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CURRICULUM VITAE

Name: Leping Li

Education:
1987 - B.S. Medicinal Chemistry, Shanghai Medical University, P.R. China.
1994 - Ph.D. Medicinal Chemistry, The University of North Carolina at Chapel Hill

(UNC-CH), Chapel Hill, NC.

Brief Chronology of Employment:

2003-current:

Principal Investigator, NIEHS

2000 - 2003: Research Fellow, NIEHS.

1998 - 2000: Staff Scientist, National Institute for Occupational Safety and Health,
Morgantown, WV, 26505 (duty station: NIEHS).

1995 - 1998: NIH IRTA Postdoctoral Fellow, NIEHS.

1994 - 1995: Postdoctoral Fellow, Department of Chemistry, UNC-CH.

1992 - 1994: Graduate Research Assistant, UNC-CH.

1987 - 1989: Graduate Research Assistant and Undergraduate Teaching Assistant, Shanghai
Medical University, Shanghai, P.R. China.

1989 - 1991 Undergraduate Laboratory Teaching Assistant in Phar52L, School of Pharmacy,

UNC-CH.

Awards and Honors:

NIH Award of Merit, 2003

NIH IRTA Postdoctoral Fellowship, 1995-1998, NIEHS.

Annual Academic Scholarship, Shanghai Medical University, Shanghai, P.R. China.
1982-1989.

Rong-Lin distinguished student award, Shanghai Medical University, Shanghai, P.R.
China, 1987.

Distinguished student of the Higher Education Bureau of the City, Shanghai Higher
Education Bureau, Shanghai, P.R. China, 1984.

Teaching and Mentoring:
2005 summer: Summer discovery program (Connie Chen, Brandeis University)
2002-2005: IRTA predoctoral student dissertation advisor (Weichun Huang, NCSU
Bioinformatics Program)

2002-2004: IRTA postdoctoral student research advisor (Delong Liu)

2001-2002: IRTA predoctoral student dissertation advisor (Jun Lu, NCSU)
1999-2000:  Undergraduate thesis and research advisor (Kettering Univ., Michigan)
1989-1991: Teaching assistant in Phar52L, School of Pharmacy, UNC-CH
1986-1987:  Undergraduate Biochemistry Lab, Shanghai Medical Univ.

Academic Appointment:
Adjunct assistant professor in genomics, the Bioinformatics Program, North Carolina
State University (pending approval)
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Professional Activity:

Serve as a frequent reviewer for Bioinformatics.

US Patent Application:

3’-Methoxy-6-pyrroylinyl-2-phenyl-4-quinolone and 6-pyrroylinyl-2-phenyl-4-quinolone,

members of a group of compounds as potent anti-solid tumor agents, Kuo-Husing Lee,
Hui-Kang Wang, and Leping Li (US005571822A).
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Chem. Soc. Chem. Commun., 1991, 22, 1652.
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M.E., Petrovich, R.M., Bell, D.A., Eling, T.E., and Zeldin, D.C. Identification and
Functional Characterization of Polymorphisms in Human Cyclooxygenase-1 (PTGS1).
Pharmacogenetics and Genomics, accepted.

Publications in Proceedings:

1. Li, L.; Pedersen, L.G.; Darden, T.A. and Weinberg, C.R. “Class Prediction and

Discovery based on Gene Expression Data”, 2000, Atlantic Symposium on
Computational Biology, Genome Information Systems & Technology (http://www.
ee.duke.edu/CBGI/), Duke University, NC.

2. Li, L.; Pedersen, L.G.; Darden, T.A. and Weinberg, C.R. “Computational Analysis of

Leukemia Microarray Expression Data Using the GA/KNN Method”. Critical
Assessment of Techniques for Microarray Data Analysis (CAMDA'00 Conference)
(http://bioinformatics.duke.edu/ CAMDA/), 2000, Duke University, NC.

Invited Book Chapter:

1. Tropsha, A., Yan, Y., Schneider, S.E., Li, L., and Erickson, B.W. Relative free energies

of folding and refolding of model secondary structure elements in aqueous solution. In:
Peptides: Chemistry, Structure, Biology, Eds. R.S. Hodges and J.A. Smith, 1994, pp. 883.

2. Leping Li and Clarice R. Weinberg, “Gene selection and sample classification using a
genetic algorithm/k-nearest neighbors method”. In Understanding and Using
Microarray Analysis Techniques: A Practical Guide. Edited by Werner Dubitzky et al.,
Kluwer academic publishers.
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Recently Invited Talks/lectures:

1.

Li, L.; Darden, T.A.; Weinberg, C.R. and Pedersen, L.G “Gene assessment and sample
classification for gene expression data using a genetic algorithm/k-nearest neighbor
method”, 2000, CIIT, RTP.

. Li, L.; Pedersen, L.G.; Darden, T.A. and Weinberg, C.R. Critical Assessment of

Techniques for Microarray Data Analysis (CAMDA'00 Conference)
(http://bioinformatics.duke.edu/ CAMDA/), 2000, Duke University, NC.

. Li, L.; Pedersen, L.G.; Darden, T.A. and Weinberg, C.R. “Class Prediction and

Discovery based on Gene Expression Data”, 2000, Atlantic Symposium on
Computational Biology, Genome Information Systems & Technology (http://www.
ee.duke.edu/CBGI/), Duke University, NC.

. Li, L.; Weinberg, C.; Umbach, D. and Peddada, S. Testing for informative differences

between categories based on small samples and very high-dimensional gene expression
data. 2001, Research Triangle Institute, NC.

. Panel Discussion on Bioinformatics/Genomics, North Carolina Central University, April,

2002.

. Li, L. Pattern recognition. Bioinformatics class, North Carolina Central University,

September, 2003.

. Li, L. Gene function prediction based on motif patterns. NCSU Bioinformatics seminar

series, North Carolina State Univ., April, 2004.
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