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A Gene-list identification Methology on the Initial Stage of Genome Project
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To predict and analyze genes, many methods and
tools are already developed in Bioinformatics field
which is being more important in future. And
many biologists have now performed the research
with them. Although it is possible to identify gene
and to analyze its function efficiently without
experimental methods, it is still hard work. In this
paper, we propose a method that make gene list on
the initial stage of Genome project. 1t is difficult to
obtain detailed gene list in the initial stage of
Genome project. but proposed system provides
gene information as much as possible even in the
initial stage.
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