby playing arolein glycolysis and nuclear functions,
respectively. Participates in nuclear events including transcription, RNA
transport, DNA replication and apoptosis. Nuclear functions are probably due
to the nitrosylase activity that mediates cysteine S-nitrosylation of nuclear
target proteins such as SIRT1, HDAC2 and PRKDC. Modulates the
organization and assembly of the cytoskeleton. Facilitates the CHP1-
dependent microtubule and membrane associations through its ability to
stimulate the binding of CHPL to microtubules . Glyceral dehyde-3-phosphate
dehydrogenase is akey enzyme in glycolysisthat catalyzes the first step of the
pathway by converting D-glycera dehyde 3-phosphate (G3P) into 3-phospho-
D-glyceroyl phosphate. Component of the GAIT (gamma interferon-activated
inhibitor of tranglation) complex which mediates interferon-gammarinduced
transcript-selective trandlation inhibition in inflammation processes. Upon
interferon-gamma treatment assembles into the GAIT complex which bindsto
stem loop-containing GAIT elementsin the 3-UTR of diverse inflammatory
MRNAS (such as ceruplasmin) and suppresses their translation.

{ ECO:0000250, ECO:0000269|PubMed: 11724794,

ECO:0000269|PubM ed: 23071094, ECO:0000269|PubM ed: 3170585} .

The[IL]-x-C-x-x-[DE] motif is a proposed target motif for cysteine S-
nitrosylation mediated by the INOS-S100A8/A9 transnitrosylase complex.

Cytoplasm, cytosol . Nucleus . Cytoplasm, perinuclear region . Membrane .
Cytoplasm, cytoskeleton . Tranglocates to the nucleus following S
nitrosylation and interaction with SIAH1, which contains a nuclear
localization signal . Postnuclear and Perinuclear regions. .

S-nitrosylation of Cys-152 leads to interaction with SIAHL, followed by
translocation to the nucleus . S-nitrosylation of Cys-247 isinduced by
interferon-gammaand LDL (ox) implicating the INOS-S100A8/9
transnitrosylase complex and seems to prevent interaction with
phosphorylated RPL13A and to interfere with GAIT complex activity.

{ ECO:0000250|UniProtk B:P04797, ECO:0000269|PubMed: 22771119,
ECO:0000269|PubMed:25417112} .; 1 SGylated.

{ ECO:0000305|PubMed: 16815975} .; Sulfhydration at Cys-152 increases
catalytic activity. { ECO:0000250} .; Oxidative stress can promote the
formation of high molecular weight disulfide-linked GAPDH aggregates,


https://www.genenames.org/cgi-bin/gene_symbol_report?hgnc_id=HGNC:4141
https://www.omim.org/entry/138400

through a process called nucleocytoplasmic coagul ation. Such aggregates can
be observed in vivo in the affected tissues of patients with Alzheimer disease
or acohalic liver cirrhosis, or in cell cultures during necrosis. Oxidation at
Met-46 may play apivotal role in the formation of these insoluble structures.
This modification has been detected in vitro following treatment with free
radical donor (+/-)-(E)-4-ethyl-2-[ (E)-hydroxyimino]-5-nitro-3-hexenamide. It
has been proposed to destabilize nearby residues, increasing the likelihood of
secondary oxidative damages, including oxidation of Tyr-45 and Met-105.
This cascade of oxidations may augment GAPDH misfolding, leading to
intermolecular disulfide cross-linking and aggregation.

{ ECO:0000305|PubM ed: 25086035} .
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