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Jinfeng Liu

Columbia University, New York, NY
Ph.D. (with distinction) in Pharmacology, 2004
M.Phil. in Pharmacology, 2002

University of Medicine and Dentistry of New Jersey, Piscataway, NJ
M.S. in Molecular Genetics and Microbiology, 1998

Peking University, Beijing, China
B.S. in Biochemistry and Molecular Biology, 1996

Dept. of Biochemistry & Molecular Biophysics/Center for Computational Biology
and Bioinformatics, Columbia University, New York, NY

Associate research scientist

Postdoctoral research scientist
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Developed a sequence based protein domain boundary prediction method using
neural network

Maintained target selection pipeline for Northeast Structural Genomics Consortium
Participated in functional annotation of mouse cDNAs project (FANTOM) headed
by RIKEN Institute, Japan.

Developed a support vector machine based method to distinguish coding and non-
coding RNAs.

Dept. of Pharmacology/Center for Computational Biology and Bioinformatics,
Columbia University, New York, NY
Thesis research for Ph.D. degree/Research Assistant

Characterized and compared genome-wide structural and functional features of
entirely sequenced genomes using various bioinformatics tools

Demonstrated functional importance of proteins with long regions without regular
secondary structures by analyzing evolutionary conservation and protein-protein
interaction patterns from large data set

Established automatic target selection procedure for structural genomics, selected
more than 12,000 target proteins for structural determination in Northeast Structural
Genomics Consortium

Built web based (HTML, PERL/CGI) Bioinformatics tools including a server for
predicting Non-Regular Secondary Structure (NORSp) and an SRS-based database
of Predictions for Entire Proteomes (PEP)

Participated in Methanosarcina acetivorans sequencing and annotation project
headed by Whitehead Institute (MIT) by providing annotation of transmembrane
proteins.

University of Medicine and Dentistry of New Jersey, Piscataway, NJ
Thesis research for M.S. degree/Research Assistant
Conducted research on cell cycle checkpoint control in fission yeast.
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Professional
Activities

Publications

Dissertation with distinction, Columbia University, 2004

Travel fellowship for The 10" International Conference on Intelligent Systems for
Molecular Biology, 2002

Columbia University Faculty Fellowship, 1998-1999

Rutgers University Departmental Fellowship, 1997-1998

Excellent Graduation Thesis Award of Peking University, 1996

Pratthana Life Science Scholarship, 1994

Peking University Scholarship, 1993

Member: International Society for Computational Biology
Member: New York Academy of Science

Member: programming committee, International Conference on Intelligent Systems for
Molecular Biology (ISMB), 2004-2003

Member: programming committee, European Conference on Computational Biology,
2005

Journal Reviewer: Nature Reviews Genetics; Bioinformatics; BMC Structural Biology;
ChemBioChem; Journal of Bioinformatics and Computational Biology; PLoS
Computational Biology; Proteins

President, Columbia University Medical Center Chinese Students & Scholars
Association (CUMC-CSSA), 2001
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