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In this study, in order to identify genes or gene sets that are associated with
cognitive function or intelligence, we planned to perform behavioral, gene expression, and genomic
analyses using_inbred or _outbred mice, gene expression, DNA methylation, and genomic analyses using
monozygotic twin pairs discordant for 1Q scores, genomic analysis of patients with mental retardation,
and gene expression analysis of chimpanzee and human brains. We found several genes and gene sets as
candidates for cognition-associated molecules and pathways by the studies of inbred mice and discordant
monozygotic twins. We also found mutations in the several genes of the mental retardation patients that
are known to cause the disease, and some other genes as candidates for the disease-causative genes.
Further investigations are required to understand the molecular mechanisms underlying cognitive function.
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