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Treatment strategy of pancreatic cancer based on genome-wide profile

Hirono, Seiko
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We identified specific copy number variants and heterogenous deletion for
pancreatic cancer by GeneChip Mapping array 100K and expression profile by GeneChip Human Genome U133
plus 2.0 array, using DNA and RNA extracted from harvest the pancreatic cancer cells by microdissection.
We identified 6 regions, including Ch 9p21.3, Ch 18¢g21.1, of homozygous deletion, and many regions of
heterogenous deletion. The RNA expression of CDKN2A gene, which is located in Ch 9p21.3, and SMAD4, which
is located in Ch 18921.1, were none in homozygous deletion samples. However the RNA expression of these
genes were various in heterogenous deletion samples. We also identified some specific amplification
regions and we found that the RNA expression of the genes which is located in these regions increased in
amplification samples, compared to other samples.
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