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We introduced next generation sequencers, and developed various tools and
algorithms for genome informatics to analyze data generated by next generation sequencers. These
facilities and genome informatics are shared by the researchers in this research project.To establish
reference genome sequence of Japanese genome, we developed a new algorithm employing long reads obtained
using the Pacific Biosciences sequencer along with error correction using short reads obtained using
HiSeq sequencers. This algorithm facilitated detection of structural variations. To detect expanded short
tandem repeats that are frequently associated with neurodegenerative diseases, a new algorithm to detect
expanded short tandem repeats was debeloped, which was shared by the researchers in this research
project.
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