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Name:
Work Address:

Home address:

E-mail Address:
Website Address:
H-index:

EDUCATION

CURRICULUM VITAE

Marylyn DeRiggi Ritchie, PhD, FACMI
Medical University of South Carolina

22 Westedge Street, Suite 200 WG213F
Charleston, SC 29403

10 Westedge Street, Unit 533
Charleston, SC 29403
615-419-0689

marylyn@pennmedicine.upenn.edu
http://ritchielab.org, http://visualization.ritchielab.org, http://marylynritchie.com
109 (Google Scholar; as of 12/16/2025)

1999, BS University of Pittsburgh at Johnstown (Biology)
2002, MS Vanderbilt University (Applied Statistics)
2004, PhD  Vanderbilt University (Statistical Genetics)
Genetic Programming Optimized Neural Networks for Detecting Gene-Gene Interactions

PROFESSIONAL EMPLOYMENT
Academic Appointments

2004-2009

2004-2011

2009-2011

2009-2011

2011-2014

Assistant Professor
Department of Molecular Physiology & Biophysics
Vanderbilt University

Investigator
Center for Human Genetics Research
Vanderbilt University

Associate Professor with tenure
Department of Molecular Physiology & Biophysics
Vanderbilt University

Associate Professor, Secondary Appointment
Department of Biomedical Informatics
Vanderbilt University

Associate Professor with tenure
Department of Biochemistry and Molecular Biology
Pennsylvania State University


http://ritchielab.org/
http://visualization.ritchielab.org/
http://marylynritchie.com/

2011-2016

2014-2016

2015-2016

2015-2017

2016-2017

2016-2018

2017-2018

2017-2022

2017-2023

2017-2024

2018-2025

2022-2025

2022-2025

2022-2025
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Director, Center for Systems Genomics
The Huck Institutes of the Life Sciences
Pennsylvania State University

Professor with tenure
Department of Biochemistry and Molecular Biology
Pennsylvania State University

Paul Berg Professor
Department of Biochemistry and Molecular Biology
Pennsylvania State University

Director, Biomedical and Translational Informatics Institute
Professor of Biomedical and Translational Informatics
Geisinger Health System

Chief Research Informatics Officer
Geisinger Health System

Fixed-term, Part-time Professor
Department of Biochemistry and Molecular Biology
Pennsylvania State University

Faculty Pending, Department of Genetics
University of Pennsylvania, Perelman School of Medicine

Associate Director for Bioinformatics
Institute for Biomedical Informatics
University of Pennsylvania, Perelman School of Medicine

Associate Director, Center for Precision Medicine
University of Pennsylvania, Perelman School of Medicine

Director, Center for Translational Bioinformatics
Institute for Biomedical Informatics
University of Pennsylvania, Perelman School of Medicine

Professor with tenure, Department of Genetics
University of Pennsylvania, Perelman School of Medicine

Director, Institute for Biomedical Informatics
University of Pennsylvania, Perelman School of Medicine

Vice President for Research Informatics
University of Pennsylvania Health System

Edward Rose, M.D. and Elizabeth Kirk Rose, M.D. Professor
University of Pennsylvania, Perelman School of Medicine
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2023- 2025

2024-2025

2025-present

2025-present

2025-present

2025-present

2025-present

Other Professional Positions

2005-2010
2018-2022
2019-2020
2025-present

Honors and Awards

1999
2000- 2002
2001
2002- 2003
2002
2003
2003
2003
2004
2006
2010
2011-2014

Director, Division of Informatics, Department of Biostatistics, Epidemiology, and
Informatics, University of Pennsylvania, Perelman School of Medicine

Vice Dean of Artificial Intelligence and Computing, University of Pennsylvania,
Perelman School of Medicine

Chief Artificial Intelligence Officer, Medical Univerity of South Carolina
(MUSC)

Director, Enterprise-wide Center for Al, Medical Univerity of South Carolina
(MUSC)

Associate Dean for Artificial Intelligence, College of Medicine, Medical
Univerity of South Carolina (MUSC)

Director, Division of Biomedical Informatics and Al, Department of Public
Health Sciences, Medical Univerity of South Carolina (MUSC)

SmartState Endowed Chair in Translational Bioinformatics, Medical Univerity of
South Carolina (MUSC)

Consultant, Boehringer-Ingelheim
Scientific Advisory Board, Cipherome
Scientific Advisory Board, Goldfinch Bio

Bioinformatics Consultant, AbbVie

Graduated Summa Cum Laude, University of Pittsburgh, Johnstown

NIH Breast Cancer Research Training Grant

Vanderbilt University, Charles R. Park Student Travel Award

NLM Bioinformatics Training Grant

Vanderbilt University Graduate School Travel Grant

Vanderbilt University Dissertation Enhancement Grant

Vanderbilt University Graduate School Travel Grant

Vanderbilt University, Charles R. Park Student Travel Award

Best Paper Award, Genetic and Evolutionary Computation Conference

Genome Technology, Rising Young Investigator Award

Sloan Research Fellow

KAVLI Frontiers in Science fellow, National Academy of Science

Jointly sponsored by the US National Academy of Sciences and The Kavli
Foundation, the Kavli Frontiers of Science bring together some of the very best
young scientists to discuss exciting advances and opportunities in their fields in a
format that encourages informal collective, as well as one-on-one discussions
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2014
2015

2016
2017
2020

2020
2021
2021
2022

2024

among participants. It is an honor to be selected as a Kavli fellow, and Dr.
Ritchie was selected four years in a row.

Member, Thomas Reuters, Most Highly Cited Researchers

Paul Berg Professor of Biochemistry and Molecular Biology, Penn State
University

E. Allen Deaver, High Potential Leadership Fellow, Geisinger Health System
First Place, AMIA “Why Informatics” Video Contest

Group on Information Resources (GIR) Excellence Award, American Association
of Medical Colleges (AAMC) — for our team’s PennChart Genomics Project
Elected as a fellow in the American College of Medical Informatics (ACMI)
Executive Leadership in Academic Medicine (ELAM) fellow

Elected to the National Academy of Medicine (NAM)

Edward Rose, M.D. and Elizabeth Kirk Rose, M.D. Professor, University of
Pennsylvania, Perelman School of Medicine

Technologist Rad Award Finalist, Philadelphia Citizen Rad Award

Membership in Professional Societies

American Association for the Advancement of Science (AAAS)
American Society of Human Genetics (ASHG)

International Society for Computational Biology (ISCB)
American Medical Informatics Association (AMIA)

American College of Medical Informatics (ACMI)

National Academy of Medicine (NAM)

Administrative and Service Contributions

Institutional Service

2003-2004

2005

2006

2006

2008

2009

2009

Center for Human Genetics Research Core Oversight Board
Vanderbilt University Medical Center, Nashville, TN

Organizing Committee—CHGR Annual Genetics Symposium
Vanderbilt University Medical Center, Nashville, TN

ACCRE Study Group, co-chair
Vanderbilt University, Nashville, TN

Panel Member—Women in Academe Series
Vanderbilt University Medical Center, Nashville, TN

Faculty Recruitment Committee
Center for Human Genetics Research

Faculty Recruitment Committee, chair
Center for Human Genetics Research

Personalized Medicine Task Force — Vision 2020
Vanderbilt University



2009

2004-2001

2007-2011

2008-2011

2011

2011-2012

2011-2013

2012-2013

2012-2013

2012-2013

2012-2014

2014-2015

2011-2014

2011-2016

2012-2014

2014

2014
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IGP Internal Review Administrative Subcommittee
Vanderbilt University

Faculty Director, CHGR Computational Genomics Core
Vanderbilt University Medical Center, Nashville, TN

ACCRE Faculty Advisory Board
Vanderbilt University, Nashville, TN

Director, Program in Computational Genomics
Vanderbilt University, Center for Human Genetics Research

Biobehavioral Health Genetics Faculty Search Committee
The Pennsylvania State University, University Park, PA

PSU Presidential Task Force
The Pennsylvania State University, University Park, PA

BMB Graduate Student Recruitment Committee
The Pennsylvania State University, University Park, PA

Institute of Cyberscience, Search Committee
The Pennsylvania State University, University Park, PA

iBIOS Bioinformatics & Genomics Graduate Program Admissions Committee
The Pennsylvania State University, University Park, PA

Research Data and Computing Committee
The Pennsylvania State University, University Park, PA

IT Strategic Planning Committee
The Pennsylvania State University, University Park, PA

Chair, BMB Promotion & Tenure Committee
The Pennsylvania State University, University Park, PA

BMB Junior Faculty Mentoring Committee
The Pennsylvania State University, University Park, PA

Director, Center for System Genomics
The Pennsylvania State University, University Park, PA

BMB Promotion & Tenure Committee (2014 — Chair)
The Pennsylvania State University, University Park, PA

Research CI Governance Task Force
The Pennsylvania State University, University Park, PA

ICS Coordinating Committee for Advanced CI



2014

2015-2017

2016-2017

2016-2017

2018-2019

2018-2022

2018-2019

2019-2021

2019-2022

2019-2025

2019-2021

2019-2021

2020

2020-2024

2020-2024
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The Pennsylvania State University, University Park, PA

Academic Integrity Committee — RA10
The Pennsylvania State University, University Park, PA

Enterprise Data Strategy Steering Committee
Geisinger Health System, Danville, PA

Research Space Committee, Chair
Geisinger Health System Danville, PA

Chief Research Informatics Officer
Geisinger Health System, Danville, PA

Faculty recruitment selection committee, Department of Genetics
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

Senior IT Council (member)
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

Clinical and Medical Bioinformatics Working Group
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

Clinical Research Informatics Oversight Committee
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

Research Data Domain Committee, co-chair
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

Clinical IS Genomics Oversight Committee
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

Biomedical Informatics Graduate Group Planning Committee
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

Epic Cosmos User Group member
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

DBEI Department Chair search Committee
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

Committee on Appointments and Promotions
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

Genomics and Computational Biology Graduate Group Committee on Equality,
Diversity and Inclusion, co-chair
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA
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2020-2025

2022-2025

2022-2023

2022-2025

2022-2025

2022-2024

2023-2025

2024-2025

Genomics and Computational Biology Graduate Group Executive Committee
member
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

Senior IT Council (co-chair)
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

Pathology and Laboratory Medicine Department Chair search committee
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

Genetics/IBI Faculty search committee
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

Cardiology/Cardiovascular Institute Faculty search committee
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

Computational and Data-Dependent Research committee
University of Pennsylvania, Philadelphia, PA

Committee on Al Curriculum for Medical Education (chair)
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

Al Council
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

National / International Service

2002

2004

2005

2005

2005

2006

2006

2006

2006

Grant Reviewer, “Small Grants Program for Cancer Epidemiology.” PA-01-021,
National Cancer Institute, National Institutes of Health

Workshop Organizer, Biological Applications of Genetic and Evolutionary
Computation

Session Organizer, Computational Approaches for Pharmacogenomics, Pacific
Symposium on Biocomputing

Program Committee, Biological Applications of Genetic and Evolutionary
Computation

Workshop Organizer, Biological Applications of Genetic and Evolutionary
Computation

Grant Reviewer, “Toward Maximizing the Scientific Value of the Biologic
Specimens from the Women’s Health Initiative.” RFP-NHLBI-WH-06-09,
National Heart, Lung, and Blood Institute, National Institutes of Health
Session Organizer, Computational Approaches for Pharmacogenomics, Pacific
Symposium on Biocomputing

Program Committee, Biological Applications of Genetic and Evolutionary
Computation

Workshop Organizer, Biological Applications of Genetic and Evolutionary
Computation
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2006
2006
2007
2007

2007

2007

2008
2008

2008

2008

2008

2008

2008

2008

2009

2009

2009

2010

2010

Program Committee, European Conference on Evolutionary Computation,
Machine Learning and Data Mining in Bioinformatics

Workshop Organizer, PGRN Data Analysis Workshop

Program Committee, Genetic and Evolutionary Computation Conference
Program Committee, European Conference on Evolutionary Computation,
Machine Learning and Data Mining in Bioinformatics

Grant Reviewer, “Facilitating Interdisciplinary Research via Methodological and
Technological Innovation in the Behavioral and Social Sciences (R21).” RFA-
RM-07-004, National Institutes of Health

Grant Reviewer, “Small Grants Program in Cancer Epidemiology.” PAR-06-294,
National Cancer Institute (June and November), National Institutes of Health
Program Committee, Genetic and Evolutionary Computation Conference
Program Committee, International Conference on Intelligent Systems in
Molecular Biology

Grant Reviewer, “PA Department of Health Final Performance Reviews.” Oak
Ridge Associated Universities

Grant Reviewer, “GWA Studies for the Genes, Environment, and Health
Initiatives.” RFA-HG-07-012, National Human Genome Research Institute,
National Institutes of Health

Grant Reviewer, “Toward Maximizing the Scientific Value of the Biologic
Specimens from the Women’s Health Initiative 1I.” BAA HLBI-WH-09-01,
National Heart, Lung, and Blood Institute, National Institutes of Health

Grant Reviewer, “Genomic Parsing of Bipolar Disorder and Schizophrenia:
Collaborative RO1's (Teleconference)”. Special Emphasis Panel/Scientific Review
Group 2008/08 ZMH1 ERB-S (08). National Institute of Mental Health, National
Institutes of Health

Grant Reviewer, Israel Science Foundation's FIRST (Focal Initiatives in Research
in Science and Technology)

Grant Reviewer, “Small Grants Program in Cancer Epidemiology.” PAR-06-294,
National Cancer Institute (June), National Institutes of Health

Grant Reviewer, “GWAS of Treatment Response in Randomized Clinical Trials —
Study Investigators.” RFA-HG-08-004, National Human Genome Research
Institute, National Institutes of Health

Meeting Participant, “The Challenge of Mapping GWAS Signals.” Hosted by the
Genes, Environment and Health Initiative (GEI), and National Cancer Institute.
National Institutes of Health.

Conference Chair, European Conference on Evolutionary Computation, Machine
Learning and Data Mining in Bioinformatics

Conference Chair, European Conference on Evolutionary Computation, Machine
Learning and Data Mining in Bioinformatics

Program Committee, Genetic and Evolutionary Computation Conference
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2010

2010
2010
2010
2010
2005-2010
2006-2010

2011

2011

2011
2011
2011

2011

2011

2011
2011
2011
2011
2011

2012

2012
2012
2012
2012
2012
2012

2012

2012

Program Committee, The 2010 International Conference on Intelligent
Computing (ICIC 2010)

Session Chair, Genetic and Evolutionary Computation Conference

Program Committee, European Conference on Computational Biology

Program Committee, Pattern Recognition in Bioinformatics

Host, P-STAR Analysis Workshop, October 2010, Nashville, TN

Grant Reviewer, Alzheimer’s Association

Pharmacogenetics Research Network (PGRN) Analysis Working Group  Co-
Chair

Workshop Chair, “Systems Pharmacogenomics: Birds of a Feather”, Pacific
Symposium on Biocomputing 2011

Conference Chair, European Conference on Evolutionary Computation, Machine
Learning and Data Mining in Bioinformatics

Program Committee, Asia-Pacific Translational Bioinformatics Conference
External Examiner for Viva, University of Nottingham, Nottingham UK
Program Committee, The 2011 International Conference on Intelligent
Computing (ICIC 2011)

Grant Reviewer, “Computational Tool Development and Integrative Data
Analysis for LINCS (U01)”, RFA- RM-10-005, Special Emphasis Panel, National
Institutes of Health

Grant Reviewer, Ad Hoc, Genomics, Computational Biology and Technology
(GCAT), National Institutes of Health

Bioinformatics Track Chair, Genetic and Evolutionary Computation Conference
Program Committee, European Conference on Artificial Life 2011

Program Committee, Pattern Recognition in Bioinformatics 2011

Host, P-STAR Analysis Workshop, December 2011, Chicago, IL

Session Chair, “Beyond GWAS: Integrating Transcriptome, Proteome, and
Pathway Data in the Genetic Dissection of Complex Traits”, International
Congress on Human Genetics, October 2011, Montreal, Canada

Workshop Chair, “Systems Pharmacogenomics”, Pacific Symposium on
Biocomputing

Local Host, Genetic and Evolutionary Computation Conference, Philadelphia, PA
Grant Reviewer, Genome Canada

Program Committee, Asia-Pacific Translational Bioinformatics Conference
External Examiner for PhD, University of Liege

Host, P-STAR Analysis Workshop, December 2012, Austin TX

Grant Reviewer, Special Emphasis Panel 2012/10 ZEY1 VSN, National Eye
Institute

Grant Reviewer, Special Emphasis Panel 2012/05 ZAI1 QV-I, National Institute
of Allergy and Infectious Disease

Grant Reviewer, Science Foundation Ireland
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2012

2013

2013
2013
2013
2013
2013

2013
2013
2014
2014
2014
2014
2014
2014
2014
2014

2015
2015
2015
2016
2016
2017
2017
2017
2017
2017
2018
2007-2012
2007-2017
2008-2015

2009-2010
2012-2018

2015-2018
2016-2018

Organizing Committee, KA VLI Frontiers in Science, American-Indonesian
conference

Organizing Committee, KA VLI Frontiers in Science, American-Indonesian
conference

Program Committee, Asia-Pacific Translational Bioinformatics Conference
Guest Editor, PLOS Genetics

Guest Editor, Frontiers in Genetics

Program Committee, Translational Bioinformatics Conference

Program Committee, The 2013 International Conference on Intelligent
Computing

Program Committee, Pattern Recognition in Bioinformatics 2013

Host, P-STAR Analysis Workshop, December 2013, Nashville TN
Organizing Committee, Pacific Symposium of Biocomputing

Track Chair, Bioinformatics, ACM-BCB

Program Committee, Translational Bioinformatics Conference

Program Committee, ICCABS

Program Committee, World Congress Psychiatric Genetics

Program Committee, Asia-Pacific Translational Bioinformatics Conference
Grant Reviewer, Medical Research Council (MRC), United Kingdom
Organizing Committee, KAVLI Frontiers in Science, American-Indonesian
conference

Organizing Committee, Pacific Symposium on Biocomputing

Program Committee, AMIA

Program Committee, Translational Bioinformatics Conference

Organizing Committee, Pacific Symposium on Biocomputing

Program Committee, Translational Bioinformatics Conference

Organizing Committee, Pacific Symposium on Biocomputing

Vice Chair, AMIA Translational Bioinformatics Conference

Co-Host, Translational Bioinformatics Conference

Grant Reviewer, Canada Excellence Research Chair

Grant Reviewer, Wellcome Trust, Sir Henry Dale Fellowship

Organizing Committee, Pacific Symposium on Biocomputing

Grant Reviewer, Pennsylvania Performance Review, PA Department of Health
Member, Faculty of 1000 Biology

Member, Genetic Epidemiology Scientific Review Committee for the Department
of Veterans Affairs

Executive Editor, Pharmacogenomics

Member, Genomics, Computational Biology and Technology (GCAT), National
Institutes of Health

GWAS Catalog Scientific Advisory Board

Member, Parasite Award Committee
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2007-2015
2008-present
2011-present
2015-2022

2015-2024
2017-2021
2017-present

2017-2021

2017-present
2018-2025
2019-2020
2019-present
2019-2022
2019
2019-2023
2019-2023
2019-2023
2019-2022
2019-2022
2019-present
2020-present
2020-present

2020-2022
2020

2020

2021
2021-present

2021-2025
2022-present
2023-2024
2023-present
2023-2025
2025-present
2024
2024-2025
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Managing Editor, BioData Mining

Member Editorial Board, Pharmacogenomics

Member Editorial Board, Pharmacogenetics & Genomics

Member, Standing Committee on Biological and Physical Sciences in Space
(CBPSS), National Academy of Sciences

Editor-in-chief, BioData Mining

Grant Reviewer, Genome Canada

Institute for Computational Biology External Advisory Board, Case Western
Reserve University

UCSF PREMIER (Precision Medicine in Rheumatology) External Advisory
Committee

NIH Advisory panel, All of Us Research Program

NHGRI PhenX Steering Committee (Member)

Vice Chair, Translational Bioinformatics Track, AMIA Joint Summits
NHGRI ANVIL External Consultant Committee

NIA Dog Aging Project, Scientific Advisory Board

Fusion Personalized Medicine Conference co-chair

Genome Canada Research Oversight Committee, Turvey LSARP Project
Genome Canada Research Oversight Committee, Go PGx project
Vanderbilt DBMI T32, Scientific Advisory Board

NHGRI LIGHT Workshop Planning Committee

ANVIL Data Ingestion Working Group

1COPE Advisory Board (Childhood Cancer project in Copenhagen, Denmark)
UK Biobank International Advisory Board (chair starting in 2022)

Annual Review of Biomedical Data Science Editorial Committee (Associate
Editor starting in 2024)

H3ABioNet Scientific Advisory Board

Grant Reviewer, COVID Special Emphasis Panel

Grant Reviewer, Advancing Genomic Medicine, Special Emphasis Panel
Grant Reviewer, NIH Director’s Transformative Research Award (TRA)
Member, NHGRI Genomic Data Science Working Group (GDSWG) - working
group of the National Advisory Council for Human Genome Research
(NACHGR) (Co-chair starting in 2025)

CalPenn Joint Steering Committee (chair starting in 2023)

ClinGen PGx Workgroup

ACMI 2024 symposium, program chair

NHLBI TopMed External Scientific Panel

Vice Chair, Section 1, Membership Committee, National Academy of Medicine
Chair, Section 1, Membership Committee, National Academy of Medicine
Grant Reviewer, European Research Council

SFARI Genomics Working Group
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2024-present NHLBI BioData Catalyst External Expert Panel

2005-Present
2005-Present
2005-Present
2005-Present
2006-Present
2006-Present
2006-Present
2006-Present
2006-Present
2006-Present
2006-Present
2007-Present
2007-Present
2007-Present
2007-Present
2007-Present
2007-Present
2007-Present
2008-Present
2008-Present
2008-Present
2008-Present
2008-Present
2009-Present
2009-Present
2009-Present
2009-Present
2009-Present
2009-Present
2009-Present
2010-Present
2011-Present
2011-Present
2011-Present
2011-Present
2011-Present
2011-Present
2011-Present
2011-Present
2012-Present
2012-Present
2012-Present
2012-Present
2012-Present
2013-Present

REVIEWER FOR JOURNALS

Ad Hoc Reviewer, Pacific Symposium on Biocomputing

Ad Hoc Reviewer, Annals of Human Genetics

Ad Hoc Reviewer, Current Bioinformatics

Ad Hoc Reviewer, British Journal of Cancer

Ad Hoc Reviewer, BMC Cancer

Ad Hoc Reviewer, Epidemiology

Ad Hoc Reviewer, Human Genomics

Ad Hoc Reviewer, Clinical Pharmacology & Therapeutics
Ad Hoc Reviewer, International Journal Artificial Intelligence in Medicine
Ad Hoc Reviewer, Genetic Epidemiology

Ad Hoc Reviewer, Psychiatry Research

Ad Hoc Reviewer, BMC Medical Genomics

Ad Hoc Reviewer, IBM Systems Journal

Ad Hoc Reviewer, Clinical Cancer

Ad Hoc Reviewer, Clinical Genetics

Ad Hoc Reviewer, Cancer Epidemiology Biomarkers & Prevention
Ad Hoc Reviewer, Cancer Informatics

Ad Hoc Reviewer, American Journal of Human Genetics
Ad Hoc Reviewer, Molecular Psychiatry

Ad Hoc Reviewer, Neuropsychiatric Genetics

Ad Hoc Reviewer, Neoplasia

Ad Hoc Reviewer, Statistics in Medicine

Ad Hoc Reviewer, Human Heredity

Ad Hoc Reviewer, Biometrical Journal

Ad Hoc Reviewer, PLOS Genetics

Ad Hoc Reviewer, Nature Reviews Drug Discovery

Ad Hoc Reviewer, BMC Systems Biology

Ad Hoc Reviewer, Human Immunology

Ad Hoc Reviewer, Bioinformatics

Executive Editor, Pharmacogenomics

Ad Hoc Reviewer, European Journal of Operational Research
Ad Hoc Reviewer, Frontiers in Genetics

Ad Hoc Reviewer, Intelligent Systems in Molecular Biology
Ad Hoc Reviewer, In Silico Biology

Ad Hoc Reviewer, Source Code for Biology and Medicine
Ad Hoc Reviewer, OMICS Integrative Biology

Ad Hoc Reviewer, Pharmacogenomics

Ad Hoc Reviewer, PLOS One

Ad Hoc Reviewer, BioData Mining

Ad Hoc Reviewer, Journal of the American Medical Association (JAMA)
Ad Hoc Reviewer, Cellular and Molecular Life Sciences

Ad Hoc Reviewer, Annals of Neurology

Ad Hoc Reviewer, Pharmacogenetics and Genomics

Ad Hoc Reviewer, Human Molecular Genetics

Ad Hoc Reviewer, BMC Bioinformatics
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2013-Present
2013

2013

2013-Present
2013-Present
2013-Present
2013-Present
2013-Present
2013-Present
2013-Present
2014-Present
2014-Present
2014-Present
2014-Present
2014-Present
2014-Present
2014-Present
2014-Present
2015-Present
2015-Present
2016-Present
2017-Present
2018-Present
2020-present
2021-present
2022-present
2022-present
2023-present
2023-present
2024-present
2025-present
2025-present

Teaching activities
Vanderbilt Contributions

2002

2004

2004

2004

2005

2005

2006
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Ad Hoc Reviewer, Nucleic Acids Research

Guest Editor, PLOS Genetics

Guest Editor, Frontiers in Genetics

Ad Hoc Reviewer, Biostatistics

Ad Hoc Reviewer, European Journal of Human Genetics
Ad Hoc Reviewer, IEEE Transactions in Evolutionary Computation
Ad Hoc Reviewer, Nature Reviews Genetics

Ad Hoc Reviewer, BMC Genetics

Ad Hoc Reviewer, Expert Reviews of Molecular Diagnostics
Ad Hoc Reviewer, Science Translational Medicine

Ad Hoc Reviewer, PLOS Biology

Ad Hoc Reviewer, PLOS Computational Biology

Ad Hoc Reviewer, Nature

Ad Hoc Reviewer, The Pharmacogenomics Journal

Ad Hoc Reviewer, Briefings in Bioinformatics

Ad Hoc Reviewer, Circulation Cardiovascular Genetics
Ad Hoc Reviewer, Proceedings of the National Academy of Science
Ad Hoc Reviewer, Human Genetics

Ad Hoc Reviewer, Science

Ad Hoc Reviewer, EvoBio

Ad Hoc Reviewer, Human Mutation

Ad Hoc Reviewer, Expert Reviews of Precision Medicine
Ad Hoc Reviewer, Nature Communications

Ad Hoc Reviewer, Nature Medicine

Ad Hoc Reviewer, iScience

Ad Hoc Reviewer, Science Translational Medicine

Ad Hoc Reviewer, Cell Genomics

Ad Hoc Reviewer, Nature Protocols

Ad Hoc Reviewer, Med by Cell Press

Ad Hoc Reviewer, Cell

Ad Hoc Reviewer, Cell Reports, Methods and Patterns
Ad Hoc Reviewer, Health Informatics Journal

IGP Biostatistics Module, Lecturer

Vanderbilt University

Human Genetics—MPB 340, Lecturer

Vanderbilt University

IGP Biostatistics Module, Lecturer

Vanderbilt University

Health Systems Management Organization Course, Lecturer
Vanderbilt University

Human Genetics, HGEN 341, Lecturer

Vanderbilt University

Tutorials in Statistical and Population Genetics, HGEN 371, Co-Organizer
Vanderbilt University

Human Genetics, HGEN 341, Lecturer

Vanderbilt University

113



Curriculum Vitae: Marylyn DeRiggi Ritchie

2006

2006

2007

2007

2007

2008

2008

2009

2009

2009

2009

2010

2010

2011

Tutorials in Statistical and Population Genetics, HGEN 371, Co-Organizer
Vanderbilt University

