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CURRENT POSITION

School of Biological Sciences, Seoul National University	  
Assistant Professor	 2019–present


Center for RNA Research, Institute for Basic Science	  
Research Fellow	 2014–present


EDUCATION

Seoul National University	  
Ph. D. in Biological Sciences	 2009–2014 
Dissertation: Transcriptome-wide analysis of poly(A) tail and RNA-protein interaction 
Advisor: V. Narry Kim, D. Phil.


Korea Advanced Institute of Science and Technology (KAIST)	  
M. S. E. in Bio and Brain Engineering	 2007–2009 
Thesis: Evolution of animal endogenous small RNAs by gene duplication mechanisms 
Advisor: Dongsup Kim, Ph. D.


Yonsei University	  
B. S. E. in Information and Industrial Engineering	 1998–2007


PROFESSIONAL EXPERIENCE

Seoul National University	  
Research Assistant Professor	 2014–2019


LinuxKorea, Inc.	 Seoul, Korea 
Software Developer, Solution Development Team	 2001–2005


SERVICE AND AFFILIATIONS

Python Software Foundation	 Oregon, USA 
Fellow	 2004–present


Python Development Team	 Oregon, USA 
Committer	 2002–present


The FreeBSD Project	 Colorado, USA 
Committer	 2001–2010


AWARDS

Yumin Awards in Science 
Yumin Cultural Foundation, Korea	 2020


Minister’s Commendation for the Advancement of the Korean Software Industry 
Ministry of Information and Communications, Korea	 2007 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* Marked authors contributed equally.
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