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We completed the human genome sequence in April
2003 as a member of the international consortium and
played major roles in the analysis of chromosome 21, 11,
and 18. Through these projects, we have also developed a
high-throughput sequencing pipeline as well as a highly re-
liable gene prediction system and we predicted nearly 8000
new genes from the completed human genome sequence.
In addition, we have recently completed the sequence of
chimpanzee chromosome22 to get insight into human evo-
lution. The aims of this team are to utilize our technology
and experiences in DNA sequencing for various genome
analysis on the requests of many groups and teams in the
GSC as well as those from outside of GSC. Indeed we have
constructed comparative maps of the Japanese monkey,
Medaka, a mouse of Japanese-origin, etc.
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