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We have participated in the international human
genome project and published a paper on the completion of
the human genome sequence in October 2004. We played
major roles in the analysis of chromosome 21, 11, and 18
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and we found (for the first time) the existence of an ex-
tremely gene poor region called the “Gene-desert”. We
have also developed a highly reliable gene prediction sys-
tem named “DIGIT” and we predicted nearly 8000 new
genes from the completed human genome sequence. As
well, we constructed human-chimpanzee BAC comparative
map to identify human specific genotypes. For further un-
derstanding of the genetic difference between humans and
the chimpanzee, we have sequenced chimpanzee chromo-
some 22 (the counterpart of human chromosome). The
data showed the base substitution rate of 1.44% and also
the existence of nearly 68000 insertion/deletion between
both genomes.
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