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EDUCATION AND TRAINING

2001-2004, Postdoctoral training. Statistical Genetics/Bioinformatics, The Jackson Laboratory,

Bar Harbor, ME (with Dr. Gary Churchill).

1994-2001, Ph.D. Genetics, lowa State University, Ames, [A

(with Dr. Patrick Schnable).

1991-1994, M..S. Molecular and Cytogenetics, Nankai University, Tianjin, P. R. China.
1987-1991, B.A. Biology, Nankai University, Tianjin, P. R. China.

PROFESSIONAL EXPERIENCE

2017- Present Associate Professor (Clinic and Research Track) and Founding Director of

Atlanta VA Medical Center Data Analytics Core, Department of Biostatistics and
Bioinformatics, Emory University, Atlanta, GA

2012—-2017  Associate Professor, Department of Biostatistics, University of Alabama at
Birmingham, Birmingham, AL.

2004-2012  Assistant Professor, Department of Biostatistics, University of Alabama at
Birmingham, Birmingham, AL.

2004-2009  Assistant Professor, Department of Medicine, Division of Genetic and
Translational Medicine (later merged into Department of Genetics), University of
Alabama at Birmingham, Birmingham, AL.

2001-2004  Postdoctoral associate, The Jackson Laboratory, Bar Harbor, ME.

1994-2001  Graduate Research Assistant, [owa State University, Ames, [A.

1991-1994  Graduate Research Assistant, Nankai University, Tianjin, China.

LEADERSHIP ROLES

Director of Biostatistics Graduate Studies (DGS) for the Master Program (2021-present)

I took on the director role for the MPH/MSPH program in the Biostatistics Department at
Emory University in 2021 after I successfully revamped and streamlined the thesis/capstone
structure in the program, which was a major challenge after the program grew into the size of
around 100 students. I currently oversee the recruitment, admission, curriculum, student policy,
and student services of the program. I also represent the program in the School of Public Health
education committee and facilitate the CEPH compliance.

Founding Director of the Data Analytics Core (DAC) at the Atlanta VA Medical Center (2017-

present)



I was recruited in 2017 to establish the data analytics core to meet the analytical needs of
all investigators in the Atlanta VA Medical Center in study design, data management, data
analyses, and grant application. In the past 5 years, the DAC has grown from one to four staff
members including two statisticians, one data manger, and one data scientist fully funded on
research and quality improvement grants. The Data Analytics Core will continue to grow as the
needs increase.

Director of the methodology core in Rheumatology NIH P60 program project at UAB (2014-
2017).

I took over the directorship when Dr. David Redden became the Biostatistics Department
chair in 2014. The methodology core was one of the multiple cores in the P60 grant. It supported
6-7 faculty members with various expertise at 5% -10% effort level and two master-level
statisticians. The function of the core was to support the analytic needs of the projects (2 or 3
depending on cycles) and the rheumatology research community. The main tasks were data
analyses, grant writing support, study designs, new methods development, new investigator
development, and community education. This grant had been funded for more than 10 years by
the time I left and it was the third funding cycle under my direction. I had been a member of the
core for 6 years before taking on the director role.

RESEARCH AREA

My research career started from molecular and field genetics in plants for my PhD
training and went on to genomics/bioinformatics/statistical genetics for gene expression profiling
and QTL analyses during my postdoctoral training. After I took on the faculty position in the
Biostatistics Department at UAB, my research focused on omics (gene expression profiling,
methylation profiling, microbiome etc.) method development and applications through
collaborations. Due to the need of UAB O’Brien Center (2008-2017) and UAB CCTS BERD
(2010-2017), I started providing general statistical support for the investigators served by these
centers. My research switched largely to clinical trials and observational studies based on
electronic health records (EHR) after I moved to Emory University and took on the directorship
of DAC at the Atlanta VA Medical Center in 2017. Among all the changes of my research
interests over the years, one research topic remains to be a constant component. It is the renal
disease, specifically polycystic kidney disease. My collaboration with Dr. Michal Mrug at UAB
on polycystic kidney disease started from gene mapping during our postdoctoral years and
continues all the way to today on VA polycystic kidney disease patient cohort EHR studies.
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PRESENTATIONS

Talks

“Fertility restoration in cytoplasmic male sterile maize,” at the Interdepartmental Genetics
Program Retreat, August 23, 1997.

“Characterization of 7/2, a maize mitochondrial male sterility restorer gene,” at the All lowa
Genetics Symposium, June 19, 1998.

“Analyze cDNA microarray data using MAANOVA,” invited talk at Amgen, Inc. Thousand
Oaks, CA, June 7, 2002.

“How many mice and how many arrays? Replication of cDNA microarray experiment,”
invited talk at the CAMDAUO?2 contest, Nov. 14—-15, 2002, Durham, NC.

“The inheritance pattern of gene expression in mouse,” at the Microarray Research Coordination
Network Retreat, Mohonk, NY, September 27-30, 2004.

“Statistical equivalence testing applied to microarray data,” at the Microarray Research
Coordination Network Retreat, Mohonk, NY, September 19-23, 2005.

“Consistency assessment among multiple probe sets interrogating the same gene on the
Affymetrix MOE430 GeneChip,” CIS seminar series, Octobor 24, 2007.



“Consistency assessment among redundant probe sets interrogating the same gene on the
Aftfymetrix MOE430 GeneChip,” Fifth Annual Rocky Mountain Bioinformatics, Snow
Mass, CO, November 30-December 2, 2007.

“Statistical equivalence testing applied to microarray data,” SSG retreat, January 4, 2008.

“Statistical equivalence testing applied to microarray data,” ENAR, March 16—19, Washington,
D.C., 2008.

“Microarray data analysis — estebalished routines and new directions,” December 5, 2008,
Florida State University, Tallahassee, FL.

“Interrogation of alternative splicing using microarray,” May 20, 2009, First International
Biomedical Conference at Nankai, Tianjing, China.

“Identifying equivalently expressed genes using DNA microarrays,” May 21, 2009, Department
of Statistics, Nankai University, Tianjin, China.

“Experimental design for microarray experiments,” May 23, 2009, Institute of Crop Sciences, the
Chinese Academy of Agricultural Sciences, Beijing, China.

