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Clinical Gastroenterology and Hepatology. doi.org/10.1016/j.cgh.2019.11.046 
 

94. Grasso CS, Giannakis M, … , Sun W, …, Gabriel SB, Lander ES, Garraway LA, 
Hudson TJ, Fuchs CS, Ribas A, Ogino S, Peters U. (2018) 
Genetic Mechanisms of Immune Evasion in Colorectal Cancer.  
Cancer Discov. 8(6):730-749. 
 

95. Kim Y, Giusti-Rodriguez P, Crowley JJ, Bryois J, Nonneman RJ, Ryan AK, 
Quackenbush CR, Iglesias-Ussel MD, Lee PH, Sun W, de Villena FP, and PF 
Sullivan (2018)  
Comparative genomic evidence for the involvement of schizophrenia risk genes 
in antipsychotic effects.  
Molecular Psychiatry, 2018 Mar;23(3):708. 
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96. Mutlu E, Gao L, Collins LB, Walker NJ, Hartwell HJ, Olson JR, Sun W, Gold A, 
Ball LM, Swenberg JA. (2016) 
Polychlorinated Biphenyls Induce Oxidative DNA Adducts in Female Sprague–
Dawley Rats.  
Chemical research in toxicology. 29(8):1335-44. 
 

97. Sharma V, Collins LB, Chen TH, Herr N, Takeda S, Sun W, Swenberg JA, 
Nakamura J. (2016)  
Oxidative stress at low levels can induce clustered DNA lesions leading to NHEJ 
mediated mutations.  
Oncotarget. 2016 May 3;7(18):25377-90. 
 

98. Sun W*, Kechris K”, Jacobson S*, …, O’Neal  WK, Bowler RP (2016) 
Common Genetic Polymorphisms Influence Blood Biomarker Measurements in 
COPD 
PLoS Genetics, in press 
 

99. Jansen R, Penninx BW, Madar V, Xia K, Milaneschi Y, Hottenga JJ, 
Hammerschlag  
AR, Beekman A, van der Wee N, Smit JH, Brooks AI, Tischfield J, Posthuma D, 
Schoevers R, van Grootheest G, Willemsen G, de Geus EJ, Boomsma DI, Wright 
FA, 
Zou F, Sun W, Sullivan PF. (2016) 
Gene expression in major depressive disorder.  
Mol Psychiatry. 2016 Mar;21(3):339-47. 
 

100. O'Neal WK, Gallins P, Pace RG, Dang H, Wolf WE, Jones LC, Guo X, 
Zhou YH, Madar V, Huang J, Liang L, Moffatt MF, Cutting GR, Drumm ML, 
Rommens JM, Strug LJ, Sun W, Stonebraker JR, Wright FA, Knowles MR. 
(2015)  
Gene Expression in Transformed Lymphocytes Reveals Variation in 
Endomembrane and HLA Pathways Modifying Cystic Fibrosis Pulmonary 
Phenotypes.  
Am J Hum Genet. 96 (2), 318–328. 
 

101. Crowley, J. J*., Zhabotynsky, V.*, Sun, W.*, Huang, S., Pakatci, I. K., 
Kim, Y., ... & Pardo-Manuel, D. V. F. (2015).  
Analyses of allele-specific gene expression in highly divergent mouse crosses 
identifies pervasive allelic imbalance.  
Nature Genetics, 47(4), 353. 
* Co-first authors 
 

102. Wright, F. A., Sullivan, P. F., Brooks, A. I., Zou, F., Sun, W., Xia, K., ... & 
Boomsma, D. I. (2014).  
Heritability and genomics of gene expression in peripheral blood.  
Nature Genetics, 46(5), 430-437. 
 

103. Holley DW, Groh BS, Wozniak G, Donohoe DR, Sun W, Godfrey V, 
Bultman SJ. (2014) 
The BRG1 chromatin remodeler regulates widespread changes in gene 
expression and cell proliferation during B cell activation.  
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J Cell Physiol. 2014 Jan;229(1):44-52. 
 

