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+ 2009 - 2011 Health Researcher of the Dielectric Center, the Korea
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+ 2004 - 2006 Research Professor of the Department of Life
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genome-wide meta-analysis. Plos Medicine Sep 12. 14(9):e1002383 (2017)

A Low-Freguency Inactivating AKT2 Variant Enriched in the Finnish Population Is Associated With Fasting Insulin Levels and Type 2 Diabetes Risk.
Diabetes Jul:66(7):2019-2032 (2017)
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