Cancer Biology Methodology Course, Lecturer

Vanderbilt University

Human Genetics, HGEN 341, Lecturer

Vanderbilt University

Tutorials in Statistical and Population Genetics, HGEN 371, Co-Organizer
Vanderbilt University

Cancer Biology Methodology Course, Lecturer

Vanderbilt University

Human Genetics, HGEN 341, Lecturer

Vanderbilt University

Organizer, Program in Computational Genomics Journal Club
Vanderbilt University

Human Genetics, HGEN 341, Lecturer

Vanderbilt University

Organizer, Program in Computational Genomics Journal Club
Vanderbilt University

Biomedical Informatics 310, Lecturer

Vanderbilt University

IGP, Human Genetics, Lecturer

Vanderbilt University

Human Genetics, HGEN 341, Lecturer

Vanderbilt University

Biomedical Informatics 310, Lecturer

Vanderbilt University

Human Genetics, HGEN 341, Course Director

Vanderbilt University

The Pennsylvania State University Contributions

2012

2012

2013

2013

2013

2013

Tutorials in Bioinformatics & Genomics, IBIOS 598B FA, Co-director
The Pennsylvania State University, University Park, PA

Genomics, IBIOS/BMMB 551 FA, Lecturer
The Pennsylvania State University, University Park, PA

Tutorials in Bioinformatics & Genomics, IBIOS 598B SP, Co-director
The Pennsylvania State University, University Park, PA

Human Genomics and Biomedical Informatics, BMB498D, Director
The Pennsylvania State University, University Park, PA

Tutorials in Bioinformatics & Genomics, IBIOS 598B FA, Co-director
The Pennsylvania State University, University Park, PA

Genomics, IBIOS/BMMB 551 FA, Lecturer
The Pennsylvania State University, University Park, PA
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2014

2014

2014

2014

2015

2016

Critical Analysis in Bioinformatics and Genomics, IBIOS 541 SP, Co-director
The Pennsylvania State University, University Park, PA

Human Genomics and Biomedical Informatics, BMB498D SP, Director
The Pennsylvania State University, University Park, PA

Critical Analysis in Bioinformatics and Genomics, IBIOS 541 FA, Co-director
The Pennsylvania State University, University Park, PA

Genomics, IBIOS/BMMB 551 FA, Lecturer
The Pennsylvania State University, University Park, PA

Genomics, IBIOS/BMMB 551 FA, Lecturer
The Pennsylvania State University, University Park, PA

Genomics, IBIOS/BMMB 551 FA, Lecturer
The Pennsylvania State University, University Park, PA

University of Pennsylvania Contributions

2018

2019

2019

2019

2019

2020

2020

2020

2020

2021

MS1 Genetics Course, Lecturer
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

BMINS504: Special Topics in Biomedical and Health Informatics, Lecturer
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

MS1 Genetics Course, Lecturer
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

GCB533: Statistics for Genomics and Biomedical Informatics, Lecturer
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

BMIN 505: Precision Medicine and Health Policy
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

BMINS504: Special Topics in Biomedical and Health Informatics, Lecturer
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

BMIN 505: Precision Medicine and Health Policy, Lecturer
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

GCB533: Statistics for Genomics and Biomedical Informatics, Lecturer
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

MS1 Genetics Course, Lecturer
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

BMINS504: Special Topics in Biomedical and Health Informatics, Lecturer
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA
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2021

2021

2021

2021

2021

2022

2022

2022

2022

2022

2022

2022

2023

2023

2023

2023

BMINS505: Precision Medicine and Health Policy, Lecturer
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

BMINS502: Database and Data Integration in Biomedical Research, Lecturer
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

GCB/CAMB 752: Seminar in Genomics, Lecturer
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

MS1 Genetics Course, Lecturer
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

GCB533: Statistics for Genomics and Biomedical Informatics, Lecturer
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

BMINS504: Special Topics in Biomedical and Health Informatics, Director
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

BMINS505: Precision Medicine and Health Policy, Lecturer
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

BMINS502: Database and Data Integration in Biomedical Research, Lecturer
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

GCB/CAMB 752: Seminar in Genomics, Lecturer
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

MS4, Frontiers 519 Medical Informatics, Lecturer
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

MS1 Genetics Course, Lecturer
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

GCB533: Statistics for Genomics and Biomedical Informatics, Lecturer
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

BMINS504: Special Topics in Biomedical and Health Informatics, Director
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

BMINS502: Database and Data Integration in Biomedical Research, Lecturer
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

GCB/CAMB 752: Seminar in Genomics, Lecturer
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

MS1 Genetics Course, Lecturer
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA
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2023

2024

2024

2024

2024

2025

2025

2025

External Contributions

2009

2010

2010

2010

2011

2011

2011
2012

2012
2013
2013

2013
2014
2014

GCB533: Statistics for Genomics and Biomedical Informatics, Lecturer
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

BMINS504: Special Topics in Biomedical and Health Informatics, Director
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

BMINS502: Database and Data Integration in Biomedical Research, Lecturer
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

GCB/CAMB 752: Seminar in Genomics, Lecturer
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

MS1 Genetics Course, Lecturer
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

BMINS504: Special Topics in Biomedical and Health Informatics, Director
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

BMINS502: Database and Data Integration in Biomedical Research, Lecturer
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

GCB/CAMB 752: Seminar in Genomics, Lecturer
University of Pennsylvania, Perelman School of Medicine, Philadelphia, PA

Course Co-Director, Genetic Analysis of Complex Disease

Miami Institute of Human Genetics, University of Miami

Course Co-Director, Genetic Analysis of Complex Disease

Miami Institute of Human Genetics, University of Miami

Lecturer, Vanderbilt-NARI-NIE Informatics Training Program (VNNIT)
Workshop, Pune, India

“A comparison of analytical methods for genetic association studies,” CDC
Workshop, Atlanta, GA

Course Co-Director, Genetic Analysis of Complex Disease

Miami Institute of Human Genetics, University of Miami

“A comparison of analytical methods for genetic association studies 11, CDC
Workshop, Atlanta, GA

“Next-generation Sequencing”, CDC Workshop, Atlanta, GA

Course Co-Director, Genetic Analysis of Complex Disease

Miami Institute of Human Genetics, University of Miami

“Next-generation Sequencing”, CDC Workshop, Atlanta, GA
“Next-generation Sequencing”, CDC Workshop, Atlanta, GA

Course Co-Director, Genetic Analysis of Complex Disease

Miami Institute of Human Genetics, University of Miami

“Analysis Tools For Genetic Testing”, CDC Workshop, Atlanta, GA
“Public Health Genomics”, CDC Workshop, Atlanta, GA

“Gene-gene and Gene-environment interactions”, UAB's 4th Annual NIGMS-
funded Short Course on Statistical Genetics & Genomics, Birmingham, AL
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2014 “Intro to Bioinformatics”, CDC Workshop, Atlanta, GA

2014 “Precision Medicine: When Genomics Gets Personal”, CDC Workshop, Atlanta,
GA

2015 “Next Generation Sequencing: What is it How is it Used and What Can We
Learn”, CDC Workshop, Atlanta, GA

2021 “A tale of the 2020s, or a tale of the future?”, Precision Medicine Roundtable,
Genetics in Medicine class, University of Deusto in Bilbao, Spain. Host: Urko
Marigorta

Advisory and Supervisory Responsibilities

High School Students
2007 Xun Miao
Martin Luther King High School, Nashville TN

Undergraduate Students
2005 Gordon Lemmon
Vanderbilt Summer Science Academy

2006 Theresa Fanelli
Vanderbilt Summer Science Academy

2012-2013  Christian Suri
The Pennsylvania State University

2013-2014  Tomek Dobranski
The Pennsylvania State University

2013-2015  Anastasia Lucas
The Pennsylvania State University

2020 David Cornejo
APSA Virtual Summer Research Program

2020 Mitsy Dominguez
APSA Virtual Summer Research Program

2020-2021 Ly Nguyen
APSA Virtual Summer Research Program

2020-2021 Abigail Bossa
APSA Virtual Summer Research Program

2020-2021  Chelsea Okeh
APSA Virtual Summer Research Program

2021-2022 Alexis Garofalo
| 18
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2022

Penn SUIP Summer Research Program

Mariah Antopia
Penn SUIP Summer Research Program

Post-doctoral Fellows — Members of Lab

2009-2011

2009-2011

2013-2016

2015-2017

2016-2021

2017-2022

2018-2022

2020-2023

2023-2025

2024-present

2025-present

Sarah A. Pendergrass, PhD (now Rion K. Pendergrass)
Vanderbilt University School of Medicine
Currently, Scientific Manager in Human Genetics, Genentech

Rebecca Zuvich Essner, PhD
Vanderbilt University School of Medicine
Currently, Data Scientist, Advent Health

DoKyoon Kim, PhD
The Pennsylvania State University
Currently, Associate Professor, University of Pennsylvania

Marta Byrska-Bishop, PhD
Geisinger Health System
Currently, Senior Bioinformatics Scientist, NY Genome Center

Jason Miller, PhD
University of Pennsylvania
Currently, Senior Scientist Statistical Genetics, Merck

Yogasudha Veturi, PhD
University of Pennsylvania
Currently, Tenure Track Assistant Professor, Penn State University

Theodore Drivas, MD, PhD
University of Pennsylvania
Currently, Tenure Track Assistant Professor, University of Pennsylvania

Milton Pividori, PhD
University of Pennsylvania, co-mentor with Dr. Casey Greene
Currently, Tenure Track Assistant Professor, University of Colorado

Zinhle Cindi, PhD
University of Pennsylvania

Maxwell Salvatore, PhD
University of Pennsylvania, co-mentor with Dr. Yong Chen

Diane Xue, PhD
University of Pennsylvania

119



Curriculum Vitae: Marylyn DeRiggi Ritchie

Clinical Fellows — Members of Lab

2020-2022

Nosheen Reza, MD
University of Pennsylvania, MTR program, co-mentor with Dr. Tom Cappola

Graduate Students — Members of Lab

2004-2007

2005-2008

2004-2009

2006-2010

2008-2012

2009-2013

2009-2013

2011-2013

2011-2015

2012-2016

Alison A. Motsinger

Vanderbilt University, Ph.D. Program in Human Genetics

Currently Chief, Biostatistics & Computational Biology Branch and Principal
Investigator, NIEHS

Todd L. Edwards

Vanderbilt University, Ph.D. Program in Human Genetics

Currently Associate Professor with tenure at Vanderbilt University (Department
of Medicine, Center for Epidemiology)

William S. Bush

Vanderbilt University, Ph.D. Program in Human Genetics

Currently Tenure Track Associate Professor at Case-Western Reserve University
(Department of Population and Quantitative Health Sciences)

Stephen D. Turner

Vanderbilt University, Ph.D. Program in Human Genetics

Currently senior informatics science & technology adviser at Signature Science,
LLC.

Benjamin Grady
Vanderbilt University, Ph.D. Program in Human Genetics

Emily R. Holzinger
Vanderbilt University, Ph.D. Program in Human Genetics
Currently Senior Scientist, Bristol Myers Squibb

Carrie C Buchanan Moore
Vanderbilt University, Ph.D. Program in Human Genetics
Currently Surgical Resident, Duke University School of Medicine

Neerja Katiyar
Pennsylvania State University, Ph.D. Program in Bioinformatics & Genomics

Molly A Hall
Pennsylvania State University, Ph.D. Program in BMMB
Currently Tenure-track Asst. Prof at Penn State University

Ruowang Li

Pennsylvania State University, Ph.D. Program in Bioinformatics & Genomics
Currently Assistant Professor, Cedars-Sinai
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2013-2018

2014-2018

2014-2018

2016-2020

2016-2020

2018-2021

2018-2023

2018-2023

2020-2024

2020-2024

2020-2023

2021-2025

2021-2026

2022-present

Curriculum Vitae: Marylyn DeRiggi Ritchie

Anna Okula Basile
Pennsylvania State University, Ph.D. Program in BMMB
Currently Bioinformatics Scientist, NY Genome Center

Anurag Verma
Pennsylvania State University, Ph.D. Program in Bioinformatics & Genomics
Currently Instructor, University of Pennsylvania, Perelman School of Medicine

Shefali Setia Verma
Pennsylvania State University, Ph.D. Program in Bioinformatics & Genomics
Currently Instructor, University of Pennsylvania, Perelman School of Medicine

Binglan Li
University of Pennsylvania, Genomics and Computational Biology Grad Group
Currently Postdoc, Stanford University

Xinyuan (Blair) Zhang
University of Pennsylvania, Genomics and Computational Biology Grad Group
Currently: Senior Statistical Geneticist at Regeneron Genetics Center

Joseph Park, MD-PhD student, Genomics and Computational Biology Grad
Group, University of Pennsylvania, co-mentor with Dr. Dan Rader
Currently: Resident, Weill Cornell School of Medicine

William Bone, Genomics and Computational Biology Grad Group, University of
Pennsylvania, co-mentor with Dr. Ben Voight

Currently: Scientist, Recursion

Pankhuri Singhal, Genetics Student in the Cellular and Molecular Biology
program, University of Pennsylvania

Daniel Hui, Genomics and Computational Biology Grad Group, University of
Pennsylvania, co-mentor with Dr. Sarah Tishkoff

Brenda Xiao, Genomics and Computational Biology Grad Group, University of
Pennsylvania, co-mentor with Dr. Dokyoon Kim

John Crawford, Genomics and Computational Biology Grad Group, University of
Pennsylvania, co-mentor with Dr. Casey Greene

Karl Keat, Genomics and Computational Biology Grad Group, University of
Pennsylvania, co-mentor with Dr. Dokyoon Kim

Van Truong, Genomics and Computational Biology Grad Group, University of
Pennsylvania, co-mentor with Dr. John Wherry

Anni Moore, Genomics and Computational Biology Grad Group, University of
Pennsylvania
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2022-present Chris Jones, Genomics and Computational Biology Grad Group, University of

2022-2025

2022-2025

2023-present

Thesis Committees

2005-2006

2005-2006

2005-2007

2006-2008

2007-2009

2008-2009

2007-2010

2008-2010

2010-2012

Pennsylvania, co-mentor with Dr. Sarah Tishkoff

David Zhang, MD-PhD student, Genomics and Computational Biology Grad
Group, University of Pennsylvania, co-mentor with Dr. Dan Rader

Rachit Kumar, MD-PhD student, Genomics and Computational Biology Grad
Group, University of Pennsylvania

Rasika Venkatesh, PhD student, Genomics and Computational Biology Grad
Group, University of Pennsylvania

Zheng (Roger) Liu
Microbiology & Immunology
Vanderbilt University School of Medicine

Tricia Thornton-Wells
Neuroscience Program
Vanderbilt University School of Medicine

Xueying (Sharon) Liang
Human Genetics Ph.D. Program
Vanderbilt University School of Medicine

Digna Velez
Human Genetics Ph.D. Program
Vanderbilt University School of Medicine

Daniel Kinnamon
Statistical Genetics
University of Miami Miller School of Medicine

Rebecca Zuvich
Human Genetics PhD Program
Vanderbilt University School of Medicine

Britney Grayson
Microbiology & Immunology
Vanderbilt University School of Medicine

Logan Dumitriscu
Human Genetics PhD Program
Vanderbilt University School of Medicine

Janina Jeff
Human Genetics PhD Program
Vanderbilt University School of Medicine
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2013-2014

2013-2016

2013-2017

2013-2015

2013-2016

2018-2022

2018-2021

2019-2021

2019-2021

2020-2022

2020-2022

2020-2023

2021-2024
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Matt Oetgens
Human Genetics PhD Program
Vanderbilt University School of Medicine

Jacob Hall
Human Genetics PhD Program

Vanderbilt University School of Medicine

Claire Reynolds

Biochemistry, Microbiology and Molecular Biology PhD Program

The Pennsylvania State University

Marta Byrska-Bishop
Bioinformatics and Genomics PhD Program
The Pennsylvania State University

Rohit Reja
Bioinformatics and Genomics PhD Program
The Pennsylvania State University

Laura Ritenour
Cell and Molecular Biology (CAMB) PhD Program
University of Pennsylvania, Perelman School of Medicine

David Lee
Genomics and Computational Biology (GCB) PhD Program
University of Pennsylvania, Perelman School of Medicine

Jennifer Shah
Cell and Molecular Biology (CAMB) PhD Program
University of Pennsylvania, Perelman School of Medicine

Victoria Arthur
Epidemiology PhD Program
University of Pennsylvania, Perelman School of Medicine

Benjamin Heil
Genomics and Computational Biology (GCB) PhD Program
University of Pennsylvania, Perelman School of Medicine

Alexa Woodward
Epidemiology PhD program
University of Pennsylvania, Perelman School of Medicine

John Gregg
Genomics and Computational Biology (GCB) PhD Program

University of Pennsylvania, Perelman School of Medicine

Jenea Adams
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2021-2024

2021-2024

2021-2023

2022-present

2022-2025

2024-present

Genomics and Computational Biology (GCB) PhD Program
University of Pennsylvania, Perelman School of Medicine

Kaylyn Clark
Genomics and Computational Biology (GCB) PhD Program
University of Pennsylvania, Perelman School of Medicine

Jacob Leiby
Genomics and Computational Biology (GCB) PhD Program
University of Pennsylvania, Perelman School of Medicine

Vivek Sriram
Genomics and Computational Biology (GCB) PhD Program
University of Pennsylvania, Perelman School of Medicine

Erica Suh
Genomics and Computational Biology (GCB) PhD Program
University of Pennsylvania, Perelman School of Medicine

Stacy Guzman
Biochemistry and Molecular Biology (BMB) PhD program
University of Pennsylvania, Perelman School of Medicine

Manu Shivakumar
Genomics and Computational Biology (GCB) PhD Program
University of Pennsylvania, Perelman School of Medicine

MAJOR RESEARCH INTERESTS
Computational Genomics Genetic Epidemiology

Translational Bioinformatics Statistical Genetics

Epistasis Systems Genomics
Pharmacogenomics Computational Biology
Big Data Biomedical Informatics

Evolutionary Computation ~ Cardiovascular Disease

SOFTWARE AND PATENTS
2001 Multifactor Dimensionality Reduction (MDR)

2003 MDR-PDT

2002 U.S. Provisional Patent: “Method and Apparatus for Multifactor Dimensionality

Reduction”
2006 genomeSIMLA

2009 LD-Plus
2009 LD-Spline
2010 Synthesis-View

2012 ATHENA
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http://ritchielab.psu.edu/ritchielab/software

Curriculum Vitae: Marylyn DeRiggi Ritchie
2012 Biofilter 2.0

2012 BioBin
2012 PheWAS-view

2013 Phenogram
2016 iPhenogram

PODCASTS
The Biomedical Informatics Roundtable podcast, cohost
http://bmipodcast.org/

The CALM (Combining Academic and Life with Marylyn) podcast, host
https://marylynritchie.com/podcast

RESEARCH FUNDING
Active Funding

RO1 HL169458 (MPI: Ritchie, Kim) 07/2023 - 04/2027

NIH/NHLBI Total Award Amount (including Indirect Costs): $3,100,017
Methods for Enhancing Polygenic Risk Prediction Models for Complex Disease

This project is designed to develop novel methods for polygenic scores with applications in cardiovascular
disease.

Pending Funding

UMI1TR005294 (MPI: Flume, Brady) 04/2025 to 3/2032
NCATS Total Award Amount (including Indirect Costs): $26,514,648
South Carolina Clinical and Translational Research Institute (SCTR)

SCTR is the catalyst for changing the culture of biomedical research, facilitating sharing of resources and
expertise, and streamlining research-related processes to bring about large-scale change in the clinical and
translational research efforts in South Carolina. Dr. Ritchie is the lead of the Informatics and Data Science
program of SCTR.

Completed Funding
2004-2005 Development award supported by CFAR - P30 AI54999 (PI)
Genetic Basis of NNRTI Toxicity in HIV Patients
2004-2005 Development award supported by CFAR - P30 A154999 (Co-PI)
A Pilot Study of Mitochondrial Genetics and Peripheral Neuropathy during
Antiretroviral Therapy
2004-2008 NIH RO1 AG020135 (PI of subcontract)
Revealing Epistasis in Alzheimer Disease
2005-2007 Development award supported by SPORE - P50 CA098131 (PI)

Approaches to Genome-Wide Association in Sporadic Breast Cancer
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2006-2009

2006-2009

2007-2009

2007-2009

2008-2009

2006-2009

2004-2010

2007-2011

2007-2011

2009-2013

2009-2011

2010-2015

AVCEF- Vanderbilt (Co-investigator)

DNA Capture Project — Dan Roden

9/28/2007-7/31/2011

NIH R21 HL0877226 (Co-investigator)

Iron as a Nutritional Modifier of Toxic Neuropathy in HIV/AIDS — Asha
Kallianpur

9/27/06-7/31/09

NIH RO1 CA122756 (Co-investigator)

Cell Cycle/Apoptosis Gene Variants and Breast Cancer — Jiyang Cai
12/1/2007-11/30/2011

NIH/NIA RO1 AG027944 (Co-investigator)

Genomic Convergence in Alzheimer Disease — Pericak-Vance, Univ. of Miami
12/01/2007-11/30/2012

NCCAM RO1 AT004660 (Co-investigator)

Dietary Calcium and Magnesium, Genetics and Colorectal Adenoma — Qi Dai
06/01/2008-05/31/2012

NIH R21 NS059330 (Co-investigator)

Mitochondrial Genomics and Peripheral Neuropathy during HIV Therapy — Todd
Hulgan

3/15/2007-6/30/2010

NIH UO01 HL065962 (PI of core)

Pharmacogenomics of Arrhythmia Therapy — Dan Roden
9/01/2005-8/31/2010

NIH UO01 HG004603-01 (Co-investigator)

Vanderbilt Genome-Electronic Records Project — Dan Roden
9/28/2007-7/31/2011

NIH U01 HG004608 (PI of subcontract)

Genome-Wide Study of Cataract and Low HDL in the Personalized Medicine
Research Project — Catherine McCarty

9/30/2007-9/29/2011

NIH/NLM 1R01LM009989-01A1 (Malin)

Technologies to Enable Privacy in Biomedical Databanks
07/01/2009-06/30/2013

NIH/NIGMS 1RC2GM092618-01 (Masys)

VESPA: Vanderbilt Electronic Systems for Pharmacogenomic Assessment
09/30/2009-09/29/2011

NIH U01 HL065962 (PI of core)

Pharmacogenomics of Arrhythmia Therapy — Dan Roden
9/01/2010-8/31/2015
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2009-2013

2008-2013

2009-2013

2011-2015

2013-2014

2010-2016

2011-2016

2011-2016

2015-2016

2016-2017

2015-2017

2015-2017

2013-2017

2018-2019

NIH/NLM 1R01 LM010040-01(PT)

Analysis Tool for Heritable and Environmental Network Associations
07/01/2009-06/30/2013

NIH/NIAID 5R01 AI077505-03 (Haas)

Pharmacogenomics of HIV Therapy

07/08/2008-06/30/2013

NIH/NHGRI 5U01 HG004798-03

Epidemiologic Architecture for Genes Linked to Environment (Crawford)
07/17/2008-12/31/2013

NIH/NHGRI 5U01 HG006385 (Haines, Ritchie PI subcontract)

eMERGE II Coordinating Center

08/15/2011-07/31/2015

Geisinger contract (Ritchie PI)

Geisinger Clinic Genetic Studies: Mining Electronic Health Records for Genetic
Associations

8/01/2013-7/31/2014

5U01 HL065962 (Roden, Ritchie PT U19-subcontract)

Pharmacogenomics of Arrhythmia Therapy: P-STAR Network Resource
09/01/2010-08/31/2016

5U01 HG006389 (McCarty, Ritchie PI subcontract)

IRIS: Incorporating Research into Sight: eMERGE II

08/15/2011-07/31/2016

3 ULI RR033184-01 (Sinoway)

CTSA (Clinical and Translational Science Award)

3/1/2011-2/29/2016

ROIGM111913 (Mirshahi and Robishaw)

An integrated approach to study GPCR variants associated with complex diseases.
06/01/2015-8/30/2016

10T20D024609-01 (Ledbetter and Ritchie)

Precision Medicine at Geisinger

09/27/2016 — 05/31/2017

1 UO1 HG008679-01 (Williams and Ritchie)

EMR-Linked Biobank for Translational Genomics (part of eMERGE-III network)
09/01/2015-12/18/2017

SAP 4100070267 (Ritchie) (Pennsylvania Department of Health)

Integrating Big Data for Biomedical Discovery: Methods, Tools, and Applications
6/1/2015-12/18/2017

2 PO1 ESO011269-11 (Van de Water, Ritchie sub)

EPA: 83543201 (Van de Water, Ritchie sub)

UC. Davis Center for Children’s Environmental Health and Disease Prevention
(CCEH)

06/01/2013 — 12/18/2017

P50GM115318-04S1 (Krauss, Ritchie PI Informatics Core)
Pharmacogenomics of Statin Therapy (Informatics Core) — administrative
supplement

$245,954

09/01/2018-08/31/2019
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2015-2021

2015-2021

2016-2021

2019-2023

2020-2023

2020-2023

2019-2023

2022-2023

2020-2024

2020-2024

2021-2025

P50GM115318-01 (Krauss, Ritchie PI Informatics Core)

Pharmacogenomics of Statin Therapy (Informatics Core)

$150,000

07/01/2015-08/30/2021

5RO1 AIO77505 (MPI, Haas and Ritchie)

Pharmacogenomics of HIV Therapy

$243,000

07/01/2015-12/31/2021

RO1AI116794-01A1 (Moore)

Biomedical Computing and Informatics Strategies for Infectious Disease
Research

$343,833

04/01/16 — 03/31/21

State of PA DOH Nonformula Tobacco Settlement Act Grant (Berrettini)
Pharmacogenetics of Opioid Use Disorder

$3,952,162

6/1/2019 — 5/30/2023

Gray Foundation

Determinants of immune activity and molecular features in BRCA 1 /2 mutation
carriers (Nathanson)

$3,000,000

07/01/2019-6/30/2023

NIH, NHLBI

Elucidating hereditary transthyretin-mediated heart failure risk using machine
learning, polygenic risk and recall by genotype approaches in African ancestory
individuals (Rader)

$292,380

09/01/20-08/31/23

RO1HL141232

MTSSI1 in Myocardial Disease (Cappola)

$3,164,978

07/01/2019-06/30/2023

ROTHG010067

Network-based algorithms for target identification and drug repositioning from
genetic associations (Greene)

$1,396,502

06/12/22 — 04/30/23

RO1IGM138597

Unravelling genetic basis of comorbidity using EHR-linked biobank data (Kim)
$1,915,421

08/01/2020-07/31/2024

U24HGO010862

Pharmacogenomics Clinical Annotation Tool (PharmCAT)

$560,000

08/07/2020-05/31/2024

RO1 AI077505

Pharmacogenomics of HIV Therapy

$1,804,980

04/2021 - 03/2026
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2020-2025

2021-2025

2021-2025

2021-2025

2022-2025

2023-2025

2023-2025

2023-2025

RO1 RY023557

Primary Open Angle African-American Glaucoma Genetics Study Renewal
$6,645,134

09/01/2020-08/31/2025

RO1 AG066833

Artificial Intelligence Strategies for Alzheimer's Disease Research
$8,046,920

9/30/2021-08/31/2026

P30 AG073105

Networking and Mentoring Core of the Penn Artificial Intelligence and
Technology (PennAlTech) Collaboratory

$817,513

9/30/2021-08/31/2026

UL1 TR001878

Institutional Clinical and Translational Sciences Award
$12,720,728

06/30/2021-05/31/2026

RO1 HG012670

Using Behavioral Economics and Implementation Science to Advance the Use of
Genomic Medicine Utilizing an EHR Infrastructure across a Diverse Health
System

$4,379,282

07/01/2022- 06/30/2027

RO1 DK134575

A genomics-based strategy to precision phenotyping and drug repositioning in
cardiometabolic diseases

$1,769,706

03/2023 - 12/2027

U24 HGO13077

Clinical Implementation Resources for Pharmacogenomics
$280,732

09/2023 - 06/2026

RO1 HL168841

Risk Alleles in Protein Quality Control Genes as Modifiers of Hypertrophic
Cardiomyopathy

$2,794,192

12/2023 - 11/2027
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AF, Griffin M, Daly MJ; DCCT/EDIC, Arnar DO, Holm H, Thorsteinsdottir U; eMERGE
Consortium, Denny JC, Roden DM, Zuvich RL, Emilsson V, Plump AS, Larson MG, O'Donnell
CJ, Yin X, Bobbo M, D'Adamo AP, lorio A, Sinagra G, Carracedo A, Cummings SR, Nalls MA,
Jula A, Kontula KK, Marjamaa A, Oikarinen L, Perola M, Porthan K, Erbel R, Hoffmann P,
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AIDS Res Hum Retroviruses. 2019 Dec 10. PMID: 31822125

| 04



Curriculum Vitae: Marylyn DeRiggi Ritchie

305.

