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Abstract
Genome-wide association study analyzing high-throughput single-nucleotide-polymorphism markers provides a powerful approach to map disease susceptibility genes of complex disorders. We develop a two-stage association mapping method, which comprises a single-locus association scan at the first stage and a gene-based association scan at the second stage, to the identification of disease genes predisposing to complex disorders. The proposed method has good features in biological interpretation, statistical power, and multiple testing. The features are realized in the software “Gene-based association test (GBAT)”. GBAT was applied to analyze several large genomic data sets, and successfully identified functional genes involved in biological pathways.

