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Research Projects:

1. Cancer genomic and causal network of hepatocellular carcinoma and cholangiocarcinoma
2. Genetic study of RNA editing in brain, depression and suicide

3. COPD among subjects with lung cancer 
2007 - 2012                
Research Fellow, Rosetta Impharmatics / Merck Research Labs
Projects: 
1. Systematic characterization of genetic architecture of gene expression (eQTLs) in human tissues (Lung, Liver, Adipose, Blood, Brain, etc.)

2. Cancer genomics

· Integrated approaches in hepatocellular carcinoma: clinicopathogical parameters, normal-tumor pairs, expression/SNP arrays, CNV, whole-genome DNA-sequencing and transcriptome-sequencing
· Gene-expression and exome-sequencing in breast and ovarian cancer
3. Pharmacogenomics 

· Identification of biomarkers and construction of classifiers in predicting liver cancer prognostics
· Pharmacogenetics study on efficacy of leukotriene inhibitors
· Genetic basis of drug induced liver injury (severe adverse event)  using exome-sequencing approach

4. Association study on complex human disease using exome-sequencing approach

· Hyperlipidemia
5. Meta-genome sequencing study on inflammatory bowel disease 

· Disease status and treatment efficacy of biologics
· Meta-genome sequencing in stool sample and exome-seq on human host 
6. Dissecting complex human diseases using GWAS and systems biology approach (Asthma, Diabetes, Osteoporosis, CHD, Schizophrenia, etc.)

7. Pharmacogenetics studies on HSD inhibitor development programs 
2005 - 2007                    Scientist, Affymetrix, Inc.

Projects:  1. Design of microarray for high throughput genotyping and genome wide association study (Affymetrix SNP 500K, 5.0 and 6.0)




   2. Algorithm in GWAS, arrayCGH and LOH studies 
2003-2005 

Postdoctoral Research Fellow; Advisor: Wing H. Wong, PhD
Department of Biostatistics, Harvard University
Projects:  1. Linkage mapping for human diseases

 2. Transcriptional microarray in characterizing survival and recurrence of ovarian cancer

 3. Methods development and analyses of microarray data

 4. Haplotype and LD analyses of human genome

1998-2003 

Graduate Student 
Program for Population Genetics, Harvard University
Projects:  1. Positional candidate gene approaches in asthma

   2. Candidate gene study of preterm delivery

   3. Pharmacogenetics study of anti-hypertensive therapy
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Lecture and Oral Presentations

Bioconductor Workshop                                 2006, Seattle WA                                                                        Title: rapid computation of single- and multiple-marker r2 and genetic coverage




American Society of Human Genetics           2008 Philadelphia PA                   Title: accuracy of genome-wide imputation of untyped markers and impacts on statistical power for association studies

The West Lake Conference                            2009, Hangzhou, China

Title: magnitude of stratification in human populations and impacts on genome wide association studies.
International Conference on Bioinformatics and Biomedical Engineering, 2010
Title: empirical data indicates a primarily additive genetic model for eQTLs 

Published Software 
SNPkit, implemented in PERL, designs mutagenic PCR-RFLP assays for SNP evaluation and genotyping.

MinP, implemented in C++, conducts multiple SNP association tests and provides global p-values.
GERE (Genotyping Error Rate Estimator), implemented in PERL/TK, estimates genotyping error rate in pedigree data.

LdCompare, implemented in C++, compute single- and multi- marker r2 at a genome wide scale. 

MultiTag, implemented in C++, Genome-wide selection of tag SNPs using multiple-marker correlation 

