
CPTC-NBN-3 (CAB080233)
Uniprot ID: O60934 
Protein name: NBN_HUMAN 
Full name: Nibrin
Tissue specificity: Ubiquitous (PubMed:9590180). Expressed at high levels in testis (PubMed:9590180). 
Function: Component of the MRE11-RAD50-NBN (MRN complex) which plays a critical role in the cellular response to DNA damage and the maintenance of
chromosome integrity. The complex is involved in double-strand break (DSB) repair, DNA recombination, maintenance of telomere integrity, cell cycle checkpoint control
and meiosis. The complex possesses single-strand endonuclease activity and double-strand-specific 3'-5' exonuclease activity, which are provided by MRE11. RAD50
may be required to bind DNA ends and hold them in close proximity. NBN modulate the DNA damage signal sensing by recruiting PI3/PI4-kinase family members ATM,
ATR, and probably DNA-PKcs to the DNA damage sites and activating their functions. It can also recruit MRE11 and RAD50 to the proximity of DSBs by an interaction
with the histone H2AX. NBN also functions in telomere length maintenance by generating the 3' overhang which serves as a primer for telomerase dependent telomere
elongation. NBN is a major player in the control of intra-S-phase checkpoint and there is some evidence that NBN is involved in G1 and G2 checkpoints. The roles of
NBS1/MRN encompass DNA damage sensor, signal transducer, and effector, which enable cells to maintain DNA integrity and genomic stability. Forms a complex with
RBBP8 to link DNA double-strand break sensing to resection. Enhances AKT1 phosphorylation possibly by association with the mTORC2 complex. 
Subcellular location:  
Nucleus (experimental evidence) 
Nucleus > PML body (experimental evidence) 
Chromosome > Telomere (experimental evidence) 
Chromosome (experimental evidence) 
NOTE: Localizes to discrete nuclear foci after treatment with genotoxic agents (PubMed:26438602, PubMed:10783165, PubMed:26215093). Acetylation of 'Lys-5' of
histone H2AX (H2AXK5ac) promotes NBN/NBS1 assembly at the sites of DNA damage (PubMed:26438602). 
Protein existence: Experimental evidence at protein level 

Comment:

Immunohistochemistry
IHC protocol: HIER pH6, Dilution 1:300

IHC test staining: Nuclear positivity in most tissues.

Literature conformance: Consistent with extensive gene/protein characterization data

Literature significance:

RNA similarity: High consistency between antibody staining and RNA expression data

RNA tissue specificity: Low tissue specificity

RNA tissue distribution: Detected in all

IHC Sibling similarity: Other antibody shows similar IHC staining pattern

Reliability score: Supported

APE summary: Ubiquitous nuclear expression.

APE explanatory sentences: High consistency between antibody staining and RNA expression data.

Orthogonal validation: No

Independent validation: No

IHC Annotation summary:
Moderate to strong nuclear positivity was observed in most tissues. 

Moderate to strong nuclear positivity was observed in most cancers.

Tonsil

https://www.uniprot.org/uniprotkb/O60934/entry