306.

307.

308.

309.

310.

311.

312.

313.

314.

Murray MF, Kenny EE, Ritchie MD, Rader DJ, Bale AE, Giovanni MA, Abul-Husn NS.
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Lau-Min KS, Asher SB, Chen J, Domchek SM, Feldman M, Joffe S, Landgraf J, Speare V,
Varughese LA, Tuteja S, VanZandbergen C, Ritchie MD, Nathanson KL. Real-world integration
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Coignet MV, Yadav A, Leader JB, Marcketta A, Park DS, Lanche R, Maxwell E, Knight SC, Bai
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19:2020.12.14.20248176. doi: 10.1101/2020.12.14.20248176. Preprint. PMID: 33619501

Drivas TG, Lucas A, Zhang X, Ritchie MD. Mendelian pathway analysis of laboratory traits
reveals distinct roles for ciliary subcompartments in common disease pathogenesis. Am J Hum
Genet. 2021 Mar 4;108(3):482-501. doi: 10.1016/j.ajhg.2021.02.008. Epub 2021 Feb 25. PMID:
33636100

Liu X, Verma A, Ramage H, Garcia G, Myers RL, Lucas A, Michaelson JJ, Coryell W, Kumar
A, Charney A, Kazanietz MG, Rader DJ, Ritchie MD, Berrettini WH, Damoiseaux R,
Arumugaswami V, Schultz D, Cherry S, Klein PS. Targeting the Coronavirus Nucleocapsid
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Kvikstad E, O'Neill A, Nioi P, Parker MM, Petrovski S, Runz H, Szustakowski JD, Wang Q,
Wong E, Cordova-Palomera A, Smith EN, Szalma S, Zheng X, Esmaeeli S, Davis JW, Lai YP,
Chen X, Justice AE, Leader JB, Mirshahi T, Carey DJ, Verma A, Sirugo G, Ritchie MD, Rader
DJ, Povysil G, Goldstein DB, Kiryluk K, Pairo-Castineira E, Rawlik K, Pasko D, Walker S,
Meynert A, Kousathanas A, Moutsianas L, Tenesa A, Caulfield M, Scott R, Wilson JF, Baillie
JK, Butler-Laporte G, Nakanishi T, Lathrop M, Richards JB, Jones M, Balasubramanian S,
Salerno W, Shuldiner AR, Marchini J, Overton JD, Habegger L, Cantor MN, Reid JG, Baras A,
Abecasis GR, Ferreira MA. A catalog of associations between rare coding variants and COVID-
19 outcomes. medRxiv. 2021 Feb 27:2020.10.28.20221804. doi: 10.1101/2020.10.28.20221804.
Preprint. PMID: 33655273

Lee DSM, Park J, Kromer A, Baras A, Rader DJ, Ritchie MD, Ghanem LR, Barash Y.
Disrupting upstream translation in mRNAs is associated with human disease. Nat Commun.
2021 Mar 9;12(1):1515. doi: 10.1038/s41467-021-21812-1. PMID: 33750777

Shang N, Khan A, Polubriaginof F, Zanoni F, Mehl K, Fasel D, Drawz PE, Carrol RJ, Denny JC,
Hathcock MA, Arruda-Olson AM, Peissig PL, Dart RA, Brilliant MH, Larson EB, Carrell DS,
Pendergrass S, Verma SS, Ritchie MD, Benoit B, Gainer VS, Karlson EW, Gordon AS, Jarvik
GP, Stanaway IB, Crosslin DR, Mohan S, Ionita-Laza I, Tatonetti NP, Gharavi AG, Hripcsak G,
Weng C, Kiryluk K. Medical records-based chronic kidney disease phenotype for clinical care

66



Curriculum Vitae: Marylyn DeRiggi Ritchie

323.

324.

325.

326.

327.

328.

329.

330.

and "big data" observational and genetic studies. NPJ Digit Med. 2021 Apr 13;4(1):70. doi:
10.1038/s41746-021-00428-1. PMID: 33850243

Li B, Veturi Y, Verma A, Bradford Y, Daar ES, Gulick RM, Riddler SA, Robbins GK, Lennox
JL, Haas DW, Ritchie MD. Tissue sp601f1c1ty _aware TWAS (TSA-TWAS) framework identifies
novel associations with metabolic, immunologic, and virologic traits in HIV-positive adults.
PLoS Genet. 2021 Apr 26;17(4): €1009464. doi: 10. 1371/journal.pgen.1009464. Online ahead of
print. PMID: 33901188

Chung WK, Brothers K, Bradbury A, Chanprasert S, Orlando L, Torkamani A, Zierhut H,
Ritchie MD, Phillips M, Schoden J, Maiese D, Hendershot T, Hamilton CM, Ramos EM.
Genomic medicine implementation protocols in the PhenX Toolkit: tools for standardized data
collection. Genet Med. 2021 Sep;23(9):1783-1788. doi: 10.1038/s41436-021-01183-0. Epub
2021 May 10. PMID: 33972721; PMCID: PMC8108409

Hall MA, Wallace J, Lucas AM, Bradford Y, Verma SS, Miiller-Myhsok B, Passero K, Zhou J,
McGuigan J, Jiang B, Pendergrass SA, Zhang Y, Peissig P, Brilliant M, Sleiman P, Hakonarson
H, Harley JB, Kiryluk K, Van Steen K, Moore JH, Ritchie MD. Novel EDGE encoding method
enhances ability to identify genetic interactions. PLoS Genet. 2021 Jun 4;17(6):¢1009534. doi:
10.1371/journal.pgen.1009534. eCollection 2021 Jun. PMID: 34086673; PMCID: PMC8208534

Kosmicki JA, Horowitz JE, Banerjee N, Lanche R, Marcketta A, Maxwell E, Bai X, Sun D,
Backman JD, Sharma D, Kury FSP, Kang HM, O'Dushlaine C, Yadav A, Mansfield AJ, Li AH,
Watanabe K, Gurski L, McCarthy SE, Locke AE, Khalid S, O'Keeffe S, Mbatchou J, Chazara O,
Huang Y, Kvikstad E, O'Neill A, Nioi P, Parker MM, Petrovski S, Runz H, Szustakowski JD,
Wang Q, Wong E, Cordova-Palomera A, Smith EN, Szalma S, Zheng X, Esmaeeli S, Davis JW,
Lai YP, Chen X, Justice AE, Leader JB, Mirshahi T, Carey DJ, Verma A, Sirugo G, Ritchie
MD, Rader DJ, Povysil G, Goldstein DB, Kiryluk K, Pairo-Castineira E, Rawlik K, Pasko D,
Walker S, Meynert A, Kousathanas A, Moutsianas L, Tenesa A, Caulfield M, Scott R, Wilson
JF, Baillie JK, Butler-Laporte G, Nakanishi T, Lathrop M, Richards JB; Regeneron Genetics
Center; UKB Exome Sequencing Consortium, Jones M, Balasubramanian S, Salerno W,
Shuldiner AR, Marchini J, Overton JD, Habegger L, Cantor MN, Reid JG, Baras A, Abecasis
GR, Ferreira MAR. Pan-ancestry exome-wide association analyses of COVID-19 outcomes in
586,157 individuals. Am J Hum Genet. 2021 Jul 1;108(7):1350-1355. doi:
10.1016/j.ajhg.2021.05.017. Epub 2021 Jun 3. PMID: 34115965; PMCID: PMC8173480

Veturi Y, Lucas A, Bradford Y, Hui D, Dudek S, Theusch E, Verma A, Miller JE, Kullo I,
Hakonarson H, Sleiman P, Schaid D, Stein CM, Edwards DRV, Feng Q, Wei WQ, Medina MW,
Krauss RM, Hoffmann TJ, Risch N, Voight BF, Rader DJ, Ritchie MD. A unified framework
identifies new links between plasma lipids and diseases from electronic medical records across
large-scale cohorts. Nat Genet. 2021 Jul;53(7):972-981. doi: 10.1038/s41588-021-00879-y. Epub
2021 Jun 17. PMID: 34140684

Zhang C, Verma A, Feng Y, Melo MCR, McQuillan M, Hansen M, Lucas A, Park J, Ranciaro A,
Thompson S, Rubel MA, Campbell MC, Beggs W, Hirbo J, Mpoloka SW, Mokone GG;
Regeneron Genetic Center, Nyambo T, Meskel DW, Belay G, Fokunang C, Njamnshi AK, Omar
SA, Williams SM, Rader D, Ritchie MD, de la Fuente Nunez C, Sirugo G, Tishkoff S. Impact
of natural selection on global patterns of genetic variation, and association with clinical
phenotypes, at genes involved in SARS-CoV-2 infection. medRxiv. 2021 Aug
7:2021.06.28.21259529. doi: 10.1101/2021.06.28.21259529. Preprint. PMID: 34230933,
PMCID: PMC8259910

Eric V, Yi V, Murdock D, Kalla SE, Wu TJ, Sabo A, Li S, Meng Q, Tian X, Murugan M, Cohen
M, Kovar C, Wei WQ, Chung WK, Weng C, Wiesner GL, Jarvik GP, Muzny D, Gibbs RA;
eMERGE Consortium. Neptune: an environment for the delivery of genomic medicine.Genet
Med. 2021 Jul 13. doi: 10.1038/s41436-021-01230-w. Online ahead of print. PMID: 34257418

Drivas TG, Lucas A, Ritchie MD. eQTpLot: a user-friendly R package for the visualization of
colocalization between eQTL and GWAS signals. BioData Min. 2021 Jul 17;14(1):32. doi:
10.1186/513040-021-00267-6. PMID: 34273980; PMCID: PMC8285863

167



Curriculum Vitae: Marylyn DeRiggi Ritchie

331.

332.

333.

334.

335.

336.

337.

338.

339.

340.

Banday AR, Stanifer ML, Florez-Vargas O, Onabajo OO, Zahoor MA, Papenberg BW, Ring TJ,
Lee CH, Andreakos E, Arons E, Barsh G, Biesecker LG, Boyle DL, Burnett-Hartman A,
Carrington M, Chang E, Choe PG, Chrisholm RL, Dalgard C, Edberg J, Erdmann N, Feigelson
HS, Firestein GS, Gehring AJ, Ho M, Holland S, Hutchinson AA, Im H, Ison MG, Kim HB,
Kreitman RJ, Korf BR, Mirabello L, Pacheco JA, Peluso MJ, Rader DJ, Redden DT, Ritchie
MD, Rosenbloom B, Sant Anna HP, Savage S, Siouti E, Triantafyllia V, Vargas JM, Verma A,
Vij V, Wesemann DR, Yeager M, Yu X, Zhang Y, Boulant S, Chanock SJ, Feld JJ, Prokunina-
Olsson L. Genetic regulation of OAS1 nonsense-mediated decay underlies association with risk
of severe COVID-19. medRxiv. 2021 Jul 13:2021.07.09.21260221. doi:
10.1101/2021.07.09.21260221. Preprint. PMID: 34282422; PMCID: PMC8288155

Holmes JH, Beinlich J, Boland MR, Bowles KH, Chen Y, Cook TS, Demiris G, Draugelis M,
Fluharty L, Gabriel PE, Grundmeier R, Hanson CW, Herman DS, Himes BE, Hubbard RA,
Kahn CE Jr, Kim D, Koppel R, Long Q, Mirkovic N, Morris JS, Mowery DL, Ritchie MD,
Urbanowicz R, Moore JH. Why Is the Electronic Health Record So Challenging for Research
and Clinical Care? Methods Inf Med. 2021 May;60(1-02):32-48. doi: 10.1055/s-0041-1731784.
Epub 2021 Jul 19. PMID: 34282602

Park J, Packard EA, Levin MG, Judy RL; Regeneron Genetics Center, Damrauer SM, Day SM,
Ritchie MD, Rader DJ. A genome-first approach to rare variants in hypertrophic
cardiomyopathy genes MYBPC3 and MYH?7 in a medical biobank. Hum Mol Genet. 2021 Sep
20:ddab249. doi: 10.1093/hmg/ddab249. Online ahead of print. PMID: 34542152

Liu X, Verma A, Garcia G Jr, Ramage H, Lucas A, Myers RL, Michaelson JJ, Coryell W,
Kumar A, Charney AW, Kazanietz MG, Rader DJ, Ritchie MD, Berrettini WH, Schultz DC,
Cherry S, Damoiseaux R, Arumugaswami V, Klein PS. Targeting the coronavirus nucleocapsid
protein through GSK-3 inhibition. Proc Natl Acad Sci U S A. 2021 Oct
19;118(42):e2113401118. PMID: 34593624

Hartwell EE, Merikangas AK, Verma SS, Ritchie MD; Regeneron Genetics Center, Kranzler
HR, Kember RL. Genetic liability for substance use associated with medical comorbidities in

electronic health records of African- and European-ancestry individuals. Addict Biol. 2022
Jan;27(1):e13099. PMID: 34611967

Verma A, Tsao N, Thomann L, Ho YL, Iyengar S, Luoh SW, Carr R, Crawford D, Efird JT,
Huffman J, Hung A, Ivey K, Levin M, Lynch J, Natarajan P, Pyarajan S, Bick A, Costa L,
Genovese G, Hauger R, Madduri R, Pathak G, Polimanti R, Voight B, Vujkovic M, Zekavat M,
Zhao H, Ritchie MD; VA Million Veteran Program COVID-19 Science Initiative, Chang KM,
Cho K, Casas JP, Tsao PS, Gaziano JM, O'Donnell C, Damrauer S, Liao K. A Phenome-Wide
Association Study of genes associated with COVID-19 severity reveals shared genetics with
complex diseases in the Million Veteran Program. medRxiv. 2021 Oct 15:2021.05.18.21257396.
doi: 10.1101/2021.05.18.21257396. Preprint. PMID: 34642702

Buchanan AH, Manickam K, Meyer MN, Wagner JK, Hallquist MLG, Williams JL, Rahm AK,
Williams MS, Chen ZE, Shah CK, Garg TK, Lazzeri AL, Schwartz MLB, Lindbuchler AM, Fan
AL, Leeming R, Servano PO 3rd, Smith AL, Vogel VG, Abul-Husn NS, Dewey FE, Lebo MS,
Mason-Suares HM, Ritchie MD, Davis FD, Carey DJ, Feinberg DT, Faucett WA, Ledbetter DH,
Murray MF. Correction to: Early cancer diagnoses through BRCA1/2 screening of unselected
adult biobank participants. Genet Med. 2021 Dec;23(12):2470. PMID: 34646007

Abramoff BA, Dillingham TR, Caldera FE, Ritchie MD, Pezzin LE. Inpatient Rehabilitation
Outcomes After Severe COVID-19 Infections: A Retrospective Cohort Study. Am J Phys Med
Rehabil. 2021 Dec 1;100(12):1109-1114. PMID: 34657085

Li B, Ritchie MD. From GWAS to Gene: Transcriptome-Wide Association Studies and Other
Methods to Functionally Understand GWAS Discoveries. Front Genet. 2021 Sep 30;12:713230.
PMID: 34659337

Arthur VL, Li Z, Cao R, Oetting WS, Israni AK, Jacobson PA, Ritchie MD, Guan W, Chen J. A
Multi-Marker Test for Analyzing Paired Genetic Data in Transplantation. Front Genet. 2021 Oct
13;12:745773. PMID: 34721531

| 68



Curriculum Vitae: Marylyn DeRiggi Ritchie

341.

342.

343.

344.

345.

346.

347.

348.

349.

Graham SE, Clarke SL, Wu KH, Kanoni S, Zajac GJM, Ramdas S, Surakka I, Ntalla 1, ...
Ritchie MD, ... Mohlke KL, Frayling TM, Hirschhorn JN, Kathiresan S; VA Million Veteran
Program; Global Lipids Genetics Consortium*, Boehnke M, Natarajan P, Peloso GM, Brown
CD, Morris AP, Assimes TL, Deloukas P, Sun YV, Willer CJ. The power of genetic diversity in
genome-wide association studies of lipids. Nature. 2021 Dec;600(7890):675-679. PMID:
34887591

Wang L, Desai H, Verma SS, Le A, Hausler R, Verma A, Judy R, Doucette A, Gabriel PE;
Regeneron Genetics Center, Nathanson KL, Damrauer SM, Mowery DL, Ritchie MD, Kember
RL, Maxwell KN. Performance of polygenic risk scores for cancer prediction in a racially
diverse academic biobank. Genet Med. 2021 Nov 30:S1098-3600(21)05367-3. PMID: 34906489

Haas DW, Abdelwahab MT, van Beek SW, Baker P, Maartens G, Bradford Y, Ritchie MD,
Wasserman S, Meintjes G, Beeri K, Gandhi NR, Svensson EM, Denti P, Brust JCM.
Pharmacogenetics of Between-Individual Variability in Plasma Clearance of Bedaquiline and
Clofazimine in South Africa. J Infect Dis. 2022 Jan 29:jiac024. PMID: 35091749

Bellomo TR, Bone WP, Chen BY, Gawronski KAB, Zhang D, Park J, Levin M, Tsao N, Klarin
D, Lynch J, Assimes TL, Gaziano JM, Wilson PW, Cho K, Vujkovic M, O'Donnell CJ, Chang
KM, Tsao PS, Rader DJ, Ritchie MD, Damrauer SM, Voight BF. Multi-Trait Genome-Wide
Association Study of Atherosclerosis Detects Novel Pleiotropic Loci. Front Genet. 2022 Feb
2;12:787545. PMID: 35186008

Hartwell EE, Merikangas AK, Verma SS, Ritchie MD; Regeneron Genetics Center, Kranzler
HR, Kember RL. Genetic liability for substance use associated with medical comorbidities in
electronic health records of African- and European-ancestry individuals. Addict Biol. 2022
Jan;27(1):¢13099. doi: 10.1111/adb.13099. Epub 2021 Oct 5. PMID: 34611967, PMCID:
PM(C9254745

Wang L, Desai H, Verma SS, Le A, Hausler R, Verma A, Judy R, Doucette A, Gabriel PE;
Regeneron Genetics Center, Nathanson KL, Damrauer SM, Mowery DL, Ritchie MD, Kember
RL, Maxwell KN. Performance of polygenic risk scores for cancer prediction in a racially
diverse academic biobank. Genet Med. 2022 Mar;24(3):601-609. doi:
10.1016/j.gim.2021.10.015. Epub 2021 Nov 30. PMID: 34906489

Park J, Packard EA, Levin MG, Judy RL; Regeneron Genetics Center, Damrauer SM, Day SM,
Ritchie MD, Rader DJ. A genome-first approach to rare variants in hypertrophic
cardiomyopathy genes MYBPC3 and MYH?7 in a medical biobank. Hum Mol Genet. 2022 Mar
3;31(5):827-837. doi: 10.1093/hmg/ddab249. PMID: 34542152, PMCID: PMC8895730

Horowitz JE, Kosmicki JA, Damask A, Sharma D, Roberts GHL, Justice AE, Banerjee N,
Coignet MV, Yadav A, Leader JB, Marcketta A, Park DS, Lanche R, Maxwell E, Knight SC, Bai
X, Guturu H, Sun D, Baltzell A, Kury FSP, Backman JD, Girshick AR, O'Dushlaine C,
McCurdy SR, Partha R, Mansfield AJ, Turissini DA, Li AH, Zhang M, Mbatchou J, Watanabe
K, Gurski L, McCarthy SE, Kang HM, Dobbyn L, Stahl E, Verma A, Sirugo G; Regeneron
Genetics Center, Ritchie MD, Jones M, Balasubramanian S, Siminovitch K, Salerno WJ,
Shuldiner AR, Rader DJ, Mirshahi T, Locke AE, Marchini J, Overton JD, Carey DJ, Habegger
L, Cantor MN, Rand KA, Hong EL, Reid JG, Ball CA, Baras A, Abecasis GR, Ferreira MAR.
Genome-wide analysis provides genetic evidence that ACE2 influences COVID-19 risk and
yields risk scores associated with severe disease. Nat Genet. 2022 Apr;54(4):382-392. doi:
10.1038/s41588-021-01006-7. Epub 2022 Mar 3. PMID: 35241825, PMCID: PMC9005345

Verma A, Tsao NL, Thomann LO, Ho YL, Iyengar SK, Luoh SW, Carr R, Crawford DC, Efird
JT, Huffman JE, Hung A, Ivey KL, Levin MG, Lynch J, Natarajan P, Pyarajan S, Bick AG,
Costa L, Genovese G, Hauger R, Madduri R, Pathak GA, Polimanti R, Voight B, Vujkovic M,
Zekavat SM, Zhao H, Ritchie MD; VA Million Veteran Program COVID-19 Science Initiative,
Chang KM, Cho K, Casas JP, Tsao PS, Gaziano JM, O'Donnell C, Damrauer SM, Liao KP. A
Phenome-Wide Association Study of genes associated with COVID-19 severity reveals shared
genetics with complex diseases in the Million Veteran Program. PLoS Genet. 2022 Apr
28;18(4):e1010113. doi: 10.1371/journal.pgen.1010113. eCollection 2022 Apr. PMID:
35482673, PMCID: PM(C9049369

| oY



Curriculum Vitae: Marylyn DeRiggi Ritchie

350.

351.

352.

353.

354.

355.

356.

357.

Wen J, Fu CHY, Tosun D, Veturi Y, Yang Z, Abdulkadir A, Mamourian E, Srinivasan D,
Skampardoni I, Singh A, Nawani H, Bao J, Erus G, Shou H, Habes M, Doshi J, Varol E, Mackin
RS, Sotiras A, Fan Y, Saykin AJ, Sheline YI, Shen L, Ritchie MD, Wolk DA, Albert M,
Resnick SM, Davatzikos C; iSTAGING consortium, ADNI, BIOCARD, and BLSA.
Characterizing Heterogeneity in Neuroimaging, Cognition, Clinical Symptoms, and Genetics
Among Patients With Late-Life Depression. JAMA Psychiatry. 2022 May 1;79(5):464-474. doi:
10.1001/jamapsychiatry.2022.0020. PMID: 35262657, PMCID: PMC8908227

Cindi Z, Kawuma AN, Maartens G, Bradford Y, Venter F, Sokhela S, Chandiwana N, Wasmann
RE, Denti P, Wiesner L, Ritchie MD, Haas DW, Sinxadi P. Pharmacogenetics of dolutegravir
plasma exposure among Southern Africans living with HIV. J Infect Dis. 2022 May 4:jiac174.
doi: 10.1093/infdis/jiac174. Online ahead of print. PMID: 35512135

Zhang C, Verma A, Feng Y, Melo MCR, McQuillan M, Hansen M, Lucas A, Park J, Ranciaro A,
Thompson S, Rubel MA, Campbell MC, Beggs W, Hirbo J, Wata Mpoloka S, George Mokone
G; Regeneron Genetic Center, Nyambo T, Wolde Meskel D, Belay G, Fokunang C, Njamnshi
AK, Omar SA, Williams SM, Rader DJ, Ritchie MD, de la Fuente-Nunez C, Sirugo G, Tishkoff
SA. Impact of natural selection on global patterns of genetic variation and association with
clinical phenotypes at genes involved in SARS-CoV-2 infection. Proc Natl Acad Sci U S A.
2022 May 24;119(21):¢2123000119. doi: 10.1073/pnas.2123000119. Epub 2022 May 17. PMID:
35580180, PMCID: PMC9173769

Zhang X, Lucas AM, Veturi Y, Drivas TG, Bone WP, Verma A, Chung WK, Crosslin D, Denny
JC, Hebbring S, Jarvik GP, Kullo I, Larson EB, Rasmussen-Torvik LJ, Schaid DJ, Smoller JW,
Stanaway 1B, Wei WQ, Weng C, Ritchie MD. Large-scale genomic analyses reveal insights into
pleiotropy across circulatory system diseases and nervous system disorders. Nat Commun. 2022
Jun 14;13(1):3428. doi: 10.1038/s41467-022-30678-w. PMID: 35701404, PMCID:
PM(C9198016

Kousathanas A, Pairo-Castineira E, Rawlik K, Stuckey A, Odhams CA, Walker S, Russell CD,
Malinauskas T, Wu Y, Millar J, Shen X, Elliott KS, Griffiths F, Oosthuyzen W, Morrice K,
Keating S, Wang B, Rhodes D, Klaric L, Zechner M, Parkinson N, Siddiq A, Goddard P,
Donovan S, Maslove D, Nichol A, Semple MG, Zainy T, Maleady-Crowe F, Todd L, Salehi S,
Knight J, Elgar G, Chan G, Arumugam P, Patch C, Rendon A, Bentley D, Kingsley C, Kosmicki
JA, Horowitz JE, Baras A, Abecasis GR, Ferreira MAR, Justice A, Mirshahi T, Oetjens M,
Rader DJ, Ritchie MD, Verma A, Fowler TA, Shankar-Hari M, Summers C, Hinds C, Horby P,
Ling L, McAuley D, Montgomery H, Openshaw PJM, Elliott P, Walsh T, Tenesa A; GenOMICC
investigators; 23andMe investigators; COVID-19 Human Genetics Initiative, Fawkes A, Murphy
L, Rowan K, Ponting CP, Vitart V, Wilson JF, Yang J, Bretherick AD, Scott RH, Hendry SC,
Moutsianas L, Law A, Caulfield MJ, Baillie JK. Whole-genome sequencing reveals host factors
underlying critical COVID-19. Nature. 2022 Jul;607(7917):97-103. doi: 10.1038/s41586-022-
04576-6. Epub 2022 Mar 7. PMID: 35255492, PMCID: PM(C9259496

Liu H, Doke T, Guo D, Sheng X, Ma Z, Park J, Vy HMT, Nadkarni GN, Abedini A, Miao Z,
Palmer M, Voight BF, Li H, Brown CD, Ritchie MD, Shu Y, Susztak K. Epigenomic and
transcriptomic analyses define core cell types, genes and targetable mechanisms for kidney
disease. Nat Genet. 2022 Jul;54(7):950-962. doi: 10.1038/s41588-022-01097-w. Epub 2022 Jun
16. PMID: 35710981

Wiley K, Findley L, Goldrich M, Rakhra-Burris TK, Stevens A, Williams P, Bult CJ, Chisholm
R, Deverka P, Ginsburg GS, Green ED, Jarvik G, Mensah GA, Ramos E, Relling MV, Roden
DM, Rowley R, Alterovitz G, Aronson S, Bastarache L, Cimino JJ, Crowgey EL, Del Fiol G,
Freimuth RR, Hoffman MA, Jeff J, Johnson K, Kawamoto K, Madhavan S, Mendonca EA,
Ohno-Machado L, Pratap S, Taylor CO, Ritchie MD, Walton N, Weng C, Zayas-Caban T,
Manolio TA, Williams MS. A research agenda to support the development and implementation

of genomics-based clinical informatics tools and resources. ] Am Med Inform Assoc. 2022 Jul
12;29(8):1342-1349. doi: 10.1093/jamia/ocac057. PMID: 35485600, PMCID: PM(C9277642

Chen BY, Bone WP, Lorenz K, Levin M, Ritchie MD, Voight BF. ColocQuial: A QTL-GWAS
colocalization pipeline. Bioinformatics. 2022 Jul 27;38(18):4409-11. doi:

170



Curriculum Vitae: Marylyn DeRiggi Ritchie

358.

