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Ph.D in Biostatistics and Aug 2011 — Present

Bioinformatics
School of Public Health and Tropical Medicine, Tulane University

Advisor: Hong-Wen Deng, Ph.D.

Research Areas: Network Analysis in Systems Biology, Multi-Omics data,
Bioinformatics, Next Generation Sequencing, Data Integration

Thesis title: Integrative Network Analysis of High-Dimensional Biological Data in
Complex Disease for Module Detection and Biomarker Discovery

M.Sc Aug 2008 — Jun 2011

Hunan Normal University, China

B.Sc Aug 2004 — Jun 2008

Hunan Normal University, China

Center for Bioinformatics and Aug 2011 — Present
Genomics, Tulane University

Research Assistant

Ochsner Health System Jun 2016 — Present
Intern: Assistant Biostatistician

Laboratory of Molecular and Aug 2008 — Jun 2011
Statistical Genetics, College of

Life Sciences, Hunan Normal

University

Research Assistant

Computational Methods: Machine learning, Gaussian graphical models, generalized
linear models, parametric and nonparametric testing

Programming Skills: R/Bioconductor, SAS, Python, Awk, Shell
Research Experience:

Genome-wide association studies (Plink/seq, GCTA) and Next-Generation
Sequencing (eg, bwa, samtools, GATK etc.);

RNA-seq and Microarray;

Post-transcriptional regulation by microRNAs;

Epigenetics in complex diseases such as obesity, osteoporosis, schizophrenia and
cancer;

Pathway and network analysis of biological “omics” data, such as genomics,
transcriptomics, proteomics, methylomics, efc;



= Develop and apply computational and statistical approaches to integrate and
interpret large-scale biological “omics” data, with the goal of identifying disease
mechanisms, biomarkers and treatment targets.

SELECTED = Webster Jee Travel Award, 51 International Conference on Osteoporosis and Bone

HONORS AND Research (ICOBR), Shenzhen, China, 2010

REWARD = Scholarship and Travel Award from Summer Institute in Statistical Genetics, Seattle,
University of Washington, 2013
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1. Network-based meta-analyses of multiple gene expression profiles with BMD
variations in females,ASHG 2015 Annual Meeting, Baltimore, Oct 6-10 (Poster)

2. Integrative Analysis of GWASs, Human Protein Interaction and Gene Expression
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3. Pathway-based genome-wide association analysis identified the biological
importance of pyrimidine metabolism pathway contributing to osteoporosis, 20710

51 International Conference on Osteoporosis and Bone Research (ICOBR),
Shenzhen, China, Oct 28-31(Oral Presentation)

MENTOR = 05/14/2015-05/27/2015 Mentor of high school student Fahrawn Gill from Metairie
EXPERIENCE park country day school.

= (03/08/2014—-06/01/2014 Mentor of visiting scholar Tarneem Mahmoud from Egypt.

= (03/10/2014-07/01/2014 Mentor of graduate students Shanshan Lu and Yuancheng
Chen from Hunan Normal University and China Southern Medical University,
respectively. Publish a paper in JBMR.
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