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NGS analysis of a large genome cohort by deep learning
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i _This study is intended to identify the technical limitations of NGS, one of
the major genome analysis techniques for large-scale genome cohort and disease analysis, and to

overcome these limitations using state-of-the-art technologies such as deep learning. Under this
study, we focused on the bias due to population differences among the biases latent in the
resequencing method, a genome analysis method using NGS, and evaluated the performance of the
reference genome sequence JG1, which is optimized for the Japanese population to replace the
international reference genome constructed in the Human Genome Project. The results, together with
other results, were published in Nature Communications. I also gave several invited lectures.
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