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Abstract

<P>Oligonucleotide microarrays were used to study the
differences of gene expressions in high (H) and low (L)
metastatic ovarian cancer cell lines and in normal ovarian
tissues (C). Bioinformatics was used to identify novel genes
and their functions as well as chromosomal localizations. A
total of 409 genes were differentially expressed between the
high and low metastatic ovarian cancer cell lines. Of them, 271
genes were up regulated (Signal Log Ratio[SLR] =1), and 138
genes were down regulated (SLR<-1). Except one gene
whose location was unknown, all these genes were localized
randomly on all the chromosomes, with a majority of them
localized to Chromosomes 1, 6, 2, 17, 3, 5 and 11.
Chromosome 1 contained, 43 of them (10.7%), the most for a




single chro-mosome. A total of 264 genes (64.7%) were
localized on the short arm of the chromosome (q). Functional
classification showed that the 104 (25.4%) genes coding for
enzymes and enzyme regulators made up the largest
functional group, followed by signal transduction activity
genes (43, 10.5%), nucleic acid binding activity genes (42,
10.3%), and proteins binding activity genes (34, 8.3%). These
four groups accounted for 54.5% of all the differentially
expressed genes. In addition, the functions of 76 genes
(18.6%) were unknown. Tumor metastasis is the result of a
number of genes acting in concert. The four functional groups
of genes classified among these genes and their
abnormalities would be the focus of further studies on ovarian
cancer metastasis.</P>
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