“Gene class enrichment analysis for RNA-seq data,” March 23, 2010, ENAR, New Orleans, LA.

“Length bias correction for RNA-seq data in gene set analyses,” March 22, 2011, ENAR,
Miami, FL. (Invited)

“Equivalence testing of high dimensional expression data,” November 2011, Emory
University, Atlanta, GA. (Invited)

“Equivalence evaluation of GBM primary tumors and xenografts”, August 4%, 2012, JSM San
Diego (invited)

“From arrays to NGS - methodology research in Omic equivalence and number crunching in
collaboration research”, Feb 5%, 2013, Children’s National Medical Center.
Washington DC. (Invited)

“RNA-seq Data for Differential Expression Analysis”, May 132014, Next Generation
Sequencing Workshop, UNC Charlotte, NC.

“New Findings for an Old Problem — qRT-PCR Data Normalization” June 25%, 2014.
Department of Bioinformatics, Tongjin University. Shanghai, China (invited).

“Uniform Approximation for Wilcoxon Rank-Sum Test in Gene Set Analysis” June 27, 2014,
The Third International Symposium on Biostatistics, Chengdu, China (invited)

“Exploring Immune-Repertoire Sequencing Data” June 13%, 2016. ICSA Applied Statistics
Symposium. Atlanta, GA.

“Predicting Gene Expression Using DNA methylation in Three Human Populations”, March 29,
2019. MCBIOS, Birmingham, GA (Invited).

“From Omics to EHR, Following the Research Calls (Needs)”, Feb 29", 2020, Statistical
Practice in Cancer Conference, Tampa, FL (Keynote Speaker)

“VA Electronic Medical Record for Research — Challenges and Opportunities”, Oct 1%, 2020,
Women in Statistics and Data Science, Virtual Conference (Invited).

“VA Electronic Medical Record for Research — Challenges and Opportunities”, November 22,
2021, Biostatistics Program, LSU Health Sciences Center, New Orleans, LA (Invited)
Virtual.

“VA Electronic Medical Records for Research — Challenges and Opportunities”, March 28,
2022, Department of Statistics, [owa State University, Ames, [A (Invited) Virtual.



Posters

Cui X, WJ Chen, RP Wise, and PS Schnable. (1995). The /2 nuclear restore of cmsT encodes
an aldehyde dehydrogenase, 37 Maize Genetics Conference, March 16-19, Asilomar,
CA.

Cui X, F Liu, WJ Chen, RP Wise, and PS Schnable. (1996). The rf2 nuclear restore of cmsT
encodes an aldehyde dehydrogenase, 38" Maize Genetics Conference, March 14-17, St.
Charles, IL.

Liu F, X Cui, WJ Chen, AP Hsia, RP Wise, and PS Schnable. (1997). The biochemistry
characterization of 7/2 protein which is required for cmsT, 39" Maize Genetics
Conference, March 13-16, Clearwater Beach, FL.

Cui X, AP Hsia, RP Wise, and PS Schnable. (1998). Suppression of 7f2-m alleles, 40" Maize
Genetics Conference, March 19-20, Lake Geneva, WI.

Cui X, and PS Schnable. (1999). The physiological role of 72 independent of its cms-T restorer,
41% Maize Genetics Conference, March 11-14, Lake Geneva, WI.

Cui X, B Scheffler, C Simmons, RB Meely, and PS Schnable. (2000). Mutations in the maize
pdc3 gene cause reduced levels of tolerance to anaerobic stress, annual meeting of the
American Society of Plant Physiologists, July 15-19, San Diego, CA.

Cui X, and GA Churchill. (2002). The application of ratio by intensity plot in microarray
normalization, MGED IV (Miroarray and Chips: Algorithms and Applications),

February 13-16.

Cui X, JTG Hwang, J Qiu, NJ Blade, S-W Tsaih, and GA Churchill. (2004). Improved statistical
tests for differential gene expression by shrinking variance components estimates,
International Conference on Analysis of Genomic Data, May 10-11, Boston, MA.

Cui X, J Affourtit, Y Woo, and GA Churchill. (2005). Inheritance Patterns of transcript levels in
F1 hybrid mice. Plant and Animal Genomic XIII, January 15-19, San Diego, CA.

Cui X, and J Qiu. (2007). Identifying equivalently expressed genes using microarray. Gordon
Conference: Toxicogenomics. June 24-29, New London, NJ.

Cui X, and A Loraine. (2007). Consistency assessment among redundant probe sets interrogating
the same gene on the Affymetrix MOE430 GeneChip. Fifth Annual Rocky Mountain
Bioinformatics, November 30-December 2, Snow Mass, CO.

Mirel B, B J Keller, M Peleg, X Cui, and R Altman. (2009). Design of integrated translational
bioinformatics systems. 2009. AMIA summit on translational bioinformatics (STB 2009),
March 15-17, 2009.

Kennedy R, and X Cui. (2009). Searching for efficient experimental design for differential DNA
methylation studies, at ENAR 2009, March 15-18. San Antonio, TX.

Cui X, M Cook, Z Li, R Williams, K Hamre, and L Lu. (2010). Genetic and stress influence on
DNA methylation in mouse hippocampus, at the 9" Complex Trait Community
Conference (CTC 2010), May 7-10, Chicago, IL.

Yang, C, and X Cui. (2011). Multi-group tests of equivalence for microarray data, ENAR,
March 20-23, Miami, FL.

Cuna, A., B. Halloran, O. Faye-Petersen, D. Kelly, D. Crossman, X. Cui, K. Pandit, N.
Kaminski, S. Bhattacharya, A. Ahmad, T.J. Mariani and N. Ambalavanan. Alterations in
Gene Expression and DNA Methylation during Murine and Human Lung Alveolar
Septation. Octobr 23 2015, AAP Experience Nation Conference & Exhibition,
Washington, DC.



Wilson L, G. Trivedi; A. Sreedasyam;H. Kim; X. Cui; L. J Cseke; S. Barnes. Quantitative
SWATH Proteomics Analysis of Tree Fungal Interactions under Nutrient Limiting
Conditions. 63rd American Society for Mass Spectrometry (ASMS) Conference. May
315 - June 4th, 2015, St. Louis, MO.

