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System construction of progression risk assessments of early to advanced gastric
carcinomas by genomic copy-number profile

Sugihara, Hiroyuki
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Using basically irreversible genomic copy-number changes, we aimed to examine
continuity and discontinuity of genetic lineages between early and advanced gastric carcinomas (GCs) to
enable individual early stage lesions to be treated appropriately on the basis of progression risk
assessments. The genomic copy-number profile of each tumor sample, detected by array-based comparative
genomic hybridization, was classified bg hierarchical clustering. Our data obtained suggested that
early undifferentiated-type GCs inevitably progress to advanced stages; in differentiated-type GCs,
part of early GCs and large part of non-invasive neoplasms never become advanced; the risk of lymph
node metastasis is determined stochastically and difficult to predict in earlier stages. We also
extracted some genes, such as RXRB, that are useful in the prediction of progression risk.
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