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Analyses of genomic structure of gene amplification regions in human cancer cells an
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In general, it happened apparently that a variety of gene amplification and deleti
on may interfere its expression and regulation. In the present study, | applied FISH technique to detect
how the NOTCH3 gene is amplified in a mammary gland ductal carcinoma cell line of HC1143 and to make it na
rrow down a possible amplified genomic region commonly found in two of cell lines derived from primary eff

usion lymphomas. As a result, amplification of NOTCH3 gene was certified in HC1143 cells and a possible a
mplified region was narrowed down within the 1025 region in PEL cell lines. However, disease causing cand
idate genes are not yet identified.
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