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Most important awards, prizes and academies

Society Prize (Kihara Medal), The Genetic Society of Japan (2005); Society Prize (Motoo Kimura
Medal), The Society of Evolutionary Studies, Japan (2004); The Gaetano Salvatore Gold Medal,
Stazione Zoologica, Anton Dohrn, Italy (2004); Science Award from Japan Science and
Technology Corporation (JST) (1997); Science Award from Hitoshi Kihara Memorial Foundation,
Japan (1995); Promotion Award from Japanese Society of Genetics (1987). Fellowships: Visiting
Research Fellow at Imperial Cancer Research Fund (ICRF) in London (1989); Fellow of American
Association for the Advancement of Science (AAAS) (2006). Academies and Professional
organisations: Foreign Honorary Member of the American Academy of Arts and Sciences (2006);
Member of the Pontifical Academy of Sciences (2007); Vice-Chairman, The International Society
of Molecular Evolution; Member, The American Society of Genetics; Member, The Society of
Molecular Biology and Evolution; Member, The Japanese Society of Genetics; Member, The
Japanese Society of Evolutionary Studies.

Summary of scientific research

He has worked extensively on the rates of synonymous and nonsynonymous substitutions,
positive selection, horizontal gene transfer, viral evolution, genomic evolution, and comparative
gene expressionics. In recent years he has focused on the evolution of the brain and of the
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Central Nervous System. He has contributed to the DDBJ/GenBank/EMBL international nucleotide
sequence database construction as well as the H-Invitational human gene database.
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