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Exhaustive discovery of disease related variants by the construction of
integrated analysis methods of microsatellites from genome data
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There exist a number of association studies for single nucleotide variants
on SNP array data. On the other hand, there exist not so many studies for analyzing the association
of repeat number polymorphisms on microsatellites due to the limited accuracy of existing methods
for analyzing genome data on microsatellites. In this study, we developed a method estimating repeat

numbers of microsatellites from sequencing data and an imputation method for repeat numbers of
microsatellites in which the genealogy information is explicitly considered. For the purpose of
applying our developed methods to Japanese genome data, we also prepared the information of
microsatellite polymorphisms in Japanese from whole genome sequencing data, and constructed a
pipeline for the association studies that considers the knowledge essential for association studies
such as the knowledge for population structure.
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