Qualifications
· Ph.D. in Statistics
· 3+ years experience of statistical analysis, including statistical experiment design, general linear model, linear regression, categorical data analysis, survival analysis, Bayesian methodology, high dimensional statistical computing and simulations

· Worked on multiple large projects through collaboration, and highly motivated to perform  productively in a cross-functional team 
· Hands on experience with SAS, R, SPSS, Matlab, Excel and other statistical packages 
· Several first-authored articles in peer-reviewed journals and numerous conference  presentations
· Strong analytical and communication skills
Education
Ph.D. in Statistics
University of Florida, Gainesville, FL, Aug. 2008
Dissertation: “Bayesian hierarchical model and Bayesian variable selection for missing data, with application to genetic data” (Advisor: Dr. George Casella)

M.S. in Statistics 

University of Florida, Gainesville, FL, Aug. 2006 
Graduate student 

Shanghai Jiaotong University, Shanghai, China, Sep. 2001 - Jul. 2002

B.E. in Mechanical Engineering 
Nanjing University of Aeronautics & Astronautics, Nanjing, P.R. China, Jul. 2001
Skills


SAS, R, SPSS, Matlab, C, SQL, LaTeX, FORTRAN, Excel, PowerPoint, Word, etc.
Experience
Consultant, University of Florida, 2006 – 2007
· Key customers:
College of Liberal Arts and Sciences, University of Florida, Fall 2007

College of Medicine, University of Florida, Fall 2006

Institute of Food and Agricultural Sciences, University of Florida, Fall 2006

· Serviced major projects:
· “Implementation of orthogonal signal correction algorithm in SAS Macro and R” (Saved ~ $10,000 by avoiding purchasing commercial software Simca-P)

· “Investigation of bacteria dose effect and food effect in larva” 
· “Whether being listed in World Heritage List attracts more tourists?”
· Additional services:
Sample size & power calculation, design of experiments, interpretation of analysis results and report delivery, etc.

Graduate Researcher, University of Florida, 2005 – 2008
· Bayesian hierarchical model for large scale genomic data with missing values
· Performed pre-analysis quality control, including screening via normalization and transformation, investigation of missing data mechanism, etc.
· Detected the significant single nucleotide polymorphisms (SNPs) by simultaneous estimation of SNP effects

· Developed user-friendly software packages for the analysis
· Generated the analysis report and interpreted the analysis results to a cross-functional team
· Bayesian variable selection for large scale genetic data with missing values
· Derived an original Bayes factor formula for different dimensional models
· Designed a Monte Carlo algorithm to select models in their sample space
· Reduced the analysis time 20 times via implementing a novel Gibbs sampling algorithm and avoiding direct matrix inversion
· Developed a statistical program for the analysis, generated the analysis report, interpreted the results to collaborators from four universities

· Analyzed the gene expression data to detect expression patterns for different tissues 
· Proposed a novel statistic to describe the gene expression pattern
· Detected non-random expressed tissue types and located the non-random genes
· Investigated the power and false discovery rate of the aforementioned method
Graduate Teaching Assistant, University of Florida, 2004 – 2005
Held office hours, generated homework solutions, and evaluated project papers
· STA 6166: Methods in statistical research I

· STA 4322: Introduction to statistical theory

Awards

· First Prize, Student Paper Competition, ASA Florida Chapter Meeting, Feb. 2008
· Travel Award, Office of Research, University of Florida, Jun. 2008
· Travel Award, Graduate Student Council, University of Florida, Jun. 2007, 2008
· R. L. Anderson Award, Southern Regional Council on Statistics and the ASA, 2007
Membership
· Member, American Statistical Association (ASA), 2007 - Present
· Member, Institute of Mathematical Statistics (IMS), 2007 - Present
· Member, Eastern North American Region (ENAR), 2007 – Present
Publications
1. Quesada, T., Li, Z., et al. “Comparative Analysis of the Transcriptome of the Populus Trichocarpa and Arabidopsis Thaliana Suggests Extensive Evolution of Gene Expression Regulation in Angiosperms”, New Phytologist, (In press), 2008
2. Li, Z., Li, M. J. and Casella, G., “A Hierarchical Model for Genome-wide Association  Studies of SNPs with Missing Values”, (to be submitted to Nature Genetics)
3. Li, Z., and Casella, G., “Bayesian Variable Selection for Genomic Data with Missing Covariates”, (in preparation)
4. Li, Z., and Casella, G., “Bayesian Variable Selection for Genomic Data with Missing Covariates”, Joint Statistical Meetings, Denver, CO, Aug. 2008
5. Li, Z., and Casella, G., “Bayesian Methodology for Genomic Data with Missing Covariates”, ENAR Spring Meetings, Washington, DC, Mar. 2008
6. Li, Z., and Casella, G., “Bayesian Methodology for Genomic Data with Missing Covariates”, ASA Florida Chapter Meeting, Gainesville, FL, Feb. 2008
7. Li, Z., Invited observer of the workshop: “A Statistical Consensus on Global Warming”, NCAR, Boulder, CO, Oct. 2007
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