359.

360.

361.

362.

363.

10.1093/bioinformatics/btac512. Online ahead of print. PMID: 35894642, PMCID:
PMC9477517

Banday AR, Stanifer ML, Florez-Vargas O, Onabajo OO, Papenberg BW, Zahoor MA,
Mirabello L, Ring TJ, Lee CH, Albert PS, Andreakos E, Arons E, Barsh G, Biesecker LG, Boyle
DL, Brahier MS, Burnett-Hartman A, Carrington M, Chang E, Choe PG, Chisholm RL, Colli
LM, Dalgard CL, Dude CM, Edberg J, Erdmann N, Feigelson HS, Fonseca BA, Firestein GS,
Gehring AJ, Guo C, Ho M, Holland S, Hutchinson AA, Im H, Irby L, Ison MG, Joseph NT, Kim
HB, Kreitman RJ, Korf BR, Lipkin SM, Mahgoub SM, Mohammed I, Paschoalini GL, Pacheco
JA, Peluso MJ, Rader DJ, Redden DT, Ritchie MD, Rosenblum B, Ross ME, Anna HPS, Savage
SA, Sharma S, Siouti E, Smith AK, Triantafyllia V, Vargas JM, Vargas JD, Verma A, Vij V,
Wesemann DR, Yeager M, Yu X, Zhang Y, Boulant S, Chanock SJ, Feld JJ, Prokunina-Olsson
L. Genetic regulation of OAS1 nonsense-mediated decay underlies association with COVID-19
hospitalization in patients of European and African ancestries. Nat Genet. 2022 Aug;54(8):1103-
1116. doi: 10.1038/s41588-022-01113-z. Epub 2022 Jul 14. PMID: 35835913, PMCID:
PM(C9355882

Tcheandjieu C, Zhu X, Hilliard AT, Clarke SL, Napolioni V, Ma S, Lee KM, Fang H, Chen F,
Lu Y, Tsao NL, Raghavan S, Koyama S, Gorman BR, Vujkovic M, Klarin D, Levin MG,
Sinnott-Armstrong N, Wojcik GL, Plomondon ME, Maddox TM, Waldo SW, Bick AG, Pyarajan
S, Huang J, Song R, Ho YL, Buyske S, Kooperberg C, Haessler J, Loos RJF, Do R, Verbanck M,
Chaudhary K, North KE, Avery CL, Graff M, Haiman CA, Le Marchand L, Wilkens LR, Bis JC,
Leonard H, Shen B, Lange LA, Giri A, Dikilitas O, Kullo 1J, Stanaway IB, Jarvik GP, Gordon
AS, Hebbring S, Namjou B, Kaufman KM, Ito K, Ishigaki K, Kamatani Y, Verma SS, Ritchie
MD, Kember RL, Baras A, Lotta LA; Regeneron Genetics Center; CARDIoGRAMplusC4D
Consortium; Biobank Japan; Million Veteran Program, Kathiresan S, Hauser ER, Miller DR, Lee
JS, Saleheen D, Reaven PD, Cho K, Gaziano JM, Natarajan P, Huffman JE, Voight BF, Rader
DJ, Chang KM, Lynch JA, Damrauer SM, Wilson PWF, Tang H, Sun YV, Tsao PS, O'Donnell
CJ, Assimes TL. Large-scale genome-wide association study of coronary artery disease in
genetically diverse populations. Nat Med. 2022 Aug;28(8):1679-1692. doi: 10.1038/s41591-022-
01891-3. Epub 2022 Aug 1.PMID: 35915156, PMCID: PM(C9419655

COVID-19 Host Genetics Initiative. A first update on mapping the human genetic architecture of
COVID-19. Nature. 2022 Aug;608(7921):E1-E10. doi: 10.1038/s41586-022-04826-7. Epub
2022 Aug 3. PMID: 35922517, PMCID: PM(C9352569

Ramdas S, Judd J, Graham SE, ... Ritchie MD, Jousilahti P, Salomaa V, Hveem K, Asvold BO,
Kubo M, Kamatani Y, Okada Y, Murakami Y, Kim BJ, Thorsteinsdottir U, Stefansson K, Zhang
J, Chen YE, Ho YL, Lynch JA, Tsao PS, Chang KM, Cho K, O'Donnell CJ, Gaziano JM, Wilson
P, Mohlke KL, Frayling TM, Hirschhorn JN, Kathiresan S, Boehnke M; Million Veterans
Program; Global Lipids Genetics Consortium, Struan Grant, Natarajan P, Sun YV, Morris AP,
Deloukas P, Peloso G, Assimes TL, Willer CJ, Zhu X, Brown CD. A multi-layer functional
genomic analysis to understand noncoding genetic variation in lipids. Am J Hum Genet. 2022
Aug 4;109(8):1366-1387. doi: 10.1016/j.ajhg.2022.06.012.PMID: 35931049, PMCID:
PM(C9388392

Haas DW, Abdelwahab MT, van Beek SW, Baker P, Maartens G, Bradford Y, Ritchie MD,
Wasserman S, Meintjes G, Beeri K, Gandhi NR, Svensson EM, Denti P, Brust JCM.
Pharmacogenetics of Between-Individual Variability in Plasma Clearance of Bedaquiline and
Clofazimine in South Africa. J Infect Dis. 2022 Aug 12;226(1):147-156. doi:
10.1093/infdis/jiac024. PMID: 35091749, PMCID: PM(C9373148

Chand GB, Singhal P, Dwyer DB, Wen J, Erus G, Doshi J, Srinivasan D, Mamourian E, Varol E,
Sotiras A, Hwang G, Dazzan P, Kahn RS, Schnack HG, Zanetti MV, Meisenzahl E, Busatto GF,
Crespo-Facorro B, Pantelis C, Wood SJ, Zhuo C, Shinohara RT, Shou H, Fan Y, Koutsouleris N,
Kaczkurkin AN, Moore TM, Verma A, Calkins ME, Gur RE, Gur RC, Ritchie MD,
Satterthwaite TD, Wolf DH, Davatzikos C. Schizophrenia Imaging Signatures and Their
Associations With Cognition, Psychopathology, and Genetics in the General Population. Am J
Psychiatry. 2022 Sep;179(9):650-660. doi: 10.1176/appi.ajp.21070686. Epub 2022 Apr 12.
PMID: 35410495, PMCID: PM(C9444886

| /1



Curriculum Vitae: Marylyn DeRiggi Ritchie

364.

365.

366.

367.

368.

369.

370.

371.

372.

Lau-Min KS, McKenna D, Asher SB, Bardakjian T, Wollack C, Bleznuck J, Biros D,
Anantharajah A, Clark DF, Condit C, Ebrahimzadeh JE, Long JM, Powers J, Raper A,
Schoenbaum A, Feldman M, Steinfeld L, Tuteja S, VanZandbergen C, Domchek SM, Ritchie
MD, Landgraf J, Chen J, Nathanson KL. Impact of integrating genomic data into the electronic
health record on genetics care delivery. Genet Med. 2022 Sep 15:S1098-3600(22)00900-5. doi:
10.1016/j.gim.2022.08.009. Online ahead of print. PMID: 36107166

Yengo L, Vedantam S, Marouli E, Sidorenko J, Bartell E, Sakaue S, Graff M, Eliasen AU, Jiang
Y, Raghavan S, Miao J, Arias JD, Graham SE, Mukamel RE, Spracklen CN, Yin X, Chen SH,
Ferreira T, Highland HH, Ji Y, Karaderi T, Lin K, Liill K, Malden DE, Medina-Gomez C,
Machado M, Moore A, Riieger S, Sim X, Vrieze S, Ahluwalia TS, Akiyama M, Allison MA,
Alvarez M, Andersen MK, Ani A, Appadurai V, Arbeeva L, Bhaskar S, Bielak LF, Bollepalli S,
Bonnycastle LL, Bork-Jensen J, Bradfield JP, Bradford Y, Braund PS, Brody JA, Burgdorf KS,
Cade BE, Cai H, Cai Q, Campbell A, Caniadas-Garre M, Catamo E, Chai JF, Chai X, Chang LC,
Chang YC, Chen CH, Chesi A, Choi SH, Chung RH, Cocca M, Concas MP, Couture C, Cuellar-
Partida G, Danning R, Daw EW, Degenhard F, Delgado GE, Delitala A, Demirkan A, Deng X,
Devineni P, Dietl A, Dimitriou M, Dimitrov L, Dorajoo R, Ekici AB, Engmann JE, Fairhurst-
Hunter Z, Farmaki AE, Faul JD, Fernandez-Lopez JC, Forer L, Francescatto M, Freitag-Wolf S,
Fuchsberger C, Galesloot TE, Gao Y, Gao Z, Geller F, Giannakopoulou O, Giulianini F, Gjesing
AP, Goel A, Gordon SD, Gorski M, Grove J, Guo X, Gustafsson S, Haessler J, Hansen TF,
Havulinna AS, Haworth SJ, He J, Heard-Costa N, ... A saturated map of common genetic
variants associated with human height. Nature. 2022 Oct;610(7933):704-712. doi:
10.1038/s41586-022-05275-y. Epub 2022 Oct 12. PMID: 36224396. PMCID: PMC9605867.
Ding Z, Ritchie MD, Voight BF, Hwang WT. Estimating the effect size of a hidden causal factor
between SNPs and a continuous trait: a mediation model approach. BMC Bioinformatics. 2022
Oct 13;23(1):420. doi: 10.1186/s12859-022-04977-4. PMID: 36229773. PMCID: PM(C9559019
Li B, Sangkuhl K, Keat K, Whaley RM, Woon M, Verma S, Dudek S, Tuteja S, Verma A,
Whirl-Carrillo M, Ritchie MD, Klein TE. How to Run the Pharmacogenomics Clinical
Annotation Tool (PharmCAT). Clin Pharmacol Ther. 2022 Nov 9. doi: 10.1002/cpt.2790. Online
ahead of print. PMID: 36350094

Levin MG, Tsao NL, Singhal P, Liu C, Vy HMT, Paranjpe I, Backman JD, Bellomo TR, Bone
WP, Biddinger KJ, Hui Q, Dikilitas O, Satterfield BA, Yang Y, Morley MP, Bradford Y, Burke
M, Reza N, Charest B; Regeneron Genetics Center; Judy RL, Puckelwartz MJ, Hakonarson H,
Khan A, Kottyan LC, Kullo I, Luo Y, McNally EM, Rasmussen-Torvik LJ, Day SM, Do R,
Phillips LS, Ellinor PT, Nadkarni GN, Ritchie MD, Arany Z, Cappola TP, Margulies KB,
Aragam KG, Haggerty CM, Joseph J, Sun YV, Voight BF, Damrauer SM. Genome-wide
association and multi-trait analyses characterize the common genetic architecture of heart failure.
Nat Commun. 2022 Nov 14;13(1):6914. doi: 10.1038/s41467-022-34216-6. PMID: 36376295.
PMCID: PM(C9663424

Truong VQ, Woerner JA, Cherlin TA, Bradford Y, Lucas AM, Okeh CC, Shivakumar MK, Hui
DH, Kumar R, Pividori M, Jones SC, Bossa AC, Turner SD, Ritchie MD, Verma SS. Quality
Control Procedures for Genome-Wide Association Studies. Curr Protoc. 2022 Nov;2(11):e603.
doi: 10.1002/cpz1.603. PMID: 36441943

Verma SS, Keat K, Li B, Hoffecker G, Risman M; Regeneron Genetics Center; Sangkuhl K,
Whirl-Carrillo M, Dudek S, Verma A, Klein TE, Ritchie MD, Tuteja S. Evaluating the frequency
and the impact of pharmacogenetic alleles in an ancestrally diverse Biobank population. J Transl
Med. 2022 Nov 28;20(1):550. doi: 10.1186/s12967-022-03745-5. PMID: 36443877. PMCID:
PMC9703665

Park J, MacLean MT, Lucas AM, Torigian DA, Schneider CV, Cherlin T, Xiao B, Miller JE,
Bradford Y, Judy RL; Regeneron Genetics Center; Verma A, Damrauer SM, Ritchie MD,
Witschey WR, Rader DJ. Exome-wide association analysis of CT imaging-derived hepatic fat in
a medical biobank. Cell Rep Med. 2022 Dec 20;3(12):100855. doi: 10.1016/j.xcrm.2022.100855.
Epub 2022 Dec 12. PMID: 36513072. PMCID: PMC9798024.

Keat K, Hui D, Xiao B, Bradford Y, Cindi Z, Daar ES, Gulick R, Riddler SA, Sinxadi P, Haas
DW, Ritchie MD. Leveraging Multi-Ancestry Polygenic Risk Scores for Body Mass Index to
Predict Antiretroviral Therapy-Induced Weight Gain. Pac Symp Biocomput. 2023;28:233-244.
PMID: 36540980

|72



Curriculum Vitae: Marylyn DeRiggi Ritchie

373.

374.

375.

376.

377.

378.

Hui D, Xiao B, Dikilitas O, Freimuth RR, Irvin MR, Jarvik GP, Kottyan L, Kullo I, Limdi NA,
Liu C, Luo Y, Namjou B, Puckelwartz MJ, Schaid D, Tiwari H, Wei WQ, Verma S, Kim D,
Ritchie MD. Quantifying factors that affect polygenic risk score performance across diverse
ancestries and age groups for body mass index. Pac Symp Biocomput. 2023;28:437-448. PMID:
36540998. PMCID: PMC10018532

Verma A, Damrauer SM, Naseer N, Weaver J, Kripke CM, Guare L, Sirugo G, Kember RL,
Drivas TG, Dudek SM, Bradford Y, Lucas A, Judy R, Verma SS, Meagher E, Nathanson KL,
Feldman M, Ritchie MD, Rader DJ, For The Penn Medicine BioBank. The Penn Medicine
BioBank: Towards a Genomics-Enabled Learning Healthcare System to Accelerate Precision
Medicine in a Diverse Population. J Pers Med. 2022 Nov 29;12(12):1974. doi:
10.3390/jpm12121974. PMID: 36556195. PMCID: PMC9785650

Kanoni S, Graham SE, Wang Y, Surakka I, Ramdas S, Zhu X, Clarke SL, Bhatti KF, Vedantam
S, Winkler TW, Locke AE, Marouli E, Zajac GIM, Wu KH, Ntalla I, Hui Q, Klarin D, Hilliard
AT, Wang Z, Xue C, Thorleifsson G, Helgadottir A, Gudbjartsson DF, Holm H, Olafsson I,
Hwang MY, Han S, Akiyama M, Sakaue S, Terao C, Kanai M, Zhou W, Brumpton BM,
Rasheed H, Havulinna AS, Veturi Y, Pacheco JA, Rosenthal EA, Lingren T, Feng Q, Kullo 1J,
Narita A, Takayama J, Martin HC, Hunt KA, Trivedi B, Haessler J, Giulianini F, Bradford Y,
Miller JE, Campbell A, Lin K, Millwood I'Y, Rasheed A, Hindy G, Faul JD, Zhao W, Weir DR,
Turman C, Huang H, Graff M, Choudhury A, Sengupta D, Mahajan A, Brown MR, Zhang W,
Yu K, Schmidt EM, Pandit A, Gustafsson S, Yin X, Luan J, Zhao JH, Matsuda F, Jang HM,
Yoon K, Medina-Gomez C, Pitsillides A, Hottenga JJ, Wood AR, Ji Y, Gao Z, Haworth S,
Yousri NA, Mitchell RE, Chai JF, Aadahl M, Bjerregaard AA, Yao J, Manichaikul A, Hwu CM,
Hung YJ, Warren HR, Ramirez J, Bork-Jensen J, Karhus LL, Goel A, Sabater-Lleal M, Noordam
R, Mauro P, Matteo F, McDaid AF, Marques-Vidal P, Wielscher M, Trompet S, Sattar N,
Mpllehave LT, Munz M, Zeng L, Huang J, Yang B, Poveda A, Kurbasic A, L... Implicating
genes, pleiotropy, and sexual dimorphism at blood lipid loci through multi-ancestry meta-
analysis. Genome Biol. 2022 Dec 27;23(1):268. doi: 10.1186/s13059-022-02837-1. PMID:
36575460. PMCID: PM(C9793579

Hui D, Mehrabi S, Quimby AE, Chen T, Chen S, Park J, Li B; Regeneron Genetics Center; Penn
Medicine Biobank; Ruckenstein MJ, Rader DJ, Ritchie MD, Brant JA, Epstein DJ, Mathieson I.
Gene burden analysis identifies genes associated with increased risk and severity of adult-onset
hearing loss in a diverse hospital-based cohort. PLoS Genet. 2023 Jan 19;19(1):e1010584. doi:
10.1371/journal.pgen.1010584. eCollection 2023 Jan. PMID: 36656851. PMCID: PMC9888707
Zhou W, Kanai M, Wu KH, Rasheed H, Tsuo K, Hirbo JB, Wang Y, Bhattacharya A, Zhao H,
Namba S, Surakka I, Wolford BN, Lo Faro V, Lopera-Maya EA, Léll K, Favé MJ, Partanen JJ,
Chapman SB, Karjalainen J, Kurki M, Maasha M, Brumpton BM, Chavan S, Chen TT, Daya M,
Ding Y, Feng YA, Guare LA, Gignoux CR, Graham SE, Hornsby WE, Ingold N, Ismail SI,
Johnson R, Laisk T, Lin K, Lv J, Millwood I'Y, Moreno-Grau S, Nam K, Palta P, Pandit A,
Preuss MH, Saad C, Setia-Verma S, Thorsteinsdottir U, Uzunovic J, Verma A, Zawistowski M,
Zhong X, Afifi N, Al-Dabhani KM, Al Thani A, Bradford Y, Campbell A, Crooks K, de Bock
GH, Damrauer SM, Douville NJ, Finer S, Fritsche LG, Fthenou E, Gonzalez-Arroyo G, Griftiths
CJ, Guo Y, Hunt KA, Ioannidis A, Jansonius NM, Konuma T, Lee MTM, Lopez-Pineda A,
Matsuda Y, Marioni RE, Moatamed B, Nava-Aguilar MA, Numakura K, Patil S, Rafaels N,
Richmond A, Rojas-Muiioz A, Shortt JA, Straub P, Tao R, Vanderwerff B, Vernekar M, Veturi
Y, Barnes KC, Boezen M, Chen Z, Chen CY, Cho J, Smith GD, Finucane HK, Franke L,
Gamazon ER, Ganna A, Gaunt TR, Ge T, Huang H, Huffman J, Katsanis N, Koskela JT,
Lajonchere C, Law MH, Li L, Lindgren CM, Loos RJF, MacGregor S, Matsuda K, Olsen CM...
Global Biobank Meta-analysis Initiative: Powering genetic discovery across human disease. Cell
Genom. 2022 Oct 12;2(10):100192. doi: 10.1016/j.xgen.2022.100192. eCollection 2022 Oct 12.
PMID: 36777996. PMCID: PM(C9903716

Small AM, Peloso GM, Linefsky J, Aragam J, Galloway A, Tanukonda V, Wang LC, Yu Z,
Sunitha Selvaraj M, Farber-Eger EH, Baker MT, Setia-Verma S, Lee SSK, Preuss M, Ritchie
MD, Damrauer SM, Rader DJ, Wells QS, Loos R, Lubitz SA, Thanassoulis G, Cho K, Wilson
PWF; VA Million Veteran Program; Natarajan P, O'Donnell CJ. Multiancestry Genome-Wide
Association Study of Aortic Stenosis Identifies Multiple Novel Loci in the Million Veteran
Program. Circulation. 2023 Mar 21;147(12):942-955. doi:
10.1161/CIRCULATIONAHA.122.061451. Epub 2023 Feb 20. PMID: 36802703

173



Curriculum Vitae: Marylyn DeRiggi Ritchie

379.

380.

381.

382.

383.

384.

385.

386.

387.

Singhal P, Veturi Y, Dudek SM, Lucas A, Frase A, van Steen K, Schrodi SJ, Fasel D, Weng C,
Pendergrass R, Schaid DJ, Kullo 1J, Dikilitas O, Sleiman PMA, Hakonarson H, Moore JH,
Williams SM, Ritchie MD, Verma SS. Evidence of epistasis in regions of long-range linkage
disequilibrium across five complex diseases in the UK Biobank and eMERGE datasets. Am J
Hum Genet. 2023 Apr 6;110(4):575-591. doi: 10.1016/j.ajhg.2023.03.007. PMID: 37028392
Suzuki K, Hatzikotoulas K, Southam L, Taylor HJ, Yin X, Lorenz KM, Mandla R, Huerta-
Chagoya A, Rayner NW, Bocher O, Ana Luiza de SVA, Sonehara K, Namba S, Lee SSK, Preuss
MH, Petty LE, Schroeder P, Vanderwerff B, Kals M, Bragg F, Lin K, Guo X, Zhang W, Yao J,
Kim YJ, Graff M, Takeuchi F, Nano J, Lamri A, Nakatochi M, Moon S, Scott RA, Cook JP, Lee
JJ, Pan I, Taliun D, Parra EJ, Chai JF, Bielak LF, Tabara Y, Hai Y, Thorleifsson G, Grarup N,
Sofer T, Wuttke M, Sarnowski C, Gieger C, Nousome D, Trompet S, Kwak SH, Long J, Sun M,
Tong L, Chen WM, Nongmaithem SS, Noordam R, Lim VJY, Tam CHT, Joo YY, Chen CH,
Raffield LM, Prins BP, Nicolas A, Yanek LR, Chen G, Brody JA, Kabagambe E, An P, Xiang
AH, Choi HS, Cade BE, Tan J, Alaine Broadaway K, Williamson A, Kamali Z, Cui J, Adair LS,
Adeyemo A, Aguilar-Salinas CA, Ahluwalia TS, Anand SS, Bertoni A, Bork-Jensen J,
Brandslund I, Buchanan TA, Burant CF, Butterworth AS, Canouil M, Chan JCN, Chang LC,
Chee ML, Chen J, Chen SH, Chen YT, Chen Z, Chuang LM, Cushman M, Danesh J, Das SK,
Janaka de Silva H, Dedoussis G, Dimitrov L, Doumatey AP, Du S, Duan Q, Eckardt KU, Emery
LS, Evans DS, Evans MK, Fischer K, Floyd JS, Ford I, Franco OH, Frayling ... Multi-ancestry
genome-wide study in >2.5 million individuals reveals heterogeneity in mechanistic pathways of
type 2 diabetes and complications. medRxiv. 2023 Mar 31:2023.03.31.23287839. doi:
10.1101/2023.03.31.23287839. Preprint. PMID: 37034649. PMCID: PMC10081410

Cindi Z, Kawuma AN, Maartens G, Bradford Y, Sokhela S, Chandiwana N, Venter WDF,
Wasmann RE, Denti P, Wiesner L, Ritchie MD, Haas DW, Sinxadi P. Pharmacogenetics of
tenofovir clearance among Southern Africans living with HIV. Pharmacogenet Genomics. 2023
Jun 1;33(4):79-87. doi: 10.1097/FPC.0000000000000495. Epub 2023 Mar 6. PMID: 37098852
Mateza S, Bradford Y, Maartens G, Sokhela S, Chandiwana NC, Venter WDF, Post FA, Ritchie
MD, Haas DW, Sinxadi P. Pharmacogenetics of tenofovir renal toxicity in HIV-positive
Southern Africans. Pharmacogenet Genomics. 2023 Apr 24. doi:
10.1097/FPC.0000000000000491. Online ahead of print. PMID: 37099271

Dwyer DB, Chand GB, Pigoni A, Khuntia A, Wen J, Antoniades M, Hwang G, Erus G, Doshi J,
Srinivasan D, Varol E, Kahn RS, Schnack HG, Meisenzahl E, Wood SJ, Zhuo C, Sotiras A,
Shinohara RT, Shou H, Fan Y, Schaulfelberger M, Rosa P, Lalousis PA, Upthegrove R,
Kaczkurkin AN, Moore TM, Nelson B, Gur RE, Gur RC, Ritchie MD, Satterthwaite TD, Murray
RM, Di Forti M, Ciufolini S, Zanetti MV, Wolf DH, Pantelis C, Crespo-Facorro B, Busatto GF,
Davatzikos C, Koutsouleris N, Dazzan P. Psychosis brain subtypes validated in first-episode
cohorts and related to illness remission: results from the PHENOM consortium. Mol Psychiatry.
2023 May 5. doi: 10.1038/s41380-023-02069-0. Online ahead of print. PMID: 37147389

Reza N, Levin MG, Vidula MK, Bravo PE, Damrauer SM, Ritchie MD; Regeneron Genetics
Center; Chahal CAA, Owens AT. Prevalence of Pathogenic Variants in Dilated
Cardiomyopathy-Associated Genes in Patients Evaluated for Cardiac Sarcoidosis. Circ Genom
Precis Med. 2023 May 17:¢003850. doi: 10.1161/CIRCGEN.122.003850. Online ahead of print.
PMID: 37194596.

Singhal P, Verma SS, Ritchie MD. Gene Interactions in Human Disease Studies-Evidence Is
Mounting. Annu Rev Biomed Data Sci. 2023 May 17. doi: 10.1146/annurev-biodatasci-102022-
120818. Online ahead of print. PMID: 37196359.

Raizen DM, Mullington J, Anaclet C, Clarke G, Critchley H, Dantzer R, Davis R, Drew KL,
Fessel J, Fuller PM, Gibson EM, Harrington M, Lipkin WI, Klerman EB, Klimas N, Komaroff
AL, Koroshetz W, Krupp L, Kuppuswamy A, Lasselin J, Lewis LD, Magistretti PJ, Matos HY,
Miaskowski C, Miller AH, Nath A, Nedergaard M, Opp MR, Ritchie MD, Rogulja D, Rolls A,
Salamone JD, Saper C, Whittemore V, Wylie G, Younger J, Zee PC, Heller HC. Beyond the
Symptom: The Biology of Fatigue. Sleep. 2023 May 24:z5ad069. doi: 10.1093/sleep/zsad069.
Online ahead of print. PMID: 37224457.

Zaidi AA, Verma A, Morse C; Penn Medicine BioBank; Ritchie MD, Mathieson 1. The genetic
and phenotypic correlates of mtDNA copy number in a multi-ancestry cohort. HGG Adv. 2023
May 9;4(3):100202. doi: 10.1016/j.xhgg.2023.100202. eCollection 2023 Jul 13. PMID:
37255673. PMCID: PMC10225932

| 74



Curriculum Vitae: Marylyn DeRiggi Ritchie

388.

389.

390.

391.

392.

393.

394.

395.

396.

397.

398.

399.