104. Moeller BC, Recio L, Green A, Sun W, Wright FA, Bodnar WM, 
Swenberg JA (2013)  
Biomarkers of Exposure and Effect in Human Lymphoblastoid TK6 Cells 
Following [13C2]-Acetaldehyde Exposure. 
Toxicological Sciences, 2013 May;133(1):1-12 PMCID: PMC3627555 
 

105. Calabrese JM, Sun W, Song L, Mugford J, Williams L, Yee D, Starmer J, 
Mieczkowski P, Crawford G, Magnuson T (2012) 
Site-specific silencing of regulatory elements as a mechanism of X-inactivation. 
Cell, 2012 Nov 21;151(5):951-63. PMCID: PMC3511858 
 

106. Donohoe DR, Collins LB, Wali A, Bigler R, Sun W, Bultman SJ (2012) 
The Warburg effect dictates the mechanism of butyrate-mediated histone 
acetylation and cell proliferation.  
Mol Cell. 2012 Nov 30;48(4):612-26. PMCID: PMC3513569 
 

107. Zhao N, Ang MK, Yin XY, Patel MR, Fritchie K, Thorne L, Muldrew KL, 
Hayward MC, Sun W, Wilkerson MD, Chera BS, Hackman T, Zanation AM, 
Grilley-Olson JE, Couch ME, Shockley WW, Weissler MC, Shores CG, 
Funkhouser WK, Olshan AF, Hayes DN (2012)  
Different cellular p16(INK4a) localisation may signal different survival outcomes 
in head and neck cancer. 
Br J Cancer, 2012 Jul 24;107(3):482-90. PMCID: PMC3405208 
 

108. Collaborative Cross Consortium (2012) 
The genome architecture of the Collaborative Cross mouse genetic reference 
population.  
Genetics. 190(2):389-401. PMCID: PMC3276630 
 

109. Xia K, Shabalin AA, Huang S, Madar V, Zhou YH, Wang W, Zou F, Sun 
W, Sullivan  
PF, Wright FA (2012)  
SeeQTL: a searchable database for human eQTLs.  
Bioinformatics. 2012 Feb 1;28(3):451-2. PMCID: PMC3268245. 
 

110. Sun W, Lee S, Zhabotynsky V, Zou F, Wright FA, Crowley JJ, Yun Z, 
Buus RJ, Miller DR, Wang J, McMillan L, Pardo-Manuel de Villena F, Sullivan PF 
(2012)  
Transcriptome atlases of mouse brain reveals differential expression across brain 
regions and genetic backgrounds.  
G3 (Bethesda). 2012 Feb;2(2):203-11. PMCID: PMC3284328 
 

111. Donohoe DR, Garge N, Zhang X, Sun W, O'Connell TM, Bunger MK, 
Bultman SJ (2011) 
The Microbiome and Butyrate Regulate Metabolism and Autophagy in the 
Mammalian Colon. 
Cell Metabolism, Vol. 13, 517-526. PMCID: PMC3099420 
 

112. Jones MD, Sun W, and Aitken MD (2011) 
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Multiple DNA extractions coupled to stable-isotope probing of anthracene-
degrading bacteria in contaminated soil. 
Applied and Environmental Microbiology 2011, Vol. 77, 2984-2991. 
 

113. Campos M*, Sun W*, Yu F*, Barbalic M, Tang W, Chambless LE, Wu KK, 
Ballantyne C, Folsom AR, Boerwinkle E, Dong JF (2011)  
Genetic Determinants of Plasma von Willebrand Factor Antigen Levels: A Target 
Gene SNP and Haplotype Analysis of ARIC Cohort. 
Blood 2011, Vol. 117, 5224-5230. PMCID: PMC3109544  
* Co-first authors 
 

114. Dehghan A, Dupuis J, …, Sun W.,  …, Chasman DI (2011) 
Meta-analysis of genome-wide association studies in over 80,000 subjects 
identifies multiple loci for C-reactive protein levels.  
Circulation 2011, Vol. 123, 731-738 
 

115. Wright FA, Strug LJ, Doshi VK, ...,  Sun W, ..., Knowles MR, Cutting GR 
(2011) 
Genome-wide association and linkage identify modifier loci of lung disease 
severity in cystic fibrosis at 11p13 and 20q13.2.  
Nat Genet 2011 Jun;43(6):539-46. PMCID: PMC3296486. 
 

