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Genome—wide association study for intracranial aneurysm was performed and identified four
loci with strong statistical values. Among them, we next focused on 9p21 region, which
is also associated with many phenotypes including cardiac infarction. About 250 Mb region
was sequenced by next generation sequencers and several SNPs were identified with strong
statistical significance. We also performed exome analyses to identify rare variants
that explain the pathogenesis of IA in some patients.
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