Klarin D, Devineni P, Sendamarai AK, Angueira AR, Graham SE, Shen YH, Levin MG,
Pirruccello JP, Surakka I, Karnam PR, Roychowdhury T, Li Y, Wang M, Aragam KG, Paruchuri
K, Zuber V, Shakt GE, Tsao NL, Judy RL, Vy HMT, Verma SS, Rader DJ, Do R, Bavaria JE,
Nadkarni GN, Ritchie MD; VA Million Veteran Program; Burgess S, Guo DC, Ellinor PT,
LeMaire SA, Milewicz DM, Willer CJ, Natarajan P, Tsao PS, Pyarajan S, Damrauer SM.
Genome-wide association study of thoracic aortic aneurysm and dissection in the Million
Veteran Program. Nat Genet. 2023 Jul;55(7):1106-1115. doi: 10.1038/s41588-023-01420-z.
Epub 2023 Jun 12. PMID: 37308786. PMCID: PMC10335930

Wen J, Zhao B, Yang Z, Erus G, Skampardoni [, Mamourian E, Cui Y, Hwang G, Bao J,
Boquet-Pujadas A, Zhou Z, Veturi Y, Ritchie MD, Shou H, Thompson PM, Shen L, Toga AW,
Davatzikos C. The Genetic Architecture of Multimodal Human Brain Age. bioRxiv. 2023 Sep
30:2023.04.13.536818. doi: 10.1101/2023.04.13.536818. Preprint. PMID: 37333190. PMCID:
PMC10274645

Verma SS, Guare L, Ehsan S, Gastounioti A, Scales G, Ritchie MD, Kontos D, McCarthy AM,
Penn Medicine Biobank. Genome-Wide Association Study of Breast Density among Women of
African Ancestry. Cancers (Basel). 2023 May 16;15(10):2776. doi: 10.3390/cancers15102776.
PMID: 37345113. PMCID: PMC10216271

Tong B, Risacher SL, Bao J, Feng Y, Wang X, Ritchie MD, Moore JH, Urbanowicz R, Saykin
AlJ, Shen L. Comparing Amyloid Imaging Normalization Strategies for Alzheimer's Disease
Classification using an Automated Machine Learning Pipeline. AMIA Jt Summits Transl Sci
Proc. 2023 Jun 16;2023:525-533. eCollection 2023. PMID: 37350880. PMCID: PMC10283108
Wang X, Feng Y, Tong B, Bao J, Ritchie MD, Saykin AJ, Moore JH, Urbanowicz R, Shen L.
Exploring Automated Machine Learning for Cognitive Outcome Prediction from Multimodal
Brain Imaging using STREAMLINE. AMIA Jt Summits Transl Sci Proc. 2023 Jun 16;2023:544-
553. eCollection 2023. PMID: 37350896. PMCID: PMC10283099

Singhal P, Guare L, Morse C, Lucas A, Byrska-Bishop M, Guerraty MA, Kim D, Ritchie MD,
Verma A. DETECT: Feature extraction method for disease trajectory modeling in electronic
health records. AMIA Jt Summits Transl Sci Proc. 2023 Jun 16;2023:487-496. eCollection 2023.
PMID: 37350926. PMCID: PMC10283148

Singhal P, Tan ALM, Drivas TG, Johnson KB, Ritchie MD, Beaulieu-Jones BK. Opportunities
and challenges for biomarker discovery using electronic health record data. Trends Mol Med.
2023 Sep;29(9):765-776. doi: 10.1016/j.molmed.2023.06.006. Epub 2023 Jul 18. PMID:
37474378. PMCID: PMC10530198

Lee DSM, Cardone KM, Zhang DY, Abramowitz S, DePaolo JS, Aragam KG, Biddinger K,
Conery M, Dilitikas O, Hoffman-Andrews L, Judy RL, Khan A, Kulo I, Puckelwartz MJ, Reza
N, Satterfield BA, Singhal P; Regeneron Genetics Center; Arany ZP, Cappola TP, Carruth E,
Day SM, Do R, Haggarty CM, Joseph J, McNally E, Nadkarni G, Owens AT, Rader DJ, Ritchie
MD, Sun Y, Voight BF, Levin MG, Damrauer SM. Common- and rare-variant genetic
architecture of heart failure across the allele frequency spectrum. medRxiv. 2023 Oct
2:2023.07.16.23292724. doi: 10.1101/2023.07.16.23292724. Preprint. PMID: 37503172.
PMCID: PMC10371173

Compher CW, Quinn R, Haslam R, Bader E, Weaver J, Dudek S, Ritchie MD, Lewis JD, Wu
GD. Penn Healthy Diet survey: pilot validation and scoring. Br J Nutr. 2023 Jul 31:1-7. doi:
10.1017/S0007114523001642. Online ahead of print. PMID: 37519237

Safonov A, Nomakuchi TT, Chao E, Horton C, Dolinsky JS, Yussuf A, Richardson M, Speare V,
Li S, Bogus ZC, Bonanni M, Raper A, Kallish S, Ritchie MD; Regeneron Genetics Center; Penn
Medicine BloBank Nathanson KL, Drivas TG. A genotype- first approach identifies high
incidence of NF1 pathogemc variants with distinct disease associations. medRxiv. 2023 Aug
10:2023.08.08.23293676. doi: 10.1101/2023.08.08.23293676. Preprint. PMID: 37609227.
PMCID: PMC10441497

Pividori M, Lu S, Li B, Su C, Johnson ME, Wei WQ, Feng Q, Namjou B, Kiryluk K, Kullo 17J,
Luo Y, Sullivan BD, Voight BF, Skarke C, Ritchie MD, Grant SFA; eMERGE Consortium;
Greene CS. Projecting genetic associations through gene expression patterns highlights disease
etiology and drug mechanisms. Nat Commun. 2023 Sep 9;14(1):5562. doi: 10.1038/s41467-023-
41057-4. PMID: 37689782. PMCID: PMC10492839

Painter MM, Johnston TS, Lundgreen KA, Santos JJS, Qin JS, Goel RR, Apostolidis SA,
Mathew D, Fulmer B, Williams JC, McKeague ML, Pattekar A, Goode A, Nasta S, Baxter AE,

175



Curriculum Vitae: Marylyn DeRiggi Ritchie

400.

401.

402.

403.

404.

405.

406.

Giles JR, Skelly AN, Felley LE, McLaughlin M, Weaver J; Penn Medicine BioBank; Kuthuru O,
Dougherty J, Adamski S, Long S, Kee M, Clendenin C, da Silva Antunes R, Grifoni A,
Weiskopf D, Sette A, Huang AC, Rader DJ, Hensley SE, Bates P, Greenplate AR, Wherry EJ.
Prior vaccination promotes early activation of memory T cells and enhances immune responses
during SARS-CoV-2 breakthrough infection. Nat Immunol. 2023 Oct;24(10):1711-1724. doi:
10.1038/s41590-023-01613-y. Epub 2023 Sep 21. PMID: 37735592

Li B, Sangkuhl K, Whaley R, Woon M, Keat K, Whirl-Carrillo M, Ritchie MD, Klein TE.
Frequencies of pharmacogenomic alleles across biogeographic groups in a large-scale biobank.
Am J Hum Genet. 2023 Oct 5;110(10):1628-1647. doi: 10.1016/j.ajhg.2023.09.001. Epub 2023
Sep 26. PMID: 37757824. PMCID: PMC10577080

Roychowdhury T, Klarin D, Levin MG, Spin JM, Rhee YH, Deng A, Headley CA, Tsao NL,
Gellatly C, Zuber V, Shen F, Hornsby WE, Laursen IH, Verma SS, Locke AE, Einarsson G,
Thorleifsson G, Graham SE, Dikilitas O, Pattee JW, Judy RL, Pauls-Verges F, Nielsen JB,
Wolford BN, Brumpton BM, Dilmé J, Peypoch O, Juscafresa LC, Edwards TL, Li D, Banasik K,
Brunak S, Jacobsen RL, Garcia-Barrio MT, Zhang J, Rasmussen LM, Lee R, Handa A,
Wanhainen A, Mani K, Lindholt JS, Obel LM, Strauss E, Oszkinis G, Nelson CP, Saxby KL, van
Herwaarden JA, van der Laan SW, van Setten J, Camacho M, Davis FM, Wasikowski R, Tsoi
LC, Gudjonsson JE, Eliason JL, Coleman DM, Henke PK, Ganesh SK, Chen YE, Guan W,
Pankow JS, Pankratz N, Pedersen OB, Erikstrup C, Tang W, Hveem K, Gudbjartsson D,
Gretarsdottir S, Thorsteinsdottir U, Holm H, Stefansson K, Ferreira MA, Baras A, Kullo 1J,
Ritchie MD, Christensen AH, Iversen KK, Eldrup N, Sillesen H, Ostrowski SR, Bundgaard H,
Ullum H, Burgess S, Gill D, Gallagher K, Sabater-Lleal M; DiscovEHR; Regeneron Genetics
Center; UK Aneurysm Growth Study; DBDS Genomic Consortium; VA Million Veteran
Program; Surakka I, Jones GT, Bown MJ, Tsao PS, Willer CJ, Damrauer SM. Genome-wide
association meta-analysis identifies risk loci for abdominal aortic aneurysm and highlights
PCSKO9 as a therapeutic target. Nat Genet. 2023 Nov;55(11):1831-1842. doi: 10.1038/s41588-
023-01510-y. Epub 2023 Oct 16. PMID: 37845353. PMCID: PMC10632148

Yang G, Gonzalez P, Moner6é M, Carrasquillo K, Renta JY, Hernandez-Suarez DF, Botton MR,
Melin K, Scott SA, Ruaio G, Roche-Lima A, Alarcon C, Ritchie MD, Perera MA, Duconge J.
Discovery of Ancestry-specific Variants Associated with Clopidogrel Response among
Caribbean Hispanics. medRxiv. 2023 Oct 2:2023.09.29.23296372. doi:
10.1101/2023.09.29.23296372. Preprint. PMID: 37873439. PMCID: PMC10593031

Ferar K, Hall TO, Crawford DC, Rowley R, Satterfield BA, Li R, Gragert L, Karlson EW, de
Andrade M, Kullo 1J, McCarty CA, Kho A, Hayes MG, Ritchie MD, Crane PK, Mirel DB,
Carlson C, Connolly JJ, Hakonarson H, Crenshaw AT, Carrell D, Luo Y, Dikilitas O, Denny JC,
Jarvik GP, Crosslin DR. Genetic variation in the human leukocyte antigen region confers
susceptibility to Clostridioides difficile infection. Sci Rep. 2023 Oct 28;13(1):18532. doi:
10.1038/s41598-023-45649-4. PMID: 37898691. PMCID: PMC10613277

Moore A, Ritchie MD. Cross-phenotype associations between Alzheimer's Disease and its
comorbidities may provide clues to progression. medRxiv. 2023 Nov 7:2023.11.06.23297993.
doi: 10.1101/2023.11.06.23297993. Preprint. PMID: 37986758. PMCID: PMC10659497.

Wen J, Nasrallah IM, Abdulkadir A, Satterthwaite TD, Yang Z, Erus G, Robert-Fitzgerald T,
Singh A, Sotiras A, Boquet-Pujadas A, Mamourian E, Doshi J, Cui Y, Srinivasan D,
Skampardoni I, Chen J, Hwang G, Bergman M, Bao J, Veturi Y, Zhou Z, Yang S, Dazzan P,
Kahn RS, Schnack HG, Zanetti MV, Meisenzahl E, Busatto GF, Crespo-Facorro B, Pantelis C,
Wood SJ, Zhuo C, Shinohara RT, Gur RC, Gur RE, Koutsouleris N, Wolf DH, Saykin

AlJ, Ritchie MD, Shen L, Thompson PM, Colliot O, Wittfeld K, Grabe HJ, Tosun D, Bilgel M,
An 'Y, Marcus DS, LaMontagne P, Heckbert SR, Austin TR, Launer LJ, Espeland M, Masters
CL, Maruff P, Fripp J, Johnson SC, Morris JC, Albert MS, Bryan RN, Resnick SM, Fan Y,
Habes M, Wolk D, Shou H, Davatzikos C. Genomic loci influence patterns of structural
covariance in the human brain. Proc Natl Acad Sci U S A. 2023 Dec 26;120(52):€2300842120.
doi: 10.1073/pnas.2300842120. Epub 2023 Dec 21. PMID: 38127979. PMCID: PMC10756284
Verma SS, Gudiseva HV, Chavali VRM, Salowe RJ, Bradford Y, Guare L, Lucas A, Collins
DW, Vrathasha V, Nair RM, Rathi S, Zhao B, He J, Lee R, Zenebe-Gete S, Bowman AS,
McHugh CP, Zody MC, Pistilli M, Khachatryan N, Daniel E, Murphy W, Henderer J; Regeneron
Genetics Center; Kinzy TG, Iyengar SK, Peachey NS; VA Million Veteran Program; Taylor KD,
Guo X, Chen Y1, Zangwill L, Girkin C, Ayyagari R, Liebmann J, Chuka-Okosa CM, Williams

176



Curriculum Vitae: Marylyn DeRiggi Ritchie

407.

408.

409.

410.

411.

412.

413.

414.

415.

SE, Akafo S, Budenz DL, Olawoye OO, Ramsay M, Ashaye A, Akpa OM, Aung T, Wiggs JL,
Ross AG, Cui QN, Addis V, Lehman A, Miller-Ellis E, Sankar PS, Williams SM, Ying GS,
Cooke Bailey J, Rotter JI, Weinreb R, Khor CC, Hauser MA, Ritchie MD, O'Brien JM. A multi-
cohort genome-wide association study in African ancestry individuals reveals risk loci for
primary open-angle glaucoma. Cell. 2024 Jan 18;187(2):464-480.¢10. doi:
10.1016/j.cell.2023.12.006.PMID: 38242088, PMC11844349

Cardone KM, Dudek S, Keat K, Bradford Y, Cindi Z, Daar ES, Gulick R, Riddler SA, Lennox
JL, Sinxadi P, Haas DW, Ritchie MD. Lymphocyte Count Derived Polygenic Score and
Interindividual Variability in CD4 T-cell Recovery in Response to Antiretroviral Therapy. Pac
Symp Biocomput. 2024;29:594-610. PMID: 38160309. PMCID: PMC10764076

Song I, Thompson EW, Verma A, MacLean MT, Duda J, Elahi A, Tran R, Raghupathy P, Swago
S, Hazim M, Bhattaru A, Schneider C, Vujkovic M, Torigian DA, Kahn CE, Gee JC, Borthakur
A, Kripke CM, Carson CC, Carr R, Jehangir Q, Ko YA, Litt H, Rosen M, Mankoff DA, Schnall
MD, Shou H, Chirinos J, Damrauer SM, Serper M, Chen J, Rader DJ; Penn Medicine BioBank;
Witschey WRT, Sagreiya H. Clinical correlates of CT imaging-derived phenotypes among lean
and overweight patients with hepatic steatosis. Sci Rep. 2024 Jan 2;14(1):53. doi:
10.1038/s41598-023-49470-x. PMID: 38167550. PMCID: PMC10761858

Kember RL, Verma SS, Verma A, Xiao B, Lucas A, Kripke CM, Judy R, Chen J, Damrauer SM,
Rader DJ, Ritchie MD. Polygenic risk scores for cardiometabolic traits demonstrate importance
of ancestry for predictive precision medicine. Pac Symp Biocomput. 2024;29:611-

626.PMID: 38160310.

Chae A, Yao MS, Sagreiya H, Goldberg AD, Chatterjee N, MacLean MT, Duda J, Elahi A,
Borthakur A, Ritchie MD, Rader D, Kahn CE, Witschey WR, Gee JC. Strategies for
Implementing Machine Learning Algorithms in the Clinical Practice of Radiology. Radiology.
2024 Jan;310(1):e223170. doi: 10.1148/radiol.223170. PMID: 38259208. PMCID:
PMC10831483

Li R, Benz L, Duan R, Denny JC, Hakonarson H, Mosley JD, Smoller JW, Wei WQ, Ritchie
MD, Moore JH, Chen Y. mixWAS: An efficient distributed algorithm for mixed-outcomes
genome-wide association studies. medRxiv [Preprint]. 2024 Jan 10:2024.01.09.24301073. doi:
10.1101/2024.01.09.24301073.PMID: 38260403. PMCID: PMC10802662

Suzuki K, Hatzikotoulas K, Southam L, Taylor HJ, Yin X, Lorenz KM, Mandla R, Huerta-
Chagoya A, Melloni GEM, Kanoni S, Rayner NW, Bocher O, Arruda AL, Sonehara K, Namba
S, Lee SSK, Preuss MH, Petty LE, Schroeder P, Vanderwerff B, Kals M, Bragg F, Lin K, Guo
X, Zhang W, Yao J, Kim YJ, Graff M, Takeuchi F, Nano J, Lamri A, Nakatochi M, Moon S,
Scott RA, Cook JP, Lee JJ, Pan I, Taliun D, Parra EJ, Chai JF, Bielak LF, Tabara Y, Hai Y,
Thorleifsson G, Grarup N, Sofer T, Wuttke M, Sarnowski C, Gieger C, Nousome D, Trompet S,
Kwak SH, Long J, Sun M, Tong L, Chen WM, Nongmaithem SS, Noordam R, Lim VJY, Tam
CHT, Joo YY, Chen CH, Raffield LM, Prins BP, Nicolas A, Yanek LR, Chen G, Brody JA,
Kabagambe E, An P, Xiang AH, Choi HS, Cade BE, Tan J, Broadaway KA, Williamson A,
Kamali Z, Cui J, Thangam M, Adair LS, Adeyemo A, Aguilar-Salinas CA, Ahluwalia TS,
Anand SS, Bertoni A, Bork-Jensen J, Brandslund I, Buchanan TA, Burant CF, Butterworth AS,
Canouil M, Chan JCN, Chang LC, Chee ML, Chen J, Chen SH, Chen YT, Chen Z, Chuang LM,
Cushman M, Danesh J, Das SK, de Silva HJ, Dedoussis G, Dimitrov L, Doumatey AP, Du S,
Duan Q, Eckardt KU, Emery LS, Evans DS, Evans MK, Fischer K, Floyd JS, Ford I, Franc...See
abstract for full author list = Genetic drivers of heterogeneity in type 2 diabetes
pathophysiology.Nature. 2024 Feb 19. doi: 10.1038/s41586-024-07019-6. Online ahead of print.
PMID: 38374256. PMC10937372

Wen J, Zhao B, Yang Z, Erus G, Skampardoni I, Mamourian E, Cui Y, Hwang G, Bao J,
Boquet-Pujadas A, Zhou Z, Veturi Y, Ritchie MD, Shou H, Thompson PM, Shen L, Toga AW,
Davatzikos C. The genetic architecture of multimodal human brain age. Nat Commun. 2024 Mar
23;15(1):2604. doi: 10.1038/s41467-024-46796-6. PMID: 38521789. PMCID: PMC10960798
Yun JS, Jung SH, Lee SN, Jung SM; Penn Medicine Biobank; Won HH, Kim D, Choi JA.
Polygenic risk score-based phenome-wide association for glaucoma and its impact on disease
susceptibility in two large biobanks. J Transl Med. 2024 Apr 15;22(1):355. doi: 10.1186/s12967-
024-05152-4. PMID: 38622600. PMCID: PMC11020996

Romano JD, Truong V, Kumar R, Venkatesan M, Graham BE, Hao Y, Matsumoto N, Li X,
Wang Z, Ritchie MD, Shen L, Moore JH. The Alzheimer's Knowledge Base: A Knowledge

177


https://pubmed.ncbi.nlm.nih.gov/38374256/
https://pubmed.ncbi.nlm.nih.gov/38374256/

Curriculum Vitae: Marylyn DeRiggi Ritchie

416.

417.

418.

419.

420.

421.

422.

423.

424,

425.

426.

Graph for Alzheimer Disease Research. J Med Internet Res. 2024 Apr 18;26:e46777. doi:
10.2196/46777. PMID: 38635981 PMCID: PMC11066745

Hui D, Dudek S, Kiryluk K, Walunas TL, Kullo 1J, Wei WQ, Tiwari HK, Peterson JF, Chung
WK, Davis B, Khan A, Kottyan L, Limdi NA, Feng Q, Puckelwartz MJ, Weng C, Smith JL,
Karlson EW; Regeneron Genetics Center; Jarvik GP, Ritchie MD. Risk factors affecting
polygenic score performance across diverse cohorts. medRxiv [Preprint]. 2024 Apr
10:2023.05.10.23289777. doi: 10.1101/2023.05.10.23289777. PMID: 38645167. PMCID:
PMC11030495

Kumar R, Venkatesh R, Ritchie MD. SABER: Statistical Identification of Loci of Interest in
GWAS Summary Statistics using a Bayesian Gaussian Mixture Model. AMIA Jt Summits Transl
Sci Proc. 2024 May 31;2024:575-583. eCollection 2024. PMID: 38827044. PMCID:
PMC11141805

Hou B, Mondragén A, Tarzanagh DA, Zhou Z, Saykin AJ, Moore JH, Ritchie MD, Long Q,
Shen L. PFERM: A Fair Empirical Risk Minimization Approach with Prior Knowledge. AMIA
Jt Summits Transl Sci Proc. 2024 May 31;2024:211-220. eCollection 2024. PMID: 38827072.
PMCID: PMC11141835

Moore A, Ritchie MD. Cross-phenotype associations between Alzheimer's Disease and its
comorbidities may provide clues to progression. AMIA Jt Summits Transl Sci Proc. 2024 May
31;2024:623-631. eCollection 2024. PMID: 38827078. PMCID: PMC11141840

Yang X, Sullivan PF, Li B, Fan Z, Ding D, Shu J, Guo Y, Paschou P, Bao J, Shen L, Ritchie
MD, Nave G, Platt ML, Li T, Zhu H, Zhao B. Multi-organ imaging-derived polygenic indexes
for brain and body health. medRxiv [Preprint]. 2024 Jun 3:2023.04.18.23288769. doi:
10.1101/2023.04.18.23288769. PMID: 38883759. PMCID: PMC11177904

Compher CW, Quinn R, Haslam R, Bader E, Weaver J, Dudek S, Ritchie MD, Lewis JD, Wu
GD. Penn Healthy Diet survey: pilot validation and scoring. Br J Nutr. 2024 Jan 14;131(1):156-
162. doi: 10.1017/S0007114523001642. Epub 2023 Jul 31. PMID: 37519237

Cappadocia J, Aiello LB, Kelley MJ, Katona BW, Maxwell KN; Penn Medicine BioBank,
Regeneron Genetics Center. PMS2CL interference leading to erroneous identification of a
pathogenic PMS?2 variant in Black patients. Genet Med Open. 2024 Jun 10;2:101858. doi:
10.1016/j.gim0.2024.101858. eCollection 2024. PMID: 39669620, PMC11613782

Vu PT, Chahine C, Chatterjee N, MacLean MT, Swago S, Bhattaru A, Thompson EW, Ikhlas A,
Oteng E, Davidson L, Tran R, Hazim M, Raghupathy P, Verma A, Duda J, Gee J, Luks V,
Gershuni V, Wu G, Rader D, Sagreiya H, Witschey WR; Penn Medicine Biobank. CT imaging-
derived phenotypes for abdominal muscle and their association with age and sex in a medical
biobank. Sci Rep. 2024 Jun 26;14(1):14807. doi:10.1038/s41598-024-64603-6. PMID:
38926479, PMC11208425

Bao J, Lee BN, Wen J, Kim M, Mu S, Yang S, Davatzikos C, Long Q, Ritchie MD, Shen L.
Employing Informatics Strategies in Alzheimer's Disease Research: A Review from Genetics,
Multiomics, and Biomarkers to Clinical Outcomes. Annu Rev Biomed Data Sci. 2024
Aug;7(1):391-418. doi: 10.1146/annurev-biodatasci-102423-121021. Epub 2024 Jul 24. PMID:
38848574, PMC11525791

Kosmicki JA, Marcketta A, Sharma D, Di Gioia SA, Batista S, Yang XM, Tzoneva G, Martinez
H, Sidore C, Kessler MD, Horowitz JE, Roberts GHL, Justice AE, Banerjee N, Coignet MV,
Leader JB, Park DS, Lanche R, Maxwell E, Knight SC, Bai X, Guturu H, Baltzell A, Girshick
AR, McCurdy SR, Partha R, Mansfield AJ, Turissini DA, Zhang M, Mbatchou J, Watanabe K,
Verma A, Sirugo G; Colorado Center for Precision Medicine; Mayo Clinic Project Generation;
Regeneron Genetics Center; University of California Los Angeles ATLAS Collaboration;
Ritchie MD, Salerno WJ, Shuldiner AR, Rader DJ, Mirshahi T, Marchini J, Overton JD, Carey
DJ, Habegger L, Reid JG, Economides A, Kyratsous C, Karalis K, Baum A, Cantor MN, Rand
KA, Hong EL, Ball CA, Siminovitch K, Baras A, Abecasis GR, Ferreira MAR. Genetic risk
factors for COVID-19 and influenza are largely distinct. Nat Genet. 2024 Aug;56(8):1592-1596.
doi: 10.1038/s41588-024-01844-1. Epub 2024 Aug 5. PMID: 39103650, PMC11319199
Moore A, Venkatesh R, Levin MG, Damrauer SM, Reza N, Cappola TP, Ritchie MD.
Connecting intermediate phenotypes to disease using multi-omics in heart failure. medRxiv
[Preprint]. 2024 Aug 7:2024.08.06.24311572. doi: 10.1101/2024.08.06.24311572. Update in:
Pac Symp Biocomput. 2025;30:504-521. PMID: 39148828, PMC11326335

178



Curriculum Vitae: Marylyn DeRiggi Ritchie

427.

428.

429.

430.

431.

432.

433.

434.

435.

436.

437.

Raper AC, Weathers BL, Drivas TG, Ellis CA, Kripke CM, Oyer RA, Owens AT, Verma A,
Wileyto PE, Wollack CC, Zhou W, Ritchie MD, Schnoll RA, Nathanson KL. Protocol for a type
3 hybrid implementation cluster randomized clinical trial to evaluate the effect of patient and
clinician nudges to advance the use of genomic medicine across a diverse health system.
Implement Sci. 2024 Aug 19;19(1):61. doi: 10.1186/s13012-024-01385-5. PMID: 39160614,
PMC11331805

Dunn ME, Kithcart A, Kim JH, Ho AJ, Franklin MC, Romero Hernandez A, de Hoon J,
Botermans W, Meyer J, Jin X, Zhang D, Torello J, Jasewicz D, Kamat V, Garnova E, Liu N,
Rosconi M, Pan H, Karnik S, Burczynski ME, Zheng W, Rafique A, Nielsen JB, De T, Verweij
N, Pandit A, Locke A, Chalasani N, Melander O, Schwantes-An TH; Penn Medicine Biobank;
Baras A, Lotta LA, Musser BJ, Mastaitis J, Devalaraja-Narashimha KB, Rankin AJ, Huang T,
Herman G, Olson W, Murphy AJ, Yancopoulos GD, Olenchock BA, Morton L. Agonist
antibody to guanylate cyclase receptor NPR1 regulates vascular tone. Nature. 2024
Sep;633(8030):654-661. doi: 10.1038/s41586-024-07903-1. Epub 2024 Sep 11. PMID:
39261724, PMC11410649

Pividori M, Ritchie MD, Milone DH, Greene CS. An efficient, not-only-linear correlation
coefficient based on clustering. Cell Syst. 2024 Sep 18;15(9):854-868.e3. doi:
10.1016/j.cels.2024.08.005. Epub 2024 Sep 6. PMID: 39243756

Hou B, Wen Z, Bao J, Zhang R, Tong B, Yang S, Wen J, Cui Y, Moore JH, Saykin AJ, Huang
H, Thompson PM, Ritchie MD, Davatzikos C, Shen L; Alzheimer’s Disease Neuroimaging
Initiative. Interpretable deep clustering survival machines for Alzheimer's disease subtype
discovery. Med Image Anal. 2024 Oct;97:103231. doi: 10.1016/j.media.2024.103231. Epub
2024 Jun 14. PMID: 38941858

Zhang DY, Levin MG, Duda JT, Landry LG, Witschey WR, Damrauer SM, Ritchie MD, Rader
DJ. Protein-truncating variant in APOL3 increases chronic kidney disease risk in epistasis with
APOLI1 risk alleles. JCI Insight. 2024 Oct 8;9(19):e181238. doi: 10.1172/jci.insight.181238.
PMID: 39163132, PMC11466179

Abramowitz SA, Boulier K, Keat K, Cardone KM, Shivakumar M, DePaolo J, Judy R, Kim D,
Rader DJ, Ritchie MD, Voight BF, Pasaniuc B, Levin MG, Damrauer SM. Population
Performance and Individual Agreement of Coronary Artery Disease Polygenic Risk Scores.
medRxiv [Preprint]. 2024 Oct 17:2024.07.25.24310931. doi: 10.1101/2024.07.25.24310931.
Update in: JAMA. 2025 Jan 7;333(1):60-70. doi: 10.1001/jama.2024.23784. PMID: 39108513,
PMC11302700

Lee DSM, Cardone KM, Zhang DY, Tsao NL, Abramowitz S, Sharma P, DePaolo JS, Conery
M, Aragam KG, Biddinger K, Dilitikas O, Hoffman-Andrews L, Judy RL, Khan A, Kulo I,
Puckelwartz MJ, Reza N, Satterfield BA, Singhal P; Regeneron Genetics Center; Arany ZP,
Cappola TP, Carruth E, Day SM, Do R, Haggarty CM, Joseph J, McNally EM, Nadkarni G,
Owens AT, Rader DJ, Ritchie MD, Sun YV, Voight BF, Levin MG, Damrauer SM. Common-
and rare-variant genetic architecture of heart failure across the allele frequency spectrum.
medRxiv [Preprint]. 2024 Oct 23:2023.07.16.23292724. doi: 10.1101/2023.07.16.23292724.
PMID: 37503172, PMC10371173

Fan Y, Chen J, Fan Z, Chirinos J, Stein JL, Sullivan PF, Wang R, Nadig A, Zhang DY, Huang S,
Jiang Z, Guan PY, Qian X, Li T, Li H, Sun Z, Ritchie MD, O'Brien J, Witschey W, Rader DJ, Li
T, Zhu H, Zhao B. Mapping rare protein-coding variants on multi-organ imaging traits. medRxiv
[Preprint]. 2024 Nov 18:2024.11.16.24317443. doi: 10.1101/2024.11.16.24317443. PMID:
39606337, PMC11601754

Kumar R, Romano JD, Ritchie MD. CASTER-DTA: Equivariant Graph Neural Networks for
Predicting Drug-Target Affinity. bioRxiv [Preprint]. 2024 Nov 28:2024.11.25.625281. doi:
10.1101/2024.11.25.625281. PMID: 39651302, PMCID: PMC11623579

Park J, Levin MG, Zhang D, Reza N, Mead JO, Carruth ED, Kelly MA, Winters A, Kripke CM,
Judy RL, Damrauer SM, Owens AT, Bastarache L, Verma A, Kinnamon DD, Hershberger

RE, Ritchie MD, Rader DJ. Bidirectional Risk Modulator and Modifier Variant of Dilated and
Hypertrophic Cardiomyopathy in BAG3. JAMA Cardiol. 2024 Dec 1;9(12):1124-1133. doi:
10.1001/jamacardio.2024.3547. PMID: 39535783

LiR, Benz L, Duan R, Denny JC, Hakonarson H, Mosley JD, Smoller JW, Wei WQ, Lumley
T, Ritchie MD, Moore JH, Chen Y. A One-Shot Lossless Algorithm for Cross-Cohort Learning

179



Curriculum Vitae: Marylyn DeRiggi Ritchie

438.

