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Toward the development of a rapid DNA polymorphism analysis system
compatible with next-generation DNA sequencers, important markers and indicators were developed for
the human mitochondrial genome, Y chromosome, and gender estimation. In addition, DNA polymorphism
analysis technologies were developed for species other than humans, including microorganisms. The Y
chromosome haplogroup estimation and human sex identification methods proposed in this project are
characterized by the fact that they are faster than conventional methods by targeting short
sequences and are robust to sequencing errors and variations in genome coverage.
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Makers library : NRY-SNPs + padding region
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