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Development of the integrated technologies to analyze genomic bases of
individuality

Fujiyama, Asao

33,900,000

This research project aims to establish technological bases to understand genomic
characteristics of individual cell and body. The research group is one of the internationally recognized
top-rate genome centers. The major finding of this research project is that the actual mutation rate is
measured through large-scale genome analysis of chimpanzee parent-child trio and highly sophisticated
bioinformatics. In addition, genomic characteristics of Japanese macaque (snow monkey) has also been
decoded including establishment of the new reference genome sequence of the species.
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