116. Gatti DM, Lu L, Williams RW, Sun W, Wright FA, Threadgill DW, Rusyn I 
(2011) 
MicroRNA Expression in the Livers of Inbred Mice. 
Mutation Research, 2011 Sep 1;714(1-2):126-33. Epub 2011 May 14 
 

B. Other Refereed Scholarly Articles 
 
C. Books and Book Chapters 
 
Wei Sun and Yijuan Hu (2014),  

Mapping of Expression Quantitative Trait Loci Using RNA-seq Data 
Statistical Analysis of Next Generation Sequencing Data 
Springer Series: Frontiers in Probability and the Statistical Sciences 
Datta, Somnath, Nettleton, Dan (Eds.) 

 
Wei Sun and Min Jin Ha (2015) 
 eQTL and Directed Graphical Model 

Integrating omics data: statistical and computational methods 
Springer 
George Tseng, Debashis Ghosh and Xianghong Jasmine Zhou (Eds.) 

 
8. Patents and Other Intellectual Property 

 
“Modules for Identifying Cancer-Reactive T Cell Receptors and Mutations 
Thereof.”  
Inventors: Wei Sun, Si Liu, Philip Bradley, and Marie Bleakley. U.S. Provisional 
Patent Application No. 63/831,763. Filed June 27, 2025. 
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9. Funding History 
 
A. Funded Projects 
 
Ongoing Research Support 
 
U01 HG013177 “MorPhiC U01” (Sun, Hsu, Shojae) 9/22/2023-6/30/2028 
NIH/NHGRI 
Statistical Methods for Inferring Gene-Phenotype Associations Using Omic Data 
from Gene Knockout and Human Phenotype Studies    
Role: PI 
 
U24 CA288185 “LBC” (Zheng, Sun) 9/2023-8/2028 
Precompetitive Collaboration on Liquid Biopsy for Early Cancer Assessment: Data 
Management and Coordinating Unit 
Role: mPI 
 
 
5 R01 GM105785-02 (Sun) 05/15/2014-7/31/2027 
National Institutes of Health  
Statistical Methods for RNA-seq Data Analysis 
We propose to develop statistical methods and software for RNA-seq data analysis, with 
emphasis on dissecting the genetic and epigenetic basis of allele-specific and RNA-
isoform-specific expression. Role: PI 
 
 
U54 CA274374 (Grady) 9/1/2022 – 8/31/2027 
NIH/NCI 
Understanding Adenoma Progression: Interplay Among Tissue Microenvironment, 
Clonal Architecture, and Gut Microbiome 
To study adenomas as early lesions and to determine the mechanisms involved in the 
formation and progression of early precancerous lesions. The proposed studies will 
integrate basic and translational cancer research projects to iteratively examine the 
direct causal relationships and interactions of adenomas, the colon “primed” 
microenvironment, and host-systemic factors as “co-organizers” of adenoma initiation 
and/or progression.  
Status of Support: Active  
 
W81XWH-21-BCRP-TBCCA (Li/Ghajar) 07/2022-6/2026 
DOD 
Prevention of lethal metastatic breast cancer by identifying and eradicating 
clinically relevant disseminated tumor cells 
To comprehensively profile human disseminated breast cancer cells, their niches and 
systemic environments, and the defining features of patients who harbor them. 
 
R01 CA266386-01A1 (Kooperberg/Buas) 09/2022-08/2027 
NIH/NCI 
Genetics, Epigenetics, and Risk Prediction for Esophageal Adenocarcinoma  
Study underlying susceptibility to and develop prediction models for EAC.  
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10. Public Health Practice Activities 
 

11. Conferences and Symposiums 
 
Organizer for invited Sessions for JSM 2011, 2016, 2022 and ENAR 2011-2015, 2017 
 
Invited Conference/Workshop presentation 
 

1. Workshop on Statistical Frontiers, Institute of statistical science, Academia 
Sinica, Taipei, Taiwan, December 2010, Title: Statistical Methods for eQTL 
Mapping using RNA-seq Data 

2. 2010 Annual Meeting of Chinese Statistical Society and International 
Statistical Conference, National Central University, Taiwan, December 2010, 
Title: Statistical Strategies for Some Variable Selection Problems in Genetic 
Studies 

3. International Chinese Statistical Association 2011 Applied Statistics 
Symposium, June 27, 2011, New York City, Title: Statistical Methods for 
eQTL Mapping using RNA-seq Data 

