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Jason Hall Moore 

 

CURRENT POSITIONS 

 

11/21-  Chair, Department of Computational Biomedicine, Cedars-Sinai Medical Center 

 

PROFESSIONAL CONTACT INFORMATION 

 

Business Address: Department of Computational Biomedicine 

   Cedars-Sinai Medical Center 

   8799 Beverly Blvd., Los Angeles, CA  90048 

 

EDUCATION 

 

8/91 B.S., Biological Sciences, Florida State University 

5/94 M.S., Human Genetics, University of Michigan 

5/98 M.A., Applied Statistics, University of Michigan 

5/99 Ph.D., Human Genetics, University of Michigan 

 

PREVIOUS POSITIONS 

 

1/99-6/03 Assistant Professor, Department of Molecular Physiology and Biophysics, School 

of Medicine, Vanderbilt University 

1/99-7/04 Director, Bioinformatics Core, School of Medicine, Vanderbilt University 

8/01-7/04  Director, Graduate Program in Applied Statistics, Vanderbilt University 

7/03-7/04 Associate Professor (with tenure), Department of Molecular Physiology and 

Biophysics, School of Medicine, Vanderbilt University 

7/03-7/04 Director, Advanced Computing Center for Research and Education (ACCRE), 

Vanderbilt University 

8/04-7/08 Associate Professor, Department of Genetics, School of Medicine, Dartmouth 

College 

8/04-7/08 Associate Professor, Department of Community and Family Medicine, Dartmouth 

College 

8/04-7/15 Director, Bioinformatics Core, School of Medicine, Dartmouth College 

8/04-7/08 Associate Professor (affiliate), Department of Computer Science, University of 

New Hampshire 

8/05-7/08 Associate Professor (adjunct), Department of Computer Science, University of 

Vermont 

8/08-2/15 Professor (with tenure), Department of Genetics, School of Medicine, Dartmouth 

College 



8/08-2/15 Professor (with tenure), Department of Community and Family Medicine, School 

of Medicine, Dartmouth College 

8/08-2/15 Investigator (adjunct), Translational Genomics Research Institute, Phoenix 

8/08-2/15 Professor (affiliate), Department of Computer Science, University of New 

Hampshire 

8/08-2/15 Professor (adjunct), Department of Computer Science, University of Vermont 

1/09-2/15 Professor (adjunct), Department of Psychiatry, Brown University 

8/10-2/15 Director, Institute for Quantitative Biomedical Science, School of Medicine, 

Dartmouth College 

8/10-2/15 Director, Ph.D. Training Program in Quantitative Biomedical Science, School of 

Medicine, Dartmouth College 

8/10-2/15 Associate Director for Bioinformatics, Norris-Cotton Cancer Center, School of 

Medicine, Dartmouth College 

3/15-10/21 Professor, Department of Biostatistics, Epidemiology, and Informatics (with 

tenure), Perleman School of Medicine, University of Pennsylvania 

3/15-10/21 Professor, Department of Genetics (with tenure), Perleman School of Medicine, 

University of Pennsylvania 

3/15-10/21 Director, Institute for Biomedical Informatics (IBI), Perleman School of 

Medicine, University of Pennsylvania 

3/15-10/21 Director, Division of Informatics, Department of Biostatistics, Epidemiology, and 

Informatics (with tenure), Perleman School of Medicine, University of 

Pennsylvania 

3/15-10/21 Senior Associate Dean for Informatics, Perleman School of Medicine, University 

of Pennsylvania 

3/15-10/21 Professor of Computer and Information Sciences (secondary), School of 

Engineering and Applied Science, University of Pennsylvania 

3/15-10/21 Member (secondary), Department of Biomedical and Health Informatics, The 

Children’s Hospital of Philadelphia 

 

PROFESSIONAL ACTIVITIES 

 

Other Committee Services: 

1997-1998 Awards Committee, Department of Human Genetics, University of Michigan 

1999-2001 Coordinator, Genetics Interest Group, Vanderbilt University 

1999-2004 Member, Core Oversight Board, Center for Human Genetics Research, Vanderbilt  

  University 

1999-2000 Treasurer, American Statistical Association, Middle Tennessee Chapter 

2000  Organizer and Moderator, Workshop on Statistical Genomics: Making Sense of  

  All the Data, Vanderbilt University 

2001-2002 President, American Statistical Association, Middle Tennessee Chapter 

2001  Scientific Committee, Critical Assessment of Microarray Data Analysis  

  (CAMDA-2001) conference, Duke University 

2001  Grant Reviewer, Medical Research Council (MRC), United Kingdom 

2001-2002 Trans-Institutional Bioinformatics Recruiting Team, Vanderbilt University 



2002  Organizer, Workshop on Sequence Mining, Vanderbilt University 

2002-2004 Research Advisory Committee for Information Technology, Vanderbilt   

  University 

2002  Grant Reviewer, Genome Canada, Canada 

2002-2005 Grant Reviewer, National Center for  Research Resources, NIH 

2002-2005 Program Committee, European Workshop on Evolutionary  Bioinformatics 

2003  Grant Reviewer, National Institute of Allergy and Infectious Disease, NIH 

2003-2005 Scientific Committee, Workshop on Grammatical Evolution 

2003-2006 Organizer and Chair, Workshop on Biological Applications of Genetic and 

Evolutionary Computation 

2003-  Scientific Committee, Genetic and Evolutionary Computation Conference 

2003-2004 Reviewer, American Cancer Society Institutional Research Grants, Vanderbilt  

University 

2003-2004 Bioinformatics Search Committee, Vanderbilt University 

2003-2004 Information Technology Executive Committee, Vanderbilt-Ingram Cancer Center 

2003-2004 Large Lecture Course Project Taskforce, Vanderbilt University 

2003-2004 Executive Board, Program in Biomathematics, Vanderbilt University 

2003-2004 Research Enterprise Taskforce, Vanderbilt University 

2004-2007 Search Committee, Associate Director of Research Computing, Dartmouth  

  College 

2004-2006 Search Committee, Director of the Neukom Institute for Computational Sciences,  

Dartmouth College 

2004-2013 Biostatistics Search Committee, Department of Community and Family Medicine, 

  Dartmouth College  

2004  Grant Reviewer, Idaho Research Center Grant Program, Idaho State Board  

  of Education 

2004  Grant Reviewer, Centers of Biomedical Research Excellence (COBRE), National  

Center for Research Resources, NIH 

2004  Organizer and Chair, National Cancer Institute (NCI) Think Tank on   

  Cancer Susceptibility and Resistance, NIH 

2004  Grant Reviewer, WellBeing of Women – The Health Research Charity for  

  Women and Babies, London 

2004-2005 Organizer and Chair, Educational Session, American Association of Cancer 

Research 

2004-2005 Organizer and Chair, National Cancer Institute (NCI) Conference on  

  “Predictive Models of Cancer Susceptibility: Integrated Strategies”, NIH 

2005  Grant Reviewer, Howard Hughes Medical Institute (HHMI) 

2005  Grant Reviewer, Special Emphasis Panel, NIH 

2005  Grant Reviewer, NIH Director's Roadmap Initiative, National Centers for  

  Biomedical Computing, NIH 

2005  Program Committee, Graduate Student Workshop on Genetic and  

  Evolutionary Computing 

2005-2014 Technical Committee, European Conference on Evolutionary Computing,  

  Machine Learning and Data Mining in Bioinformatics 

2005-2006 Program Chair, European Workshop on Evolutionary Computation and Machine 

Learning in Bioinformatics  

2005-2008 Program Chair, Biological Application Track, Genetic and Evolutionary  



Computation Conference 

2005  Technical Committee, IEEE Symposium on Computational Intelligence in  

  Bioinformatics and Computational Biology 

2005-2010 Council Member, International Society of Cancer Informatics 

2005-2009 Education Committee, International Genetic Epidemiology Society 

2005-2010 Program Committee, Workshop on Pattern Recognition in Bioinformatics, 

International Association for Pattern Recognition (IAPR) 

2005  Grant Reviewer, High-End Instrumentation Program (S10), National Center  

  Research Resources, NIH 

2005  Grant Reviewer, National Heart Lung and Blood Institute, NIH 

2005-2012 Director, Cancer Biomedical Informatics Grid, Norris-Cotton Cancer Center,  

Dartmouth College 

2006-2012 Chair, Research Computing Oversight Subcommittee (RCOS), Council on  

  Computing, Dartmouth College. 

