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Evolutionarily conserved noncoding sequences (CNSs) were analyzed for whole

Eukaryotes, Amniotes, Hominoids, and Hominidae by comparing many genome sequences, and series of new
CNS characteristics were discovered (mainly conduced by Saitou). Repeat sequence evolution of New
World monkeys were analyzed (mainly conduced by Koga). Genomic structure of chimpanzee Rh blood
group ?ene region was analyzed (mainly conduced by Kitano). Whole-genome sequences of Mauritian
cynomolgus macaques and Tibetan macaque were analyzed (mainly conduced by Osada). Substitution type
mutation pattens were analyzed by using ENU-induced mice (mainly conduced by 0Ota). Gene annotation
of cynomolgus macaque genome was conducted (mainly conduced by lkeo). These studies deciphered
various facets of genome evolution, in particular, of primates.
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