4. Peking University, School of Mathematical Sciences, Young Mathematician 
Forum in celebrating of 100th anniversary of the School of Mathematical 
Sciences (SMS) at Peking University, June 18-21, 2013, Title: Statistical 
Methods for Cancer Genomics 

5. SAMSI, LDHD Transition Workshop, May 05 2014, Title: Estimation of High 
Dimensional Directed Acyclic Graphs using eQTL Data 

6. Statistical Society of Canada 2014 Annual Meeting, May 27 2014, Toronto, 
Canada, Title: A study of RNA-seq data in Cancer Patients 

7. Triangle Statistical Genetics Conference, SAS Campus, Oct 31 2014, Title: 
Statistical methods to exploit allele-specific and isoform-specific information 
from RNA seq data 

8. 2015 IMS-China International Conference on Statistics and Probability, 
Kuming, China, July 1-4, Title: PenPC: A Two-step Approach to Estimate the 
Skeletons of High Dimensional Directed Acyclic Graphs 

9. 2015 ICSA China Statistics Conference, Shanghai, China, July 6-7, Title: 
eQTL mapping and integrative analysis of cancer genomic data 

10. 60th World Statistics Congress, July 26-31, 2015, Title: PenPC: A Two-step 
Approach to Estimate the Skeletons of High Dimensional Directed Acyclic 
Graphs 

11. 2016 JSM, Chicago, July 30-Aug 4, 2016, Using Multiple Types of Omic Data 
to study ITH and beyond 

12. 2017 ENAR, Washington DC, March 12-15, 2017 Title: Studying Intra-Tumor 
Heterogeneity using DNA Sequencing Data from Single Cells and Bulk-
Tissue Sample 

13. Department of Biostatistics, University of Florida, April 7-8, 2017, Biostatistics 
workshop: “Statistical Inference for Biomedical Big Data”, Title: Mapping 
Gene Expression QTL of Impure Tumor Samples 
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14. 14th Graybill Conference on Statistical Genomics and Genetics, June 5-7, 
2017, Title: Analyzing Cancer Omic Data as Compositional Data  

15. 2018 ENAR, Atlanta, GA, March 25-28, 2018 Title: Estimation of Intra-Tumor 
Heterogeneity and Assessing its Impact on Survival Time 

16. iBright Conference 2019, MD Anderson, November 11-13, 2019, Title: 
CARseq: Cell type Aware analysis of RNA-seq data 

17. 2021 JSM, virtual, Aug 8 – Aug 12, 2021, Analyzing Genomic Data Using 
Neural Networks 

18. 2022 JSM, Washington DC, Aug 6 – Aug 11, 2022, Individual-Level 
Differential Expression Analysis for Single Cell RNA-Seq Data  

19. Banff Workshop Mathematical Methods in Cancer Biology, Evolution and 
Therapy, 23w5084, May 14 - 19, 2023, A three-body problem 

20. STATGEN 2024, Pittsburgh, PA, May 1-3, 2024, Title: Graph neural network 
for spatial-proteomic data 

21. 2024 JSM, Portland, OR, Aug 3–8, 2024, Estimation of neoantigen burden 
and its association with patient response to immunotherapy 

22. 2025 ENAR, New Orleans, LA, March 23-26, 2025, Estimation of Gene 
Regulatory Network Using Gene KO Data 

23. STATGEN 2025, Minneapolis, MN, May 21-23, 2025, Title: Joint Analysis of 
Spatial Transcriptomics and Histopathology Image Data 

24. Banff Workshop Novel Statistical Approaches for Studying Multi-omics Data, 
25w5324, July 13 - 18, 2025, Integrating scRNA-seq and scATAC-seq to infer 
gene regulatory network. 

25. 2025 JSM, Nashville, TN, Aug 2–7, 2025, Graph neural network for spatial-
proteomic data. 