Rachel A. Brewer, Xiangqin Cui, Nianjun Liu, Nathan D. Miyasaki, Travis Ptacek, Ranjit
Kumar, Casey D. Morrow, Daniel L. Smith, Jr. Acarbose treatment and the gut
microbiota. Gerontological Society of America Annual Scientific Meeting. Nov 18-22
Orlando, FL.

Elizabeth Ma, Minsung Kang, Xiangqin Cui, Wei Zhang, Yuchang Fu, W. Timothy Garvey,
Circulating MicroRNA Species and Role in Human Insulin Resistance. American
Diabetes Association conference. June 5-9, 2015; Boston, MS.

McLean M, Bates GW, Cui X, Barnes S, Harper L. Peri-conception metabolomics in serum and
follicular fluid of obese versus non-obese women undergoing IVF, at 63" Annual
Scientific Meeting of Society for Reproductive Investigation, Mar 16, 2011-18, 2016

Cui X, J. Meng, J. Gallini, C. Jasien, M. Mrug “ADPKD patients and risk to severe COVID-19
illnesses” at PKD Connections conference, June 25, 2021, Virtual.

TEACHING AND ADVISING

Courses Taught at Emory:

BIOS 598 “Thesis Mentorship” Department of Biostatistics and Bioinformatics (Spring 2019
with 40 students, Spring 2020 with 54 students).

BIOS 581 “Statistical Practice II” Department of Biostatistics and Bioinformatics (Spring
2021 with 28 students, Spring 2022 with 24 students).

BIOS 580 “Statistical Proactice I” Department of Biostatistics and Bioinformatics (Fall 2021
with 30 students).

BIOS 599R “Thesis” Department of Biostatistics and Bioinformatics (Spring 2022 with 6
students).

Courses Taught at UAB:

BST 675 “Instroduction to Statistical Genetics” Department of Biostatistics (Spring 2009,
spring 2011, Spring 2013).

BST 676 “Genomic Data Analysis” Department of Biostatistics (Spring 2010, Spring 2012),
revised course.

BST 611 “Intermediate Statistical Analysis I’ (online Spring 2015) (in class Fall 2015)

BST 690 “Biostatic Consult and App Pro” Department of Biostatistics (Summer 2009,
Summer 2010, Summer 2011).

BST 698 “Non-disertation Research” (Spring 2015, summer 2015)

BST 626 “Data Management/Reporting with R and SAS” (Fall 2016)

Guest Lectures at UAB:

“Introduction to Microarray Technology (Biology and Experimental Design),” CS640
(course title: Bioinformatics; primary instructor: Chengcui Zhang). Fall 2004.

“Image processing,analysis,QC and normalization—Two Color,” in NSF Plant Microarray
Short Course, June 14, 2005, Madison, WI; June 13, 2006.

“Inferential Statistical Procedures - Linear Models,” in NSF Plant Microarray Short Course,
June 14, 2005, Madison, WI.



NIDDK short course at UAB: “Demonstration and Supervised Practice (Microarray).” May
4, 2005. Birmingham, AL.

“Genomics, Bioinformatics, and Medicine,” in UAB K30 genetics lectures (organizer: Bruce
Korf), Spring 2005, 2006, 2007, 2008.

“Inferencial Statistical Procedures—Linear Models” in the 2" NSF Plant Microarray Short
Course, August 2, 2006. Boston, MA.

“Statistical Analysis of Microarray Data: Design, Normalization, and Statistical Inference” in
Genet702 (course title: Animal Model Systems for Genetic and Genomic Analyses).
Spring 2005, Spring 2007.

“Design of Microarray Experiments,” in International Microarray Workshop, January 11,
2007; January 10, 2008, Tucson, AZ.

“Statistical Aspects for the Polycystic Kidney Study,” in HMG703 (Title: Hughes Med-Grad
“Quantitative Methods”). March 28, 2007; April 1, 2009.

“Basic Statistics,” in Genetics Core Lecture Series (organizer: Scott Austin). August 17,
2007; Fall 2008.

“Introduction to QTL Mapping,” in NSF Statistical Genetics Short Course, July 12, 2008,
Birmingham, AL.

“Software Demonstration of MAANOVA Package,” in the NSF Statistical Genetics Short
Course, July 12, 2008, Birmingham, AL.

“Permutation Methods,” in BST 765 (course name: Advanced Computational Methods;
primary instructor: Rui Feng). Oct 1, 2008.

“Arrays and Bioinformatics,” in Combined Fellow’s Physiology Conference (organizer:
James Hagood), February 19, 2009.

“Microarray Analysis and Related Topics,” in EPI 788 (course name: Molecular
Epidemiology; primary instructor: Elizabeth Brown). Summer 2009, Summer 2011.

“Introduction to Epigenetics/Epigenomics,” in Introduction to Statistical Genetics Workshop.
New Orleans, LA., Feb 12, 2009.

“Bioinformatics, Genomics, and Medicine,” in Vocabulary of Clinical & Translational
Science (organizer: Jacqueline Ann Moss). Sep 18, 2009.

“Analysis Issues of Microarray and Next-Generation Sequencing Data,” in the Genomics
Block of GBS 722 (course name: GGS Bioinformatics: course master: Michael
Crowley). Jan 26, 2011.

“Microarray Data Analysis Software—R Based,” in the Bioinformatics Block of GBS 722
(course name: GGS Bioinformatics: course master: Chiquito Crasto). Feb 28, 2011.

“Statistical Analyses of RNA-seq Data,” in BST 695 (course name: Special Topics; primary
instructor: Degui Zhi). April 6, 2011.

“Software Packages Affy, MAANOVA, and PowerAtlas,” in the NIGMS short course,
Birmingham, AL, July 20, 2011.

“Analysis of Whole Genome Transcriptome Sequencing Data,” in the NHGRI short course
on Next Generation Sequencing, Birmingham, AL. December 19, 2011.

“Introduction to R & Bio-conductor”. For NIGMS short course at UAB 7/9/2012

“Affy, RMANOVA package demo”. For NIGMS short course at UAB 7/11/2012

“Analysis of Whole Genome Transcriptome Sequencing Data,” in the NHGRI short course
on Next Generation Sequencing, Birmingham, AL. December 12, 2012.

