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97. Lukens, L., Zou, F., Lydiate, D., Parkin, I., and Osborn, T. (2003)  Comparison of a Brassica Oleracea genetic map with genome of Arabidopsis Thallana. Genetics, 164:359-372. 
98. Lan, H., Rabaglia, M.E., Stoehr, J.P., Nadler, S.T., Schueler, K.L., Zou, F., Yandell, B.S., and Attie, A.D. (2003)  Gene expression profiles of nondiabetic and diabetic obese mice suggest a role of hepatic lipogenic capacity in diabetes susceptibility.  Diabetes, 52:688-700. 
99. Zou, F., and Fine, J.P. (2002) Note on a partial empirical likelihood. Biometrika, 89:958-961.
100. Zou, F., Fine, J.P., and Yandell, B.S. (2002)  On empirical likelihood for a semiparametric mixture model. Biometrika, 89:61-75.
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Book Reviews
1. Zou, F. (2010) Review of “The statistics of gene mapping” by David  Siegmund and Benjamin Yakir.  JASA, 105: 1283.

Invited Presentations (2006-present)
1. Department of Statistics,  University of Florida, 2015
2. NC-Tracs, University of North Carolina at Chapel Hill, 2015
3. IMS-China, Yunnan, China, 2015
4. Department of Biostatistics, University of Pennsylvania, 2014 
5. Joint Applied Statistics Symposium of International Chinese Statistical Association & Korean International Statistical Society, Portland, Oregon, 2014
6. Science at the Edge seminar, Michigan state university, 2013
7. Department of Biostatistics, University of Florida, 2013
8. Department of Genetics, University of North Carolina at Chapel Hill, 2013
9. Triangle Statistical Genetics Conference, RTP, 2012
10. The 34th Finnish Summer School on Probability Theory and Statistics, Finland, 2012 
11. Second Joint Biostatistics Symposium, Beijing, China 2012
12. Centers of Excellent in Genomic Science (CEGS) 9th Annual meeting, 2011
13. Department of Mathematics and Statistics.  Wuhan University, China, 2011
14. Department of Statistics, George Mason University, 2011
15. IMS China, Xi’an, China, 2011
16. Statistical Society of Canada meeting. Canada, 2011
17.  ICSA 2011 APPLIED STATISTICS SYMPOSIUM, New York, 2011
18. Royal Netherlands Academy of Sciences and Arts (KNAW): Genomics of gene expression, 2010
19. Department of Biostatistics, Yale University, 2010
20. Department of Mathematics and Statistics, Bowling Green State University, 2010
21. Joint statistical meetings,  Vancouver, Canada, 2010 
22. Plant and Animal Genome XVII Conference. San Diego, CA, 2009
23. Statistical Genomics workshop, Institute for Mathematical Sciences.  Singapore, 2009 
24. Department of Statistics, Duke University, 2008
25. Departments of Statistics and Biostatistics, University of Wisconsin at Madison, 2008
26. Department of Mathematics and Statistics.  Wuhan University, China, 2007
27. Bioinformatics Center, MD Anderson, 2007 
28. International Chinese Statistical Association (ICSA) meeting,  2007
29. The Banff International Research Station for Mathematical Innovation and Discovery workshop: Statistical Analysis of High-Throughput Genetic Data. Canada, 2007
30. Department of Mathematics and Statistics. York University, Canada, 2006 



Teaching Activities
Courses
Statistical Methods in Quantitative Genetics (Bios 783), Spring 2003, Spring 2004, Spring 2006, Spring 2008 and Spring 2010 Instructor

Intermediate Linear Models (Bios663) Spring 2009, Spring 2011 and Spring 2013 Instructor

Basic Elements of Probability and Statistical Inference (Bios 550), Fall 2004.  Instructor

Biostatistics in Bioinformatics and Computational Biology (Gnet 215), Fall 2003, Fall 2004, Fall 2005 and Fall 2007, Spring 2010. Co-instructor

Statistical Methods in Human Genetics (Bios 781), Fall 2012, and Fall 2014, Instructor

Guidance of Post-Doctoral Research
Hanwen Huang, 2004~2010
Current position: Assistant Professor, University of Georgia

 Yize Zhao 2014-2016 (Joint with Dr. Hongtu Zhao) 
Current position: Assistant Professor, Cornell University


