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|BACKGROUND

| [APPLICATIONS

The finding that mutations in DNA mismatch repair genes are associated with
hereditary nonpolyposis colorectal cancer (HNPCC) has resulted in consider-
able interest in the understanding of the mechanism of DNA mismatch repair.
Initially, inherited mutations in the MSH2 and MLH1 homologs of the bacterial
DNA mismatch repair genes MutS and MutlL were demonstrated at high
frequency in HNPCC and were shown to be associated with microsatellite
instability. The demonstration that 10 to 45% of pancreatic, gastric, breast,
ovarian and small cell lung cancers also display microsatellite instability has
been interpreted to suggest that DNA mismatch repair is not restricted to
HNPCC tumors but is a common feature in tumor initiation or progression.
Two additional homologs of the prokaryotic MutL gene, designated hPMS1
and hPMS2, have been identified and shown to be mutated in the germline
of HNPCC patients.
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MSH2 (25D12) is recommended for detection of MSH2 of human origin by
Western Blotting (starting dilution to be determined by researcher, dilution
range 1:10-1:200), immunoprecipitation [1-2 pl per 100-500 ug of total protein
(1 ml of cell lysate)], immunofluorescence (starting dilution to be determined
by researcher, dilution range 1:10-1:200), immunohistochemistry (including
paraffin-embedded sections) (starting dilution to be determined by researcher,
dilution range 1:10-1:200) and solid phase ELISA (starting dilution to be
determined by researcher, dilution range 1:30-1:3000).

Suitable for use as control antibody for MSH2 siRNA (h): sc-35969, MSH2
shRNA Plasmid (h): sc-35969-SH and MSH2 shBNA (h) Lentiviral Particles:
5c-35969-V.

Molecular Weight of MSH2: 100 kDa.

Positive Controls: A-431 whole cell lysate: sc-2201, SW480 cell lysate:
sc-2219 or Hela nuclear extract: sc-2120.

| DATA

| CHROMOSOMAL LOCATION

Genetic locus: MSH2 (human) mapping to 2p21.

[SOURCE

MSH2 (25D12) is a mouse monoclonal antibody raised against full length
MSH2 of human origin.

[PRODUCT

Each vial contains 250 pl culture supernatant containing IgGy with < 0.1%
sodium azide.

|STORAGE

For immediate and continuous use, store at 4° C for up to one month. For
sporadic use, freeze in working aliquots in order to avoid repeated freeze/
thaw cycles. If turbidity is evident upon prolonged storage, clarify solution
by centrifugation.
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MSH2 (25D12): sc-56163. Western blot analysis of
MSH2 expression in A-431 (A), SW480 (B) and Hela (C)
whole cell lysates and SW480 (D), A-431 (E) and
Hela (F) nuclear extracts.

MSH2 (25D12): sc-56163. Western blot analysis of
MSH2 expression in A-431 (A) and SW480 (B) whole
cell lysates and A-431 (C), U-937 (D), MOLT-4 (E) and
SW480 (F) nuclear extracts.
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|RESEARCH USE

For research use only, not for use in diagnostic procedures.
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