“Introduction to R and Bioconductor”, in the NIGMS short course on Statistical Genetics and
Genomics, Birmingham, AL, 7/8/2013



“RNAseq: Experimental Design and Data Analysis”, in the NIGMS short course on
Statistical Genetics and Genomics, Birmingham, AL, 7/11/2013

“Bowtie/TopHat, SAMTools, IGV, R packages for RNA-seq and ChIP-seq”, together with
Hao Wu in the NIGMS short course on Statistical Genetics and Genomics,
Birmingham, AL, 7/11/2013

“Transcriptome Analysis” in 3rd Short Course on Next-Generation Sequencing:
Technology and Statistical Methods, Birmingham, Al, 12/18/2013

“Software Demonstration (RNA-Seq & Galaxy)” in 3rd Short Course on Next-Generation
Sequencing: Technology and Statistical Methods, Birmingham, Al, 12/18/2013

“About RNA-seq” in WINGS Workshop in Next Generation Science, UNC Charlotte, May
13-14, 2014

“Introduction to R & Bio-conductor” in Short Course on Statistical Genetics and Genomics.
Birmingham, AL, 4th 7/7/2014, 5% 7/27/2015, 6" 7/13/2016

“Transcriptome Analyses: Microarray and RNAseq” in Short Course on Statistical Genetics
and Genomics. Birmingham, AL, 4th 7/10/2014, 5" 7/29/2015, 6™ 7/11/2016

“Introduction to R & Bio-conductor” in Short Course on Next-Generation Sequencing:
Technology and Statistical Methods. Birmingham, AL, 4% 12/15/2014, 5* 12/14/2015

“Transcriptome Analysis Using NGS” in Short Course on Next-Generation Sequencing:
Technology and Statistical Methods. Birmingham, AL, 4% 12/17/2014, 5
12/19/2015

“Experimental Design of Omics Experiments” in GBS 748: Advanced Graduate Course in
Metabolomics, January 17th 2015; January 6", 2016

“Interpretation of Metabolomics Analysis Results” in GBS 748: Advanced Graduate Course
in Metabolomics, Feb. 9th 2015;

“Introduction to R and Bioconductor” in GBS 722: Bioinformatics, Feb. 11th-12th 2015;
March 8-9, 2-016.

“Training in Experimental Design” 6/15/2015 in 3™ and 7/18/2016 4" Annual Workshop on
Metabolomics.

“Statistical analysis using metaboanalyst” 7/20/2016 in 4" Annual Workshop on
Metabolomics.

“Designing a Metabolomics Experiment” 12/2/2015 in One-Day Metabolomics Workshop

“Experimental Design & Statistics” 9/11/2015 in MIC 741:Topics in Professional
Development

Guest lectures at the Jackson Laboratory:

“Data Quality Control and Normalization,” in the Workshop on Techniques in Gene
Microarray

“Development and Analysis: Approaches to Heart, Lung, Blood, and Sleep Disorders.”
Jackson Lab, Bar Harbor, ME April 24-28, 2002

“Data Transformation of cDNA Microarray,” in the Short Course on Mathematical
Approaches to the Analysis of Complex Phenotypes. Bar Harbor, ME, September
23, 2002

At Iowa State University:



Genetics Lab (Bio 301L)

Student and Post-doctoral Fellow advised:

Summer interns
Tarik Trend, Emery Univresity, (2007) Intern advisor

Master students

--- Served as academic advisor

Liyan Gao (2009-2010 )
Lugin Deng (2009-2012)
Shaohua Yu (2013-2014)
Justin Leach (2014-2016)
Lauren Wood (2015-2017)
Jiaying Hao (2016-2017)
Fuchenchu Wang (2016-2017)
Mofei Liu (2018-2020)
Shiyu Chen (2018-2020)
Xinhang Wang (2018-2020)
Chen Zhao (2018-2020)
Jiaxi Gen (2020-2022 )
Qing Zhang (2020-2022)
Jiali Lu (2021-present)

--- Served as thesis/capstone/research advisor

Kathakali Ghosh (2005-2006) research advisor
Liyan Gao (2009-2010 ) research advisor

Luqgin Deng (2009-2012) research advisor

Ligong Chen (2010-2012) research advisor

Xuelin Li (2013) research advisor

Amanda Chou Sue (204) thesis committee, Department of Epidemiology
Shaohua Yu (2013-2014) research advisor

Holly Hartman (2015) research advisor

Jiaying Hao (2016-2017) research advisor
Fuchenchu Wang (2016-2017) research advisor
Mofei Liu (2018-2020) thesis advisor

Shiyu Chen (2018-2020) thesis advisor

Xinhang Wang (2018-2020) thesis advisor

Jiawei Meng (2019-2021) research/capstone advisor
Yue Xie (2019-2021) research/advisor



Jiaxi Gen (2020-2022 ) capstone advisor
Lei Wang (2020-2022) research advisor
Sihong Li (2020-2022 ) research advisor
Angelo Marra (2021-2023) research/captone advisor

Ph.D students:

Lang Chen (2006-2008) disertation Co-chair

Celeste Yang (2010-2013) disertation Chair

Henry Roberson (2005-2008) academic advisor

Jun Li (2005-2011) academic advisor

Guogiao Wang (2010-2013) academic advisor

Amanda H. Pendegraft (2014~ 2017) academic and research advisor
Rachel Parker (2019- present) academic advisor

Ph.D disertation commaittees:

Hong Gao (Ph.D.) Department of Vision Science, UAB (2007-2009)

Jacquelyn Zimmerman (Ph.D.) Department of Medicine, Division of Hematology &
Oncology, UAB(2009-2012)

Elizabeth Perkins (Ph.D.) Clinical Immunology and Rheumatology, UAB (2011-
2012)

Kathryn Royse (Ph.D.) Department of Epidemiology, UAB (2011-2014)

Lindsy Jones (Ph.D) Biostatistics, UAB (2013-2015)

Michael Behring (Ph.D) Epidemiology, UAB (2015- 2018)

Stephen Gragg (MD/Ph.D) NIH Medical Scientist Training, UAB (2016-2017)

Yogasudha Veturi (Ph.D) Department of Biostatistics, UAB (2016-2017)

Meriah Schoen (Ph.D) Department of Nutrition, Emory (2019 -)

