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About

Any statistical and computational methods operate under the constraints imposed by the data
generating process. As such, I study how evolutionary processes shape statistical inference.

Current research topics:

« Evolutionary basis of statistical genetics
+ Random dynamical systems on manifolds

Education

University of Michigan, Ann Arbor
« Doctor of Philosophy, Department of Statistics (2024.9 -)

Seoul National University
« Bachelor of Mathematics, Department of Mathematical Sciences (2017.3 - 2023.8)
+ Doctor of Medicine, Department of Medicine (2016.3 - 2023.8)

Professional Service

Peer Review

« International Journal of Epidemiology
« Nature Communications

« Genetics (GSA)

« HGG Advances

« BMC Medical Research Methodology
« NAR Genomics and Bioinformatics

« Bioinformatics Advances

Publications
* denotes equal contribution.
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Rapid approximation of principal components from large pedigrees. Genetics Selection Evolution,
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