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Stanford Genome Technology Center E-mail: wangcl@stanford.edu
Palo Alto, CA 94304 USA WWW: www.genome.uab.edu/chunlin

Research
Interests

Metagenomics, sequence analysis on next-generation sequencing platform, comparative genomics,
graph theory for protein interaction network and gene regulatory network, molecular evolution,
machine-learning methods for modeling functional motifs, parallel computing.

Education University of Alabama at Birmingham, Birmingham, Alabama USA
Department of Microbiology

Ph.D. August 2005

• Dissertation Topic: ”Molecular Evolution and Genomic Analysis of Poxviruses”
• Advisor: Dr. Elliot J. Lefkowitz

Shanghai Institute of Biochemistry, Academia Sinica, Shanghai, P.R. China

Ph.D. Candidate, Molecular Biology, September 1996 (drop out on May 2000)

• Dissertation Topic: ”Exploration of Hepatitis C Virus E2 Protein as Vaccine Candidate”
• Advisor: Professor Guangdi Li

Nanjing University, Nanjing, P.R. China
Department for Intensive Instruction of Fundamental Sciences

B.S., Biochemistry, July 1996

Academic
Experience

Stanford University, Stanford, California USA

Research Associate October, 2007 - Present
Metagenomics; computational and statistical methods on analyzing next-generation sequencing data;
computational analysis viral metagenomic data; genome sequencing microbials for biofuel produc-
tion, molecular evolution on viruses.

Stanford University, Stanford, California USA

Postdoctoral Researcher October, 2006 - October, 2007
Computational and statistical methods on analyzing pyrosequencing data; computational methods
detecting similarity between distantly related sequences; molecular evolution on viruses.

Lawrence Berkeley National Laboratory, Berkeley, California USA

Computational Scientist Postdoctoral Research Fellow November, 2005 - October, 2006
Graph theory (transitivity closure and clique finding) modeling protein interaction complex; machine-
learning techniques for predicting functional motifs in prokaryotic and eukaryotic genome sequences,
including small function RNA genes, regulatory motifs for gene expression and splice site.

University of Alabama at Birmingham, Birmingham, Alabama USA

Postdoctoral Research Fellow August 2005 - November 2005
Research in molecular evolution and covariant sites in RNA virus genome sequences

University of Alabama at Birmingham, Birmingham, Alabama USA

Graduate Student August 2000 - August 2005
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Patent
Application

Wang C, Gharizadeh B and Ronaghi M: Enrichment of target sequences with conserved sequence
motif probes and probe design algorithm (Stanford Docket Number = S08-086)

Wang C, Gharizadeh B, Babrzadeh F and Ronaghi M: Targeting sequences sequencing (Stanford
Docket Number = S08-102)

Papers in
preparation

Wang C, Babrzadeh F, Jalili R, Stambuk B, Shafer R, Ronaghi M, Davis RW, Gharizadeh B:
Diploid genome sequencing and comparative analysis of a fuel-ethanol fermentative saccharomyces
cerevisiae strain CAT-1

Wang C, Ding CHQ, and Holbrook SR. Dissecting Protein Interaction Networks With A Robust
Algorithm.

Wang C, Sanders M. C., Yang Q., Schroeder H., Wang E., Babrzadeh F., Gharizadeh B., Davis
R., Myers R., Hudson J., Han J. High throughput sequencing reveals a complex pattern of dynamic
interrelationships among human T cell subsets (Submitted to Nature).
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biology. The XIIIth International Congress of Virology, San Francisco, July 23-28 2005.
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(PGAS). The XIIIth International Congress of Virology, San Francisco, July 23-28 2005.



Wang C and Lefkowitz EJ., Detection of Vaccinia Virus Promoters Using Interpolated Context
Models. The 13th Annual International conference on Intelligent Systems for Molecular Biology
(ISMB 2005), Detroit, Michigan, June 25-29, 2005

Wang C and Lefkowitz EJ., Refinement of Genomic Sequence Multiple Alignments using a Ge-
netic Algorithm. The ASM Conference on Functional Genomics and Bioinformatics Approaches to
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Poxvirus and Iridovirus Conference, Keble College, Oxford, England September 3-8, 2004.
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Professional
Experience

Consultant on poxvirus genome annotation May, 2005 - November, 2005
Carried out consultant project on annotating two vaccine strains of poxvirus genomes for Therion
Biologics Corporation. http://www.therionbio.com/

Consultant on ultra-deep sequencing detect drug-resistant June, 2008 - August, 2008
Analyzed 454 sequence data for HCV, HIV drug-resistant mutations for Monogram Biosciences, Inc.
http://www.monogrambio.com/

Computer Skills • Languages: C/C++, Java, Perl, Python, Matlab, Unix shell scripts, some experience with sta-
tistical package like R, extensive use of MPI library, Java JFC/Swing library.

• Applications: Extensive experience with many Bioinformatics tools (BLAST, HMMer, PAUP,
Clustalw, Vienna RNA package, phylip phylogenies package, GCG package), LATEX, database,
Microsoft office package, Adobe graphics tools, gnuplot.

• Algorithms: Experience programming hidden markov model, interpolated context model, support
vector machines, genetic algorithms. Familiar with most artificial intelligence algorithms.

• Operating Systems: Unix/Linux, Windows, MAC OS X, Linux cluster

Accomplishments • Developed a generic wrapper application optimizing most sequence database searching applica-
tions using Linux clusters (C/C++, parallel programming).

• Developed a genetic algorithm in parallel mode to improve the quality of multiple alignments of
genome sequences (PERL, BioPerl, parallel programming).

• Developed genome sequence comparison viewer displaying comparison information of multiple
genomes of varying phylogenetic distances, in various scales (JAVA GUI application).

• Developed interpolated context models (ICMs) to predict functional DNA motifs (Implemented
in PERL).

• Developed an accurate, integrated poxvirus-specific gene prediction and genome comparison plat-
form (including a JAVA GUI application).

• Unveiled the reductive process behind poxvirus evolution using comparative genomics approach.
• Developed the PSoL application to predict functional sequence motifs (Implemented in Python)
• Developed the BCD algorithm to decompose protein interaction network (Implemented in Python)
• Developed the Milu algorithm to decompose protein interaction network (Implemented in Python)
• Developed a set of computational and statistical tools to analyze pyrosequencing data.
• Developed a novel statistical platform combining weak BLAST hits to predict new viral sequences.
• Familiar with HPC (High Performance Computing) with hands-on experiences on software de-

velopment, hardware installation.