Postdocs

Richard Kennedy (2008-2011) Co-mentor
Armrit Karki (2012-2012) mentor
Jason Guichard (2012-2015) Co-mentor

Junior faculty (NIH K awardees or VA CDA awardees) mentored:

Tomi Akinyemiju, Assistant Professor, Department of Epidemiology K award (2016-
2017)

Yuanyuan Li, Assistant Professor, Department of Biology K award (2016-2017)

Ida Fonkoue (KL2 training grant) 2021

Aaron Trammel (KL2 training grant) 2019- present

Arash Harzand (VA CDA-2 training grant awarded) 2019-present

Anna Woodbury (VA CDA-2 training grant awarded) 2018 - present

Veronica Rowe (VA CDA-2 training grant application) 2020-2021

Sunil Agarwal (co-mentor for TL1 grant) 2022



Shreya Raja (VA CDA-2 training grant application) 2021

Jinhee Jeong (KL2 training grant application) 2022

Justin Sprik (AHA Career Development Awarded) 2021

Ryan Smith (CDA2 training grant application) 2021

Joseph Roberts (CDAI training grant application awarded) 2021

PROFESSIONAL SOCIETIES

American Association for the Advancement of Science (AAAS) 1997-2011

International Society for Computational Biology (ISCB) 2007-2012
The American Society of Human Genetics (ASHG) 2011-2015
American Statistical Association (ASA) 2002—present
International Chinese Statistical Association (ICSA) 2013—present
Caucus for Women in Statistics (CWS) 2016-present

PROFESSIONAL SERVICES

Editorial board: Associate editor for Frontiers in Epigenomics (2011 - present)
Associate editor for Peer.J (Oct 2014 — present)

Appointed microarray referee: Plant Cell (2008-2011)

Add hoc Referee for:

Bioinformatics, Nature Genetics, Biostatistics, BioTechniques, Physiological Genomics,
Theoretical and Applied Genetics, Computational Statistics & Data Analysis, JASA, BMC-
Bioinformatics, BMC Evolutionary Biology Genetics, Euphytica, International Journal of Plant
Genomics, Biometrical Journal of Biological Chemistry, The Annals of Statistics, Plant
Physiology, Journal of Applied Statistics, Journal of the American Society of Nephrology,
Frontier Journals, BMC-Genomics, npj-Digital Medicine

National services:

Professional Committees:

Financial Advisory Committee, International Chinese Statistics Association (ICSA), (2018-
present)

First Responder for the Mentor on the GO program of the “Caucus of Women in
Statistics” (2018-2023)

ASA Georgia Chapter representative, (2020-2023)

PKD Foundation Data Sharing Advisory Committee (2021- present)

National conferences:
Organizer of the NHGRI-funded “Statistical Analysis for Next Generation Sequencing,”
Birmingham, AL, Sept. 26-27, 2011.
Co-organizer of the 2" NSF Plant Microarray Short Course (2006).
Scientific Committee member for annual Critical Assessment of Massive Data Analysis
(CAMDA) conferences (2009-2014).




ENAR session chair for “Experimental Design, Power/Sample Size, and Survey Research”
(March 2010), New Orleans, LA.

Organizer for invited session “Next Generation Sequencing,” at ENAR 2011, Miami, FL.

Program committee member for “Workshop on Computational Advances in Molecular
Epidemiology (CAME),” Atlanta, GA. 2011.

ICSA chair for Session 57: Recent Method Developments on Quantile Regression” (July
274 2019) Tianjin, China

Grant Reviews:
NSF Ad-hoc grant reviewer (2008)
NIH/NHLBI study section for RFA HL-11-002, "Common Pathogenetic Mechanisms of
Lung Cancer and COPD" (2010)

NSFC grant review (May 2011)

NIH ZRG1 HDM study section (May 2014) “Gene and environment interaction”

European Transnational Call for Proposals (E-RARE-3 2018) “ Transnational research
projects on hypothesis-driven use of multi-omic integrated approaches for discovery
of diseases causes and/or functional validation in the context of rare diseases.” (July
2018)

Canada CIHR “Operating Grant: Clinical Trials Projects” (July 2022)

Others:
DNA Day Essay Contest judge (third annual essay contest for U.S./Canadian students in

grades 7-12), April 2008.
Birmingham UseR group organizer (2014-2017)

University Services:

UAB University Level:

UAB Faculty Senate (2013-2015)

UAB Grievance and Termination Hearing Panel (2016-2017)
HSF-GEF Grant Review Committee (2010-2017)

UAB School of Public Health:

Admission and Graduation Committee (2011-2015, chair 2013-2015)
Award Nomination Committee (2012-2016)

Norwood Award Selection Committee (2005-2013)

Public Health Practice Committee (2016-2017)

UAB Department of Biostatistics:

Co-organizer for SSG Seminar (2005-2008)

Department of Medicine Ph.D. Faculty Advisory Group (2007-2008)
IGGP Graduate Program Admission Committee (2007-2009)

Chair of the SSG StatGen Software Training Committee (2008)
Organizer of the SSG Monthly Research Update Seminar (2009)
Postdoctoral Trainee Research Day judge (2010).

Organizer of the Bimonthly Biostatistics social event (SMA) (2007-2011)
SSG Faculty Recruiting Committee (2007-2012)




SSG Curriculum Committee (2008-2014)

SSG programmer recruiting committee chair (2015)
Biostatistics social chair (2012-2015)

Graduate Student Admission Committee chair (2016-2017)

Emory Department of Biostatistics and Bioinformatics:
Master Program Curriculum Committee (2018- 2020)
Master Student Admission Committee (2018- present)
Master Student Recruitment Committee (2018- 2020)
PhD Exam Committee (2021)

PhD Curriculum Committee (2020- 2021)

Chair Search Committee (2019-2020)

Faculty Search Committee (2020-2021)

Director of Mater Graduate Program (2021- present)
Data Science Certificate Initiative (2022 — present)

Emory School of Public Health:
Education Committee (202 1-present)

CRT faculty Committee (2021-present)
Academic Standard Committee (202 1-present)

Atlanta VA Medical Center
R&D committee member (2019- present)

HONORS

Nankai University Scholarship, China 1988
Guanghua Scholarship, China 1992
Wang Kechang Scholarship, China 1993
Phi Kappa Phi, Iowa State University Chapter 1996
Fung Fellowship 1998
Stadler Research Fellowship 1999
1% Runner up for CAMDA (Critical Assessment of

Microarray Data Analysis) competition 2002

Best Paper Award, Science Unbound Foundation 2012

GRANTS:

Ongoing:

247G20a, PKD Foundation (Cui) 7/1/2020 -12/30/2022

Machine Learning for Predicting eGFR Decline in CRISP Study Patients

This project will examine some machine learning methods for predicting short-term (next visit)
eGFR value and decline using all information up to the current visit. We will also evaluate the
contribution of genotype and imaging variables as predictors independent or overlapping with
other biomarkers. The study is focused on CRISP study but will validate findings in other
cohorts, such as HALT cohort, VA cohort, and Kaiser cohort.