Guidance of Doctoral Research
1. Li Dong, PhD candidate, Dept of Bios. (joint with Xiaojing Zheng)
2. Vasyl  Zhabotynsky, DrPD candidate, Dept of Bios. (joint with Wei Sun)
3. Laura Zhou, PhD candidate, Dept of Bios. (joint with Wei Sun)
4. Meichen Dong, PhD candidate, Dept of Bios. (joint with Yuchao Jiang)
5. Xinlei Mi, 2018 PhD, Dept of Bios., University of Florida.
6. Yeonil Kim, 2019 Dept of Bios., University of Florida. (joint with Chi,Yueh-Yun)
7. James Xenakis, 2018 PhD, Dept of Bios
8. Zhaoyu Yin, 2014 PhD, Dept of Bios.  “Statistical Analyses of High Throughput Genetics and Genomics Data”
Current position: Biostatistician, Bristol-Myers Squibb. 
9. Wonil Chung, 2013 PhD, Dept. of Bios. “Bayesian Multiple Quantitative Trait Loci (QTL) Mapping For Longitudinal Data”
Current position: Postdoc, Harvard University 
10. Gregory Mayhew, 2013, DrPH, Dept of Bios. joint with Fred Wright. “Genotype-Phenotype Similarity Testing and Methods for Integrating Multiple Data Sources in Genetic Association”
Current position: Postdoc, Duke University 
11. Yi Gong, 2011 PhD, Dept. of Bios. “Variable Selection in Varying Coefficient Models for Mapping Quantitative Trait Loci”.
Current position: Mathematical Statistician, SAS 
12. Seunggeun Lee, 2010 PhD, Dept. of Bios., joint with Dr. Fred Wright “Principal Component Analysis in High Dimensional Data: Application for Genomewide Association Studies”.   
    Current position: Assistant Professor, University of Michigan.
13. Arpita Ghosh, 2009 PhD, Dept. of Bios., joint with Dr. Fred Wright. “Conditional Likelihood for Risk Estimation in Genome Scans and Coefficient Shrinkage”.   
  Current position: Postdoctoral Fellow, National cancer institute
14. Yu-Ling Chang, 2008 PhD, Dept of Bios., joint with Dr. Fred Wright. “Fast Bayesian Methods for Genetic Mapping with Applications to eQTL Analysis”. Current position: Mathematical Statistician at Division of Oncology, CDER, FDA
15. Jonathan Gelfond, 2007 PhD, Dept. of Bios., joint with Drs. Joe Ibrahim and Mayetri Gupta. “Bayesian Model-based Methods for the Analysis of DNA Microarrays with Survival, Genetic and Sequence Data” 
Current position: Assistant Professor, University of Texas Health Science Center at San Antonio, TX

Guidance of Master’s Research
1. Shiliang Wang 2011 “QTL Underlying Voluntary Exercise in Mice”.
2. Joe Rigdon 2010 “The Hamming Distance as a Measure of Genetic Heterogeneity”.
3. Tania Robbins, 2004 “Combining Microarrays with QTL Analysis”.
4. Niki Arya, 2002 “QTL Analysis of Body Weight Gain in Recombinant Inbred Intercross Mice”.

Service on Doctoral Committee

16. Bocha Jia, PhD candidate, Dept of Bios.
1. Qianyun Li, PhD candidate, Dept of Bios
2. Suwan Xu, PhD 2017, Dept of Bios
3. Sinjini Sikar, PhD candidate, Dept of Bios
4. Choi, Wan Suk, 2017 PhD, Dept of Bios.
5. Xu,Yunan, Phd candidate,  Dept of epidemiology
6. Chen-Ping Fu, PhD candidate, Department of Computer Science
7. Angela Yanyi. Liu, PhD candidate, Department of Epidemiology
8. Alison Wise DrPH candidate, Department of Biostatistics
9. Ting-huei Chen,  PhD 2014, Department of Biostatistics
10. Ja-an Lin, PhD, 2013 Department of Biostatistics
11. David Kessler, 2013 Department of Biostatistics
12. Zhaowei Hua, PhD, 2011 Department of Biostatistics
13. Chaeryon Kang,  PhD, 2011 Department of Biostatistics
14. Yihui Zhou, PhD, 2011 Department of Biostatistics
15. Shiliang Wang, PhD, 2011 Department of Cell & Molecular Physiology
16. Xiang Zhang,  PhD, 2011 Department of Computer Science
17. Rong Jiang, PhD, 2010 Department of Environment Sciences & Engineer
18. Vonn Walter, PhD, 2010 Department of Biostatistics 
19. John Schwarz, PhD, 2010  Department of Biostatistic
	
	


20. Lindsey Ho,  DrPh, 2010 Department of Biostatistics
21. Tsui-Shan (Eva) Lu,  PhD, 2009 Department of Biostatistics
22. Chevonne Eversley, PhD,  2009 Department of Genetics
23. Emily Kistner, PhD, 2005 Department of Biostatistics
24. Guoqing Diao, PhD,  2005 Department of Biostatistics
25. Andrew Sterrett, PhD,  2005 Department of Biostatistics
26. Chaehyung Ahn, PhD,  2005 Department of Biostatistics
27. Szu–Yun Leu, PhD, 2005 Department of Biostatistics 
28. Jianhua Hu, PhD, 2003 Department of Biostatistics


Others
1. Alex Vasiljev (BSURE) 2010 joint with Fred Wright
2. Qian Liu, 2010 MS, Department of Environmental Sciences and Engineering, UNC
3. Evita Hollis, 2002, the Summer Pre-Graduate Research Experience Program (SPGRE).


