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EXPERIENCE 

09/2020 – present National Institutes of Health Durham, NC 

Post-doc Research Fellow, Biostatistics, Epidemiology 

● variance loci analysis (VLA) to select genes highly interactive with environmental exposure[1] (methodology 

development). 

● catalog gene-environment interaction candidate for over 3,000 UK Biobank phenotypes through VLA[2] (high 

performance computation, data management). 

● genetic risk prediction for insomnia in youth of diverse ancestry  [3] (mentorship training). 

05/2014 – 05/2020 MICHIGAN STATE UNIVERSITY East Lansing, MI 

Graduate Research Assistant, Statistical Genetics, Epidemiology 

● (Ph.D.) Develop a neural network method to process cortex image in the search of Alzheimer’s Disease gene[4]. 

● (Ph.D.) Conduct gene-level GWAS with NGS and gene expression data to detect hypertension causal genes[5]. 

● (Ph.D.) Develop a kernel method handling Bio-Bank sized genotype to improve disease prediction [6], [7]. 

● Develop Python tool “hpcwp” to aid cluster computation under SLURM environment[8]. 

● Develop R-package “plinkFile” to load genotype count data and kinship data matrices[9]. 

● Repurpose the Netflix film recommender for imputing missing genotype counts. 

● Analyze Michigan Twin Registry for anti-social behaviors[10, p.] (high-dim count data analysis); 

● Provide support in statistics, data preparation, computation, and program troubleshooting [11]–[17]. 

06/2010 – 01/2014 ZHEJIANG UNIVERSITY Hangzhou, Zhejiang, China 

Research Assistant, Bioinformatics 

● Develop biofabric visualization for multi-way genetic interaction using Java and Java DB [18], [19]. 

● bioinformatics training. 

● practice in software engineering (version control, unit test, and documentation). 

09/2007 – 06/2008 YUNNAN MINZU UNIVERSITY Kunming, Yunnan, China 

Instructor, Computer Science 

● Instructor for C/C++ programming, data structure, and computer algorithm. 

EDUCATION 

2014 – 2020 MICHIGAN STATE UNIVERSITY East Lansing, Michigan, USA 

Ph.D. in Epidemiology and Biostatistics 

● research focus: machine learning methods in human genetics 

2010 – 2014 ZHEJIANG UNIVERSITY Hangzhou, Zhejiang, China 

Ph.D. Candidate in Bioinformatics 

● study bioinformatics, genetics, and molecular biology 

2000 – 2009 KUNMING UNIVERSITY of SCI & TECH Kunming, Yunnan, China 

Master and Bachelor, Computer Science 

SKILLS 

● Proficient in program with R, Python, Linux shell, and C++. 

● Practitioner of machine learning and classical statistical methodologies. 

● Familiar of public databases (e.g., ENCODE, ENSEMBL, UK Biobank) and GWAS pipeline. 

● Proficient in software for statistical genetics (e.g., PLINK, Bcftools, GCTA, Mimimac, etc.); 

● Familiar with database query by SQL. 

● Skills in communication, documentation, and presentation. 
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