Role: PI



00003431, University of Alabama at Birmingham (Cui)  9/17/2018-8/31/23
Biological Comparisons among Three Derivative Models of Glioma Patient Cancers.
The Emory subcontract is for establishing metrics to assess equivalence and differences among

the derivative models using high throughput omics data.
Role: Co-PI of NIH P60

101CX001065, VA Merit (Park) 07/01/2015 — 06/30/2024
Mechanisms of Sympathetic Overactivity in Post-traumatic Stress Disorder (PTSD).

Major Goals: The major goals of this grant are to investigate renal sympathetic activation and
vascular adrenergic signaling in PTSD, and the potential therapeutic role of vagus nerve
stimulation on autonomic function.

Role: Co-I

1101BX004232-01A2, VA Merit (Mrug) 10/01/2019 — 09/30/2023
Intra-renal T-cell heterogeneity in ADPKD patients

Major Goals: The major goals of this project are to test the hypotheses 1) that reduction of
microbiota-stimulating effects on Th17 cells attenuates renal cystogenesis in mice; ii) that
enhancement of Th17 activity by specific bacterial species exacerbates renal cystogenesis in
mice; iii) that plasma or urinary markers of abnormal Th17 activity correlate with rate of renal
cyst growth and predict renal function loss in ADPKD patients.

Role: Co-I

HX001025, VA Merit (Wilson) 4/01/2021 — 3/31/2025
Investigation of Heart and Vascular Outcomes in Older Veterans

Major Goals: The major goals are to utilize a longitudinal, VA national cardiovascular disease
virtual cohort to investigate traditional, and new risk factors (RFs), for Heart Failure (HF), Atrial
Fibrillation (AF), and stroke among United States Veterans > 65.

Role: Co-I

OT2HL161847-01, NIH/NHLBI (Ighovwerha Ofotokun; VA subrecipient PI: Sushma Cribbs)
RECOVER: A Multi-site Observational Study of Post-Acute Sequelae of SARS-CoV-2 Infection
in Adults 10/01/2021 — 5/23/2023

Major Goals: This is a study site for a large multi-site combined retrospective and prospective,
longitudinal, observational meta-cohort for studying the long-term COVID-19 effects on human
health. Individuals who will enter the cohort with and without SARS-CoV-2 infection and at
varying stages before and after infection. Individuals with and without SARS-CoV-2 infection
and with or without PASC symptoms will be followed to identify risk factors and occurrence of
PASC.

Role: Co-I

RO1IMDO017046-01, NIH/NIMHHD (Lynch) 12/01/2021-11/30/2026

Title: Veteran Access and Limitations to Organ Recovery (VALOR)

Major Goals: In this project, we will define the potential yield of donors and organs from
VAMC:s as well as barriers to realizing this potential, and use these data to create a donation



improvement initiative in a nationally-representative sample of VAMCs and organ procurement
organizations (OPOs).
Role: Co-I

00107978, DoD, (Park) 7/01/2022-6/30/2026

Title: Elucidating Mechanisms of Hypertension Risk in Post-Traumatic Stress Disorder
Major Goals: 1) Determine the role of IL-6 and RAS in modulating conditioned ardiovascular
reactivity to threat and HTN development. 2) Evaluate the acute immune response linked to

exaggerated neurocardiovascular reactivity to mental stress in humans with PTSD.
Role: Co-I

VA Merit (Marconi) 7/01/2022-6/30/2026

Title: Host Genetic and Epigenetic Factors of the Progression, Comorbidities and Outcomes of
Viral Infection

Major Goals: This project will systematically investigate genetic and epigenetic predictors of
NCDs and mortality 1) To identify genetic and epigenetic predictors of age-related morbidity
and mortality as well as modification effect of HIV infection among multi-ethnic veterans; 2) To
identify genetic and epigenetic factors associated with morbidity and mortality among
multiethnic veterans with HCV infection; 3) To identify genetic and epigenetic factors of long-
term comorbidities, accelerated aging and mortality, as well as mediation effect of COVID-19
among multi-ethnic veterans.

Role: Co-I

Completed:
GRANTS AS PI or Co-PI:

RTI (Cui) 10/1/2020-6/30/2021

Convergence Accelerator — Track D: Application of sequential inductive transfer learning for
experimental metadata normalization to enable rapid integrative analysis.

Role: Co-PI of the NSF grant

2P60AR048095-06A1 NIH (Cui) 9/1/15-6/30/18

NIAMS Multidisciplinary Clinical Research Center—Methodology Core

The objectives of the Methodology Core are: (1) to conduct cutting-edge research in arthritis and
MSD by providing statistical, epidemiological, outcomes, and health-service expertise and
leadership; (2) to support data collection, management, and analytic efforts of the MCRC
projects; (3) to develop original research in methodology applicable to clinical research in
arthritis and MSD; and (4) to nurture and support new investigators in arthritis and MSD.

Role: PI of Methodology Core

NIH 1R13HG005792 1/1/11-11/30/12

Statistical Analyses for Next Generation Sequencing

Organizing a two-day conference for biologists, bioinformaticians, and statisticians to discuss
challenges and strategies in the next-generation sequencing data analysis.

