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Cervical cancer: real-time PCR and LOH for 3p deletion mapping

Comments: Black squares represent loss of heterozygosity and homozygous

deletions; white squares, retention of heterozygosity and normal copy number; gray

squares, multiplication and dashed boxes are non-informative cases. L and H inside

black squares denote the type of allele lost.

RCC, NSCLC, BC, CC: real-time PCR and LOH for 3p deletion mapping

Renal Cell Carcinoma: real-time PCR and LOH for 3p deletion mapping

Abstract

We searched for chromosome 3p homo- and
hemizygous losses in 23 lung cancer cell lines, 53 renal cell
and 22 breast carcinoma biopsies using 31 microsatellite
markers located in frequently deleted 3p regions. In addition,
two STS markers (NLJ-003 and NL3-001) located in the
Alu-PCR clone 20 region (AP20) and lung cancer) region
(LUCA, respectively, were used for real-time PCR. We
found frequent (10-18%) homozygous deletions (HDs) in
both 3p21.3 regions in the biopsies and cell lines. In addition,
we discovered that amplification of 3p is a very common (15-
42.5%) event in these cancers and probably in other
epithelial malignancies.

Real-time PCR should that aberrations of either NLJ3-
001 or NL3-001 were detected in more then 90% of all
studied cases. HDs were frequently detected simultaneously
both in NLJ3-001 or NL3-001 loci in the same tumor. This
fact suggests that TSGs in this regions could have a
synergistic effect .

The exceptionally high frequency of chromosome
aberrations in NLJ3-001 and
NL3-001 loci suggests that multiple TSGs involved in

different malignancies are located very near this markers.

Precise mapping of 15 independent HDs in the LUCA
allowed us to establish the smallest HD region in 3p21.3C
located between D3S1568 ( gene) and D3S4604
( gene). This region contains 17 genes.

Mapping of 19 HDs in AP20 region resulted in the
localization of the minimal region to interval flanked by
D3S1298 and D3S3623 markers. Only 4 potential candidates
have been discovered in this interval, namely ,

, and which need to be analysed.
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Localization, identification of oncogenes and tumor suppressor genes (TSGs) and their expression are fundamental
for understanding the difference between normal and malignant tissues.

is the most effective method for the identification of genomic DNA deletions, duplications,
amplifications and evaluation of gene expression level.
Real-Time PCR

Lung cancer cell lines: real-time PCR data

Comparison of real-time PCR and Southern blot analysis data


