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Abstract

<P=>Using Affymetrix U133A oligonucleotide microarrays, screening was
done for genes that were differentially expressed in gastric cancer (T) and
normal gastric mucosa (C), and their chromosome location was
characterized by bioinformatics. A total of 270 genes were found to have a
difference in expression levels of more than eight times. Of them 157 were
up-regulated (Signal Log Ratio [SLR]=3), and 113 were down-regulated
(SLR<-3). Except for, four genes with unknown localization, a vast majority
of the genes were sporadically distributed over every chromosome.
However, chromosome 1 contained the most differentially expressed genes
(26 genes, or 9.8%), followed by chromosomes 11 and 19 (both 24 genes,
or 9.1%). These genes were also more likely to be on the short-arm of the
chromosome (q), which had 173 (65%). When these genes were classified
according to their functions, it was found that most (67 genes, 24.8%)
belonged to the enzymes and their regulators groups. The next group was
the signal transduction genes group (43 genes, 15.9%). The rest of the top
three groups were nucleic acid binding genes (17, 6.3%), transporter genes
(15, 5.5%), and protein binding genes (12, 4.4%). These made up 56.9% of
all the differentially expressed genes. There were also 50 genes of
unknown function (18.5%). Therefore it was concluded that differentially
expressed genes in gastric cancer seemed to be sporadically distributed
across the genome, but most were found on chromosomes 1, 11 and 19.
The five groups associated genes abnormality were important genes for
further study on gastric cancer.</P>
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