2006-2015 Chair, Integrative Biology Committee, Dartmouth College 

2006-2007 Cores Planning Committee, Translational Research Building, Geisel School  

of Medicine at Dartmouth  

2006-2013 Information Technology Planning Committee, Geisel School of Medicine at  

Dartmouth 

2006  Member, Task Force on Statistical Genetics Software Development, International  

  Genetic Epidemiology Society 

2006-2008 Steering Committee, European Conference on Evolutionary Computation,  

  Machine Learning and Data Mining in Bioinformatics 

2006-2009 Program Committee, European Conference on Evolutionary Computation,  

  Machine Learning and Data Mining in Bioinformatics 

2006  Technical Committee, IEEE Symposium on Computational Intelligence in  

  Bioinformatics and Computational Biology 

2006-2007 Grant Reviewer, Interdisciplinary Research Consortium, Roadmap  

  Initiative, NIH 

2006-2007 Program Chair, Biological Applications Track, Genetic and Evolutionary  

Computation Conference 

2006-2008 Founder, Organizer and Chair, Workshop on Open-Source Software for  

  Applied Genetic and Evolutionary Computation 

2006-2009 Member, Working Group on Modeling Variation in Gene Networks, National  

Evolutionary Synthesis Center, Durham  

2007  Grant Reviewer, National Institute of Environmental Health Sciences, NIH 

2007-2008 Chair, Education Committee, International Genetic Epidemiology Society  

2007-2010 Web Master, Education Wiki, International Genetic Epidemiology Society  

2007  Grant Reviewer, Horizon Program, The Netherlands Genomics Initiative 

2007  Program Committee, IEEE International Symposium on Bioinformatics and  

  Bioengineering 

2007-2008 Advisory Board, International Conference on Neural Networks and  

  Genetic Algorithms in Materials Science and Engineering 

2007-2011 Scientific Advisory Committee, Southern Center on Environmentally-Driven  

  Disparities in Birth Outcomes, Duke University 

2007-2015 Founding Organizer and Chair, Dartmouth Symposium on Integrative Biology 

2008-2013 Reviewer, American Cancer Society Institutional Research Grants, Norris-Cotton  

Cancer Center, Geisel School of Medicine at Dartmouth 



2008-2015 Research Subcommittee, Information Systems Steering Committee, Dartmouth- 

Hitchcock Medical Center 

2008-2009 Program Committee, Graduate Student Workshop, Genetic and Evolutionary  

Computation Conference 

2008  Chair, Risk Models Working Group, National Cancer Institute Workshop on  

Integrated Systems Genetics: The Path Forward, NIH 

2008-2015 Data Management and Analysis Committee, Preterm Birth Genome Project 

2008-  Ambassador to the U.S.A, International Genetic Epidemiology Society 

2008  Organizer and Chair, Educational Workshop on Machine Learning, International  

Genetic Epidemiology Society 

200820-09 Grant Reviewer, P01 Special Emphasis Panel, National Institute of Allergy and 

Infectious Diseases, NIH 

2009-2013 Member, Biomedical Library and Informatics Review Committee (BLIRC), 

National Library of Medicine (NLM), NIH 

2009 Grant Reviewer, ARRA Challenge Grant Program, NIH 

2009  Organizer and Chair, Bioinformatics Workshop, Northeast Regional IDeA  

  Meeting 

2009  Organizer and Chair, Bioinformatics Workshop, Northeast Regional Life Sciences  

  Core Directors meeting, Cornell University 

2009  Planning Committee, NIH/NCRR Regional IDeA Meeting, New Hampshire 

2009-2011 Senior Management Team, Dartmouth Center for Clinical and Translational  

  Science (DDCTS) 

2009-2011 Chair, Clinical Informatics Search Committee, Geisel School of Medicine at  

Dartmouth 

2009  Copenhaver Award Committee, Geisel School of Medicine at Dartmouth 

2010  Reviewer, Pilot Application Review Committee, Dartmouth Center for Clinical  

  and Translational Science 

2010-2015 Dean's Academic Board (DAB), Geisel School of Medicine at Dartmouth 

2010-2015 Dean’s Biomedical Research Council, Geisel School of Medicine at Dartmouth 

2010-2011 Founder, Organizer and Chair, Workshop on Visualization Methods in Genetic  

  and Evolutionary Computation (VizGEC). 

2010  Reviewer, Bioinformatics and Biomedical Applications Track, International  

  Conference on Pattern Recognition 

2010-2011 Scientific Program Committee, Summit on Translational Bioinformatics,  

American Medical Informatics Association. 

2010-2013 Organizer and Chair, Genetic Programming Theory and Practice Workshop,  

University of Michigan 

2010-2011 External Advisory Board, Center for Personalized Medicine and Therapeutic  

  Innovation, Children's Mercy Hospital, Kansas City 

2011  External Review Board, Bioinformatics Research Center, North Carolina State  

University, Raleigh 

2011-2015 Dean’s Council on Core Facilities, Geisel School of Medicine at Dartmouth 

2011-2015 Geisel Faculty Council, Geisel School of Medicine at Dartmouth 

2011-2020 Program Committee, European Conference on Artificial Life 

2011-2015 Program Committee, IEEE Conference on Biomedical Computing 

2011-2012 General Chair, Genetic and Evolutionary Computation Conference 

2011-2012 Communications Committee, American Society of Human Genetics. 



2012-2013 Steering Committee, EPSCoR Workshop on Bioinformatics, National Science 

Foundation 

2012-2015 Planning Committee, “Up for a Challenge” competition, NIH 

2013  Program Committee, Genetic Programming Track Genetic and Evolutionary  

Computation Conference 

2013-2015 Technical Committee, The International Association for Pattern Recognition 

2013-2019 External Advisory Committee, Institute for Bioinformatics and Evolutionary  

Studies, University of Idaho. 

2013-  External Advisory Committee, Hawaii IDeA Network of Biomedical Research  

Excellence, University of Hawaii. 

2013  Chair, Workshop on Training the Next Generation of Quantitative Biologists,  

Pacific Symposium on Biocomputing 

2013  Chair, Workshop on Noncoding RNA, Pacific Symposium on Biocomputing 

2013-2014 Geisel Budget Improvement Committee, Geisel School of Medicine at Dartmouth 

2014-2015 Geisel Space Committee, Geisel School of Medicine at Dartmouth 

2014-2015 Core Missions Workgroup, Geisel School of Medicine at Dartmouth 

2014-2015 Academic Council, Geisel School of Medicine at Dartmouth 

2014  Program Committee, Conference on Bioinformatics, Computational Biology and  

Health Informatics 

2014-2019 External Advisory Committee, Indiana University Network Science Institute 

2014-2019 External Advisory Committee, Center for Biomedical Informatics and  

Biostatistics, University of Arizona 

2015-2016 Scientific Program Committee, Summit on Translational Bioinformatics,  

American Medical Informatics Association 

2015-  Chair, Senior Information Technology Leadership Committee, Perelman School  

of Medicine, University of Pennsylvania 

2015-  Committee of Center and Institute Directors, Perelman School of Medicine,  

University of Pennsylvania 

2015-  Executive Committee, Genomics and Computational Biology Graduate Group, 

Perelman School of Medicine, University of Pennsylvania 

2015-2021 Internal Scientific Advisory Board, Penn Medicine Neuroscience Center,  

Perelman School of Medicine, University of Pennsylvania 

2015-2020 Chair, Informatics Search Committee, Institute for Biomedical Informatics,  

Perelman School of Medicine, University of Pennsylvania 

2015-  Executive Committee, Penn Center for Precision Medicine, Perelman School of  

Medicine, University of Pennsylvania 

2016-2018 Search Committee, Cardiovascular Institute Director, Perelman School of  

Medicine, University of Pennsylvania 

2016-2020 Biomedical Library Advisory Committee, University of Pennsylvania 

2016-2017 Biomedical Informatics Search Committee, Children’s Hospital of Philadelphia 

2016-2017 Search Committee for Chair of the Department of Systems Pharmacology and  

Translational Therapeutics, Perelman School of Medicine, University of  

Pennsylvania 

2016  NIH U4C contest entry reviewer and panel chair, “Up for a Challenge”  

competition, National Cancer Institute (NCI), NIH 

2016  Grant Reviewer, National Library of Medicine T15 Institutional Training Grants,  

NIH 

2016-2017 Chair, Summit on Translational Bioinformatics, American Medical  



Informatics Association. 

2017-2019 Grant Reviewer, National Institute for Drug Abuse Centers of Excellence, NIH 

2017-  Advisory Board, Biostatistics Core, Abramson Cancer Center, University of  

Pennsylvania 

2017-2018 Chair, Leveraging Health Data Committee, Shaping the Future of  

Medicine 2.0 Strategic Planning Initiative, Perelman School of Medicine,  

University of Pennsylvania 

2017-2018 Health Care Value and Outcomes Committee, Shaping the Future of  

Medicine 2.0 Strategic Planning Initiative, Perelman School of Medicine,  

University of Pennsylvania 

2017-2020 Environmental Epidemiology Search Committee, Center of Excellence in  

Environmental Toxicology, Perelman School of Medicine, University of  

Pennsylvania 

2017-2020 Cancer Epidemiology Search Committee, Center for Clinical Epidemiology and  

Biostatistics, Perelman School of Medicine, University of Pennsylvania 

2017-2019 Search Committee for Chief of the Division of Biostatistics, Perelman School of  

Medicine, University of Pennsylvania 

2018-  University Scholars Council, Center for Undergraduate Research and  

Fellowships, University of Pennsylvania 

2018-2019 Chair, Clinical and Medical Bioinformatics Working Group, Abramson Cancer  

Center, Perelman School of Medicine, University of Pennsylvania 

2018-2019 Chair, Genomic and Clinical Research Database Committee, Perelman School of  

Medicine, University of Pennsylvania 

2018-2019 Grant Reviewer, National Institute of General Medical Sciences Collaborative  

Grant Program for Multidisciplinary Teams, NIH 

2018-  External Advisory Committee, South Carolina Cancer Disparities Research  

Center, Medical University of South Carolina, Charleston 

2019  Chair, Workshop on Translational Informatics for Population Health, Pacific  

Symposium on Biocomputing 

2019  Chair, Workshop on Reading Between the Genes, Pacific Symposium on  

Biocomputing 

2019  Scientific Advisory Board, GIGA Center, University of Liege, Belgium 

2019  Evaluation Committee, National Institute of Diabetes and Digestive and Kidney  

Disease (RE)Building a Kidney program, NIH 

2019-  Founding Organizer, Symposium on Artificial Intelligence for Learning Heath  

Systems (SAIL) 

2019-  Awards Committee, Department of Genetics, Perelman School of Medicine,  

University of Pennsylvania 

2019-  Awards Committee, Department of Biostatistics, Epidemiology, and Informatics,  

