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CURRICULUM VITAE 

CHENG LI 

Date: April 8, 2008 

 

PERSONAL DATA 

Homepage:   http://biosun1.harvard.edu/~cli/  

Email:    cli@hsph.harvard.edu  

Phone:   617-632-3498 

Mailing address: Department of Biostatistics and Computational Biology 

Dana-Farber Cancer Institute (DFCI) 

  375 Longwood Ave. Boston, MA, 02215 

Place of birth:   Bole, Xinjiang, China 

 

EDUCATION AND TRAINING 

 

Date  Degree/Title  Discipline Institution 

2001 – 2002 Research Fellow  Computational Biology Harvard School of Public Health/DFCI 

1997 – 2001 Ph.D. Statistics University of California, Los Angeles 

1991 – 1995 B.S.  Math/Computer Science Beijing Normal University, China 

 

ACADEMIC APPOINTMENTS  

 

Dates Title  Department  Institution 

2002 –  Assistant Professor Biostatistics Harvard School of Public Health/DFCI 

1995 – 1997 Asst. Administrator Academic Office  Beijing Normal University 

 

PROFESSIONAL SERVICES  
 

External  
 
1. Associate editor, “IEEE/ACM Transactions on Computational Biology and Bioinformatics”, 

January 2006 –. 
 

2. Member, Program Committee 
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o “Conference on Emerging Design and Analysis Issues in Genomic Studies in 
Population Sciences”, HSPH Biostatistics, October, 2007 

o “Computational Systems Bioinformatics Conference (CSB2006)”, August, 2006. 

o “The 2003 Affymetrix GeneChip Microarray Low-Level Workshop”, August 7-8, 2003, 
UC Berkeley. 

 
3. Member, NIH review panel for RFA 

o “Genomics of Transplantation Cooperative Research Program”, December 19-21, 2005. 

o “Research Centers of Excellence in Pediatric Nephrology”, April 3, 2007 (remote 
review) 

 
Internal 

 
1. Member, Department committee of Biostatistics, HSPH 

o Webpage committee, 2003-04, 06-08 (as chair) 

o Diversity committee, 2005, 07 

o Teaching effectiveness committee, 2004-05, 07  

 
2. Member, Advisory Committee, HSPH Bioinformatics Core,  2004 – 
 
3. Member, Biostatistics consulting group, DFCI microarray core facility, 2002 –  
 
 

HONORS  
 

1. Sino-American Pharmaceutical Professionals Association (New England) Contribution Award. 
December, 2003 

  

MAJOR RESEARCH INTERESTS 

 

I am interested in computational and statistical methods in microarray analysis of gene expression, 

genome alterations, and genetics, with the goal of contributing to understanding complex human 

diseases or traits such as cancer and aging.  

 I am also dedicated to developing and maintaining the user-friendly and free microarray 

software dChip, which provides many analysis and visualization methods for gene expression and 

SNP microarray data. New analysis methods are constantly developed and tested in dChip through 

collaborative projects and then provided for broader use. 
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RESEARCH SUPPORT 
 

1. 2008 – 2011, NIH 1R01GM077122, PI, “dChip: Analysis and Visualization of Oligonucleotide 
Expression and SNP Arrays” ($175K direct cost per year) 

 
2. 2004 – 2006, Claudia Adams Barr Program in Cancer Research, PI, "Developing analysis 

methods and software for oligonucleotide SNP microarrays", $96K/year for two years.  
 
3. 2003 – 2004, Friends of Dana-Farber Cancer Institute, PI, "Developing analysis methods and 

software for SNP microarrays", $44K for one year. 
 
 

TEACHING EXPERIENCES 

 

Date  Course  Institution Experience 

Fall 2007  Stat. Comp. Environ.  Dept. of Biostatistics, HSPH  Lecturer 

Spring 2004  Computational Biology  Dept. of Biostatistics, HSPH  Lecturer 

Spring 2003  Computational Biology  Dept. of Biostatistics, HSPH  Participant 

 

