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Professional Experiences
7/2006-present Assistant Professor

Department of Internal Medicine
Roy J. and Lucille A. Carver College of Medicine, University of Iowa

4/2006-present Visiting Scholar
Department of Statistics, Stanford University, Prof. Wing Wong.
Department of Developmental Biology, Stanford University, Prof. Matthew Scott.

9/2001-4/2006 Graduate Research Assistant
Molecular Biology Institute, University of California Los Angeles, Prof. Christopher Lee.

1/2000-7/2001 Undergraduate Research Assistant
School of Life Sciences, University of Science and Technology of China, Prof. Jing Liu.

Education
2001-2006- Ph.D. Molecular Biology, University of California Los Angeles
1996-2001- B.S. Molecular and Cell Biology; B.E. Computer Science and Technology
             University of Science and Technology of China

Awards
2006 Finalist, Walter M. Fitch Prize, Society for Molecular Biology and Evolution
2005 UCLA MBI Amgen Dissertation Award
2005 UCLA Dissertation Year Fellowship (2005-2006)
2005 RNA Society Student Fellow Award (Travel Fellowship to ISMB2005)
2003 Outstanding Poster Award, 25th UCLA MBI Arrowhead Research Conference

Research Interests
- Pre-mRNA Splicing and Alternative Splicing
- Comparative and Evolutionary Genomics
- Microarray Data Analysis
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Conferences and Professional Presentations
2006.1   -   Evidence of functional selection pressure for tissue-specific alternative splicing events, Poster, UCLA-
IPAM Workshop on Sequence Analysis toward Systems Biology
2006.1   -   A genomic view of alternative splicing: How alternative splicing helped build the genomes and
proteomes. Invited Talk, Stanford University, Palo Alto, CA
2005.9   -   Alternative splicing and genome evolution. Invited Talk, Fudan University, Shanghai, China

2005.8   -   RNA alternative splicing as an evolutionary strategy. Invited Talk, Institute of Genetics and
Developmental  Biology, Chinese Academy of Sciences, Beijing, China

2005.6   -   Solving the isoform problem: a key connection between raw alternative splicing data and protein
functions. Invited Talk, Alternative Splicing SIG, ISMB2005, Detroit, MI



2005.4   -   From genome-wide discoveries of alternative splicing to understanding its impact on the entire
proteome. Invited Talk, Experimental Biology 2005, San Diego, CA
2004.10 -   Alternative splicing opens neutral paths for evolution, Poster, 2004 NAS Sackler Colloquia on
Bioinformatics , Irvine, CA
2004.5   -   Alternative splicing and human proteome diversity, Invited Talk, 2004, IPAM Proteomics Symposium,
Los Angeles, CA
2004.2   -   Inferring full-length transcript and protein isoforms from fragmentary sequence data, Poster, 2004
Gordon Research Conference on Structural , Functional and Evolutionary Genomics, Ventura, CA
2004.1   -   Widespread production of novel soluble protein isoforms by alternative splicing removal of
transmembrane anchoring domains, Poster, 2004 Pacific Symposium of Biocomputing, Big Island, HI
2003.10 -   Reconstructing human transcriptome by multi-assembly of human expressed sequences, Poster, 25th

UCLA MBI Arrowhead Research Conference, Lake Arrowhead, CA

Societies
Member of the International Society for Computational Biology
Member of the RNA Society
Member of the Sigma Xi Society
Member of the Society for Molecular Biology and Evolution

Academic Service
Reviewer for: Nucleic Acids Research, Molecular Biology and Evolution, BMC Genomics, Genome Biology,
PNAS, Bioinformatics, PLoS Computational Biology, PLoS Biology