 
Invited Seminars 
  

1. Computational Biology and Statistics Workshop, in celebrating the 10th 
anniversary of UCLA Department of Statistics, October 19-20, 2008, Title: 
Genome-wide Multiple Loci Mapping in Experimental Crosses of Inbred 
Strains Using Dense Genetic Markers 

2. Department of Biostatistics, Emory University, September 3, 2009, Title: 
Integrated Study of Copy Number States and Genotype Calls Using High 
Density SNP Arrays 

3. Department of Biostatistics, University of Washington St Louis, February 19, 
2010, Title: Integrated Dissection of Copy Number States and Genotype Calls 

4. Department of Biostatistics, University of Texas at Houston, April 4, 2011, 
Title: Allele-specific eQTL Mapping, Title: Allele-specific eQTL Mapping 

5. The Jackson Laboratory, May 24, 2011, Title: Allele-specific expression by 
RNA-seq 

6. Department of Statistics, Duke University, October 14, 2011, Title: Multiple 
loci mapping by penalized regression 



 19 

7. Department of Statistics, UCLA, Nov 1st, 2011, Title: Multiple loci mapping by 
penalized regression 

8. Department of Biostatistics, University of Pittsburgh, Oct 11, 2012, Title: 
Statistical methods for RNA seq studies 

9. Department of Statistics, University of Illinois at Urbana-Champaign, Oct 18, 
2012, Title: Statistical methods for RNA seq studies 

10. NIEHS, Nov 20, 2012, Title: Statistical methods for RNA seq studies 
11. NC State University, Biostatistics Working Group, Feb 14, 2013, Title: 

PenPC: A Two-step Approach to Estimate the Skeletons of High Dimensional 
Directed Acyclic Graphs 

12. Department of Biostatistics, Duke University, May 15 2014, Title: Statistical 
Methods for Cancer Genomics 

13. Department of Applied and Computational Mathematics and Statistics, Oct 27 
2014, University of Notre Dame, Title: Statistical Methods for Cancer 
Genomics 

14. National Jewish Health, Denver, Jan 12, 2015, Title: Genetic basis of gene 
expression in human and mouse 

15. Department of Biostatistics & Informatics Colorado School of Public Health, 
Statistical Methods for Cancer Genomics, Jan 13, 2015, Title: Statistical 
Methods for Cancer Genomics 

16. Bioinformatics Research Center, NC state University, Feb 10, 2015, Title: 
Statistical Methods for Cancer Genomics 

17. Department of Biostatistics, University of Michigan, Sep 30, 2015, Title: The 
interplay of somatic copy number aberration, DNA methylation, and gene 
expression 

18. Department of Statistics, Oregon State University, May 16, 2016, Title: 
Statistical methods to exploit allele-specific and isoform-specific information 
from RNA seq data 

19. Biostatistics Branch, DCEG, National Cancer Institute, March 16, 2017, Title: 
The interplay of somatic copy number aberration, DNA methylation, and gene 
expression 

20. Department of Biostatistics, Ohio State University, November 16, 2018, Title: 
Intra-Tumor Heterogeneity and Its Associations with Survival Time and 
Immunotherapy Treatment 

21. Department of Biostatistics, MD Anderson Cancer Research Center, March 
20, 2019, Title: Intra-Tumor Heterogeneity and Its Associations with Survival 
Time and Immunotherapy Treatment 

22. Department of Biostatistics, Duke University, October 11th, 2019, Title: eQTL 
Mapping Using RNA-seq Data, assumptions, implementations, and cautions 

23. Department of Biostatistics, University of Chicago, October 23rd, 2019, Title: 
CARseq: Cell type Aware analysis of RNA-seq data 
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24. Penn State Statistics Colloquia, Department of Statistics, The Pennsylvania 
State University, Feb 11, 2021, Title: Cell type-aware analysis of RNA-seq 
data, 

25. Biostatistics Research Seminar, Department of Biostatistics, St. Jude 
Children’s Research Hospital, April 27th, 2021, Title: Cell type-aware analysis 
of RNA-seq data 

26. Colloquium in MSU’s Department of Computational Mathematics, Science 
and Engineering, October 04, 2021, Title: Cell type-aware analysis of RNA-
seq data 

27. Department of Biostatistics, University of Michigan, November 3rd, 2022, Two 
statistical methods for single cell RNA-seq data 

28. Biostatistics and Research Design (BARD) Center, Harvard Medical School, 
Dec 13th, 2022, Statistical methods for single cell RNA-seq data 

29. Centre for Quantitative Medicine (CQM), Duke-NUS Medical School, Feb 
21st, 2023, Statistical methods for single cell RNA-seq data 

30. Department of Biostatistics, Pittsburgh University, March 30th, 2023, A three-
body problem 

31. InterMEL: an international consortium to study stage II and III melanoma, 
Zoom semianr, June 8th, 2023, Computational methods to study the 
interactions between T cell receptors (TCRs), human leukocyte antigens 
(HLAs), and neoantigens 