Date  Student/Postdoc  Institution Experience 

2004 – 07 Patrick Loerch Dept. of Biostatistics, HSPH Ph.D. thesis advising 

2002 – 06 Yu Guo Dept. of Biostatistics, HSPH Ph.D. thesis advising 

2002 – 04 Ming Lin Dept. of Biostatistics, HSPH Ph.D. thesis co-advising 

2001 – 04 Xuemin Fang Dept. of Biostatistics, HSPH Ph.D. thesis co-advising 

2007 – Jie Hu Dept. of Biostatistics, HSPH Research project advising 

2005 – 06 Xi Deng Dept. of Biostatistics, HSPH Research project advising 

2004 – 05 Evan Johnson Dept. of Biostatistics, HSPH Research project advising 

2002 – 04 Ryung Kim Dept. of Biostatistics, HSPH Research project advising 

2001 – 03 Sheng Zhong Dept. of Biostatistics, HSPH Research project advising 

2004 Santhoshi Bandla Northeastern University Research project advising 

2004 – 05 Yuhyun Park Dept. of Biostatistics, HSPH Postdoc co-advising 

2003 – 04 Igor Leykin Dept. of Biostatistics, HSPH Postdoc co-advising 

2004 – 05 Yunyu Zhang DFCI/Harvard-MIT HST M.S. thesis co-advising 

 

Member of oral exam or thesis committees for other Ph.D. students: Elizabeth Whalen (2004 – 06), 

Natasa Rajicic (2004 – 06), David Engler (2005), Beiying Ding (2004)  
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PRESENTATIONS 
 

Conferences, Workshops and Seminars  
 
1. San Antonio Cancer Institute, University of Texas Health Science Center, March 27, 2008 
 
2. Biogen Idec, Cambridge, MA, February 1, 2008 
 
3. Department of Bioinformatics, M.D. Anderson Cancer Center, September 17, 2007 
 
4. "International Conference on Bioinformatics", Zhejiang University, Hangzhou, China, June 11-

14, 2007. 
 
5. Center for Statistical Sciences, Brown University, March 19, 2007 
 
6. Department of Biostatistics and Computational Biology, University of Rochester Medical 

Center, November 2, 2006. 
 

7. Department of Biostatistics, University of Michigan School of Public Health, October 5, 2006. 
 

8. The 4th International Bioinformatics Workshop. Central South University, Changsha, China. 
June 10-12, 2006. 

 
9. Laboratory of Disease and Health Genomics, Chinese National Human Genome Center at 

Shanghai, China. June 9, 2006. 
 

10. Department of Statistics, University of California, Riverside, May 9, 2006. 
 

11. Hartwell Center for Bioinformatics and Biotechnology, St. Jude Hospital, Memphis, April, 
2006. 

 
12. The 7th Annual Affymetrix User Group Meeting, Chicago, May 19, 2004. 
 
13. International Conference on Analysis of Genomic Data, Boston, May 10-11, 2004. 
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14. MSRI workshop on "Genetics of Complex Disease", UC Berkeley, February 12, 2004. 
 
15. Feinstone Symposium on "Analysis and Integration of Microarray Data", University of 

Memphis, June 12, 2003. 
 
16. Affymetrix Inc. Santa Clara, CA, March, 2003. 
 
17. NCI Annual Director's Challenge Investigators Meeting, Bethesda, MD, November, 2002. 

 
18. Joint Statistical Meeting, Invited session on "Analysis of Microarray Data", New York, August 

11, 2002. 
 

19. NCI "Applications of Bioinformatics in Cancer Detection" workshop, Bethesda, MD, August 
6-7, 2002. 

 
20. GeneLogic workshop on "low-level analysis of Affymetrix data". Bethesda, MD, November 19, 

2001. 
 

21. "DNA Microarray: Principals and Biotechnological Applications" Workshop, UCLA, 
September, 2001. 

 
22. International Chinese Statistical Association, Applied Statistics Symposium, Chicago, June 7, 

2001. 
 
23. UCLA IPAM Functional Genomics program: "Mathematical and Statistical Challenges from 

Computational Biology", Lake Arrowhead, CA, December 11, 2000. 
 

24. Joint Statistical Meeting, Invited session on "DNA Expression Arrays". Indianapolis, August 
17, 2000. 

 
25. Workshop on microarray technology, National Institute of Standards and Technology, 

Gaithersburg, MD, June 2000. 
 

Courses 
 

26. Affymetrix 500K SNP Array Data Analysis Workshop, The Broad Institute of MIT and 
Harvard, September 22, 2006. 

 
27. Mini-Course on SNP analysis, HSPH Bioinformatics Core, Boston, May 26, 2006. 
 
28. Course on "Advances in Genome Technology and Bioinformatics", Marine Biological 

Laboratory, Woods Hole, MA, October, 2005. 
 
29. Microarray Short Course, University of Memphis, June 7-10, 2003 
 
30. Short course on "Applications of Statistics to Genomics", Department of Biostatistics, HSPH, 

January, 2002. 


