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Employment Record

Associate Professor, Institute of Computing Technology, Chinese Academy of Sciences, May
2004 — present

Visiting Scholar, Post-doctoral Fellow, Department of Computer Science, University of
Waterloo, Apr. 2006 — July 2008.

Assistant Professor, Institute of Computing Technology, Chinese Academy of Sciences, Apr.
2001-Apr. 2004.

Education

Institute of Computing Technology, Chinese Academy of Sciences, Ph.D., 2001 (Advisors:
Guojie Li, Thesis title: Theory of Clustering/Classification and Their Applications in Text
Mining. )

Institute of Computing Technology, Chinese Academy of Sciences, Master, 1997 (Advisors:
Shuo Bai, Thesis title: SAT Problem: Theory and Algorithms.)

Shandong University, Department of Computer Science, B.Sc., 1994.

Teaching

CS6012 Algorithm design and analysis, Fall 2009.

Research Interests

Algorithm design and analysis, including SAT problem, information retrieval, and

Bioinformatics.

Honors and Awards

Sony Research Award, 2005.


http://www.bioinfo.org.cn/~dbu/Algo09/Algo09.htm
mailto:dbu@ict.ac.cn
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Book Chapter

[1] Consensus Approaches to Protein Structure Prediction. Chapter 5 in the book Machine Learning in

Bioinformatics, John Wiley & Sons, 2008



Recent Software Developments

o FALCON, an Ab Initio method for protein structure prediction. Ranked 3™ in the FR-H
category in CASPS

« PI, a database-searching  package for tandem mass  spectra. (See
http://bioinfo.ict.ac.cn/MSMS/ )



http://bioinfo.ict.ac.cn/MSMS/
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