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Psychiatric Genomics : Genetic Association Analysis Using Single Nucleotide
Polymorphism (SNP) and Copy Number Variant (CNV)

Masashi IKEDA

Department of Psychiatry, Fujita Health University School of Medicine

Recent advances in genomic analysis have provided revolutionary results for susceptibility
genes of complex diseases including psychiatric disorders. In this review, for better under-
standing of the results based on the genome-wide association study (GWAS), which is a main
stream in the genomic analysis, (1) the overview of single nucleotide polymorphism (SNP) and
copy number variant (CNV), and (2) the concept of the genetic association study are sum-
marized. This review also comprises a short summary for the recent results of psychiatric

genomics.
< Author’s abstract>
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