439.

440.

441.

442.

443,

444.

445.

446.

447.

448.

449.

450.

451.

in Mixed-Outcomes Analysis. medRxiv [Preprint]. 2024 Dec 4:2024.01.09.24301073. doi:
10.1101/2024.01.09.24301073.PMID: 38260403, PMC10802662

Powers J, Wachtel H, Trujillo E, Desai H, Hausler R, Conway L, Wubbenhorst B; Penn
Medicine BioBank; Regeneron Genetics Center; Domchek SM, Nathanson KL, Maxwell KN.
Multi-ethnic heterozygote frequencies of cancer susceptibility genes to inform counseling of
reproductive risk. Genet Med. 2025 Jan;27(1):101246. doi: 10.1016/j.gim.2024.101246. Epub
2024 Nov 21. PMID: 39570271

Kumar R, Venkatesh R, Zhang DY, Klein TE, Ritchie MD. A Comprehensive Bibliometric
Analysis: Celebrating the Thirtieth Anniversary of the Pacific Symposium on Biocomputing. Pac
Symp Biocomput. 2025;30:1-15. PMID: 39670357, PMC11649015

Keat K, Venkatesh R, Huang Y, Kumar R, Tuteja S, Sangkuhl K, Li B, Gong L, Whirl-Carrillo
M, Klein TE, Ritchie MD, Kim D. PGxQA: A Resource for Evaluating LLM Performance for
Pharmacogenomic QA Tasks. Pac Symp Biocomput. 2025;30:229-246. PMID: 39670373,
PMC11734741

Jones SC, Cardone KM, Bradford Y, Tishkoff SA, Ritchie MD. The Impact of Ancestry on
Genome-Wide Association Studies. Pac Symp Biocomput. 2025;30:251-267. PMID: 39670375,
PMC11694900

Orlenko A, Venkatesan M, Shen L, Ritchie MD, Wang ZP, Obafemi-Ajayi T, Moore JH.
Biologically Enhanced Machine Learning Model to uncover Novel Gene-Drug Targets for
Alzheimer's Disease. Pac Symp Biocomput. 2025;30:441-456.PMID: 39670388

Moore A, Venkatesh R, Levin MG, Damrauer SM, Reza N, Cappola TP, Ritchie MD.
Connecting intermediate phenotypes to disease using multi-omics in heart failure. Pac Symp
Biocomput. 2025;30:504-521.PMID: 39670392, PMC11822568

Garao Rico AL, Palmiero N, Ritchie MD, Hall MA. Integrated exposomic analysis of lipid
phenotypes: Leveraging GE.db in environment by environment interaction studies. Pac Symp
Biocomput. 2025;30:535-550.PMID: 39670394, PMC11694901

Kember RL, Verma SS, Verma A, Xiao B, Lucas A, Kripke CM, Judy R, Chen J, Damrauer SM,
Rader DJ, Ritchie MD. Polygenic risk scores for cardiometabolic traits demonstrate importance
of ancestry for predictive precision medicine. Pac Symp Biocomput. 2025;30:748-

765.PMID: 39670412

Basile AO, Verma A, Tang LA, Serper M, Scanga A, Farrell A, Destin B, Carr RM, Anyanwu-
Ofili A, Rajagopal G, Krikhely A, Bessler M, Reilly MP, Ritchie MD, Tatonetti NP, Wattacheril
J. Rapid identification and phenotyping of nonalcoholic fatty liver disease patients using a
machine-based approach in diverse healthcare systems. Clin Transl Sci. 2025 Jan;18(1):€70105.
doi: 10.1111/cts.70105. PMID: 39739635, PMC11686338

Gong L, Klein CJ, Caudle KE, Moyer AM, Scott SA, Whirl-Carrillo M, Klein TE; ClinGen
Pharmacogenomics Working Group (PGxWGQG). Integrating Pharmacogenomics into the Broader
Construct of Genomic Medicine: Efforts by the ClinGen Pharmacogenomics Working Group
(PGxWG). Clin Chem. 2025 Jan 3;71(1):36-44. doi: 10.1093/clinchem/hvael81. PMID:
39749515

Abramowitz SA, Boulier K, Keat K, Cardone KM, Shivakumar M, DePaolo J, Judy R,
Bermudez F, Mimouni N, Neylan C, Kim D, Rader DJ, Ritchie MD, Voight BF, Pasaniuc B,
Levin MG, Damrauer SM; Penn Medicine BioBank. Evaluating Performance and Agreement of
Coronary Heart Disease Polygenic Risk Scores. JAMA. 2025 Jan 7;333(1):60-70. doi:
10.1001/jama.2024.23784. PMID: 39549270, PMC11569413

Barekat K, Ricciotti E, Ghosh S, Herrmann C, Keat K, Assenmacher CA, Tanes C, Wilson N,
Sengupta A, Das US, Joshi R, Ritchie MD, Bittinger K, Weljie A, Cadwell K, Bushman FD, Wu
GD, FitzGerald GA. Concomitant suppression of COX-1 and COX-2 is insufficient to induce
enteropathy associated with chronic NSAID use. bioRxiv [Preprint]. 2025 Jan
8:2024.11.22.624882. doi: 10.1101/2024.11.22.624882. PMID: 39651214, PMC11623547

Hui D, Dudek S, Kiryluk K, Walunas TL, Kullo IJ, Wei WQ, Tiwari H, Peterson JF, Chung WK,
Davis BH, Khan A, Kottyan LC, Limdi NA, Feng Q, Puckelwartz MJ, Weng C, Smith JL,
Karlson EW; Regeneron Genetics Center; Penn Medicine BioBank; Jarvik GP, Ritchie MD. Risk
factors affecting polygenic score performance across diverse cohorts. Elife. 2025 Jan
24;12:RP88149. doi: 10.7554/eLife.88149. PMID: 39851248, PMC11771958

Wade AN, Guare L, Hayat M, Straub P, Gao Z, Medici M, Teumer A, Davis LK, Ramsay M,
Ritchie MD, BioBank PM, Cappola AR. Strength of Genetic Associations with Thyrotropin

180



Curriculum Vitae: Marylyn DeRiggi Ritchie

452.

453.

454.

455.

456.

457.

458.

459.

460.

Values Differs Between Populations with Similarity to African and European Reference
Populations. Thyroid. 2025 Feb;35(2):131-142. doi: 10.1089/thy.2024.0525. Epub 2025 Jan 27.
PMID: 39869013

Liu H, Abedini A, Ha E, Ma Z, Sheng X, Dumoulin B, Qiu C, Aranyi T, Li S, Dittrich N, Chen
HC, Tao R, Tarng DC, Hsieh FJ, Chen SA, Yang SF, Lee MY, Kwok PY, Wu JY, Chen CH,
Khan A, Limdi NA, Wei WQ, Walunas TL, Karlson EW, Kenny EE, Luo Y, Kottyan L,
Connolly JJ, Jarvik GP, Weng C, Shang N, Cole JB, Mercader JM, Mandla R, Majarian TD,
Florez JC, Haas ME, Lotta LA; Regeneron Genetics Center}; GHS-RGC DiscovEHR
Collaboration§; Drivas TG; Penn Medicine BioBanky; Vy HMT, Nadkarni GN, Wiley LK,
Wilson MP, Gignoux CR, Rasheed H, Thomas LF, Asvold BO, Brumpton BM, Hallan SI,
Hveem K, Zheng J, Hellwege JN, Zawistowski M, Zdllner S, Franceschini N, Hu H, Zhou J,
Kiryluk K, Ritchie MD, Palmer M, Edwards TL, Voight BF, Hung AM, Susztak K; Regeneron
Genetics Center; GHS-RGC DiscovEHR Collaboration; Penn Medicine BioBank. Kidney
multiome-based genetic scorecard reveals convergent coding and regulatory variants. Science.
2025 Feb 7;387(6734):eadp4753. doi: 10.1126/science.adp4753. Epub 2025 Feb 7. PMID:
39913582

JinJ, Li B, Wang X, Yang X, Li Y, Wang R, Ye C, Shu J, Fan Z, Xue F, Ge T, Ritchie MD,
Pasaniuc B, Wojcik G, Zhao B. PennPRS: a centralized cloud computing platform for efficient
polygenic risk score training in precision medicine. medRxiv [Preprint]. 2025 Feb
10:2025.02.07.25321875. doi: 10.1101/2025.02.07.25321875. PMID: 39990574, PMC11844566
Yang G, Gonzélez P, Moneré M, Carrasquillo K, Renta JY, Hernandez-Suarez DF, Botton MR,
Melin K, Scott SA, Ruano G, Roche-Lima A, Alarcon C, Ritchie MD, Perera MA, Duconge J.
Discovery of ancestry-specific variants associated with clopidogrel response among Caribbean
Hispanics. NPJ Genom Med. 2025 Mar 7;10(1):20. doi: 10.1038/s41525-025-00479-3. PMID:
40055373, PMC11889249

Safonov A, Nomakuchi TT, Chao E, Horton C, Dolinsky JS, Yussuf A, Richardson M, Speare V,
Li S, Bogus ZC, Bonanni M, Raper A, Odia T, Wubbenhorst BS, Faulders E, Schuth EM,
Loranger K, Zhang J, Scalise CB, ElNaggar A, Sha Y, Felker SA, Weitzel J, Kallish S, Ritchie
MD; Penn Medicine BioBank; Nathanson KL, Drivas TG. A genotype-first approach identifies
high incidence of NF1 pathogenic variants with distinct disease associations. Nat Commun. 2025
Apr 1;16(1):3121. doi: 10.1038/s41467-025-57077-1. PMID: 40169570. PMCID:
PMC11962086.

Lee DSM, Cardone KM, Zhang DY, Tsao NL, Abramowitz S, Sharma P, DePaolo JS, Conery
M, Aragam KG, Biddinger K, Dilitikas O, Hoffman-Andrews L, Judy RL, Khan A, Kullo 1J,
Puckelwartz MJ, Reza N, Satterfield BA, Singhal P; Penn Medicine Biobank; Arany Z, Cappola
TP, Carruth ED, Day SM, Do R, Haggerty CM, Joseph J, McNally EM, Nadkarni G, Owens AT,
Rader DJ, Ritchie MD, Sun YV, Voight BF, Levin MG, Damrauer SM. Common-variant and
rare-variant genetic architecture of heart failure across the allele-frequency spectrum. Nat Genet.
2025 Apr;57(4):829-838. doi: 10.1038/s41588-025-02140-2. Epub 2025 Apr 7.

PMID: 40195560. PMCID: PMC12049093.

Lammi V, Nakanishi T, Jones SE, Andrews SJ, Karjalainen J, Cortés B, O'Brien HE, Ochoa-
Guzman A, Fulton-Howard BE, Broberg M, Haapaniemi HH, Kanai M, Pirinen M, Schmidt A,
Mitchell RE, Mousas A, Mangino M, Huerta-Chagoya A, Sinnott-Armstrong N, Cirulli ET, ...
Genome-wide association study of long COVID. Nat Genet. 2025 Jun;57(6):1402-1417. doi:
10.1038/s41588-025-02100-w. Epub 2025 May 21. PMID: 40399555. PMCID: PMC12165857
Tong B, Edwards T, Yang S, Hou B, Tarzanagh DA, Urbanowicz RJ, Moore JH, Ritchie MD,
Davatzikos C, Shen L. Ensuring Fairness in Detecting Mild Cognitive Impairment with MRI.
AMIA Annu Symp Proc. 2025 May 22;2024:1119-1128. eCollection 2024. PMID: 40417489.
PMCID: PMC12099326.

Kumar R, Romano JD, Ritchie MD. Network-based analyses of multiomics data in biomedicine.
BioData Min. 2025 May 27;18(1):37. doi: 10.1186/s13040-025-00452-x. PMID: 40426270.
PMCID: PMC12117783.

Shang T, Yang S, He W, Zhai T, Li D, Hou B, Chen T, Moore JH, Ritchie MD, Shen L.
Leveraging Social Determinants of Health in Alzheimer's Research Using LLM-Augmented
Literature Mining and Knowledge Graphs. AMIA Jt Summits Transl Sci Proc. 2025 Jun
10;2025:491-500. eCollection 2025. PMID: 40502260. PMCID: PMC12150755.

81



Curriculum Vitae: Marylyn DeRiggi Ritchie

461.

462.

463.

464.

465.

466.

467.

468.

469.

470.

Venkatesh R, Cardone KM, Bradford Y, Moore AK, Kumar R, Moore JH, Shen L, Kim

D, Ritchie MD. Integrative multi-omics approaches identify molecular pathways and improve
Alzheimer's Disease risk prediction. medRxiv [Preprint]. 2025 Jun 2:2025.05.31.25328688. doi:
10.1101/2025.05.31.25328688. Update in: Alzheimers Dement. 2025 Nov;21(11):e70886. doi:
10.1002/alz.70886. PMID: 40502591. PMCID: PMC12155013.

Gunter HM, Choshi P, Chimbetete T, Pedretti S, Lehloenya RJ, Sinxadi PZ, Ritchie MD, Phillips
EJ, Haas DW, Peter JG. Genetic polymorphisms and adverse reactions to antituberculosis
therapy. Pharmacogenomics. 2025 Apr-Apr;26(5-6):207-221. doi:
10.1080/14622416.2025.2509479. Epub 2025 Jun 20. PMID: 40538374. PMCID:
PMC12203857

Beeche C, Kim J, Tavolinejad H, Zhao B, Sharma R, Duda J, Gee J, Dako F, Verma A, Morse C,
Hou B, Shen L, Sagreiya H, Davatzikos C, Damrauer S, Ritchie MD, Rader D, Long Q, Chen T,
Kahn CE Jr, Chirinos J, Witschey WR; Penn Medicine Biobank. A Pan-Organ Vision-Language
Model for Generalizable 3D CT Representations. medRxiv [Preprint]. 2025 Jul
3:2025.07.03.25330654. doi: 10.1101/2025.07.03.25330654. PMID: 40630577. PMCID:
PMC12236870.

Gold JI, Kripke CM; Regeneron Genetics Center; Penn Medicine BioBank; Drivas TG.
Exclusion-based exome sequencing in critically ill adults 18-40 years old has a 24% diagnostic
rate and finds racial disparities in access to genetic testing. Am J Hum Genet. 2025 Aug
7;112(8):1792-1804. doi: 10.1016/j.ajhg.2025.06.007. Epub 2025 Jul 7. PMID: 40628270.
PMCID: PMC12414659.

Woerner J, Westbrook TM, Joo J, Shivakumar M, Venkatesh R, Cherlin T, Jung SH, Jeong S,
Maseda D, McKeague M, Shwetank, lonita M, Wagenaar J, Abramowitz SA, Verma A, Zhao B,
Lee S, Damrauer S, Levin MG, Heo SC, Cappola TP, Rader DJ, Day S, Deo R, Gelfand JM,
Ramessur R, Guerraty MA, Setia-Verma S, Pasaniuc B, Ritchie MD, Apostolidis SA, Greenplate
AR, Wherry EJ; Penn Medicine Biobank; Nam Y, Kim D. Large-scale evaluation of proteomic
and polygenic risk scores reveals complementary contributions to incident disease prediction.
medRxiv [Preprint]. 2025 Jul 11:2025.07.10.25331242. doi: 10.1101/2025.07.10.25331242.
PMID: 40672481. PMCID: PMC12265734.

Smit RAJ, Wade KH, Hui Q, Arias JD, Yin X, Christiansen MR, Yengo L, Preuss MH,
Nakabuye M, Rocheleau G, Graham SE, Buchanan VL, Chittoor G, Graff M,... Polygenic
prediction of body mass index and obesity through the life course and across ancestries. Nat
Med. 2025 Sep;31(9):3151-3168. doi: 10.1038/s41591-025-03827-z. Epub 2025 Jul 21.

PMID: 40691366. PMCID: PMC12443623

Kim J, Chae A, Duda J, Borthakur A, Rader DJ, Gee JC, Kahn CE Jr; Penn Medicine BioBank;
Witschey WR, Sagreiya H. Automated characterization of abdominal MRI exams using deep
learning. Sci Rep. 2025 Jul 25;15(1):27044. doi: 10.1038/s41598-025-11985-w.

PMID: 40715356. PMCID: PMC12297695

Khan A, Gould PA, Luo Y, Prens EP, Wheless L, Hung AM; VA Million Veteran Program;
Drivas TG, Ritchie MD, Saeidian AH, Hékonarson H, March M, Dand N, Barker J, Simpson M,
Saklatvala J, Du-Harpur X, Farnood S, Chung R, Curtis CJ, Lee SH, Kirby B, Teder-Laving M,
Kingo K; Estonian Biobank research team; Thomas LF, Laset M, Brumpton BM, Hveem K,
Hayes MG, Connolly J, Mentch F, Sleiman P, Brown KL, Tatonetti N, Perez OD, Braun A,
Ripke S, Gaddam S, Oro A, Redmond LC, Higgins C, Lin MJ, Chiu ES, Lu CP, Hripcsak G,
Weng C, Kiryluk K, Tsoi LC, Gudjonsson JE, van Straalen KR, Milner JD, Petukhova L. The
polygenic architecture of hidradenitis suppurativa reveals signaling mechanisms that implicate
epithelial remodeling. medRxiv [Preprint]. 2025 Jul 28:2025.07.25.25332168. doi:
10.1101/2025.07.25.25332168. PMID: 40766141. PMCID: PMC12324615.

Kim YG, Nam Y, Westbrook TM, Joo J, Woerner J, Deo R, Ritchie MD, Kim D. Protein risk
scores enable precise prediction of cardiovascular events in chronic kidney disease patients.
medRxiv [Preprint]. 2025 Jul 25:2025.07.25.25332196. doi: 10.1101/2025.07.25.25332196.
PMID: 40778120. PMCID: PMC12330408.

Tavolinejad H, Beeche C, Dib MJ, Pourmussa B, Damrauer SM, DePaolo J, Azzo JD, Salman O,
Duda J, Gee J, Kun S, Witschey WR; Penn Medicine BioBank; Chirinos JA. Ascending Aortic
Dimensions and Body Size: Allometric Scaling, Normative Values, and Prognostic Performance.
JACC Cardiovasc Imaging. 2025 Dec;18(12):1315-1327. doi: 10.1016/j.jcmg.2025.06.019. Epub
2025 Aug 22. PMID: 40844449.

82



Curriculum Vitae: Marylyn DeRiggi Ritchie

471.

472.

473.

474.

475.

476.

477.

478.

479.

480.

Venkatesh R, Cherlin T; Penn Medicine BioBank; Ritchie MD, Guerraty MA, Verma SS.
Integrating Imaging-Derived Clinical Endotypes with Plasma Proteomics and External Polygenic
Risk Scores Enhances Coronary Microvascular Disease Risk Prediction. medRxiv [Preprint].
2025 Aug 21:2025.08.18.25333844. doi: 10.1101/2025.08.18.25333844. PMID: 40894134.
PMCID: PMC12393626.

Rajagopalan A, Nguyen TA, Guare LA, Garao Rico AL, Venkatesh R, Caruth L; Regeneron
Genetics Center; Penn Medicine BioBank; Verma A, Ritchie MD, Hall MA, Romano JD, Setia-
Verma S. DRIVE-KG: Enhancing variant-phenotype association discovery in understudied
complex diseases using heterogeneous knowledge graphs. medRxiv [Preprint]. 2025 Aug
21:2025.08.19.25333942. doi: 10.1101/2025.08.19.25333942. PMID: 40894144. PMCID:
PMC12393615.

LiR, Benz L, Duan R, Denny JC, Hakonarson H, Mosley JD, Smoller JW, Wei WQ, Lumley

T, Ritchie MD, Moore JH, Chen Y. A one-shot, lossless algorithm for cross-cohort learning in
mixed-outcomes analysis. Patterns (N Y). 2025 Jul 30;6(9):101321. doi:
10.1016/j.patter.2025.101321. eCollection 2025 Sep 12. PMID: 41040961. PMCID:
PMC12485519.

Kumar R, Romano JD, Ritchie MD. CASTER-DTA: equivariant graph neural networks for
predicting drug-target affinity. Brief Bioinform. 2025 Aug 31;26(5):bbaf554. doi:
10.1093/bib/bbaf554. PMID: 41139314. PMCID: PMC12554097.

Huffman JE, Gaziano L, Al Sayed ZR, Judy RL, Raffield LM, Biddinger KJ, Charest B, Chopra
A, Gagnon D, Guo X, Koledova V, Levin MG, Min Y1, Pirruccello JP, Reza N, Ruan R, Verma
SS, Venkatesh BA, Verma A, Yao J, Carr JJ, Casas JP, Cho K, Lima JAC, Post WS, Rader

DJ, Ritchie MD, Shah A, Taylor KD, Terry JG, Rich SS, O'Donnell CJ, Phillips LS, Lunetta KL,
Rotter JI, Wilson PWF, Gaziano JM, Damrauer SM; VA Million Veteran Program; Sun YV,
Ellinor PT, Joseph J, Aragam KG. An African ancestry-specific nonsense variant in CD36 is
associated with a higher risk of dilated cardiomyopathy. Nat Genet. 2025 Nov;57(11):2682-
2690. doi: 10.1038/s41588-025-02372-2. Epub 2025 Oct 31. PMID: 41174181. PMCID:
PMC12597818.

Sokolow R, Bhattacharya A, Kissas G, Thompson EW, Beeche C, Swago S, Zhang D,
Viswanadha M, Morse C, Chirinos J, Damrauer S, Verma A, Perdikaris P, Rader DJ, Witschey
WR; Penn Medicine Biobank. Reduced order computational fluid dynamic simulations in the
thoracic aorta are associated with disease recorded in a medical biobank. Sci Rep. 2025 Nov
10;15(1):39203. doi: 10.1038/s41598-025-14401-5. PMID: 41213979. PMCID: PMC12603325.
Venkatesh R, Cardone KM, Bradford Y, Moore AK, Kumar R, Moore JH, Shen L, Kim

D, Ritchie MD. Integrative multi-omics approaches identify molecular pathways and improve
Alzheimer's disease risk prediction. Alzheimers Dement. 2025 Nov;21(11):¢70886. doi:
10.1002/alz.70886. PMID: 41231230. PMCID: PMC12614089.

Zhu Y, Ikuzwe Sindikubwabo AB, Bradford Y, Salowe R, Caruth L, Pham K, Laxmi M,
Vrathasha V, Aibo MI, Lee R, Halimitabrizi M, Rosa ID, Ghaffari L, He J, Ritchie MD, O'Brien
JM, Setia-Verma S. Multimodal Prediction of Primary Open-Angle Glaucoma Using Polygenic
Risk Scores and Clinical Features in a High-Risk African Ancestry Cohort. medRxiv [Preprint].
2025 Oct 23:2025.09.27.25336797. doi: 10.1101/2025.09.27.25336797. PMID: 41256151.
PMCID: PMC12622094.

Sindikubwabo ABI, Caruth L, Zhu Y, Bradford Y, Salowe R, Ritchie MD, Vujkovi¢ M, O'Brien
J, Setia-Verma S. Endophenotype Guided Genome-Wide Association Study to Enhance Genetic
Risk Prediction of Primary Open-Angle Glaucoma in African Ancestry Populations. medRxiv
[Preprint]. 2025 Oct 7:2025.09.29.25336758. doi: 10.1101/2025.09.29.25336758.

PMID: 41282865. PMCID: PMC12632656.

Lee DSM, Cardone KM, Zhang DY, Tsao NL, Abramowitz S, Sharma P, DePaolo JS, Conery
M, Aragam KG, Biddinger K, Dikilitas O, Hoffman-Andrews L, Judy RL, Khan A, Kullo 1J,
Puckelwartz MJ, Reza N, Satterfield BA, Singhal P; Penn Medicine Biobank; Arany Z, Cappola
TP, Carruth ED, Day SM, Do R, Haggerty CM, Joseph J, McNally EM, Nadkarni G, Owens AT,
Rader DJ, Ritchie MD, Sun YV, Voight BF, Levin MG, Damrauer SM. Author Correction:
Common-variant and rare-variant genetic architecture of heart failure across the allele-frequency
spectrum. Nat Genet. 2025 Dec;57(12):3201. doi: 10.1038/s41588-025-02464-z.

PMID: 41315860.

183



Curriculum Vitae: Marylyn DeRiggi Ritchie

481.

482.

Hulgan T, Erlandson KM, Bradford Y, Tassiopoulos K, Wu K, Bares SH, Brown TT, Lake JE,
Leonard M, McComsey GA, Ritchie MD, Sax PE, Koethe JR, Haas DW. Melanocortin-4
Receptor Gene Variants and Weight Change Following Switch to Integrase Inhibitor-Based
Antiretroviral Therapy. Open Forum Infect Dis. 2025 Nov 28;12(12):0faf696. doi:
10.1093/ofid/ofaf696. eCollection 2025 Dec. PMID: 41322244, PMCID: PMC12662048.