32. Department of Biostatistics, Memorial Sloan-Kettering Cancer Center, May 
8th, 2024, Machine learning methods for somatic mutation data analysis 

 
 

12. University Service 
 

13. Professionally-Related Community Service 
 

14. Diversity, Equity and Inclusion Activities 
 

15. Teaching History 
 
Formal Courses 
 

Bios784 Introduction to computational biology 
2009 spring, 2011 spring, 2013 spring 
 

Bios735 Statistical Computing 
2013 fall 

 
 Bios663 Intermediate linear models 

2010 spring, 2012 spring, 2014 spring 
 

16. Advising and Formal Mentoring 
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A. PhD dissertations, Chair or co-chair 
 

John C. Schwarz (2006-2010), “Enhancing eQTL Analysis Techniques with 
Special Attention to the Transcript Dependency Structure”, co-advised with Dr. 
Fred Wright.  
 Current Position: Analytic Lead at Monsanto Company. 

   
Naim Rashid (2007-2013), “Model-based approaches for the detection of 
biologically active genomic regions from next generation sequencing data”, co-
advised with Dr. Joe Ibrahim.  

Current Position: Research Assistant Professor at Department of 
Biostatistics, UNC Chapel Hill 

 
Min-Jin Ha (2008-2013), “Estimation of directed and non-directed gene 
expression network using gene expression and genetic data”. 

Current Position: Assistant Professor at Department of Biostatistics at MD 
Anderson Cancer Center 

  
Ting-Huei Chen (2009-2014), “Penalized Estimation Methods and Their 
Applications in Genomics and Beyond”, co-advised with Dr. Jason Fine. 

Current Position: Assistant Professor at Department of Mathematics, 
Laval University, Canada 

 
Matt Psioda (2013-2016), “Statistical Methods for DNA Methylation Studies and 
for Bayesian Clinical Trial Design”, co-advised with Dr. Joe Ibrahim. 

Current Position: Research Assistant Professor at Department of 
Biostatistics, UNC Chapel Hill 

 
Doug Wilson (2014-2018), “Statistical Methods for The Deconvolution of 
Heterogeneous Cell Type Samples using RNA-seq”, co-advised with Dr. Joe 
Ibrahim 
 
Jenny Yang (2014-2018), “Model-free estimation of graphic model”. 

 
Paul Little (2014-2019), “Intra-tumor Heterogeneity” co-advised with Dr. Danyu 
Lin 
 
Vasyl Zhabotynsky (2014-2020), “Statistical Model for RNA-seq data”, co-
advised with Dr. Fei Zou 
 
Chong Jin (2014-2020), “Intra-tumor Heterogeneity”, co-advised with Dr. Danyu 
Lin 
 
Laura Zhou (2018-2022), “Deep learning methods to predict neoantigen”, co-
advised with Dr. Fei Zou 

 
B. Master Theses, Chair 
  

Zhengzheng Tang (2009, UNC), Integrated study of copy number states and 
genotype calls using high-density SNP arrays 
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This work won Department of Biostatistics Regina Elandt-Johnson Award - Best 
Masters paper completed in 2009 

 
Guanhua Chen (2010, UNC), Statistical methods for analyzing customized copy 
number variation array 

 
Ni Zhao (2012, UNC), eQTL Mapping Using RNA-seq Data 
 
Zhining Sui (2023, UW), A Deep Learning Approach to Infer Cellular Features 
from Pathology Imaging Data 

 
C. Mentored Scientists and Postdocs 
 
 Yang Liu (2017-2018), Postdoctoral fellow at Fred Hutch Cancer Center 
 

Aaron Molstad (2017-19), Postdoctoral fellow at Fred Hutch Cancer Center, co-
mentored with Dr. Hsu Li 

 
Mengqi Zhang (2019-2020), Postdoctoral fellow at Fred Hutch Cancer Center 
 
Paul Little (2019-2022), Postdoctoral fellow at Fred Hutch Cancer Center 
 
Si Liu (2020-2023) Postdoctoral fellow at Fred Hutch Cancer Center 
Si Liu (2023-) Staff scientist at Fred Hutch Cancer Research Center 
 
