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WEFE R S OMEZE (3£3C) : We determined SNP/CNV haplotype structures by analyzing 100
complete hydatidiform moles from Japanese subjects via high—density DNA arrays. The
obtained haplotype is useful as a reference for the haplotype structure of Japanese
population. Furthermore, using SNP/CNV information, we analyzed one lung cancer sib—pair
by whole—exome sequencing, and identified a causative CHEK2 mutation that makes the
functional protein unstable
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