Contracts & Grants
Principal Investigator on Grants 
1. R01 GM074175-05 “Robust Methods for Complex Trait Mapping with Collaborative Cross”. Natl Inst Gen Medical Sciences (2011-2016) 
2.  R01 GM074175-01 “Robust Methods for Complex Trait Association Mapping”.  Natl Inst Gen Medical Sciences (2006-2011) 
3.  R03 MH070504 “Statistical Analysis of RIX for Complex Traits” National Inst. of Health (2004-2007) 
4.  ZOU05P0 “Robust Methods for Complex Trait Association Mapping”	  Cystic Fibrosis Foundation (2005-2006) 
   
Investigator on Grants
1. 5 P30 ES010126-18 (PI: Troester)	 UNC-CH Center for Environmental Health & Susceptibility - Biostatistics & Bioinformatics Facility Core. NIEHS (2016-2021).  Role:  Co-Investigator.
2. 5 P30 AI050410-21	(PI: Swanstrom)  The University of North Carolina Center for AIDS Research: Core F – Biostatistics.	National Institute of Allergy and Infectious Diseases (2016-2021). Role:  Co-Investigator.	
3. 5 R01 AI123535-03	(PI: Wohl)		Clinical Sequelae and Urogenital Viral Dynamics in Survivors of Ebola Virus Disease. National Institute of Allergy and Infectious Diseases (2017-2022). Role:  Co-Investigator.
4. 5 R01 FD006030-03	(PI: Ataga)	The Association of Biomarkers of Endothelial Function with Prospective Changes in Kidney Function in Sickle Cell Anemia. FDA (2017-2022). Role:  Co-Investigator.	
5. 5 R01 HD092374-02 (PI: O'Shea)  Placental Epigenome and Brain Dysfunction after Preterm Birth. E. K. Shriver National Institute of Child Health and Human Development (2017-2022)    Role:  Co-Investigator.
6. 5 UL1 TR002489-02	(PI: Buse)	North Carolina Translational and Clinical Science Institute (NC TraCS) - Biostatistics, Epidemiology, and Research Design (BERD).  National Center for Advancing Translational Sciences (2018-2023). Role:  Co-Investigator.	
7. 1 R01 MH116527-01	(PI: Zhang) Analysis of Big Data Squared in Biomedical Studies. NIH (2018-2023). Role: Co-Investigator.   		
8. 2 R01 GM105785-06	(PI: Sun)	Statistical Methods for RNA-seq Data Analysis. NIH (2019-2022). Role: Contract PI.
9. 1 R01 ES029925-01	(PI: Pardo-Manuel de Villena) Genetic Underpinning of Diabetes Associated with Arsenic Exposure. NIEHS (2019-2024). Role: Co-Investigator. 
10.  R01-MH092335 (PI: Santelli) “Genome-wide Identification of Variants Affecting Early Human Brain Development” NIH (2011-2016)  Role:  Co-Investigator.
11. R01 GM105785-01A1	(PI: Sun) “Statistical Methods for RNA-seq Data Analysis”  NIH (2014-2018)  Role:  Co-Investigator. 
12. R01-DA023690(PI: Tarantino) “Organismal and Genetic Networks in Drug Reward and Reinforcement” NIH (2009-2018) Role:  Co-Investigator. 
13. R21 MH097173-02 (PI: Sullivan) “Biomarkers of Olanzapine-induced Weight Gain in Mice”  NIH (2012-2015) Role:  Co-Investigator. 
14. R01-ES019315 (PI: Fry) “In Utero Exposure to Arsenic, Links to Epigenetic Alterations and Disease” NIH (2010-2015) Role:  Co-Investigator.
15.  P50-HG006582 (PI: Pardo-Manuel de Villena) “An Interdisciplinary Program for Systems Genomics of Complex Behaviors” NIH (2011-2014)  Role: Co-investigator.
16.  R01-DE018104 (PI: Everett) “Genetic Determinants of Physiological Responses to Fluoride in Bone” NIH (2008-2013) Role:  Co-Investigator.
17.  R01-CA132887 (PI: Olshan) “Genetic Susceptibility Factors in the Etiology of Neuroblastoma” NIH (2008-2013).  Role:  Co-Investigator.
18.   R01-HL095396 (PI: Knowles) “Molecular Phenotypes for Cystic Fibrosis Lung Disease” NIH (2008-2012)  Role:  Investigator.
19. GIL (PI: Lin) Gillings Innovation Laboratory (2009-2012) Role:  Investigator.
20.  RC2-MH089951(PI: Sullivan) “Integration of Genomics & Transcriptomics in Normal Twins & Major Depression” NIH (2009-2011)   Role: Investigator.
21.  R01-DK066368 (PI: Knowles) “Genetic Modifiers of CF Liver Disease” NIH (2004-2009)  Role:  Co-Investigator.
22. R01-CA082659 (PI: Lin) “Statistical Methods in Current Cancer Research” NIH (2004-2008)  Role:  Co-Investigator.
23. R01-CA082659 (PI: Lin) “Statistical Methods in Current Cancer Research” (2000-2004)  Role:  Co-Investigator.
24. U54-MH066418(PI: Piven) “Gene-Brain-Behavior Relationships in Autism” NIH (2002-2007)  Role:  Investigator.
25. P30 ES10126-01A1(PI: Swenberg) “UNC-CH Center for Environmental Health & Susceptibility” NIH (2001-2005)  Role: Biostatistician.
26. P30-ES010126(PI: Swenberg) “UNC-CH Center for Environmental Health & Susceptibility” NIH (2005-2010)   Role: Biostatistician.
27. P50-MH090338(PI: Pardo-Manuel de Villena) “An Interdisciplinary Program for Systems Genomics of Complex Behaviors” NIH (2009-2011) Role:  Investigator.
28. P20-RR020751(PI: Wilhelmsen) “The Carolina Center Exploratory Genetic Analysis” NIH (2004-2007)  Role:  Co-Investigator.
29. RD-83272001(PI: Wright) Computational Toxicology-EPA Center (2005-2011)  Role:  Co-Investigator.