Perelman School of Medicine, University of Pennsylvania 

2019-2020 Chair, Data Privacy for Research Committee, Perelman School of Medicine,  

University of Pennsylvania 

2020-  Internal Advisory Committee, Center for Innovation and Precision Dentistry,  

School or Dental Medicine, University of Pennsylvania 

2020  Faculty Search Committee, Department of Pathology and Laboratory Medicine,  

Perelman School of Medicine, University of Pennsylvania 

2020-  Steering Committee, Diversity Action Plan for Penn Genomics, Perelman School  

of Medicine, University of Pennsylvania 



2020-   Steering Committee, Computational Genomics T32 Training Program, Perelman  

School of Medicine, University of Pennsylvania 

2020-  Committee on Diversity, Equity, and Inclusion, Genomics and Computational  

Biology Graduate Group, Perelman School of Medicine, University of  

Pennsylvania 

2020-21 Internal Review Committee, Department of Radiation Oncology, Perelman  

School of Medicine, University of Pennsylvania 

2020-  Advisory Board, Penn K-12 Bioinformtics Education Program, University of  

Pennsylvania 

2020-  Planning Committee, Data Science Building, University of Pennsylvania 

2020-  Penn Interdisciplinary Network for Scientists Promoting Inclusion, Retention, and  

Equity (Penn INSPIRE), University of Pennsylvania 

2020-   Chair, Biomedical Library Advisory Committee, University of Pennsylvania 

2020-2021 Chair, Strategic Workgroup for Computing, Department of Genetics,  

University of Pennsylvania 

2020  Ad-Hoc Member, External Advisory Board, Harvard Catalyst, Harvard Medical  

School 

2020-  Steering Committee, Arkansas Artificial Intelligence Campus 

2021  Chair, Workshop on Translational Bioinformatics, Pacific Symposium on  

Biocomputing 

2021  Chair, Workshop on Raising the Stakeholders - Improving Patient Outcomes  

through Interprofessional Collaborations in AI for Healthcare, Pacific Symposium  

on Biocomputing 

2021 Workshops Chair, Conference on Bioinformatics, Computational Biology, and 

Health Informatics 

2021  Grant reviewer, National Institute for Dental and Cranofacial Research 

2021  Grant Reviewer, National Library of Medicine T15 Institutional Training Grants,  

NIH 

2021-  Chair, Observational Study Monitoring Board, Longevity Consortium, National  

Institute of Aging, NIH 

 

Professional Associations/Society Memberships: 

 

1994-  American Statistical Association (ASA) 

1999-  American Society of Human Genetics (ASHG) 

1999-  International Genetic Epidemiology Society (IGES) 

1999-  International Society for Genetic and Evolutionary Computation (ISGEC) 

2000-  International Society of Computational Biology (ISCB) 

2000-2015 International Society for Psychiatric Genetics (ISPG) 

2004-  Association for Computing Machinery (ACM) 

2007-2015 American Association for Cancer Research (AACR) 

2010-  American Association for Artificial Intelligence (AAAI) 

2010-  American Medical Informatics Association (AMIA) 

2015-  American College of Medical Informatics (ACMI) 

2020-  International Statistics Institute (ISI) 

2021-  International Academy of Health Sciences Informatics (IAHSI) 

 



Mentoring: 

1999  Don Carpenter, Interdisciplinary Graduate Program (IGP), Vanderbilt University,  

research mentor for rotation project 

1999-03 Holli Hutcheson, Interdisciplinary Graduate Program (IGP), Vanderbilt  

  University, committee member 

2000-2004 Alecia Willis, Interdisciplinary Graduate Program (IGP), Vanderbilt University,  

committee member 

2000-2004 Renee Dawson, Interdisciplinary Graduate Program (IGP), Vanderbilt University,  

committee member 

2000  Joel Parker, Biomedical Informatics Graduate Program, Vanderbilt University,  

research mentor for rotation project 

2000  Sheng-Ru Shiou, Interdisciplinary Graduate Program (IGP), Vanderbilt  

  University, research mentor for rotation project 

2000  Jennifer Lamb, Interdisciplinary Graduate Program (IGP), Vanderbilt University,  

research mentor for rotation project 

2000  Marylyn Ritchie, Interdisciplinary Graduate Program (IGP), Vanderbilt  

  University, research mentor for rotation project 

2000-2002 Joel Parker, M.S. in Biomedical Informatics, Vanderbilt University, thesis advisor 

2000-2003 Marylyn Ritchie, Interdisciplinary Graduate Program (IGP) Ph.D. Student,  

  Vanderbilt, dissertation mentor 

2001-2005 Tricia Thornton, M.S. in Biomedical Informatics, Vanderbilt University, thesis  

Advisor 

2001-2006 Tricia Thornton-Wells, Integrative Neuroscience Ph.D. Student, Vanderbilt  

University, dissertation mentor 

2001-2004 Jake McCauley, Interdisciplinary Graduate Program (IGP), Vanderbilt University,  

committee member 

2001-2004 Sarah Schwartz, Interdisciplinary Graduate Program (IGP), Vanderbilt University,  

committee member 

2002-2004 Roger Liu, Interdisciplinary Graduate Program (IGP), Vanderbilt University,  

committee member 

2002  Jian Shi, Chemical and Physical Biology Program, Vanderbilt University,  

research mentor for rotation project 

2002  David Reif, Interdisciplinary Graduate Program (IGP), Vanderbilt University,  

research mentor for rotation project 

2002  Lawrence Fu, Biomedical Informatics Graduate Program, Vanderbilt University,  

research mentor for rotation project 

2002  Ken Stawowy, Interdisciplinary Graduate Program (IGP), Vanderbilt University,  

research mentor for rotation project 

2002  Scott Gruver, Chemical and Physical Biology Program, Vanderbilt University,  

research mentor for rotation project 

2002-2004 Jay Folke, Ph.D., Assistant Professor of Epidemiology, Vanderbilt  University,  

faculty mentor 

2002-2004 Chuck Matthews, Ph.D., Assistant Professor of Epidemiology, Vanderbilt 

  University, faculty mentor 

2003-2004 Jeff Canter, Ph.D., Assistant Professor of Molecular Physiology and Biophysics,  

Vanderbilt University, faculty mentor 

2003-2004 Doug Mortlock, Ph.D., Assistant Professor of Molecular Physiology and  



Biophysics, Vanderbilt University, faculty mentor 

2003-2004 Marylyn Ritchie, Ph.D., Assistant Professor of Molecular Physiology and  

  Biophysics, Vanderbilt University, faculty mentor 

2003-2005 David Reif, M.S. in Applied Statistics, Vanderbilt University, thesis advisor 

2003-2006 David Reif, Interdisciplinary Graduate Program (IGP) Ph.D. Student, Vanderbilt  

  University, dissertation mentor 

2003  Nykolaus Reed (URM), Meharry Medical College, research mentor for rotation  

project 

2003  Digna Valez (URM), Interdisciplinary Graduate Program (IGP), Vanderbilt  

University, research mentor for rotation project 

2003  Jana Shirey, Interdisciplinary Graduate Program (IGP), Vanderbilt University,  

research mentor for rotation project 

2003 Will Bush, Chemical and Physical Biology Program, Vanderbilt University,  

research mentor for rotation project 

2003  Robert Thiele, Introduction to Biomedical Research (IBR) Program, Vanderbilt  

  University, research mentor 

2003-2004 Elizabeth Rula, Neuroscience Graduate Program, Vanderbilt University,  

committee member 

2003-2005 Brett McKinney, Ph.D., Postdoctoral Student, Vanderbilt University, postdoc  

research mentor 

2004 Alison Motsinger, Interdisciplinary Graduate Program (IGP), Vanderbilt  

University, research mentor for rotation project 

2004  Todd Edwards, Interdisciplinary Graduate Program (IGP), Vanderbilt University,  

research mentor for rotation project 

2004-2006 Tom Chittenden, Ph.D., Postdoc, Dartmouth College, postdoctoral research 

mentor 

2005-2006 Folkert Asselbergs, M.D., Ph.D., Dartmouth College, postdoctoral research  

mentor 

2005-2009 David Jewell, Ph.D., Instructor of Genetics, Dartmouth College, postdoctoral  

research mentor 

2005-2007 Adam Chmelynski, class of 2008, Presidential Scholar, Dartmouth College,  

research mentor 

2005  Kristine Pattin, Molecular and Cellular Biology (MCB), Dartmouth College,  

research mentor for rotation project 

2005  Anna Tyler, Molecular and Cellular Biology (MCB), Dartmouth College,  

research mentor for rotation project 

2005  Chantel Sloan, Molecular and Cellular Biology (MCB), Dartmouth College,  

research mentor for rotation project 

2005  Sarah Pendergrass, Molecular and Cellular Biology (MCB), Dartmouth College,  

research mentor for rotation project 

2005  Eric Arehart, M.D.-Ph.D. Program, Dartmouth College,  

research mentor for rotation project 

2005  Randy Lambreghts, Molecular and Cellular Biology (MCB), Dartmouth College,  

research mentor for rotation project 

2005  Ryan Urbanowicz, Molecular and Cellular Biology (MCB), Dartmouth College,  

research mentor for rotation project 

2005-2008 Eric Arehart, M.D.-Ph.D. Program, Dartmouth College, dissertation mentor 

