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We have established the cost—effective and reliable pooling-based methods for genome—wide association
study. This method screens disease—associated regions by determining allele frequencies of SNPs in
pooled DNA first by microarray analysis and then by quantitative SSCP analysis. Using this method,
we detected many disease-related genes of systemic lupus erythematosus. We also determined
definitive haplotype consisting of SNPs and copy number polymorphisms by genotyping duplicated haploid genomes
of complete hydatidiform moles. This linkage disequilibrium information of Japanese genome has been made
available from “D-aploDB”.
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