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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



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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