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Molecular cytogenetic study of chromosomal amplification in oral cancer
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The aim of this study is to investigate the biological role of chromosomal
amplification in chromosome 8, and 11 and to clarify the genes canditating with amplification of these
chromosomal region with over-expression in oral squamous cell carcinoma (0SCC). We comprehensively
screened gene expression of 16 genes in 11ql3 and 8 genes in 8924.3. Three genes were identified as
candidate gene in 11gl3 and no gene associated in 8g24.3. The gene amplification correlated with the
over-expression in 1 of 3 genes in 11g13. Amplification of this gene was observed in 13 of 50 OSCC cases.
This result suggests that the gene relates with the development of 0SCC.
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