Bo Yu (2023-) Postdoctoral fellow at Fred Hutch Cancer Center 
 
Saishi Cui (2024-) Postdoctoral fellow at Fred Hutch Cancer Center 
 
Siqi Liu (2025-) Postdoctoral fellow at Fred Hutch Cancer Center, co-advised 
with Dr. Li Hsu 

 
 
D. MS and PhD Committees in Non-Chair Role  
 
 Student Department Advisor Graduation 
1 Ramon I. Garcia Biostatistics Joe Ibrahim & 

Hongtu Zhu 
2009  

2 Daniel Gatti Environmental Sciences  Ivan Rusyn 2010 March 
3 Seo Young Park Statistics Yufeng Liu 2010 April 
4 Paul Giresi Biology Jason Lieb 2010 May 
5 YuYing Xie Genetics David Threadgill 2010 July 
6 Von Walter Biostatistics Fred Wright 2010 July 
7 Yijuan Hu Biostatistics Danyu Lin 2011 May 
8 Yi Gong Biostatistics Fei Zou 2011 June 
9 Yihui Zhou Biostatistics Fred Wright 2011 Nov. 

10 Eric Lock Statistics Andrew Nobel & 
Steve Marron 

2012 April 

11 Colin Lickwar Biology Jason Lieb 2012 July 
12 Thomas Clarke Biology Vison Todd 2012 Oct 
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13 Ja-an Lin Biostatistics Hongtu Zhu & Joe 
Ibrahim 

2013 July 

14 Lan Liu Biostatistics Michael Hudgens 2013 July 
15 Khondker Zakaria Biostatistics Hongtu Zhu & Joe 

Ibrahim 
2013 Aug 

16 Wonil Chung Biostatistics Fei Zou 2013 Nov 
17 Gene Urrutia Biostatistics Michael Wu 2013 Nov 
18 Andrea Byrnes Biostatistics Yun Li 2013 Nov 
19 Ni Zhao Biostatistics Michael Wu 2013 Dec 
20 Zhengzheng Tang Biostatistics Danyu Lin 2014 June 
21 Guanhua Chen Biostatistics Michael Kosorok 2014 June 
22 Weibo Wang Computer Science Wei Wang 2014 Dec 
23 Shunping Huang Computer Science Wei Wang 2014 Dec 
24 Zhaoyu Yin Biostatistics Fei Zou 2014 
25 Matthew Weiser Genetics Terry Furey 2015 
26 Yuying Xie Genetics William Valdar and 

Yufeng Liu 
2015 

27 Wei Cheng Computer Science Wei Wang 2015 
28 Chen-Ping Fu Computer Science Leonard McMilan 2015 
 

Pearl Liu (2021-), Department of Biostatistics, University of Washington 
Kernel-based statistical methods for genomic and microbiome data 
Advisor: Michael Wu 
 
Angela Zhang (2021-2022) Department of Biostatistics, University of Washington  
Statistical method development for microbiome data 
Advisor: Michael Wu 
 
Maio, Zhen (2020-2023), Department of Statistics, University of Washington 
Advisor: Adrian Dobra 
 
Sarah Huang (2023-) Molecular & Cellullar Biology, University of Washington 
Advisor: Manu Setty 
 
Liuye Huang (2025-), Epidemiology, University of Washington 
Advisor: Christopher Li 

 
E. Other mentors  
 

Mary Cooter (2011), undergraduate student at UNC, A Two-step Approach for 
Accurate Detection of Copy Number Variations 

 
F. Academic Advising  

 
Yujia Cai (2021-2022), MS at UW biostatistics, analysis of TCR data. 
 
Zhexiao Lin (2021-2022), MS at UW statistics, deep learning method for scRNA-
seq data.  
 
Zining Sui (2023-2024), MS at UW biostatistics, HE images and spatial 
transcriptomics. 
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Feng Ding (2023-2024), MS at UW statistics, TCR repertoire-wide association 
studies (TReWAS). 
 
Xinyi Chen (2023-2025), MS at UW statistics, TCR predictor for severe COVID-
19 disease.  
 
Fumin Li (2023-2025), MS at UW statistics, prediction of TCR-HLA association. 
ScGPT model.  

 
Zhaoheng Li (2023-2027), PhD at UW Biostatistics, gene regulator network and 
spatial omics. 
  
 