2005-2011 Gavin Grant, Molecular and Cellular Biology Program, Dartmouth College,  



member of dissertation committee 

2005-2011 Lacy George, Molecular and Cellular Biology Program, Dartmouth College,  

member of dissertation committee 

2005-2009 Sarah Pendergrass, Molecular and Cellular Biology (MCB), Dartmouth College,  

dissertation mentor 

2005-2009 Chantel Sloan, Molecular and Cellular Biology (MCB), Dartmouth College,  

dissertation mentor  

2005-2010 Kristine Pattin, Molecular and Cellular Biology (MCB), Dartmouth College,  

dissertation mentor  

2005-2007 Eric Duell, Ph.D., Assistant Professor of Community and Family Medicine,  

Dartmouth College, faculty mentor 

2006-2015 Mark Borsuk, Ph.D., Assistant Professor of Engineering, Dartmouth College,  

faculty mentor 

2006-2015 Clare Congdon, Ph.D., Assistant Professor of Computer Science, University  

  of Southern Maine, faculty mentor 

2006-2011 Robert Culverhouse, Ph.D., Assistant Professor of Medicine, Washington  

  University, faculty mentor 

2006-2015 Carol Kim, Ph.D., Associate Professor of Biochemistry, Microbiology and  

  Molecular Biology, University of Maine, faculty mentor 

2006-2013 Craig Tomlinson, Ph.D., Assistant Professor of Medicine, Dartmouth College,  

faculty mentor 

2006-2015 Luiza Caramori, M.D., Ph.D., Assistant Professor of Endocrinology and Diabetes,  

  University of Minnesota, faculty mentor 

2006-2015 Jiang Gui, Ph.D., Assistant Professor of Community and Family Medicine,  

  Dartmouth College, faculty mentor 

2006-2012 LaCreis Kidd (URM), Ph.D., Associate Professor of Epidemiology, University of  

  Louisville, faculty mentor 

2006-2009 Brett McKinney, Ph.D., Assistant Professor of Genetics, University of Alabama  

  Birmingham, faculty mentor 

2006-2011 Heather Wishart, Ph.D., Associate Professor of Psychiatry, Dartmouth College,  

faculty mentor 

2006-2009  Mike Whitfield, Ph.D., Assistant Professor of Genetics, Dartmouth College,  

faculty mentor 

2006-2009 Casey Greene, Molecular and Cellular Biology (MCB), Dartmouth College,  

dissertation mentor  

2006-2010 Anna Tyler, Molecular and Cellular Biology (MCB), Dartmouth College,  

dissertation mentor 

2006-2012 Ryan Urbanowicz, Molecular and Cellular Biology (MCB), Dartmouth College,  

dissertation mentor  

2006-2011 Jennifer Sargent, Molecular and Cellular Biology Program, Dartmouth College,  

member of dissertation committee 

2006-2011 Darren Bauer, Genome Center, University of New Hampshire, member of  

dissertation committee 

2006-2011 Viktor Martyanov, Molecular and Cellular Biology Program, Dartmouth College,  

member of dissertation committee 

2006-2012 Randy Lambreghts, Molecular and Cellular Biology Program, Dartmouth  

College, member of dissertation committee 

2006  Casey Green, Molecular and Cellular Biology (MCB), Dartmouth College,  



research mentor for rotation project 

2006  Amelia Lyman, Molecular and Cellular Biology (MCB), Dartmouth College,  

research mentor for rotation project 

2006  Diyong Xu, Molecular and Cellular Biology (MCB), Dartmouth College,  

research mentor for rotation project 

2006-2007 Ryan Church, class of 2009, Dartmouth College, research mentor 

2006-2007 Kristin Fladseth, class of 2009, Dartmouth College, research mentor 

200620-07 Oleg Seletsky, class of 2009, Presidential Scholar, Dartmouth College, research  

mentor 

2007-2010 Arvis Sulovari, class of 2010, Dartmouth College, research mentor 

2007-2008 Elizabeth Weber, class of 2009, Dartmouth College, research mentor 

2007-2009 Emmanuel Mensah, class of 2009, Dartmouth College, research mentor 

2007-2009 Kevin Mwenda (URM), class of 2009, Dartmouth College, research mentor 

2007-2008 Joann Gruber, class of 2010, HHMI Fellow, Dartmouth College, research mentor 

2007-2011 Daniel Himmelstein, class of 2011, Cornell University, research mentor 

2007-2008 Dylan Thomas, class of 2009, Dartmouth College, research mentor 

2007  Daniel Himmelstein, Hanover High School, research mentor 

2007-2009 Delaney Granizo-MacKenzie, Hanover High School, research mentor  

2007-2009 Nicholas Sinnott-Armstrong, Hanover High School, research mentor  

2007  Nima Pouladi, Molecular and Cellular Biology (MCB), Dartmouth College,  

research mentor for rotation project 

2007  Catarina Campbell, Genetics, Harvard Medical School, member of dissertation  

examining committee 

2007-2009 Angeline Andrew, Ph.D., Assistant Professor of Community and Family  

  Medicine, Dartmouth College, faculty mentor 

2008-2014 Kathleen Askland, M.D., Assistant Professor of Psychiatry, Brown University,  

faculty mentor 

2008-2012 Brendan Faherty, Molecular and Cellular Biology Program, Dartmouth College,  

member of dissertation committee 

2008  Richard Cowper (URM), Molecular and Cellular Biology (MCB), Dartmouth  

College, research mentor for rotation project 

2008  Fisayo Adejuyigbe (URM), Molecular and Cellular Biology (MCB), Dartmouth  

College, research mentor for rotation project 

2008  Nadia Penrod, Program in Experimental and Molecular Medicine, Dartmouth  

College, research mentor for rotation project 

2008-2009 Kathleen Champion, class of 2011, HHMI Fellow, Dartmouth College, research  

mentor 

2008  Paul Haake, Masters in Computer Science, University of Vermont, member of  

thesis committee 

2008-2012 Richard Cowper Sal.Lari (URM), Molecular and Cellular Biology (MCB),  

Dartmouth College, dissertation mentor 

200820-13 Nima Pouladi, Molecular and Cellular Biology (MCB), Dartmouth College,  

dissertation mentor 

2008-2013 Nadia Penrod, Program in Experimental and Molecular Medicine (PEMM),  

Dartmouth College, dissertation mentor 

2009  Tamra Heberling, Masters in Mathematics, Montana State University, summer  

research mentor 

2009-2011 Karin Hill, class of 2011, Skidmore College, research mentor 



2009-2011 Nora Kim, class of 2012, HHMI Fellow, Dartmouth College, research mentor 

2009-2012 Ambrose Granizo-MacKenzie, Hanover High School, research mentor 

2009  Sarah Streeter, class of 2012, HHMI Fellow, Dartmouth College, research mentor 

2009  Wei Shi, Molecular and Cellular Biology (MCB), Dartmouth College, research  

mentor for rotation project 

2009  Jeremy Huckins, Program in Experimental and Molecular Medicine, Dartmouth  

College, research mentor for rotation project 

2009  Jason Gilmore, Molecular and Cellular Biology (MCB), Dartmouth College,  

research mentor for rotation project 

2009-2011 Joshua Payne, Ph.D., Postdoc (K25), postdoctoral research mentor 

09-14  Paul Thompson, Ph.D., Instructor of Genetics, Dartmouth College, postdoctoral  

  research mentor 

2010-2011 Davnah Urbach, Ph.D., Postdoc, Dartmouth College, postdoctoral research 

mentor 

2010-2012 Kristine Pattin, Ph.D., Instructor of Genetics, Dartmouth College, postdoctoral 

research mentor 

2010-2014 Ting Hu, Ph.D., Postdoc, Dartmouth College, postdoctoral research mentor 

2010-2011 Diane Gilbert-Diamond, Ph.D., Postdoc (K25), Dartmouth College, postdoctoral 

research mentor 

2010-2015 Christian Darabos, Ph.D., Postdoc, Dartmouth College, postdoctoral research  

mentor 

2010  Dov Pechenick, Molecular and Cellular Biology (MCB), Dartmouth College,  

research mentor for rotation project 

2010  Qinxin Pan, Molecular and Cellular Biology (MCB), Dartmouth College, research  

mentor for rotation project 

2010-2011 Tyler Perry, class of 2012, Dartmouth College, research mentor 

2010-2011 Dennis Ng, class of 2012, Dartmouth College, research mentor 

2010-2011 Tim Woodin, Sharon High School, research mentor 

2010-2013 Dan Hupala, Molecular and Cellular Biology Program, Dartmouth College,  

member of dissertation committee 

2010-2014 Jason Gilmore, Molecular and Cellular Biology Program, Dartmouth College,  

member of dissertation committee 

2010-2014 Qinxin Pan, Molecular and Cellular Biology (MCB), Dartmouth College,  

dissertation mentor  

2010-2014 Dov Pechenick, Molecular and Cellular Biology (MCB), Dartmouth College,  

dissertation mentor 

2011-2015 Rishika De, Molecular and Cellular Biology (MCB), Dartmouth College,  

dissertation mentor 

2011-2013 Sam Coxon, Sharon High School, research mentor 

2011-2012 Ryan Amos, Houston High School, research mentor 

2011-2012 Brendin Beaulieu-Jones, class of 2014, Presidential Scholar, Dartmouth College,  

research mentor 

2011-2012 Elli Kim, class of 2014, Presidential Scholar, Dartmouth College, research mentor 