UAB CAEQG Partnership Pilot Program 8/15/10-8/14/11



Unmasking Novel Cystogenic Pathways: Biological Knowledge-Based Statistical Pathway
Analyses of Genome-Wide Gene Expression and DNA Methylation Data

UAB Faculty Development Grant 8/1/08-7/31/09

Toward the Integration of Genomics and Epigenomics—a Pilot Genome-wide Methylation Study
to Characterize the Relationship Between DNA Methylation and Marker Genotype, Gene
Expression, and Phenotype in Mouse RI Lines.

UAB Center of Nutrition Research 8/1/05-7/31/06
Characterizing the Diet/Nutrition Effect on Gene Alternative Transcripts Using Affymetrix
Microarray Data.

GRANTS AS CO-I:

P30 DK07022 (Agarwal) 07/01/08-06/30/18

NIH/NIDDK

UAB-UCSD O'Brien Core Center for Acute Kidney Injury Research

Core Center will establish an interdisciplinary center of excellence in AKI-related research.

Role: Primary co-investigator in the Biostatistics/Bioinformatics Resource

8UL1TR000165-05 (Kimberly) 09/01/2015 - 8/31/2020 UAB
Center for Clinical and Translational Science

To 1) establish a centralized communication structure to enhance collaboration between our
research centers and programs across all fields of clinical and translational research,
including pediatric and community groups; 2) train and develop clinical and translational
investigators to become principal investigators and productive members of research teams; 3)
facilitate utilization of existing resources and provide new resources; 4) emphasize novel
interdisciplinary research that is important given our geographic location and history (i.e.,
health disparities research) and that utilizes our unique strengths (i.e., outcomes research and
drug discovery); and 5) assess the progress of the CCTS toward its goals.

Role: Co-Investigator (major player in BERD)

NIH RO1DK097107 (Mannon) 08/01/13 — 06/30/17
NIH/NIDDK

Ulcerative Colitis — Regulation of the IL-13 Receptor System
Role: Co-Investigator for data analysis

RO1CA186646 (MPI, Brown/Vachon) 07/01/2014 — 03/31/2019

NIH/NCI

Molecular characterization of myeloma and related asymptomatic precursor states

The goal of this investigation is to identify and characterize the contribution of microRNAs
(miRNA) in serum exosomes on the risk of multiple myeloma, and within the spectrum of its
progression, the risk of asymptomatic precursor states, including monoclonal gammopathy of
undetermined significance and smoldering myeloma.



Role: Co-Investigator for data analysis

NIH R25 GM093044 (Tiwari) 08/01/10 - 05/31/17

NIH/NIGMS

Short Course on Statistical Genetics and Genomics

To offer an annual statistical genetics short course to be focused on applying advanced
quantitative approaches to the search for genes that predispose complex human disorders and
quantitative traits.0.55

Role: co-director mainly in charge of hands-on component.

RO1CA178441 (Tollefsbol) 04/01/2014 — 02/28/2019

NIH/NCI

Combinatorial Epigenetic-Based Prevention of Breast Cancer

Breast cancer is a significant health problem worldwide and is a leading cause of cancer
morbidity and mortality. The overall goal of this application is to develop a combinatorial dietary
approach consisting of green tea polyphenols and sulforaphane-rich broccoli sprouts for
efficacious and safe use in preventing the epigenetic aberrations of breast

cancer.

Role: Co-Investigator for data analysis

RO1DK097423 (Mrug) 08/05/2013 — 06/30/2018

NIH/NIDDK

Mechanisms of C3 Effects in ARPKD Pathogenesis

Our initial studies point to local intra-renal production of complement component 3 (C3), an
axial component of complement pathway, as regulator of cystogenic pathway that dictates the
pace of ARPKD progression. Therefore, we propose to establish key relationships of C3 effects
in the pathogenesis of ARPKD and provide foundation for pre-clinical ARPKD studies targeting
C3-regulated pathways

Role: Co-Investigator for data analysis

R21CA205501 (Yoon) 04/01/2016 — 03/31/2018

NIH/NCI

Developing Therapy for the Treatment of CholangiocarcinomaNutritional deficiencies and
environmental Cholangiocarcinoma (CCA) is a fatal disease with a 5-year survival of less than
30%. We plan to use our recently established CCA patient-derived xenograft (PDX) models, the
first such models reported and a unique resource, to develop effective therapy for patients with
CCA. We will determine whether the combination of gemcitabine and the novel agent JQ1 (a
targeted BET inhibitor) indirectly inhibits two proteins that contribute to CCA tumor progression
and drug-resistance (c-Myc and Chk1), and produces synergistic cytotoxicity in CCA PDX
models.

RO1GMO085105 (Miller) 05/01/2014 — 02/28/2016

NIH/NIGMS

Prostaglandins in C. Elegans Fertilization

Nutritional deficiencies and environmental exposures can have a lasting, negative impact on
gamete function and fertility. Prostaglandins are locally acting lipid hormones that are derived



from dietary fats. This proposal aims to use the simple animal Caenorhabditis elegans to
investigate fundamental mechanisms that couple nutritional status to gamete function via ovarian
prostaglandins.

Role: Co-Investigator for data analysis

AICR 316184 (Tollefsbol) 01/01/2015 - 12/31/2016
American Institute for Cancer Research

Epigenetics of Early Life Exposure to Cancer Preventive Cruciferous Vegetables
Role: Co-Investigator for data analysis

R21CA182861 (MPI, Brown/Sanderson) 07/01/2014 — 06/30/2016

NIH/NCI

The Role of Exosome Heparanase and miRNAs as Biomarkers for Myeloma

The goal of the proposed Exploratory/Developmental investigation is to characterize the role of
heparanase, a potent tumor regulator, and exosome miRNAs as biomarkers for early detection,
classification and progression of individuals at highest risk for developing multiple myeloma
from asymptomatic precursor states

Role: Co-Investigator for data analysis

IROITHL109785-01A1 (Dell’lalia) 04/01/12-03/31/16

Mitochondrial Haplotype Influences LV Dysfunction in Heart Failure.

Mitochondrial DNA Background Drives Disease Susceptibility and Gene Expression
Role: minor co-Investigate for supervising postdoc on the data analysis

NIH R21NS085497 (King) 09/01/13 — 08/31/15
NIH/NINDS

Molecular Signatures of Amyotrophic Lateral Sclerosis in Skeletal Muscle
Role: Co-Investigator for data analysis

NIH R25 GM093044 (Tiwari) 08/01/10 - 07/31/15

NIH/NIGMS

Short Course on Statistical Genetics and Genomics

To offer an annual statistical genetics short course to be focused on applying advanced
quantitative approaches to the search for genes that predispose complex human disorders and
quantitative traits.

