
CPTC-GAPDH-1 (CAB079968)
Uniprot ID: P04406
Protein name: G3P_HUMAN
Full name: Glyceraldehyde-3-phosphate dehydrogenase
Function: Has both glyceraldehyde-3-phosphate dehydrogenase and nitrosylase activities, thereby playing a role in 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 CHP1 to microtubules (By similarity).
Glyceraldehyde-3-phosphate dehydrogenase is a key enzyme in glycolysis that catalyzes the first step of the pathway by converting D-glyceraldehyde 3-phosphate
(G3P) into 3-phospho-D-glyceroyl phosphate. Component of the GAIT (gamma interferon-activated inhibitor of translation) complex which mediates interferon-gamma-
induced transcript-selective translation inhibition in inflammation processes. Upon interferon-gamma treatment assembles into the GAIT complex which binds to stem
loop-containing GAIT elements in the 3'-UTR of diverse inflammatory mRNAs (such as ceruplasmin) and suppresses their translation.
Subcellular location: 
Cytoplasm > Cytosol (experimental evidence)
Nucleus (by similarity)
Cytoplasm > Perinuclear region (experimental evidence)
Membrane (experimental evidence)
Cytoplasm > Cytoskeleton (by similarity)
NOTE: Translocates to the nucleus following S-nitrosylation and interaction with SIAH1, which contains a nuclear localization signal (By similarity). Postnuclear and
Perinuclear regions.
Protein existence: Experimental evidence at protein level

Comment:

Immunohistochemistry
IHC protocol: HIER pH6, Dilution 1:30000

IHC test staining: Cytoplasmic and nuclear positivity in most tissues.

Literature conformance: Consistent with extensive gene/protein characterization data

Literature significance:

RNA consistency: Mainly consistent with RNA expression data

IHC Sibling similarity: Other antibody shows partly similar IHC staining pattern

Immunofluorescence
IF Overlay: antibody (green), anti-tubuline (red) and DAPI (blue)

IF main location:

IF additional location:

IF Antibody score: Failed IF

IF in A549: Negative

IF in HEK 293: Negative

IF in U-2 OS: Negative

Skeletal muscle

HEK 293

http://www.uniprot.org/entry/P04406


Western blot
WB Size markers (kDa): 250, 130, 100, 70, 55, 35, 25, 15, 10

WB Lanes: Marker (1), RT4 (2), U-251 MG (3), Plasma (4), Liver (5), Tonsil (6)

WB Target weight (kDa): 28, 32, 32, 36, 36, 36

WB Validation: Supported (Band of predicted size in kDa (+/-20%) with additional bands present.)