2011-2012 Jennifer Jaco, class of 2013, Dartmouth College, research mentor 

2011  Michael Fullerton, iSURF student, Great Bay Community College, NH, research  

Mentor 

2011  Rishika De, Molecular and Cellular Biology (MCB), Dartmouth College, research  

mentor for rotation project 



2011 Robert Frost, Quantitative Biomedical Sciences (QBS), Dartmouth College, 

research mentor for rotation project 

2011  Jaclyn Taroni, Molecular and Cellular Biology (MCB), Dartmouth College,  

research mentor for rotation project 

2011 Nancy Simone Scott, Molecular and Cellular Biology (MCB), Dartmouth 

College, research mentor for rotation project 

2011-2013 Devin Koestler, Ph.D., Postdoc (K25), Dartmouth College, postdoctoral research 

mentor 

2011-2014 Anne Hoen, Ph.D., Postdoc, Dartmouth College, postdoctoral research mentor 

2012-2015 Ryan Urbanowicz, Ph.D., Postdoc (K25), Dartmouth College, postdoctoral  

research mentor 

2012-2015 Kwangsik Nho, Ph.D., Postdoc (K99/R00), Indiana University, postdoctoral  

research mentor 

2012  Diana Chernikova, M.D.-Ph.D. Program, Dartmouth College, research mentor for  

rotation project 

2012  Jing Li, Molecular and Cellular Biology (MCB), Dartmouth College, research  

mentor for rotation project 

2012  Minjun Huang, Molecular and Cellular Biology (MCB), Dartmouth College,  

research mentor for rotation project 

2012  Craig Mackenzie, Quantitative Biomedical Sciences (QBS), Dartmouth College,  

research mentor for rotation project 

2012  James Rudd, Quantitative Biomedical Sciences (QBS), Dartmouth College,  

research mentor for rotation project 

2012-2014 Amanda Zieselman, class of 2015, Women in Science Program, Sophomore  

Scholar, Barbara Crute Memorial Internship, Dartmouth College, research mentor 

2012  Ilenna Jones (URM), class of 2015, Women in Science Program, Dartmouth  

College, research mentor 

2012  Ayesha Dholakia, class of 2015, Women in Science Program in Science Program,  

Dartmouth College, research mentor 

2012  Claudia Pham, class of 2015, Women in Science Program, Dartmouth College,  

research mentor 

2012-2013 Ryan Collins, class of 2013, Dartmouth College, research mentor 

2012  Christine Cuddemi, iSURF student, Emmanuelle College, MA, research mentor 

2012-2013 Britney Graham, iSURF student, New England College, NH, research mentor 

2012-2013 Felix Ackerman, Vassar College, NY, research mentor 

2012-2014 Ryan Amos, class of 2016, Dartmouth College, research mentor 

2012  Tom Kennedy, Hartford High School, research mentor  

2012-2016 Jing Li, Molecular and Cellular Biology (MCB), Dartmouth College,  

dissertation mentor 

2012-2014 Rob Frost, Quantitative Biomedical Sciences (QBS), Dartmouth College,  

dissertation mentor  

2013-2016 Diana Chernikova, M.D.-Ph.D. Program, Dartmouth College, dissertation mentor 

2013  Peter Tsongolis, Hartford High School, research mentor 

2013  Lauren Yeager, class of 2016, Women in Science Program, Dartmouth College,  

research mentor 

2013  Stephanie Alden, class of 2016, Women in Science Program, Dartmouth College,  

research mentor 

2013  Alexandra Dalton, class of 2016, Women in Science Program, Dartmouth  



College, research mentor 

2013  Mulin Xiong, class of 2016, Women in Science Program, Dartmouth College,  

research mentor 

2013  Tom Madsen, class of 2014, Dartmouth College, research mentor 

2013  Gediminas Bertasius, class of 2014, Dartmouth College, research mentor 

2013  Derek Leung, class of 2014, Dartmouth College, research mentor 

2013  Haley Moulton, class of 2015, Dartmouth College, research mentor 

2013  Christina Danosi, class of 2013, Dartmouth College, research mentor 

2013  Dzung Pham, iSURF student, St. Anselm College, NH, research mentor 

2013  Janesha Brown, iSURF student, Tougaloo College, MS, research mentor 

2013  Jane Chen, class of 2013, Brown University, research mentor, research mentor 

2013  Tom Kennedy, class of 2016, Southern Methodist University, research mentor 

2013  Samantha Harmon, class of 2015, Dartmouth College, research mentor 

2013  Jie Tan, Molecular and Cellular Biology (MCB), Dartmouth College,  

research mentor for rotation project 

2013  Britney Graham, Quantitative Biomedical Sciences (QBS), Dartmouth College,  

research mentor for rotation project 

2013 Brett Beaulieu-Jones, Quantitative Biomedical Sciences (QBS), Dartmouth 

College, research mentor for rotation project 

2013-2016 Diana Chernikova, M.D.-Ph.D. Program, Dartmouth College, dissertation mentor 

2013-2015 Nathaniel Crabtree, University of Arkansas, member of dissertation committee 

2013-2015 Zhenghui Li, Molecular and Cellular Biology Program, Dartmouth College,  

member of dissertation committee 

2013-2017 Brett Beaulieu-Jones, Genomics and Computational Biology, University of 

Pennsylvania, dissertation mentor 

2013-2018 Elizabeth Piette, Genomics and Computational Biology Graduate Group, 

University of Pennsylvania, dissertation mentor 

2014-2015 Jie Tan, Molecular and Cellular Biology Program, Dartmouth College, member of  

dissertation committee 

2014-2015 Matthew Ung, Molecular and Cellular Biology Program, Dartmouth College,  

member of dissertation committee 

2014  Elizabeth Piette, Quantitative Biomedical Sciences (QBS), Dartmouth College,  

research mentor for rotation project 

2014  Carrie Davison, class of 2017, Women in Science Program, Dartmouth College,  

research mentor 

2014  Emily Bih, class of 2017, Women in Science Program, Dartmouth College,  

research mentor 

2014  Rachel Patel, class of 2017, Women in Science Program, Dartmouth College,  

research mentor 

2014  Allyson Long, class of 2017, Women in Science Program, Dartmouth College,  

research mentor 

2014  Kenzie Clark, class of 2017, Women in Science Program, Dartmouth College,  

research mentor 

2014  Jinya Qiu, class of 2016, Dartmouth College, research mentor 

2014  Ailin Song, class of 2017, Dartmouth College, research mentor 

2014  Pritika Vig, class of 2017, Dartmouth College, research mentor 

2014  Emily Kong, class of 2017, Dartmouth College, research mentor 

2014  Samantha Cheng, class of 2016, Presidential Scholar, Dartmouth College,  



research mentor 

2014  Emily Grussing, Williston High, research mentor 

2014-2015 H. Robert Frost, Ph.D., Postdoc, Dartmouth College, postdoctoral research mentor 

2014-2015 Geoffrey Siwo, Ph.D., Postdoc, Notre Dame, postdoctoral research mentor 

2015-2016 Tuan Nguyen, Computer Science major, Drexel University, research mentor 

2015-2016 Dichen Li, Master’s Program in Computer and Information Technology,  

University of Pennsylvania, research mentor 

2015-2016 Zairah Mustahsan, Master’s Program in Embedded Systems, University of  

Pennsylvania, research mentor 

2015-2016 Akshay Varik, Master’s Program in Mechanical Engineering, University of  

Pennsylvania, research mentor 

2015-2016 Ted Fujimoto, Master’s Program in Computer and Information Science,  

University of Pennsylvania, research mentor 

2015-2016 Alicia Cutillo, M.D., Postdoc, University of Pennsylvania, postdoctoral research  

mentor 

2015-2016 Randal Olson, Ph.D., Postdoc, University of Pennsylvania, postdoctoral research  

mentor 

2015-2016 Christian Darabos, Ph.D., Research Associate, University of Pennsylvania,  

postdoctoral research mentor 

2015-2017 Yancy Lo, Ph.D., Postdoc, University of Pennsylvania, postdoctoral research  

mentor 

2015-2017 Molly Hall, Ph.D., Postdoc, University of Pennsylvania, postdoctoral research  

mentor 

2015-2018 Brian Cole, Ph.D., Postdoc, University of Pennsylvania, postdoctoral research  

mentor 

2015-2018 Ryan Urbanowicz, Ph.D., Research Associate, University of Pennsylvania,  

postdoctoral research mentor 

2015-2018 Lana Garmire, Ph.D., Assistant Professor, University of Hawaii, faculty mentor 

2015-2018 ClarLynda Williams-Duvane (URM), Assistant Professor, North Carolina Central  

University, faculty mentor 

2016-2021 Ruowang Li, Ph.D., Postdoc, University of Pennsylvania, postdoctoral research  

mentor 

2016-2019 William LaCava, Ph.D., Postdoc, University of Pennsylvania, postdoctoral  

research mentor 

2016-2021 Alena Orlenko, Ph.D., Postdoc, University of Pennsylvania, postdoctoral research  

mentor 

2016-2019 Patryk Orzechowski, Ph.D., Postdoc, University of Pennsylvania, postdoctoral  

research mentor 

2016-2021 Nadia Penrod, Ph.D., Postdoc, University of Pennsylvania, postdoctoral research  

mentor 

2016  Grishma Jena, Master’s Program in Computer and Information Science,  

University of Pennsylvania, research mentor 

2016  Vishal Murali, Master’s Program in Mechanical Engineering, University of  

Pennsylvania, research mentor 

2016  Daniel Angell, Computer Science major, Drexel University, research mentor 

2016  Rolando Garcia (URM), Computer Science major, Arizona State University,  

research mentor 

2016  Tuan Nguyen, Computer Science major, Swarthmore College, research mentor 



2016  Ben Yang, Computer Science major, University of Pennsylvania, research mentor 

2016-2018 Andrew Sohn, M.D. student at Thomas Jefferson School of Medicine, research  

