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EMPLOYMENT & TRAINING
e 2010 — Present. Staff Scientist, Epidemiology branch, National Institute of
Environmental Health Sciences, Research Triangle Park, NC
e Oct. 2004 — 2010. Research Fellow, Epidemiology branch, National Institute of
Environmental Health Sciences, Research Triangle Park, NC
e Jan. 2003 — Sep. 2004. Postdoctoral Research Associate, Computational Biology,
University of North Carolina at Chapel Hill, NC

EDUCATION
e 2002. Ph.D. in Biostatistics, Sun Yat-Sen University, Guangzhou, China
e 1999. M.S. in Biostatistics, Xinjiang Medical University, China
e 1996. M.D. in Public Health, Xinjiang Medical University, China

RESEARCH INTERESTS
e Genetic epidemiology
e Epigenetics
e Bioinformatics & statistical genetics
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Software or Web Tools (Peer-reviewed):
Freely available software and web tools I have developed for statistical analysis of
genomic datasets.

TAGster: a software package to select, evaluate and visualize LD tag SNPs for
single or multiple populations. Website:
http://www.niehs.nih.gov/research/resources/software/tagster. Written in Perl and
R.

mPopTag: a software tool to select or evaluate linkage disequilibrium (LD) tag
SNPs for multiple populations. Website:
http://www.niehs.nih.gov/research/resources/software/mpoptag. Written in Perl.
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SNPinfo: a web server for SNP selection and functional information. It can
comprehensively utilize computational, experimental and epidemiological
information together with genome wide association study (GWAS) results and
linkage disequilibrium (LD) information to prioritize SNPs for further genetic
mapping studies. Web address: http://www.niehs.nih.gov/snpinfo/.

Programs written for publications

LRmain.c: A modified code to perform permutation tests for marker regression in
correlated data. Written in C.

repPermu: To perform permutation test in repeated measure data of recombinant
inbred (RI) line. Written with SAS Micro.

Simuline: A simulation tool for evaluation of statistical methods. It can be used
to simulate marker genotype data from several experimental design (F2,
Backcross to P1, Backcross to P2, Recombinant Inbreed (RI1)) as well as
repeated measure data for these experimental designs. Written in C++.
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