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[Job]

Nov 2024 — Invited Faculty, Laboratory for Systems Genetics, RIKEN Center for Integrative

Medical Sciences

Oct 2024 — Assistant Professor, Department of Genome Informatics, Graduate School of

Medicine, The University of Tokyo

Oct 2024 — Invited Faculty, Department of Statistical Genetics, Osaka University Graduate
School of Medicine

Apr 2018 — Mar 2020 Japan Red Cross Medical Center (Junior Resident)
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Apr 2020 — Sep 2023 Ph.D. (Medicine), Department of Statistical Genetics, Osaka University
Graduate School of Medicine

Apr 2012 — Mar 2018 The University of Tokyo (B.S.[Medicine], M.D.)
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Jun 2024 — Japan Foundation for Applied Enzymology, Grants related to Cardiovascular
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Apr 2020 — Mar 2024 — Takeda Science Foundation Scholarship
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