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Curriculum Vitae

Speaker Name: Dongsup Kim, Ph.D.

» Personal Info

Name Dongsup Kim
Title Professor
Affiliation KAIST

» Contact Information
Address Department of Bio and Brain Engineering, KAIST, Daejeon
Email kds@kaist.ac.kr

Phone Number 042-350-4317

Research interest: Structural bioinformatics and computational drug development

Educational Experience

1989 B.S., Seoul National University
1991 M.S., Seoul National University
1998 Ph.D., Brown University, USA

Professional Experience

1998-2000 Post-doc research fellow, University of Pennsylvania
2001-2002 Post-doc research fellow, Oak Ridge National Lab
2003- Professor, Department of Bio and Brain Engineering, KAIST
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