Role: Deputy Director and teaching

1R01DK085027-01A1 (Allon) 7/1/2010-6/30/2014

NIH/NIDDK

Vascular Abnormalities in Patients Receiving a Dialysis Access.

This grant is to quantify preoperative arterial medial fibrosis in CKD patients receiving a fistula,
and correlate it with fistula non-maturation.

Role: Co-Investigator for statistical genetics data analysis

S10-005 6/30/2010-12/30/2013
DHHS SRI (Gillespie)



Interrogation of Key Genomic Alterations in Glioblastoma Multiforme (GBM) for Identification
of Molecular Pathways Critical to GBM Tumorigenesis and Progression

This project is to profile global gene expression, SNP genotype, and kinase activities in the GBM
xenograph lines and compare them with the primary tumors.

Role: Co-Investigator for statistical and bioinformatical analysis

UF11080 (Allison) 3/01/11 -3/31/14

NSF/USF

Integrating physiological and genetic mechanisms to understand the evolution of cold tolerance
Identify, test, and integrate hypotheses about biochemical and physiological mechanisms
underlying the evolution of cold tolerance in Drosophila.

Role: Co-Investigator for data analysis

5R0O1DKO083562 (Garvey) 8/1/2009-7/31/2013
NIH/NIDDK
NR4A4 Orphan Receptors and Insulin Resistance

VA RR&D Merit Review F7226R (Bamman) 3/1/10-6/30/13

Understanding Muscle Regeneration Impairment in Aging Veterans

The overarching goal of this project is to advance knowledge of the molecular mechanisms
causing muscle regeneration impairment with increasing age.

2P30HD038985-06A2 (Percy) 9/1/08-6/30/13

UAB Mental Retardation Research Center

This project provides the environment and support for clinical and genetic study of mental
diseases.

10A020 (Tollefsbol) 1/01/11-12/31/12

AIFCR

Green Tea Polyphenols in the Prevention of Breast Cancer Initiation

P50 HL77100 (Dell’Italia) 2/9/2005-12/31/2010
NIH/NHLBI

SCCOR in Cardiac Dysfuction and Disease—Biostatistics Core

To unravel mechanisms of LV remodeling in three disparate forms of heart disease—volume
overload of mitral regurgitation (MR), primary aldosteronism, and diabetic cardiomyopathy—
that are resistant to standard medical therapy.

NIH U54CA100949 (Barnes) 9/9/03-8/31/2010

Center for Gene-Nutrient Interaction (CNGI)

This Center will focus on the identification of genetic pathways that may distinguish cancer cells
from normal cells, and the extent to which dietary polyphenols with documented chemo
preventive activity modulate these pathways.

1 P30 DK074038-02 (Guay-Woodford) 9/30/05-8/31/10
NIH/NIDDK



UAB Recessive PKD Research and Translational Core Center

This center integrates existing intellectual and technological resources of the University and
provides a set of services/resources to enable innovative investigations in the four thematic areas
related to recessive PKD pathogenesis: (1) cilia-related biology, (2) regulation of epithelial
transport pathways, (3) signaling pathways in epithelial differentiation, and (4) matrix biology
and fibrosis.

RO1DK68261 (Nagy) 7/1/04 to 6/30/09

NIH/NIDDK

Antipsychotic Drug-Induced Weight Gain

The specific aim of this project is to determine, using a mouse model system, the mechanism(s)
by which the new atypical antipsychotic drugs induce weight gain.

Susan G. Komen Breast Cancer Foundation (Frost) 12/1/07-11/30/09
Targeting the Hedgehog Pathway in the Treatment of Breast Cancer

1 R21 DK078522 (Guay-Woodford)

NIH/NIDDK 6/1/06-5/30/11

Genetics and Pharmacogenetics in FSGS (PPG Project 4)

5 RO1 HLO75211 (Oparil)

NIH/NHLBI 7/1/04-6/30/08

Estrogen Modulates Injury-Induced Inflammation

Utilize a well-characterized rodent model to elucidate the fundamental cellular/molecular
mechanisms by which ovarian hormones, particularly estrogen, modulate the inflammatory
response to acute endoluminal vascular injury.

NIH RO1AG020681 (Prolla) 3/15/03 - 1/31/08 NIH/NIA

Gene Expression Profiling, Caloric Restriction and Aging.
To use microarrays for gene expression studies to understand the role of caloric restriction in
promoting longevity in mice.

NSF 0217651 (Allison) 10/01/02-08/31/06

NSF

Design and Analysis of Microarray Gene Expression Studies in Plants: Toward Sound Statistical
Procedures

To develop statistical methods from a strong epistemological foundation for analysis of
microarray data from plants.

NIH RO1ES12933-01A1 (Ruden) 04/01/05-03/31/10

NIH/NIEHS

QTL and Microarray Mapping Lead Sensitivity Genes

The hypothesis for this proposal is that one can identify some of the "protective genes" that make
an organism resistant to the behavioral and developmental effects of lead toxicity using
quantitative trait loci (QTL) mapping techniques combined with microarray and sophisticated
genetic analyses.



Burroughs Welcome Fund (Guay-Woodford) 07/01/01-06/30/06

Genetic Modifiers of Recessive Polycystic Kidney Disease: Implications for Pathogenesis and
Therapeutics

The specific aims of this project are: (1) to map QTL that modulate cpk renal cystic disease and
those QTL that unmask and modulate the biliary phenotype in the mouse cpk model, (2) to
determine whether these same QTL modulate bpk-associated renal and biliary traits, and 3) to
test patients enrolled in our ARPKD Clinical Database to determine whether the human
homologues of these renal and biliary QTL modulate disease expression in human ARPKD.

NIH 1 R21 HL72871 (Matalon) 10/01/01-09/30/06

Modulation of Innate Immunity in Lung Transplantation
The major goal of this project is to identify differences in the ability of Ams to kill gram-positive
and gram-negative bacterial pathogens in lung-transplant patients.



