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PERSONAL DETAILS

Gender: Male
Date of birth: May 8, 1966
Citizenship: Taiwan

EpucaTioN

10/1984-06/1988  B.S., Department of chemistry, National Taiwan University, Taipei, Taiwan.

01/1992-10/1996  Ph.D., Department of chemistry, McGill University, Montréal, Québec, Canada.

Specialization: NMR spectral analysis, protein structure determination, cheminfor-
matics

Thesis: Development of Computer-Assisted Resonance Assignment Methods for Protein
Heteronuclear 3D NMR Spectra

Supervisor: Prof. B. C. Sanctuary

EMPLOYMENT

02/1997-08/1999  Postdoctoral fellow, Rowland Institute at Harvard, Harvard University, Cambridge,
Massachusetts, USA. (http://www.rowland.harvard.edu)
Supervisor: Dr. Jeft C. Hoch

Specialization: NMR spectral analysis, distributed parallel programming

01/2000-11/2000  Research fellow, Bioinformatics division, Biomedical Engineering Center, Industrial

Technology Research Institute. ( LB 7T AL B O AW &R )
Principle Investigator: Dr. Adam Yao (Wk3CE1# 1)

Specialization: pairwise sequence homology comparison, PC/workstation cluster
computing
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11/2000-09/2001  Bioinformatics project manager, DigiGenomics Inc., Taipei, Taiwan. (%X Zf5%!
HiAH])
Specialization: management of biological database, sequence annotation, DNA
microarray

12/2001-present  Research Scientist and Team Leader, Bioinformatics Institute, Singapore.

07/2003-present  Adjunct assistant professor, Department of biochemistry, National University of
Singapore.

RESEARCH INTERESTS

Non-coding RNA: microRNAs and their targets; phylogenetic footprinting and gene regulation by cis-
and frans-acting RNA interactions; antisense transcripts as regulators of alternative splicing.

Protein functional analyses: protein family classification and functional prediction using amino acid
properties (opposed to using homology comparison) and signal processing techniques.

Mutation analysis: determine a missense mutation in amino acid level is deleterious or not; connection
between single nucleotide polymorphism and protein function.

Transcription factor binding sites: ab initio discovery of transcription factor binding sites using DNA-
protein binding models and machine learning techniques.

Distributed Parallel Computing: MPI programming and its application to bioinformatics applications

TEACHING EXPERIENCES

Computational biology 1 and 2: master level one year course, subjects include pairwise alignment, mul-
tiple alignment, profile analysis, hidden Markov models, computational gene findings, molecular
evolution, building phylogenetic trees, protein-protein interactions.

(http://web.bii.a-star.edu.sg/ kuobin/lectures/)
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Bioinformatics, 2004, 20, 2572-2578.

G-PRIMER, a greedy algorithm for selecting minimal primer set, Jiren Wang, Kuo-Bin Li, and
Wing-Kin Sung, Bioinformatics, 2004, 20, 2473-2475.

From genomes to drugs with bioinformatics, Kuo-Bin Li, in Novel compounds from Natural Products
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