Kim SY, Kim J, Ramos M, Haley J, Smelser D, Rao HS, Mirshahi UL, Nathanson KL, Graubard
BI, Katki HA, Carey D, Stewart DR; Geisinger-Regeneron DiscovEHR Collaboration and Penn
Medicine Biobank. Genomic Ascertainment of CHEK2-Related Cancer Predisposition. JAMA
Netw Open. 2025 Dec 1;8(12):€2549730. doi: 10.1001/jamanetworkopen.2025.49730.

PMID: 41396600.

Peer-Reviewed Review Papers

1.

10.

1.

12.

13.

Moore JH, Ritchie MD. STUDENTJAMA. The challenges of whole-genome approaches to
common diseases. JAMA, 291:1642-1643 (2004). PMID: 15069055

Ritchie MD. Trends in genomic variation: a view of some of the latest technologies. Drug
Discovery Today, 10(21):1417-1418 (2005). PMID: 16243260

Ritchie MD. Bioinformatics approaches for detecting gene-gene and gene-environment
interactions in studies of human disease: a neurological focus. Neurosurgical Focus, 19(4):E2
(2005). PMID: 16241104

Ritchie MD, Motsinger AA. Multifactor Dimensionality Reduction for detecting gene-gene and
gene-environment interactions in pharmacogenomics studies. Pharmacogenomics, 6(8):823-34
(2005). PMID: 16296945

McKinney BA, Ritchie MD, Moore JH. Machine learning for detecting gene-gene interactions.
Applied Bioinformatics, 5:77-88 (2006). PMID: 16722772, PMCID: PMC3244050

Motsinger A, Haas D, Hulgan T, Ritchie M. Human genomic association studies: a primer for
infectious disease specialists. Journal of Infectious Disease, 195:1737-44 (2007). PMID:
17492588

Crawford DC, Ritchie MD, Rieder MJ. Identifying the genotype behind the phenotype: a role
model found in VKORCI and its association with warfarin dosing. Pharmacogenomics, 8:487-
96 (2007). PMID: 17465713, PMCID: PMC3112050

Ritchie MD, Edwards TL, Fanelli TJ, Motsinger AA. Genetic heterogeneity is not as threatening
as you might think. Genetic Epidemiology, 31:797-800 (2007). PMID: 17654613

Motsinger AA, Ritchie MD, Reif DM. Novel methods for detecting epistasis in
pharmacogenomics studies. Pharmacogenomics, 8:1229-1241 (2007). PMID: 17924838

Motsinger AA, Ritchie MD. Neural networks for genetic epidemiology: past, present, and future.
BMC BioData Mining, 1:3 (2008). doi: 10.1186/1756-0381-1-3. PMID: 18822147, PMCID:
PMC2553772

Vineis P, Brennan P, Canzian F, loannidis JPA, Matullo G, Ritchie M, Stromberg U, Taioli E,
Thompson J. Expectations and challenges stemming from genome-wide association studies.
Mutagenesis, 23(6):439-44 (2008). doi: 10.1093/mutage/gen042. Epub 2008 Sep 2. PMID:
18765424

Srinivasan BS, Chen J, Cheng C, Conti D, Duan S, Fridley BL, Gu X, Haines JL, Jorgenson E,
Kraja A, Lasky-Su J, Li L, Rodin A, Wang D, Province M, and Ritchie MD. Methods for
analysis in pharmacogenomics: Lessons from the Pharmacogenetics Research Network (PGRN)
Analysis Group. Pharmacogenomics, 10:243-51 (2009). doi: 10.2217/14622416.10.2.243.
PMID: 19207025, PMCID: PMC2737060

Ritchie MD, Bush WS. Genome simulation approaches for synthesizing in silico datasets for
human genomics. Adv Genet, 72: 1-24 (2010). doi: 10.1016/B978-0-12-380862-2.00001-1.
PMID: 21029846

| 84



Curriculum Vitae: Marylyn DeRiggi Ritchie

14.

15.

16.

17.

18.

19.

20.

21.

22.

23.

24.

25.

26.

27.

Grady BJ and Ritchie MD. Statistical optimization of pharmacogenomics association studies:
Key Considerations from Study Design to Analysis. CPPM, 9:1; 41-66. 2011 PMID: 21887206,
PMCID: PMC3163263

Holzinger ER, Ritchie MD. Integrating heterogeneous high-throughput data for meta-
dimensional pharmacogenomics and disease-related studies. Pharmacogenomics. 2012
Jan;13(2):213-22. doi: 10.2217/pgs.11.145. PMID: 22256870, PMCID: PM(C3350322

Ritchie MD. The success of pharmacogenomics in moving genetic association studies from
bench to bedside: study design and implementation of precision medicine in the post-GWAS era.
Hum Genet. 2012 Oct;131(10):1615-26. doi: 10.1007/s00439-012-1221-z. Epub 2012 Aug 25.
PMID: 22923055, PMCID: PMC3432217

Chhibber A, Kroetz DL, Tantisira KG, McGeachie M, Cheng C, Plenge R, Stahl E, Sadee W,
Ritchie MD, Pendergrass SA. Genomic architecture of pharmacological efficacy and adverse
events. Pharmacogenomics. 2014 Dec;15(16):2025-48. doi: 10.2217/pgs.14.144. PMID:
25521360, PMCID: PMC4308414.

Ritchie MD, Holzinger ER, Li R, Pendergrass SA, Kim D. Methods of integrating data to
uncover genotype-phenotype interactions. Nat Rev Genet. 2015 Feb;16(2):85-97. doi:
10.1038/nrg3868. Epub 2015 Jan 13. Review. PMID: 25582081

Klein TE, Ritchie MD. PharmCAT: A Pharmacogenomics Clinical Annotation Tool. Clin
Pharmacol Ther. 2017 Dec 1. PMID: 29194583

Verma A, Ritchie MD. Current Scope and Challenges in Phenome-Wide Association Studies.
Current Epidemiology Reports. December 2017, Volume 4, Issue 4, pp 321-329.
PMID:29545989; PMCID:PMC5846687

Verma SS, Ritchie MD. Another Round of "Clue" to Uncover the Mystery of Complex Tratits.
Genes (Basel). 2018 Jan 25;9(2). pii: E61. PMID: 29370075

Basile AO, Ritchie MD. Informatics and machine learning to define the phenotype. Expert Rev
Mol Diagn. 2018 Mar;18(3):219-226. doi: 10.1080/14737159.2018.1439380. Epub 2018 Feb 16.
PMID:29431517

Ritchie MD, Van Steen K. The search for gene-gene interactions in genome-wide association
studies: challenges in abundance of methods, practical considerations, and biological
interpretation. Ann Transl Med. 2018 Apr;6(8):157. doi: 10.21037/atm.2018.04.05.
PMID:29862246. PMCID: PMC5952010

Ritchie MD, Large-Scale Analysis of Genetic and Clinical Patient Data. Annual Rev Biomedical
Data Science. 2018. Vol. 1:263-274.

Li R, Chen Y, Ritchie MD, Moore JH. Electronic health records and polygenic risk scores for
predicting disease risk. Nat Rev Genet. 2020 Mar 31. doi: 10.1038/s41576-020-0224-1.
PMID: 32235907.

Bao J, Lee BN, Wen J, Kim M, Mu S, Yang S, Davatzikos C, Long Q, Ritchie MD, Shen L.
Employing Informatics Strategies in Alzheimer's Disease Research: A Review from Genetics,
Multiomics, and Biomarkers to Clinical Outcomes. Annu Rev Biomed Data Sci. 2024 Jun 7. doi:
10.1146/annurev-biodatasci-102423-121021. Online ahead of print. PMID: 38848574

Moore A, Ritchie MD. Is the Relationship Between Cardiovascular Disease and Alzheimer's
Disease Genetic? A Scoping Review. Genes (Basel). 2024 Nov 25;15(12):1509. doi:
10.3390/genes15121509. PMID: 39766777, PMC11675426

Non-Peer Reviewed Papers/Chapters/Books

1.

Moore JH, Thornton TA, Ritchie MD. Basic statistics. In: Dracopoli NC, Haines JL, Korf BR,
Moir DT, Morton CC, Seidman CE, Seidman JG, Smith DR. (eds). Current Protocols in Human
Genetics. Wiley-Liss, Inc., New York, A.3M.1-A.3M.10 (2003).

|85



Curriculum Vitae: Marylyn DeRiggi Ritchie

2.

10.

11.

12.

13.

14.

15.

16.

17.

18.

19.

20.

Ritchie MD, White BC, Parker JS, Hahn LW, Moore JH. Optimization of neural networks using
genetic programming improves detection and modeling of gene-gene interactions in studies of
human diseases. Genetic and Evolutionary Computation Conference Proceedings (2003). PMID:
12846935, PMCID: PMC183838

Ritchie MD, Moore JH. Biological applications of genetic and evolutionary computation.
Genetic and Evolutionary Computation Conference Workshop Proceedings (2004).

Ritchie MD. Model Validation in Biological Applications of Genetic and Evolutionary
Computation. Genetic and Evolutionary Computation Conference Workshop Proceedings
(2004).

Ritchie MD. A review of computational approaches for detecting interactions. Educational
Program. American Association of Cancer Research (2005).

Wilke RA, Carrillo MW, Ritchie MD. Pacific symposium on biocomputing - computational
approaches for pharmacogenomics. Pharmacogenomics, 6(2):111-3 (2005). PMID: 15882130

Ritchie MD, Carillo MW, Wilke RA. Computational approaches for pharmacogenomics. Pacific
Symposium on Biocomputing Proceedings. 2005:245-7. PMID: 15759630

Carillo MW, Wilke RA, Ritchie MD. Computational approaches for pharmacogenomics. Pacific
Symposium on Biocomputing Proceedings, 11:544-546 (2006). PMID: 15759630

Williams SM, Canter JA, Crawford DC, Moore JH, Ritchie MD, Haines JL. Problems with
genome-wide association studies. Science. 2007 Jun 29;316(5833):1840-2. PMID: 17605173

Aguilar-Ruiz J, Moore JH, Ritchie MD. Filling the gap between Biology and Computer Science.
BioData Mining, 1:1 (2008). doi: 10.1186/1756-0381-1-1. PMID: 18822148, PMCID:
PMC2547862

Haines JL, Crawford DC, Ritchie MD. A Primer in Statistical Methods in Genetics. In: Roden
DM (ed), Cardiovascular Genetics and Genomics, Blackwell publishing (2009).

Pizzuti C, Ritchie MD, Giacobini M (eds). Evolutionary Computation, Machine Learning and
Data Mining in Bioinformatics: 7" European Conference, Proceedings EvoBIO 2009. Springer
publishing (2009).

Moore JH, Clegg J, Marchiori E, Ritchie MD, and Smith S. Artificial Evolution Methods in the
Biological and Biomedical Sciences. JAEA. 2009.

Pizzuti C, Ritchie MD, Giacobini M (eds). Evolutionary Computation, Machine Learning and
Data Mining in Bioinformatics: 8" European Conference, Proceedings EvoBIO 2010. Springer
publishing (2010).

Ritchie MD, Bush WS. Genome Simulation: Approaches for Synthesizing /n Silico Datasets for
Human Genomics. In: Advances in Genetics, Vol. 72, Elsevier Inc (2010). doi: 10.1016/B978-0-
12-380862-2.00001-1. PMID: 21029846

Moore JH, Ritchie MD. The central role of biological data mining in connecting diverse
disciplines. BioData Mining 2013, 6:14. doi: 10.1186/1756-0381-6-14. PMID: 23937773,
PMCID: PMC3765075

Ritchie MD, Reducing Dimensionality in the Search for Gene-Gene Interactions. In: Between
the Lines of Genetic Code. Elsevier Inc (2014).

Ritchie MD. Finding the Epistasis Needles in the Genome-Wide Haystack. In: Epistasis:
Methods and Protocols, Methods Mol Biol. 2015;1253:19-33. doi: 10.1007/978-1-4939-2155-
3 2. PMID: 25403525

Ritchie MD, Study design and analysis approaches in pharmacogenomics research. In:
Pharmacogenomics: Applications to Patient Care, Third Edition. ACCP (2015).

Ritchie MD, Moore JH, Kim JH. Translational Bioinformatics: Biobanks in the Precision
Medicine Era. Pac Symp Biocomput. 2020;25:743-747. PMID: 31797645

186



Curriculum Vitae: Marylyn DeRiggi Ritchie
21. Moore JH, Barnett I, Boland MR, Chen Y, Demiris G, Gonzalez-Hernandez G, Herman DS,
Himes BE, Hubbard RA, Kim D, Morris JS, Mowery DL, Ritchie MD, Shen L, Urbanowicz R,
Holmes JH. Ideas for how informaticians can get involved with COVID-19 research. Version 2.
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2003 “Optimization of Neural Networks using Genetic Programming to Improve Detection and Modeling of
Gene-Gene Interactions in Studies of Human Diseases,” Biological Applications in Genetic and Evolutionary
Computation, Chicago, IL (Host: Wolfgang Banzhaf, peer-reviewed)

2003 “Optimization of Neural Networks using Genetic Programming to Improve Detection and Modeling of
Gene-Gene Interactions in Studies of Human Diseases,” Genetic and Evolutionary Computation Conference,
Chicago, IL (Host: James Foster)

2004 “How Can We Detect Gene-Gene Interactions in Pharmacogenomic Studies?” Pharmacogenetics
Research Network - Statistics Workshop, Los Angeles, CA (Host: Mike Province)

2004 “Model Validation Strategies in Biological Applications of Genetic and Evolutionary Computation,”
Biological Applications of Genetic and Evolutionary Computation Workshop, Seattle, WA (Host: Jason Moore,
peer-reviewed)

2004 “GPNN as a Bioinformatics Tool for Human Genetics,” Genetic and Evolutionary Computation
Conference, Seattle, WA (Host: James Foster, peer reviewed)

2004 “MDR Reveals Gene-Gene Interactions Associated with Multiple Sclerosis,” American Society of
Human Genetics, Toronto, Canada, peer-reviewed

2004 “Gene-Gene Interaction Associated with Response to Treatment of Unipolar Major Depression
Disorder,” Cold Spring Harbor Laboratory: Pharmacogenomics, Cold Spring Harbor, NY, Peer-reviewed

2005 “Computational Approaches for Pharmacogenomics,” Session Introduction at the Pacific Symposium on
Biocomputing, The Big Island, HI (Host: Russ Altman, peer-reviewed)

2005 “Computational Approaches for Pharmacogenomics,” Leader of Discussion Session at the Pacific
Symposium on Biocomputing, The Big Island, HI (Host: Russ Altman)

2005 “Can Neural Network Constraints in GP Provide Power to Detect Genes Associated with Human
Disease?”” European Workshop on Evolutionary Computation and Bioinformatics, Lausanne, Switzerland (Host:
Elena Marchiori, peer-reviewed)

2005 “Multifactor Dimensionality Reduction and the Power to Detect Pharmacogenomic Effects in Treatment

of Tenureitis,” Pharmacogenetics Research Network Statistics Workshop, Chicago, IL (Host: Nancy Cox and
Mike Province, peer-reviewed)
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2005 “Challenges and Strategies for Whole Genome Association Studies,” American Society of Human
Genetics, Salt Lake City, UT (Host: David Cox, peer-reviewed) Given by Dr. Jonathan Haines due to maternity
leave

2006 “Tutorial on Computational Approaches for Pharmacogenomics,” Pacific Symposium on Biocomputing,
Maui, Hawaii (Host: Larry Hunter, peer-reviewed) Given by Alison A. Motsinger due to maternity leave

2006 “GenomeSim: Data Simulation Software for Whole-Genome Association Studies,” Pacific Symposium
on Biocomputing, Maui, HI (Host: Russ Altman, peer-reviewed) Given by Alison A. Motsinger due to maternity
leave

2006 “Grammatical Evolution Neural Networks: A Powerful Gene-Gene Interaction Detection Method,”
Genetic Analysis Workshop Special Session, St. Petersburg, FL (Host: Jean MacCleur, peer-reviewed)

2006 “The Potential of a Sequential Replication Approach for Whole Genome Association Studies,”
International Genetic Epidemiology Society, Tampa, FL (Host: Jeanne Cashman, peer-reviewed)

2006 “PLATO: A Platform for the Analysis, Translation, and Organization of Large Scale Data,”
Pharmacogenetics Research Network Analysis Workshop, Nashville, TN (Host: Mike Province, peer-reviewed)

2008 “Thinking about Epistasis in Whole Genome Association Studies,” Pharmacogenetics Research
Network Analysis Workshop, Memphis, TN (Host: Mary Relling, peer-reviewed)

2009 “Genome-wide association study identifies novel genomic regions associated with drug-induced Long
QT Syndrome,” CSHL-Wellcome Trust Pharmacogenomics Meeting, Hinxton, UK. (Host: Steve Leeder, peer-

reviewed)

2009 “Genome-wide association study identifies novel genomic regions associated with drug-induced Long
QT Syndrome,” American Society for Human Genetics, Honolulu, HI. (peer-reviewed)

2010 “Using Biological Knowledge to Guide the Search for Epistasis in Genome-Wide Association Studies”,
American Society of Human Genetics, Washington DC. peer-reviewed

2010 “Chromosome 4q25 variants are genetic modifiers of rare ion channel mutations associated with familial
atrial fibrillation”, American Society of Human Genetics, Washington DC. peer-reviewed

2010 “Rare and Common Variants for Atrial Fibrillation”, PGRN Statistical Analysis Workshop, Nashville,
TN. peer-reviewed

2011 “Meta-dimensional analysis of phenotypes”, International Congress on Human Genetics, Montreal,
Canada, peer-reviewed

2012 “Meta-dimensional Analysis Of Complex Biological Traits Using ATHENA”, Genetic Programming
Theory in Practice, Ann Arbor, MI. peer-reviewed

2013 “Using Biological Knowledge in Modern Genomic Analysis of Complex Traits”, Epistasis Discovery in
Genetic Epidemiology (EDGE) 2013 Workshop, Key West, FL
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2013 “Next generation analysis of human genome sequence”, Pharmacogenomics Research Network
Scientific Meeting, Chicago IL. peer-reviewed

2014 “Rare Variants in the Pharmacogenomics Studies “, American Society of Clinical Pharmacology and
Therapeutics (ASCPT), Atlanta, GA

2015 “Binning Somatic Mutations based on Biological Knowledge for Predicting Survival: an Application in
Renal Cell Carcinoma”, Pacific Symposium on Biocomputing (PSB), Big Island, Hawaii

2016 “The Public Sharing of Genomic Data from the DiscovEHR Collaboration”, American Society of
Human Genetics, Vancouver, Canada

INVITED PRESENTATIONS

2001 “Approaches to Detecting Epistasis in Sporadic Breast Cancer,” The Second Annual Genetics
Symposium, Meharry Medical College, Nashville, TN (Host: Ellen Wright Clayton)

2001 “An Introduction to Neural Network Models for Statistical Data Analysis,” Quantitative Brown Bag
Seminar Series, Vanderbilt University, Nashville, TN (Host: Niels Waller)

2001  “Quantitative Resources on the WWW,” Quantitative Brown Bag Seminar Series, Vanderbilt
University, Nashville, TN (Host: Niels Waller)

2001 “Gene-Gene Interactions in Common, Complex Diseases,” Molecular Physiology and Biophysics
Seminar Series, Vanderbilt University, Nashville, TN (Host: Alan Cherrington)

2002 “Genetic Programming Optimization of Neural Network Architecture for the Detection of Gene-Gene
Interactions,” Biomathematics Seminar Series, Vanderbilt University, Nashville, TN (Host: Peter Hinow)

2002 “Neural Networks for Detecting Gene-Gene Interactions,” Molecular Physiology and Biophysics
Seminar Series, Vanderbilt University, Nashville, TN (Host: Alan Cherrington)

2003 “Data Reduction and Pattern Recognition Approaches for Complex Genetic Analysis,” Statistical
Genetics Seminar Series, Rockefeller University, New York, NY (Host: Jurg Ott, invited)

2003 “Data Reduction and Pattern Recognition Approaches for Complex Genetic Analysis,” Clinical
Epidemiology and Biostatistics Faculty Candidate Seminar, University of Pennsylvania, Philadelphia, PA
(Host: Tim Rebbeck, invited)

2003 “Data Reduction and Pattern Recognition Approaches for Complex Genetic Analysis,” Bioinformatics
Faculty Candidate Seminar, Medical University of South Carolina, Charleston, SC (Host: Eberhard Voit,

invited)

2003 “Data Reduction and Pattern Recognition Approaches for Complex Genetic Analysis,” Human Genetics
Faculty Candidate Seminar Series, Wake Forest University, Winston-Salem, NC (Host: Stephen Rich, invited)

2003 “Computational Approaches for Detecting Gene-Gene Interactions,” Intelligent Systems for Molecular
Biology Conference, Brisbane, Australia (Host: Mark Ragan, invited)
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2003 “Optimization of Neural Networks using Genetic Programming to Improve Detection and Modeling of
Gene-Gene Interactions in Studies of Human Diseases,” National Library of Medicine Training Directors’
Conference, Bethesda, MD (Host: Carol Bean, invited)

2003 “Neural Networks for Detecting Gene-Gene Interactions,” Epidemiology Faculty Candidate Seminar
Series, Wake Forest University, Winston-Salem, NC (Host: Lynne Wagenknecht, invited)

2003 “Data Mining and Pattern Recognition Approaches for Detecting Gene-Gene Interactions,” Statistical
Genetics Interview Seminar, Bristol-Myers Squibb, Hopewell, NJ (Host: Kim Zerba, invited)

2003 “Computational Approaches for Detecting Gene-Gene Interactions,” Molecular Physiology &
Biophysics Faculty Candidate Seminar Series, Vanderbilt University, Nashville, TN (Host: Alan Cherrington,
Jonathan Haines)

2003 “Neural Networks for Detecting Gene-Gene Interactions,” Department of Human Genetics, University
of Pittsburgh, Pittsburgh, PA (Host: Bob Ferrell, invited)

2004 “Analysis of Genome-Wide Epistasis via Dimensionality Reduction Procedures,” International
Biometric Society, Eastern North American Region 2004, Pittsburgh, PA (Host: David Allison, invited)

2004 “How to Look for Gene-Gene Interactions using Multifactor Dimensionality Reduction,” Vanderbilt
University GCRC Skills Workshop, Nashville, TN (Host: Dan Byrne)

2004 “Genome-Wide Association Studies: Challenges, Strategies, and MDR,” Vanderbilt University Genetic
Interest Group Seminar Series, Nashville, TN (Host: Kelly McDermott)

2004 “Neural Networks Approaches for Genetic Studies,” Marshfield Clinic Research Foundation Scientific
Seminar Series, Marshfield, WI (Host: Russell Wilke, invited)

2004 “Dissecting the Genetics of Complex Disease,” National Society of Genetic Counselors, Washington,
DC, invited

2005 “Parallel Multifactor Dimensionality Reduction: Applications in Rheumatoid Arthritis,” Invited
Presentation, Universitat Politechnica, Barcelona, Spain (Host: Sara Marsal, invited)

2005 “Computational Approaches to Detecting Interactions,” Educational Session on Gene-Gene Interactions
in Cancer Etiology at the AACR, Anaheim, CA (Host: Jason Moore, invited)

2005 “Multifactor Dimensionality Reduction for Detecting Epistasis,” Joint Conference of the Classification
Society of North America and the Interface Foundation of North America, St. Louis, MO (Host: Rob

Culverhouse, invited)

2005 “Multifactor Dimensionality Reduction for the Analysis of Pharmacogenomics Data,” Beyond Genome
2005: Genomic Variation, San Francisco, CA (Host: Catherine Lisciandra, peer-reviewed)

2005 “Detecting Gene-Gene Interactions Using Multifactor Dimensionality Reduction,” Joint Statistical
Meetings, Minneapolis, MN (Host: Cheng Cheng, invited)
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2005 “Multifactor Dimensionality Reduction for the Analysis of Epistasis in Studies of Human Disease and
Pharmacogenomics,” Boehringer-Ingelheim Invited Special Seminar, Danbury, CT (Host: Supriya Jayadev,
invited)

2005 “Data Mining Approaches in Biological Sciences,” Fields Institute on Data Mining, Toronto, Canada
(Host: Helmut Kroger, invited)
Given by Will Bush due to maternity leave

2006 “The Complexities of Data Analysis in Human Genetics,” Complex Data Conference, Vanderbilt
University Kennedy Center, Nashville, TN (Host: Jennifer Blackford, invited)

2006 “Multifactor Dimensionality Reduction for Detecting Gene-Gene and Gene-Environment Interactions,”
Vanderbilt University Center for AIDS Research, Nashville, TN (Host: Todd Hulgan, invited)

2006 “Challenges and Strategies for Whole-Genome Association Studies,” Boehringer Ingelheim Invited
Speaker, Danbury, CT (Host: Jing Yuan, invited)

2007 “Computational Genetics Approaches in Cancer Epidemiology,” University of Miami Bio-behavioral
Oncology and Cancer Control Program Meeting, Miami, FL (Host: Jennifer Hu, invited)

2007 “The MDR Approach,” ECNIS WP 7-8 Workshop, “AFTER GWAS: an Exercise in Problem Solving,”
Venice, Italy (Host: Paolo Vineis, invited)

2007 “Computational Genomics in the Whole Genome Era,” University of Virginia, Charlottesville, NC
(Host: Stephen Rich, invited)

2008 “Computational Genomics in the Whole Genome Era,” Washington University in St. Louis, St. Louis,
MO (Host: Mike Province, invited)

2008 “A Bio-filter for Systems Biology,” NEWGENERIS Workshop, Athens, Greece (Host: S.A.
Kyrtopoulos, invited)

2008 “Epistasis Modeling,” Keystone Symposium on Towards Identifying the Pathophysiology of Autistic
Syndromes, Santa Fe, NM (Host: Joseph Piven and Pat Levitt, invited)

2008 “Epistasis, Stratification, and Confounding: Lessons from Genomic Analyses,” ASCPT, Orlando, FL
(Host: Issam Zineh, invited)

2008 “Computational Genomics in the GWAS Era,” NIEHS, Raleigh-Durham, NC (Host: Gregg Dinse,
invited)

2009 Invited Seminar, University of Alabama Department of Genetics, Birmingham, AL (Host: Hemant
Tiwari, invited)

2009 “Computational Strategies for Genome-Wide Association Studies,” Korea Pharmacogenetics Research
Network Annual Symposium, Seoul, Korea (Host: Ju Han Kim, invited)

2009 “Individual Opt-Out: Efficacy, Challenges, and Concerns,” American Society for Human Genetics,
Honolulu, HI. (Host: Laura Rodriguez, invited)

191



Curriculum Vitae: Marylyn DeRiggi Ritchie

2009 “Genome Wide Association Studies,” Annual Education Conference of the National Society of Genetic
Counselors, Atlanta, GA.