Service
NIH Reviewer
1. Appointed regular member of the Genetic Variation and Evolution (GVE) Study Section 2015-2021
2. Ad hoc member of the Genetic Variation and Evolution (GVE) Study Section (2011 & 2012).
3. Reviewer of NIH Center for Scientific Review Special Emphasis Panels (2014, 2015).

Editorial Activities
1. Associate Editor: Genetics 2010-current

Other Avticities
1. ENAR Education Advisory Committee 2016 
2. ENAR Short Course on “Statistical Genetic and Genomic Analysis”

Referee
1. The American Journal of Epidemiology
2. The Annals of Applied Statistics
3. Annals of Statistics
4. Annals of the Institute of Statistical Mathematics
5. The Australian and New Zealand Journal of Statistics
6. Biometrics
7. Bioinformatics
8. Biostatistics
9. BMC Bioinformatics
10. BMC Genetics
11. BMC Medical Genetics
12. Canadian Journal of Statistics
13. Computational Statistics and Data Analysis
14. Genetic Epidemiology
15. Genetics
16. Genetics Research 
17. Genetic Selection Evolution
18. Genetika
19. Heredity
20. Human Heredity
21. The international Journal of Biostatistics
22. Journal of American Medical Association
23. Journal of American Statistical Association
24. Journal of Biopharmaceutical Statistics
25. Journal of Computational and Graphical Statistics
26. Lifetime Data Analysis
27. Mammalian Genomics
28. PLOS One
29. Statistics in Biosciences
30. Statistics in Medicine
31. Statistics and Probability Letters
32. Scientific Committee Member, 2002 International Conference on Critical Assessment of Microarray Data Analysis
33. Theoretical and Applied Genetics


Service to the University of North Carolina
1. Faculty of the UNC-CH Bioinformatics and Computational Biology Training Program (2002-current).
2. Bioinformatics and Computational Biology (BCB) curriculum committee (2009-2010).
3. Member of SPH  Conflict of Interest Committee (2011-current)

Service to the University of Florida
1. Director of Biostatistics Core of Cancer Center  2016-current

Service to the Department of Biostatistics at UNC
1. Space Committee, Chair 2011-current
2. Graduate Admissions Committee 2003-present
3. Seminar Committee, Chair 2008-2011
4. Faculty Search Committee 2002, 2003, 2005, 2009
5. Graduate Studies Committee 2001-2006 
6. Masters Examinations Committee 2006-2011

Service to the Department of Biostatistics at UF
1. PhD qualify examination Committee chair 2015-current