Mentor 

2016-2019 Mark Yarmarkovich, Graduate Group in Cell and Molecular Biology,  

University of Pennsylvania, member dissertation committee 

2016-2019 Lu Wang, Graduate Group in Biostatistics and Epidemiology, University  

of Pennsylvania, member dissertation committee 

2016  David Nicholson (URM), Graduate Group in Genomics and Computational  

Biology, University of Pennsylvania, rotation research mentor 

2017 Maksim Shestov, Graduate Group in Genomics and Computational Biology, 

University of Pennsylvania, rotation research mentor 

2017 Ben Aurbach, Graduate Group in Genomics and Computational Biology, 

University of Pennsylvania, rotation research mentor 

2017  Sophia Moses, Penn Undergraduate Research Mentoring (PURM) program,  

  University of Pennsylvania, research mentor 

2017-2018 Cynthia Lee, University of Pennsylvania, research mentor 

2017  Judy Hong, University of Pennsylvania, research mentor 

2017  Neil Gramopadhye, University of Pennsylvania, research mentor 

2017-2018 Maksim Shestov, Graduate Group in Genomics and Computational Biology  

(GCB), University of Pennsylvania, thesis mentor 

2017  Ravy Vajravelu, Master’s Program in Clinical Epidemiology, University of 

Pennsylvania, capstone project committee 

2017-  Jingya Qiu, Graduate Group in Genomics and Computational Biology, University  

of Pennsylvania, dissertation mentor 

2018-2019 Monica Ionescu, Master’s Program in Computer and Information Science,  

University of Pennsylvania, thesis mentor 

2018  Naomi Pohl, University of Pennsylvania, research mentor 

2018  Saranya Sampath, Penn Undergraduate Research Mentoring (PURM) program,  

  University of Pennsylvania, research mentor 

2018  Keren Herran (URM), University of Maryland Baltimore County, summer  

research mentor 

2018-2020 Hoyt Gong, University of Pennsylvania, research mentor 

2018-2019 Abhi Suri, University of Pennsylvania, research mentor 

2018  Lin Xi, M.D. student at University of Pennsylvania Medical School, research  

Mentor 

2018 John Gregg, Graduate Group in Genomics and Computational Biology, 

University of Pennsylvania, rotation research mentor 

2018 Yun Hao, Graduate Group in Genomics and Computational Biology, University 

of Pennsylvania, rotation research mentor 

2018-2021 Sijia Huang, Ph.D., Postdoc, University of Pennsylvania, postdoctoral research  

mentor  

2018-2020 Stefano Ruberto, Ph.D., Postdoc, University of Pennsylvania, postdoctoral  

research mentor 

2018-2021 Trang Le, Ph.D., Postdoc, University of Pennsylvania, postdoctoral research  

mentor  

2019-  Phil Freda, Ph.D., Postdoc, University of Pennsylvania, postdoctoral research  

mentor 

2019-  Joe Romano, Ph.D., Postdoc, University of Pennsylvania, postdoctoral research  



mentor 

2019-2021 William LaCava, Ph.D., Instructor, University of Pennsylvania, postdoctoral  

research mentor  

2019  Jun Park, Penn Undergraduate Research Mentoring (PURM) program,  

  University of Pennsylvania, research mentor 

2019-2020 Durga Srivatsan, University of Pennsylvania, research mentor 

2019-2020 Emily Hong, University of Pennsylvania, research mentor 

2019-2021 Natasha Ray, Princeton Academy, summer research mentor 

2019-  John Gregg, Graduate Group in Genomics and Computational Biology,  

University of Pennsylvania, dissertation mentor 

2019-  Yun Hao, Graduate Group in Genomics and Computational Biology, University  

of Pennsylvania, dissertation mentor 

2019-   Alexa Woodward, Graduate Group in Epidemiology and Biostatistics, University  

of Pennsylvania, dissertation mentor 

2020-  Benjamin Heil, Graduate Group in Genomics and Computational Biology,  

University of Pennsylvania, dissertation mentor 

2020 Alexa Woodward, Graduate Group in Epidemiology and Biostatistics, University 

of Pennsylvania, rotation research mentor 

2020 Jessie Tong, Graduate Group in Epidemiology and Biostatistics, University of 

Pennsylvania, rotation research mentor 

2020  Wara Laura (URM), Diversity Action Plan Program, University of Pennsylvania,  

research mentor  

2020-2021 Tuhina Srivastava, Graduate Group in Biostatistics and Epidemiology, University 

of Pennsylvania, member dissertation committee 

2020-2021 Pankhuri Singhal, Graduate Group in Genetics and Epigenomics, University of 

Pennsylvania, member dissertation committee 

2020-2021 Andrew Clark, Master’s Program in Systems Engineering, University of  

Pennsylvania, research mentor 

2021 Van Truong, Graduate Group in Genomics and Computational Biology, 

University of Pennsylvania, rotation research mentor 

2021 Erica Suh, Graduate Group in Genomics and Computational Biology, University 

of Pennsylvania, rotation research mentor 

2021  Aditya Sirohi, Tredyffrin High School, summer research mentor 

2021  Monica Manmadkar, Mission San Jose High School, summer research mentor 

2021 Examiner, Ayoub Bagheri, University of Utrecht, The Netherlands, member 

dissertation examining committee 

2021-  Van Truong, Graduate Group in Genomics and Computational Biology,  

University of Pennsylvania, member dissertation committee 

 

Editorial Services: 

2003-2006 Managing Editor for Frontiers in Biosciences 

2004-  Writer, Computing Reviews 

2004-2013 Founding Member of the Editorial Board for Cancer Informatics 

2006-2011 Editorial Board for Physiological Genomics 

2007-2009 Founding Associate Editor for Journal of Artificial Evolution and Applications 

2007-2013 Founding Member of the Editorial Board for Memetic Computing 

2007-  Founding Editor-in-Chief of BioData Mining 



2008-2009 Editor, special issue on Biological and Biomedical Application of Evolutionary  

Computation, Journal of Artificial Evolution and Applications 

2009-  Editorial Board for Genetic Programming and Evolvable Machines 

2011-2014 Guest Associate Editor, PLoS Genetics 

201120-20 Associate Editor, Genetic Epidemiology 

2012-2013 Editorial Board for Applied Soft Computing 

2013-2014 Editor, special issue on Evolutionary Computation, Journal of Biomedical  

Informatics 

2013-2015 Associate Editor, IEEE/ACM Transactions on Computational Biology and  

 Bioinformatics 

2013  Editor, special issue on Data Science, Current Molecular Medicine 

2014  Editor, special issue on Simulation, Genetic Epidemiology 

2019-  Advisory Board, Springer book series on Natural Computing 

2019-  Editorial Board, Patterns 

2020  Editor, Special Issue for Journal of Precision Medicine 

 

HONORS AND SPECIAL AWARDS 

 

2001  James V. Neel Young Investigator Award, International Genetic Epidemiology  

  Society. 

2002-2004 Endowed Ingram Professorship in Cancer Research, Vanderbilt University. 

2004-2010 Endowed Frank Lane Research Scholar in Computational Genetics, Geisel School  

of Medicine at Dartmouth. 

2010-2015 Endowed Third Century Professorship, Dartmouth College 

2011  Elected Fellow of the American Association for the Advancement of Sciences  

(AAAS) 

2013  Kavli Fellow, National Academy of Sciences 

2014  26th Presidential Faculty Lecturer, Dartmouth College 

2015  Endowed Edward Rose Professorship, University of Pennsylvania 

2015  Elected Fellow of the American College of Medical Informatics (ACMI) 

2017  Elected Fellow of the American Statistical Association (ASA) 

2021  Elected Member, International Statistics Institute (ISI) 

2021  Elected Fellow, International Academy of Health Sciences Informatics (IAHSI) 

 

RESEARCH AWARDS AND GRANTS  

 

Current Grants 

 

2009-2023 

Bioinformatics Strategies for Genome-Wide Association Studies  

R01 LM010098 (Contact PI – Moore, with MPIs Asselbergs and Williams)  

NIH/NLM 

Annual DC: $300,000  Total DC: $3,750,000 

 

2020-2024  



Informatics Algorithms for Genomic Analysis of Brain Imaging Data 

R01 LM013463 (Contact PI – Shen, with MPIs Moore and Saykin) 

NIH/NLM 

Annual DC: $240,000  Total DC: $1,200,000  

 

2021-2026 

Artificial Intelligence Strategies for Alzheimers Disease Research 

R01 AG066833 (Contact PI – Moore, with MPIs Ritchie and Shen) 

NIH/NIA 

Annual DC: $1,000,000 Total DC: $5,000,000 

 

2021-2026 

Penn Artificial Intelligence Collaboratory for Healthy Aging 

P30 AG073105 (Contact PI – Moore, with MPIs Demiris and Karlawish) 

NIH/NIA 

Annual DC: $2,500,000 Total DC: $12,500,000 

 

Pending Grants 

 

2021-2026 

Penn Artificial Intelligence Center for Precision Nutrition 

U54 CA268216 (Contact PI – Moore, with MPIs Drs. Hongzhe Li and Gary Wu) 

NIH 

Annual DC: $2,000,000 Total DC: $16,000,000 

 

Past Grants 

 

1999-2020  

Genetic Epidemiology of Adenoma Response to Chemoprevention  

American Cancer Society (PI – Moore) 

Annual DC: $15,534 

 

1999-2000  

VANPAC: A VANderbilt PArallel Computer  

Vanderbilt University (PI – Moore) 

Annual DC: $50,000 

  

1999-2001  

A Genetic Epidemiology Center  

GlaxoSmithKline (PI – Haines) 

