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Email: tspark@stats.snu.ac.kr

Position: Professor
Institution: Seoul National University

Location: 1 Gwanak-ro, Gwanak-gu, Seoul, 08826

Education:
1980 - 1984, B.S., Department of Computer Science and Statistics

Seoul National University, Korea
1984 - 1986, M..S., Department of Computer Science and Statistics
Seoul National University, Korea
1986 - 1990, Ph. D., Department of Biostatistics, University of Michigan, USA

Dissertation: Estimation of Nonresponse Models for Categorical Data

Representative Careers:

Professor 2001. 10 — present
Chair 2007.9 —2009. 8
Department of Statistics

Seoul National University, Korea

Fellow

American Statistical Association(ASA) 2018.8- present

Director
National Creative Research Laboratory of Bioinformatics and Biostatistics
Seoul National University, Korea 2012.5-2016.2

Visiting Professor
Department of Biostatistics
University of Washington 2009.9-2010. 8



Specialty & Present Interest:
DNA Microarray Data Analysis, Genetic network DNA, Statistical Genetics, Gene-Gene interaction analysis

Missing Data Analysis, Repeated Measures Data and Longitudinal Data Analysis
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