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RESEARCH INTERESTS

My research focuses on precise statistical methods to implement efficient selection in animal and

plant field and development of software for large-scale data analysis. My recent studies are for

statistical approach to combine heterogenous data and genomic analysis using time-series data.
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Hokkaido Holstein Agricultural Association, Sapporo, Hokkaido, Japan
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Research scientist of animal breeding and genetics in dairy cattle

Visiting scholar of Virginia Polytechnic Institute and State University,

Blacksburg, Virginia, US (Dr. Gota Morota)

Iwate University, Morioka, [wate, Japan

® Ph.D. in Agricultural Science

® Thesis: “A series of studies to obtain the accurate genetic evaluations on
economic traits of Japanese dairy cattle”

® Adviser : Prof. Mitsuyoshi Suzuki
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® M.S. in Animal Science
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