Annual DC: $700,000  Total DC: $2,100,00 

 

2000-2002  

VAMPIRE Parallel Computing Facility  

Vanderbilt University (PI – Moore) 

Annual DC: $25,000  Total DC: $75,000 

   

2000-2003  



Vanderbilt NIDDK Biotechnology Center 

R24 DK58749 (PI – George) 

Moore PI of Bioinformatics Core 

NIH 

Annual DC: $336,000  Total DC: $1,344,000 

 

2000-2004  

Genes and Fibrinolytic Capacity of Human Endothelium 

R01 HL65962 (PI – Brown) 

NIH 

Annual DC: $250,000  Total DC: $1,250,000 

  

2000-2006  

Genetic Architecture of Plasma t-PA and PAI-1 

R01 HL65234 (PI – Moore) 

Annual DC: $250,000  Total DC: $1,250,000 

 

2001-2003  

Collaborative Microarray Data Analysis for Cancer Research  

Kleberg Fund (PI – Moore) 

PI 

Vanderbilt University      

Annual DC: $37,000  Total DC: $111,000  

  

2001-2005  

SPORE in Lung Cancer 

P50 CA90949 (PI – Carbone) 

NIH 

Annual DC: $1,655,000 Total DC: $6,620,000 

   

2001-2005  

Pharmacogenomics of Arrhythmia Therapy 

U01 HL65962 (PI – Roden) 

Moore PI of Bioinformatics Core 

Annual DC: $1,829,000 Total DC: $9,145,000 

   

2001-2005 

Genetic Studies of Dementia in the Amish 

R01 AG19085 (PI – Haines) 

NIH 

Annual DC: $779,000  Total DC: $3,895,000 

 

2001-2005  

Shanghai Breast Cancer Study 

R01 CA064277 (PI – Zheng) 

NIH 

Annual DC: $363,000  Total DC: $1,815,000 

 



2001-2005  

Functional Genomics of Inflammation 

U01 HL68744 (PI – Hawinger) 

Moore PI of Bioinformatics Core 

NIH 

Annual DC: $1,299,400 Total DC: $6,497,000 

 

2003-2004 

Visual Analysis of Microarray Data Analysis Results for Cancer Research  

Kleberg Fund (PI – Moore) 

Vanderbilt University     

Annual DC: $37,000  Total DC: $74,000  

   

2001-2005 

Genes of Pancreas Function and Development 

U19 DK42502 (PI – Magnuson) 

NIH 

Annual DC: $1,067,000 Total DC: $5,335,000  

 

2002-2006  

Determinants of Individual Responsiveness to Drugs  

P01 GM31304 (PI – Wilkinson) 

NIH 

Annual DC: $849,000  Total DC: $4,245,000 

   

2002-2006 

Revealing Epistasis in Alzheimer Disease 

R01 AG20135 (PI – Martin) 

NIH 

Annual DC: $468,000  Total DC: $2,340,000 

 

2002-2004  

Gene Expression in Systemic Lupus Erythmatosus  

Vanderbilt University (PI – Olson) 

Annual DC: $50,000  Total DC: $150,000 

   

2002-2006  

Exploratory Visual Analysis of Genomic and Proteomic Data 

P20 LM07613 (PI – Stead) 

NIH 

Annual DC: $260,000  Total DC: $1,300,000 

   

2002-2006 

SPORE in GI Cancer 

P50 CA95103 (PI – Coffey) 

NIH 

Annual DC: $1,685,000 Total DC: $8,425,000 

 



2003-2004  

SPORE in Breast Cancer 

P50 CA098131 (PI – Arteaga) 

NIH 

Annual DC: $1,698,500 Total DC: $8,492,500 

   

2003 

A Vanderbilt Scientific Computing Center (SCC) for Multidisciplinary Research 

Vanderbilt University (PI – Moore, with MPIs Sheldon and Shrimpf) 

Annual DC: $8,660,000 

 

2003-2004 

Cell-Mediated Immune Responses to Vaccinia Viruses 

R01 AI057661 (PI – Crowe) 

NIH 

Annual DC: $250,000  Total DC: $1,250,000 

   

2004-2008   

Prevention and Metastasis: Final Frontier in Colon Cancer 

U01 CA084239 (PI – Threadgill) 

NIH 

Annual DC: $725,500  Total DC: $3,627,500 

   

2004-2005 

Parallel Computer  

S10 RR017210 (PI – Moore) 

NIH 

Annual DC: $1,536,000 

  

2006-2008 

Comprehensive Assessment of Bladder Cancer Genetic Susceptibility 

R03 CA121382 (PI – Andrew) 

NIH 

Annual DC: $50,000  Total DC: $100,000 

 

2006-2009  

Genetics of Cognitive Decline Post Cancer Chemotherapy  

R01 CA116394 (PI – Ahles) 

NIH 

Annual DC: $292,000  Total DC: $1,460,000 

 

2009-2010 

Machine Learning Analysis of Genetic Modulators of Vaccine Immune Response  

R56 AI080932 (PI – McKinney) 

NIH 

Annual DC: $260,000 

 

2004-2010  



Genetic Basis of Trauma Recovery 

R01 HD047447 (PI – Moore) 

NIH 

Annual DC: $368,000  Total DC: $1,840,000   

 

2009-2011 

NCRR ARRA Supplement for Cyber-Infrastructure  

P20 RR018787 (PI – Stanton) 

NIH 

Annual DC: $907,000 

 

2009-2011  

Networking Research Resources across America 

U24 RR029825 (PI – Nadler) 

Moore PI of Dartmouth Subcontract 

NIH 

Annual DC: $7,500,000 Total DC: $15,000,000 

 

2011-2013  

CG-GRID: Computational Genetics Grid Resource for Interaction Discovery  

R41 GM097765 (PI – Moore) 

NIH 

Annual DC: $100,000  Total DC: $200,000 

   

2005-2014 

Toxic Metals in the Northeast 

P42 ES007373 (PI – Stanton) 

Moore PI of Bioinformatics Core 

NIH 

Annual DC: $1,811,000 Total DC: $18,110,000 

 

2009-2014  

Repair in Multiple Sclerosis 

W81XWH-09-0460 (PI – Wishart) 

DOD 

Annual DC: $284,400  Total DC: $1,422,000 

 

2004-2014  

Bioinformatics Strategies for Biodefense Vaccine Research  

R01 AI59694 (PI – Moore) 

NIH 

Annual DC: $313,592  Total DC: $3,130,000 

   

2009-2014  

Training Program for Quantitative Population Sciences 

R25 CA134286 (PI – Moore, with MPI Karagas) 

NIH 

Annual DC: $377,263  Total DC: $1,885,000 

https://commons.era.nih.gov/commons/genericStatus.do?actionRole=nonPI&applID=6813255


 

2009-2014  

Cancer Center Support Grant 

P30 CA023108 (PI – Israel) 

Moore PI of Bioinformatics Core 

NIH 

Annual DC: $1,978,323 Total DC: $11,869,939 

   

2010-2015  

New Hampshire IDeA Network of Biomedical Research Excellence (INBRE) 

P20 GM103506 (PI – Taylor) 

Moore PI of Bioinformatics Core 

NIH 

Annual DC: $2,569,180  Total DC: $15,414,000  

 

2011-2015  

Quantitative Biology Research Institute  

P20 GM103534 (PI – Moore) 

NIH 

Annual DC: $1,568,007 Total DC: $7,840,000 

 

2016-2021 

Quantitative Biomedical Sciences at Dartmouth 

T32 LM012204 (PI – Moore) 

NIH 

Annual DC: $193,000  Total DC: $965,000 

 

2012-2016 

Bioinformatics Approaches for Visual Disease Genetics  

R01 EY022300 (PI – Moore) 

NIH 

Annual DC: $190,000  Total DC: $570,000   

 

2006-2016 

Machine Learning Prediction of Cancer Susceptibility  

R01 LM009012 (PI – Moore) 

NIH 

Annual DC: $216,384  Total DC: $2,160,000 

 

2014-2017  

CG-GRID: Computational Genetics Grid Resource for Interaction Discovery 

R42 GM097765 (PI – Moore) 

NIH 

Annual DC: $569,332  Total DC: $1,707,000 

 

2012-2017 

Bioinformatics Strategies for Multidimensional Brain Imaging 

R01 LM011360 (Contact PI – Shen, with MPIs Moore and Saykin) 



NIH 

Annual DC: $250,000  Total DC: $1,250,000   

 

2015-2018 

The NorthEast Big Data Innovation Hub 

1550284 (PI – Wing) 

Moore PI of Penn subcontract 

NSF 

Annual DC: $350,000  Total DC: $1,400,000  

 

2016-2019  

Primary Open Angle African-American Glaucoma Genetics  

R01 EY023557 (PI – O’Brien) 

NIH 

Annual DC: $2,229,370 Total DC: $11,145,000 

 

2015-2019  

Integrative Big Data for Biomedical Discovery  

Pennsylvania Department of Health (PI – Ritchie) 

Moore PI of Penn subcontract 

Annual DC: $750,000  Total DC: $3,000,000 

 

2015-2019 

Rare Diseases Data Management and Coordinating Center  

U01 TR001263 (PI – Merkle) 

NIH 

Annual DC: $293,588  Total DC: $1,465,000 

 

2015-2025 

Center of Excellence in Environmental Toxicology 

P30 ES013508 (PI – Penning) 

Moore PI of Exposure Biology Informatics Core 

NIH 

Annual DC: $1,000,000 Total DC: $5,000,000 

 

2016-2020 

Approaches to genetic heterogeneity of obstructive sleep apnea 

R01 HL134015 (PI – Pack) 