2010 “Summary of the state-of-the-art for gene-gene interaction analysis,” CDGCA, Belgium, Host: Kristel
Van Steen, invited

2010 “Beyond GWAS: Integrating Transcriptome, Proteome, and Pathway Data in the Genetic Dissection of
Complex Traits”, Huck Institutes of Life Sciences, Pennsylvania State University, State College, PA

2011 “Pharmacogenetics using the electronic medical record and a large institutional biobank™, Dartmouth
Medical School, Lebanon, NH

2011 “Bringing Biology Back to Human Genomics”, University of Nottingham, Nottingham, UK
2011 “Surfing the Tsunami of Human Genetic Data”, University of Idaho, Moscow, ID

2011 “Phenotype-Genotype Associations in DNA Biobanks Linked to Electronic Medical Records”, Asia-
Pacific Translational Bioinformatics Conference, Seoul, Korea

2011 “Using Biological Knowledge in Modern Genomic Analysis of Complex Traits”, University of
California at Davis (Host: Isaac Pessah)

2011 “Using biological knowledge to inform complex genetics analysis”, NIEHS meeting Bioinformatics and
Computational Approaches to Integrate Genes and Environment in Autism Research, Durham, NC

2011 “Beyond GWAS: Integrating Transcriptome, Proteome, and Pathway Data in the Genetic Dissection of
Complex Traits”, Flash Poster Talk, Kavli Frontiers in Science, National Academy of Science, Irvine, CA

2011 “Genomics and Pharmacogenomics using the electronic medical record and a large institutional
biobank”, Geisinger Clinic, Weis Center for Research, Danville, PA (Host: David Carey)

2012 “Meta-Dimensional Analysis of Phenotypes to Dissect the Architecture of Complex Traits”, Keystone
Symposium, Complex Traits: Genomics and Computational Approaches, Breckenridge, CO

2012 “Mining electronic health records for genomic research — experiences of the eMERGE network™.
Inaugural Symposium of Penn State Hershey Institute for Personalized Medicine, Hershey, PA

2012 “Searching for the missing heritability in gene-gene and gene-environment interactions”, University of
Georgia Symposium, Methodological and Statistical Issues in Gene-Environment and Gene-Gene Interaction
Research, Atlanta, GA

2012  “The phenome and pleiotropy: Dissecting the architecture of complex traits”, AACR-MEG Special
Conference on Post-GWAS Horizons in Molecular Epidemiology: Digging Deeper into the Environment,

Hollywood, FL

2012 “Meta-Dimensional Analysis for Dissecting the Architecture of Complex Traits”, University of Liege,
Liege, Belgium
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2013  “Overview of pharmacogenomics, gene-gene interactions, system genomics”, Eastern North America
Region International Biometric Society 2013, Orlando, FL

2013 “Analytic approaches for complex trait analysis”, American Association of Cancer Research
Educational Session, Washington DC

2013 “The Next Frontier in Genomics: Data Analysis Strategies”, Ohio State University Comprehensive
Cancer Center Annual Scientific Meeting, Columbus OH

2013 “Complex genetic analysis: Searching for the missing heritability”, Ohio State University, Columbus
OH

2013 “Analysis technologies to go beyond a single gene: the quest for understanding genetic architecture”,
University of Maryland, Baltimore MD

2013 “Bioinformatics tools for incorporating biological knowledge into genetic analysis”, Advances in
Statistical Methods for Cancer Genetic Epidemiology. Memorial Sloan-Kettering, New York, NY. Host: Sanjay
Shete.

2013 “Bringing Biology back to Genomics”. University of Pittsburgh, Pittsburgh, PA. Host: Robert Ferrell.

2013 “The quest for understanding genetic architecture”, University of Chicago, Chicago IL. Host: Barbara
Stranger.

2014 “Challenges in Modeling Interactions”, EDGE: Epistasis Discovery in Genetic Epidemiology, Key
West, Florida, Host: Jason Moore.

2014 “Top Ten Challenges in Data Simulations”, Genetic Simulation Tools Post-GWAS, National Cancer
Institute Workshop, Host: Elizabeth Gillanders and Leah Mechanic

2014 “Making sense of genome-phenome relationships®, The Biology of Genomes, Cold Spring Harbor, NY,
Host: Carlos Bustamante

2014 “Mining the EMR for genome-phenome associations®, Big Data in Biomedicine, Stanford University,
Host: Russ Altman

2014 “Data fusion in the omic universe ”, Mid-Atlantic Genetic Epidemiology & Statistics (MAGES),
Children’s Hospital of Philadelphia-U Penn, Host: Marcella Devoto

2014 “Big Data”, KAVLI Frontiers in Science, Medan Indonesia, Host: Edward Patte
2014 “Exploring the Genetic Architecture of Complex Traits *“, UC Davis, Host: Irva Hertz-Piccoto

2014 “Exploring Genome-Phenome Relationships in an Electronic Health Record*, CTSI Lecture, Penn State
Medical Center, Hershey, PA, Host: Larry Sinoway

2014 “Mining electronic health records and genomics”, KOSMI, Pusan S. Korea, Host: Ju Han Kim
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2015 “Significance of Gene-Gene Interactions/Epistasis”, Pacific Symposium on Biocomputing (PSB), Big
Island, Hawaii, Host: Sarah Pendergrass

2015 “Exploration of the EHR Universe: Big Data for Predictive Genomics”, Indo-US Bilateral Conferences-
cum-Workshop: Big Data Analysis and Translation in Disease Biology (Big Data and Disease)-2015, New
Delhi, India, Host: Indira Ghosh

2015 “Genomics and the Electronic Health Record - a dynamic duo made for Precision Medicine”,
Biomedical Informatics Annual Retreat keynote, Ohio State University, Columbus, Ohio, Host: Phillip Payne

2015 “Genomics and the Electronic Health Record - a dynamic duo made for Precision Medicine”, Institute
for Computational Biology Symposium, Case-Western Reserve University, Host: Dana Crawford

2015 “A game of Clue — which ‘omics are guilty?” IGES-ASHG Joint Symposium, Baltimore, Maryland

2015 “Electronic health records and genomics: A dynamic duo for precision medicine”, Presidential
Symposium, American Society of Human Genetics, Baltimore, Maryland, Host: Neil Risch

2015 “Using genomics and electronic health records for precision medicine - thinking about the future”,
Pharmacogenomics Research Network: Research in Progress seminar series, Webinar, Host: Kathy Giacomini

2015 “Exploring the Use of Electronic Health Records and Genomics for Precision Medicine”, Biotech
Symposia, Simons Foundation and the New York Bioinformatics Group, New York, New York, Host: Doron
Betel

2015 “Electronic health records and genomics — a dynamic duo for precision medicine”, Integrative
Biostatistics Research for Imaging, Genomics, & High-throughput Technologies in Precision Medicine
(iBRIGHT), Houston, Texas, Host: Pei Weng

2015 “Electronic health records and genomics — a dynamic duo for precision medicine”, Translational
Bioinformatics Conference (TBC), Tokyo, Japan, Host: Tomohiro Sawa

2016 “Integrating Genomics into the Electronic Health Record for Precision Medicine”, HCSRN Precision
Oncology Symposium, Atlanta, Georgia, Host: Larry Kushi

2016 “Precision Medicine — The Beginning of a Long Voyage”, Keynote at Annual Retreat, Institute for
Biomedical Informatics (IBI) and the Graduate Group in Genomics and Computational Biology (GCB),
University of Pennsylvania, Philadelphia, Pennsylvania, Hosts: Li-San Wang and Ben Voight

2016 “Methods for Integrating Data to Uncover Genotype-phenotype Interactions”, American Society for
Bone and Mineral Research (ASBMR), Atlanta, Georgia, Host: Fernando Rivadeneira

2016 “DNAnexus: The Geisinger Experience”, DNAnexus Connect, San Francisco, California, Host: Angela
Anderson

2016 “Genomics and Precision Medicine: approaches and challenges”, University of Pennsylvania,
Philadelphia, Pennsylvania, Host: Dan Rader
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2017 “Applications in Multi-omics data integration”, No Boundary Thinking Workshop, Pacific Symposium
on Biocomputing, Big Island, Hawaii, Host: Jason Moore

2017 “Phenotypes: The next frontier for precision medicine” Precison Medicine Fusion Conference, Cancun,
Mexico (my talk by video broadcast), Host: Michael Snyder

2017 “PharmCAT: Pharmacogenomics Clinical Annotation Tool”, Precison Medicine Fusion Conference,
Cancun, Mexico (my talk by video broadcast), Host: Michael Snyder

2017 “PharmCAT: A Tool for Pharmacogenomics Implementation”, Clinical Pharmacogenetics
Implementation Consortium Meeting, Washington DC, Host: Mary Relling

2017 “PharmCAT: A Tool for Pharmacogenomics Implementation”, NHGRI Genomic Medicine X:
Pharmacogenomics, Silver Spring, Maryland, Host: Teri Manolio

2017 “Machine Learning Strategies in the Genome and the Phenome — Toward a Better Understanding of
Complex Traits”, Department of Biomedical Informatics, Harvard Medical School, Boston, Massachusetts,
Host: Isaac Kohane

2017 “Multi-omics data integration”, European Society of Human Genetics annual meeting, Copenhagen,
Denmark

2017 “Meta-dimensional methods for ‘omics data integration”, Retreat talk, Department of Genetics,
University of Pennsylvania

2017 “Precision Medicine: Study Designs, Tools, and Applications”, Tutorial, Translational Bioinformatics
Conference, Long Beach, CA, Host: Dokyoon Kim

2017 “What does the future hold in precision medicine?”, Illumina workshop, American Society of Human
Genetics annual meeting, Orlando, FL. Host: Jay Kaufman

2017 “Machine learning strategies in the Genome and the Phenome”, University of Virginia seminar, Host:
Charles Farber

2017 “It’s All in the Genes: The Science Behind Customizing Patient Care”, ASHP midyear clinical meeting
and exposition, Ornaldo, FL. Host: Cynthia Von Heerigan

2018 “Machine Learning in the Genome and Phenome to Understand Complex Traits:
Discovery Science for Precision Medicine”, University of California, San Francisco, PREMIER Symposium.
Host: Lindsey Criswell

2018 “PheWAS in Populations: Exploring the relationship between the genome and the phenome”, Lorne
Genome Conference 2018, Lorne Australia. Host: Traude Beilharz

2018 “Exploring the relationship between the genome and the phenome”, Melbourne Integrative Genomics
(MIG) at The University of Melbourne. Host: Andrew Siebel

2018 “PheWAS in Populations: Exploring the relationship between the genome and the phenome”, Institute
for Computational Biomedicine (ICB) seminar, Weill Cornell. Hosts: Drs. Doron Betel and Olivier Elemento
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2018 “Experiences from Electronic Health Records (EHRs) and what we can expect in the future”, Informing
Environmental Health Decisions Through Data Integration Workshop, National Academy of Science,
Washington DC, Host: Ben Wender

2018 “Exploring the Genome and the Phenome — Toward a Better Understanding of Complex Traits”,
Academic Health Center, University of Minnesota, Duluth campus. Host: Catherine McCarty

2018 “Exploring the Genome and the Phenome — Toward a Better Understanding of Complex Traits”, 3rd
Midwest Bioinformatics Conference, University of Missouri, Columbia, MO. Host: Mark Hoffman.

2018 “Exploring the Genome and the Phenome with Machine Learning”, Copenhagen Novo Nordisk
Foundation (NNF) symposium. Copenhagen, Denmark. Host: Ramneek Gupta

2018 “Using your spidey sense to guide research using machine learning in electronic health records”,
Denmark Technical University, Big Data Workshop, Copenhagen, Denmark, Host: Ramneek Gupta

2018 “Pharmacogenomics: Personalizing Medicine since 2005 Keynote at Penn 2nd annual precision
medicine symposium, Philadelphia PA, Host: David Roth

2018 “Gene-Environment interaction = the missing piece of precision medicine?”, Total Exposure Health
2018 Conference, Bethesda, MD, Host Justin Teeguarden

2018 “Machine Learning Strategies in the Genome and the Phenome — Toward a Better Understanding of
Complex Traits”, NY Genome Center, New York, NY, Host: Nicolas Robine

2018 “Exploring the World of Phenomics”, IGES Educational Symposium, San Diego, CA, Host: Stephanie
A. Santorico

2018 “Meta-dimensional analysis of multi-omics data”, CHOP/UPENN Mid Atlantics Bioinformatics
conference, Philadelphia, PA, Host: Kai Wang

2018 “Exploring the world of phenomics in electronic health records”, CIFAR Genetic Networks symposium,
Toronto, Canada, Host: Charlie Boone

2019 “Training the next generation of biomedical scientists for success in today’s world” Pacific Symposium
on Biocomputing, Big Island, HI, Host: Teri Klein

2019 “Machine Learning Strategies in the Genome and the Phenome — Toward a Better Understanding of
Complex Traits”, Vanderbilt University, Nashville, TN, Host: Nancy Cox

2019 “Exploring meta-dimensional models of multi-omics data using machine learning” NMBIST, Sante Fe,
NM, Host: Lisana Chavez

2019 “Phenomics in Electronic Health Records”, CHOP Scientific Symposium, Philadelphia, PA, Host: Yi
Xing.

2019 “When Precision Medicine Get Personal”, Fusion Personalized Medicine Conference, Puerto Vallerta,
Mexico, Host: David Roth
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2019 “Machine Learning to Identify Phenotypes from Electronic Health Records”, Fusion Personalized
Medicine Conference, Puerto Vallerta, Mexico, Host: David Roth

2019 “Embracing the Complexity of Complex Traits”, Workshop on Statistical Challenges in Medical Data
Science, Ascona, Switzerland, Host: Niko Beerenwinkel

2019 “Phenotype opportunities from electronic health records”, International Society of
Pharmacoepidemiology (ISPE), Philadelphia, PA, Host: Leah Sansbury

2019 “EHR phenomics for precision medicine”, University of Pennsylvania Department of Genetics retreat,
Bear Creek, PA, Host: Dan Rader

2019 “Leveraging Translational Research for the Advancement of Drug Discovery and Understanding of
Complex Disease”, DNAnexus Connect, Boston, MA, Host: Brady Davis

2019 “The power of the EHR for genome-phenome exploration”, VA Million Veterans Program Research
meeting, Philadelphia, PA, Host: Kyong-Mi Kim

2019 “The power of the EHR for genome-phenome exploration”, First Penn Conference on Big Data in
Population Health Sciences, Philadelphia, PA, Host: Jason Moore

2019 “Exploring genomics and phenomics with machine learning toward an improved understanding of
complex traits”, EMBO|EMBL Symposium “Systems Genetics: From genotypes to complex traits”, Heidelberg,
Germany, Host: Tuuli Lappalainen, PhD

2019 “Translational bioinformatics using the electronic health record: harnessing the power of clinical data”,
Institute for Translational Medicine and Therapeutics Symposium, Philadelphia, PA, Host: Garret Fitzgerald

2019 “Exploring the phenome and the relationship with the genome using EHR-linked biobanks”, American
Society of Human Genetics, Houston, TX, Host: ASHG Program Committee

2019 “Implementing genomics into clinical care — a vision for the future of medicine”, Thomas Jefferson
Departmental seminar, Clinical Pharmacology, Philadelphia, PA, Host: Scott Waldman

2019 “Pharmacogenomics for precision medicine”, American Society of Heath System Pharmacists (ASHP),
Las Vegas, NV, Host: ASHP program committee

2020 “Why use biobanks for precision medicine”, Pacific Symposium on Biocomputing, Big Island, Hawaii,
Host: Ju Han Kim

2020 “Making Precision Medicine Mainstream with Health Data: Challenges to Acceleration: Informatics and
Analytics”, Precision Medicine World Conference, San Jose, CA, Host: Tal Behar

2020 “The power of electronic health records for precision medicine research”, Calico Life Sciences invited
seminar, San Francisco, CA, Host: David Botstein

2020 “Machine learning for identifying phenotypes in electronic health records”, International Molecular
Medicine Tri-Conference, San Francisco, CA, Host: Emily Le.
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2020 “Translational bioinformatics using the electronic health record: harnessing the power of clinical data”,
Northwestern University, Feinberg School of Medicine, Distinguished Lectures in Life Sciences, Chicago, IL,
Host: Justin Starren

2020 “The power of medical biobanks for precision medicine”, Columbia University Precision Medicine
Initiative Conference, Virtual Conference, Host: Tom Maniatis

2020 “COMPACTS: COVID Observational and Multiomic Penn and Community Together Study”, Cancer
Center COVID-19 Retreat, University of Pennsylvania, Abramson Cancer Center, Virtual Conference, Host:
Angela DiMichele

2020 “The Future is Now: how technology and Al have advanced genomics and medicine”, UCSF AI4All
Camp ,Closing Keynote, Virtual Program, Host: Mirina Sirota and Tomiko Oskotsky

2020 “Electronic Health Records — Fueling Precision Medicine”, 9" Annual Big Data in Biomedicine
Symposium, Georgetown University, Virtual Conference, Host: Subha Madhavan

2020 “Electronic Health Records — Fueling Precision Medicine”, Margaret Prine Joy Lecture in Reproductive
Sciences, Magee Women’s Research Institute Retreat, Virtual Conference, Host: Judith Yanowitz

2020 “Medical Biobanks for Precision Medicine Research”, Cancer Outcomes Seminar at the University of
Alabama at Birmingham, Virtual seminar, Host: Smita Bhatia

2020 “Predictive Analytics: An Introduction to Machine Learning”, Precision Medicine Leaders’ Summit,
Virtual Conference, Host: The Journal of Precision Medicine

2021 “Electronic Health Records — Fueling Precision Medicine Research and Learning Healthcare Systems”,
The Adler Lecture at Scheie Eye Institute’s Grand Rounds, Department of Opthalmology, University of
Pennsylvania, Virtual lecture, Host: Dr. Joan O’Brien.

2021 “Making use of our genome for life: strategic opportunities and challenges”, NHGRI Genomic Medicine
XIII: Developing a Clinical Genomic Informatics Research Agenda, Virtual meeting, Host: Ken Wiley and
Marc Williams

2021 “Polygenic Risk Scores: For some or for all?”’, Importance and Challenges of Increasing Ethnic Diversity
in Human Genomics Research Symposium, Virtual symposium by the Center for Global Genomics and Health

Equity and the Department of Genetics at the University of Pennsylvania, Host: Sarah Tishkoff and Dan Rader

2021 “Deep respresenation learning of electronic health records to unlock patient stratification at scale”, DBMI
Journal Club at Harvard University, Virtual journal club, Host: Isaac Kohane

2021 “Leveraging Electronic Health Records for Precision Health”, Department of Medicine Grand Rounds,
University of Pennsylvania Perelman School of Medicine, Host: Michael Parmacek

2021 “Leveraging Electronic Health Records for Precision Health”, IEEE EMBS conference on Biomedical and
Health Informatics (BHI2021) keynote speaker, Virtual conference, Host: May Wang
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2021 “PharmCAT: Current Status and Strategies for the Future”, Pharmacogenomics Research Network,
Research in Progress Series, co-presenter with Dr. Michelle Whirl-Carrillo, Host: Jun Yang

2021 “Use of EHR for Understanding disease”, BEYOND THE SYMPTOM: THE BIOLOGY OF FATIGUE
A Joint NIH Blueprint/Sleep Research Society Workshop, Virtual Workshop, Host: Vicky H Whittemore

2021 “The power of medical biobanks for precision medicine”, Genetics and Pharmacogenomics (GpGx)
seminar series at Merck & Co., Inc., Virtual seminar, Host: Myung K. Shin

2021 “The power of medical biobanks for precision medicine”, Precision Medicine Resource at the Irving
Institute for Clinical and Translational Research, Columbia University, virtual seminar, Host: Dr. Krzysztof
Kiryluk, Dr. Ronald Wapner, and Dr. Wendy Chung

2021 “Al for Precision Medicine”, Workshop on Trustworthy Al in Medicine, University of Pennsylvania,
Perelman School of Medicine and School of Engineering, Host: Qi Long

2022 “Leveraging Electronic Health Records for Precision Health”, Grand Rounds, Division of Cardiology,
University of Pennsylvania, Perelman School of Medicine, Host: Thomas Cappola

2022 “Surviving Season 8 of the Pandemic”, Wellness Seminar Series, Department of Radiology, University of
Pennsylvania, Perelman School of Medicine, Host: Despina Kontos

2022 “Future Directions of the NHGRI Analysis, Visualization, and Informatics Lab-space (AnVIL)”, NHGRI
Council Meeting, Virtual, Host: Eric Green

2022 “PharmCAT: Pharmacogenomics Clinical Annotation Tool”, CDC NGS Workgroup, Virtual

2022 “Next generation work life balance amid the COVID-19 pandemic”, American Society of Human
Genetics (ASHG) webinar, Virtual, Host: Career Development Committee of ASHG — Lucia Hindorff

2022 “Precision Medicine Research in Electronic Health Records”, Clinical and Translational Research
Certificate of Added Qualification (CTR-CAQ) graduate program seminar, Baylor College of Medicine,
Virtual, Host: Sundararajah ‘Thev’ Thevananther and Carolyn Smith

2022 “The Power of the Electronic Health Record for Precision Medicine”, Penn Cardiovascular Institute (CVI)
seminar series, University of Pennsylvania, Philadelphia, PA, Host: Rajan Jain

2022 “Taking a Big Data View of Aging”, NIAWorkshop on Genetic Variation and Aging, Seattle, WA, Host:
Daniel Promislow and Pankaj Kapahi

2022 “From Genomics to Genomic Medicine: Embracing the complexity”, NHGRI Center for Precision Health
Research seminar, virtual, Host: Josh Denny

2022 “Exploring genetics and electronic health record data to identify sex differences in disease”, Penn FOCUS
Fall Leadership Mentoring Conference, Successful Strategies for Women in Academic Medicine, virtual, Host:

Mira Mamtani

2022 “Medical Biobanks: A Powerful Resource for Precision Medicine”, Penn-Stanford CVI Symposium,
Philadelphia, PA, Host: Dr. Daniel Kelly
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2022 “Using the electronic health record to advance translational research”, P30 symposium on High
Dimensional Analytics in Digestive and Liver Disease: From Single Cell to the Whole Human, Philadelphia,
PA, Host: Dr. Gary Wu

2022 “Beyond GWAS: innovative ways to use genomics for complex disease research”, MPaCT T2D
Symposium: Genome Sequencing and Precision Medicine for Type 2 Diabetes, Centre of Genomic Regulation,
Barcelona, Spain, Host: Carme Sanahuja

2022 “Precision medicine research dimensions made accessible by electronic health records”, IEEE BIBM, Las
Vegas, NV, Host: Qi Long

2023 “ Mind the Gaps: How to Fill the Holes in EHR Data”. American College of Medical Informatics (ACMI)
Annual Symposium, San Juan, Puerto Rico, Host: Kevin Johnson

2023 “Statistical Approaches for Integrating Environmental Data and Omics Data in Cancer Epidemiology
Studies”, panelist, virtual workshop sponsored by NIEHS, Host: Kimberly McCallister

2023 “From Genomics to Genomic Medicine: Embracing the complexity.” Seminar, Department of
Biostatistics, Epidemiology, and Informatics, University of Pennsylvania, Perelman School of Medicine. Host:
Jeff Morris.

2023 “Using Large Biobanks, Medical Records, and Genetic Data for Disease Understanding”. Keynote at the
14th Biennial International Podocyte Conference, Philadelphia, PA. Host: Katalin Suzstak

2023 “Pharmacogenomics: Improving Quality and Safety of Healthcare”. ASHP Summer Meeting, Baltimore,
MD. Host: Cynthia Von Heeringen

2023 “ Integrated risk scores for precision medicine”, Pharmacogenomics Research Network (PGRN) Annual
Meeting, Memphis, TN. Host: Marisa Medina

2023 “From Genomics to Genomic Medicine: Embracing the complexity,” Multi-omics in Precision Medicine
Conference, Philadelphia, PA. Host: GenomeWeb

2023 “The Collection, Management and Integration of Big Genomic Data Using the Penn Medicine Biobank,”
Festival of Genomics, Boston, MA. Host: Diana Georgi

2023 “Al and Direct to Consumer Genetic Testing: the Good, the Bad, and the Ugly,” ASHP Midyear Meeting,
Anaheim, CA. Host: Cynthia Von Heeringen

2023 “Pharmacogenetics and the UK Biobank,” American Society for Human Genetics, Washintgon DC. Host:
Jenny Mills

2024 “Leveraging PheWAS in EHR-linked biobanks: humans as a model system, Keynote at QBIO, Ko Olina,
HI. Host: Olga Troyanska

2024 “Leveraging EHR-linked Biobanks for Precision Health in Autoimmune Disease, Penn Colton Center for
Autoimmunity Retreat, Villanova University, Host: John Wherry
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2024 “Al Governance in High- and Low-Resource Areas” moderator, Symposium on Artificial Intelligence in
Learning Health Systems (SAIL), Rio Grande, Puerto Rico, Host: Zak Kohane

2024 “Precision Health using EHR-Linked Biobanks”, The Future of Biotechnology in Individualized
Medicine, La Jolla, CA, Host: Ali Torkamani

2024 “Precision Medicine in the era of AI”, QDS Symposium ‘Al and Cancer Research: Predicting the Future’,
University of Michigan, Ann Arbor, MI, Host: Bhramar Mukherjee

2024 “Precision Medicine in the Era of AI”, CiPD Aymposium Keynote, University of Pennsylvania School of
Dentistry, Philadelphia PA, Host: Hyun (Michel) Koo

2024 “Al in Innovative Educational Delivery” panelist, 2024 Faculty Professional Development Day, Drexel
University College of Medicine, Philadelphia PA, Host: Michele Kutzler

2024 “Using the EHR and LLMs for PGx”, ClinPGx Conference, Philadelphia PA, Host: Teri Klein

2024 “Precision Medicine in the era of AI”, Mt Sinai Medical School, Department of Genetics and Genomic
Sciences Retreat keynote, New York, NY, Host: Allison Goete

2024 “Precision Medicine in the era of AI”, Broad Institute’s Medical and Population Genetics Seminar,
Boston, MA, Host: Matt Sampson

2025 “Leading through the Al revolution”, ELAM/ELH Educational Session, Philadelphia, PA, Host: Nancy
Spector

2025 “Year in Review: Al and Data Science”, AMIA Informatics Summit, Pittsburgh, PA, Host: Tom Campion

2025 “Medicine in the Al Revolution,” UCSF Al Research Day Keynote, San Francisco, CA, Host: Marina
Sirota

2025 “ACMI Intro”, ACMI Annual Retreat, San Juan, Puerto Rico, Host: Peter Embi

2025 “Precision Medicine in the Era of Al,” Precicion Genomics Midwest keynote, Cincinnatti Children’s
Hospital, Cincinnatti, OH, Host: Matt Weirauch

2025 “Leaning in on Life Lessons in 2025”, ELAM/ELH Leaders Forum, Philadelphia, PA, Host: Nancy
Spector

2025 “Responsibly incorporating Al-based tools in research programs”, SBDRC PennDerm, University of
Pennsylvania, Philadelphia, PA, :Host: John Seykora

2025 “Is Al Going to Change Precision Medicine?”, CIBM and the Biomedical Data Science (BDS) program
retreat, University of Wisconsin, Madison, WI, Host: Mark Craven

2025 “Academic Al Landscape”, AbbVie QM&G Research Day, Chicago, IL, Host: Howard Jacobs
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2025 “Lights, Camera, Algorithms: Al Takes the Lead in Precision Health”, UCLA Institute for Precision
Health CTSI distinguished seminar series, Los Angeles, CA, Host: Daniel Geschwind

2025 “Al in Health: Future Paradigms in Research, Education, and Clinical Care,” Medical University of South
Carolina, Charleston, SC, Host: Jesse Goodwin

2025 “Responsibly incorporating Al-based tools into research”, Penn Department of Neurology, Grand Rounds,
University of Pennsylvania, Philadelphia PA, Host: Frances Jensen

2025 “The Algorithm Will See You Now: From Data to Decisions”, Al for Clinical Decision Support in Heart,
Lung, Blood, and Sleep Disorders Workshop, NHLBI, Bethesda, MD, Host: Ronit Yarden

2025 “Al in Health: Research Directions in the Era of AI”, Leonard Davis Institute (LDI) Board meeting,
University of Pennsylvania, Philadelphia, PA, Host: Rachel Werner

2025 “Al-Powered Genomics: Transforming Data into Insights”, Session introduction at the American Society
of Human Genetics, Boston, MA, Host: Coleen Campbell

2025 “Al in Academic Medicine: Clinical and Research Applications”, Association of American Medical
Colleges (AAMC), San Antonio, TX, Host: AAMC Council of Deans

2025 “Al governance and monitoring at Penn Medicine”, American Medical Informatics Association (AMIA),
Atlanta, GA, Host: Sara Murray
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	2019 “The power of the EHR for genome-phenome exploration”, First Penn Conference on Big Data in Population Health Sciences, Philadelphia, PA, Host: Jason Moore