NIH 

Annual DC: $480,000  Total DC: $2,400,000 

 

2016-2021 

Biomedical Computing and Informatics Strategies for Infectious Disease 

Research 

R01 AI116794 (PI – Moore) 

NIH 

Annual DC: $408,699  Total DC: $2,040,000 

 



2016-2021 

Penn Integrated Human Pancreas Procurement and Analysis Program  

UC4 DK112217 (Contact PI Naji, with MPIs Kaestner and MooreO 

NIH 

Annual DC: $1,612,400 Total DC: $8,062,000 

 

2016-2021 

Institutional Clinical and Translational Science Award 

UL1 TR001878 (PI – Fitzgerald) 

Moore PI of Biomedical Informatics Program 

NIH 

Annual DC: $7,200,000 Total DC: $36,000,000 

 

2017-2021 

Biomedical Computing and Informatics Strategies for Precision Medicine  

R01 LM012601 (Contact PI – Moore, with MPIs Beer and Huang) 

NIH 

Annual DC: $250,000  Total DC: $1,000,000 

 

2017-2022 

Postdoctoral Training Program in Genome Medicine  

T32 HG009495 (Contact PI – Nathanson, with MPI Moore) 

NIH 

Annual DC: $403,000  Total DC: $2,000,000 

 

2019-2024 

Human Pancreas Analysis Program – T2D  

U01 DK123716 (PI – Powers) 

Moore PI of subcontract) 

NIH 

Annual DC: $700,000  Total DC: $3,500,000 

 

2019-2024 

Human Pancreas Analysis Program – T2D 

U01 DK123594 (PI – Kaestner) 

Moore PI of Bioinformatics Core 

NIH 

Annual DC: $1,208,000 Total DC: $6,000,000 

   

INVITED LECTURES AND PRESENTATIONS 

 

International Presentations 

 

1. “What are we going to do with 300,000 SNPs?”, Glaxo-Wellcome, London, England, April 

19, 2000 

2. “Symbolic discriminant analysis for mining gene expression patterns”, James V. Neel New 

Investigator Award Presentation, International Genetic Epidemiology Society meeting, 

Garmisch-Partenkirchen, Germany, September 2-4, 2001 



3. “Strategies for identifying gene-gene interactions in cardiovascular disease”, Department of 

Clinical Pharmacology and Cardiology, University of Groningen, Groningen, The 

Netherlands, August 8, 2002 

4. "Computational approaches for detecting gene-gene interactions", Oberwolfach Conference 

on Medical Statistics: Current Developments in Statistics Methodology for Genetic 

Architecture of Complex Diseases, Oberwolfach, Germany, February 4, 2003 

5. “A global view of epistasis”, Keynote speaker for the 2005 Annual Conference of the 

Portuguese Society of Human Genetics, Cascais, Portugal, November 10, 2005 

6. “Genome-wide analysis of epistasis”, Department of Statistics, Oxford University, Oxford, 

United Kingdom, February 7, 2006 

7. “Genome-wide analysis of epistasis”, The Wellcome Trust Centre for Human Genetics, 

Oxford University, Oxford, United Kingdom, February 9, 2006 

8. “Bioinformatics strategies for human genetics”, Invited keynote speaker for the 

Bioinformatics Session of the 2006 Annual Conference on the Mathematics of Information 

Technology and Complex Systems (MITACS), Toronto, Canada, June 19, 2006 

9. “Symbolic modeling of epistasis”, Department of Computer Science, University of 

Amsterdam, Amsterdam, The Netherlands, September 8, 2006 

10. “Genome-wide genetic analysis using computational intelligence: The importance of expert 

knowledge”, Invited keynote speaker for the IEEE Symposium on Computational 

Intelligence in Bioinformatics and Computational Biology, Toronto, Canada, September 28, 

2006 

11. “Genetic analysis using multifactor dimensionality reduction”, Department of 

Epidemiology, University Medical Center, Groningen, The Netherlands, April 16, 2007 

12. “Genome-wide analysis of epistasis”, Department of Epidemiology, University Medical 

Center, Groningen, The Netherlands, April 16, 2007 

13. "The case of the missing heritability", Invited speaker, University Medical Center Utrecht, 

The Netherlands, August 23, 2010 

14. "Gene-gene interactions", keynote presentation for the Capita Selecta on Complex Disease 

Analysis, Leuven, Belgium, August 26, 2010 

15. "Using expert knowledge to guide data mining analysis of gene-gene interactions", invited 

speaker for the World Congress on Psychiatric Genetics, Athens, Greece, October 6, 2010 

16. "Moving on from genome-wide association studies", plenary speaker for the Biomarker 

Discovery Conference, Shoal Bay, Australia, December 6, 2010 

17. "Probing genetic architecture with epistasis networks", plenary speaker for the Biomarker 

Discovery Conference, Shoal Bay, Australia, December 8, 2010. 

18. "Epistasis and its implications for personal genetics", plenary speaker for the Biomarker 

Discovery Conference, Shoal Bay, Australia, December 9, 2010 

19. “Epistasis and its implications for personal genetics”, invited speaker, Atherosclerosis 

Research Unit, Karolinska Institute, Stockholm, Sweden, February 14, 2011 

20. “Tools for epistasis”, invited speaker for the 2011 Joint International Conference of the 

African and Southern African Societies of Human Genetics, Cape Town, South Africa, 

March 9, 2011 

21. “Introduction to bioinformatics”, invited tutorial speaker, IEEE Symposium Series on 

Computational Intelligence, Paris, France, April 12, 2011 

22. “Computational intelligence strategies for embracing the complexity of genetic 

architecture”, plenary speaker for the Translational Bioinformatics Conference, Jeju, South 

Korea, October 17, 2012 



23. "An artificial intelligence approach to biomarker discovery", invited plenary speaker for the 

Biomarker Discovery Conference, Shoal Bay, Australia, December 3, 2012 

24. The human microbiome: Analytical tools and techniques”, invited plenary speaker for the 

Workshop on Personalized Medicine, University of Newcastle, Australia, December 7, 2012 

25. “Exploiting interestingness in a computational evolution system", Invited speaker and Kavli 

Fellow for the 2013 Indonesian-American Kavli Frontiers of Science Symposium, National 

Academy of Sciences, Bali, Indonesia, June 26, 2013 

26. “Statistical epistasis networks reduce the computational complexity of searching three-locus 

genetic models”, invited speaker for the Translational Bioinformatics Conference, Seoul, 

South Korea, October 1, 2013 

27. “Bioinformatics: 25 years of integrating the biomedical science”, University of Utrecht 

Medical Center, Utrecht, The Netherlands, June 25, 2014 (Host: Folkert Asselbergs) 

28. “EMERGENT: A genetic programming-based artificial intelligence system”, invited 

speaker, Genetic and Evolutionary Computation Conference (GECCO), Vancouver, Canada, 

July 16, 2014 

29. “Dyadicity analysis of statistical epistasis networks”, invited speaker for the Translational 

Bioinformatics Conference, Qingdao, China, October 26, 2014 

30. “Artificial intelligence for Big Data”, invited speaker for the Big Data Short Course, 

University of Utrecht, The Netherlands, July 11, 2016. 

31. “An automated data science assistant”, Farr Institute for Health Informatics Research, 

University College London, London, England, June 13, 2017 

32. “Visual Analytics”, invited speaker for the Big Data Short Course, University of Utrecht, 

The Netherlands, August 22, 2017 

33. “Accessible Artificial Intelligence”, Keynote Lecture for the Big Data Approaches 

Symposium, Novo Nordisk Foundation, Copenhagen, Denmark, May 15, 2018 

34. “Incorporating Expert Knowledge into Machine Learning”, Keynote Lecture for the 

Workshop on Machine Learning Prediction of Disease, Technical University of Denmark, 

Copenhagen, Denmark, May 16, 2018 

35. Accessible artificial intelligence for data science”, Invited speaker, Conference on Precision 

Medicine, Puerta Vallarta, Mexico, June 1, 2019 

36. “HUMIES finalist award presentation”, invited speaker, Genetic and Evolutionary 

Computation Conference (GECCO), Prague, Czech Republic, July 16, 2019 

 

National Presentations 

 

1. “Genetic analyses of dynamic quantitative traits”, Vanderbilt University Medical School, 

Nashville, Tennessee, March 9, 1998 

2. “Genetics of quantitative traits”, Genetic Analysis Methods for Medical Researchers 

Workshop, Duke University, Durham, North Carolina, March 13, 1999 

3. “New traits for genetic studies of blood pressure regulation”, Department of Microbiology, 

Meharry Medical College, Nashville, Tennessee, November 2, 1999.  

4. “Analysis of quantitative traits”, Workshop on the Genetic Analysis of Complex Human 

Diseases, Duke University, Durham, North Carolina, April 2, 2000 

5. “Analytical issues associated with SNPs”, Workshop on the Genetic Analysis of Complex 

Human Diseases, Duke University, Durham, North Carolina, April 2, 2000 

6. “A cellular automata-based pattern recognition approach to identifying gene-gene and 

gene-environment interactions”, James V. Neel New Investigator Award Finalist 



Presentation, International Genetic Epidemiology Society meeting, San Antonio, Texas, 

October 27, 2000 

7. “Symbolic discriminant analysis for mining gene expression patterns”.  Critical 

Assessment of Techniques for Microarray Data Analysis workshop, Duke University 

Durham, North Carolina, December 18, 2000 

8. “Data reduction and pattern recognition approaches to the genetics of complex diseases”.  

Center for Human Genetics, Duke University Medical School, Durham, North Carolina, 

January 17, 2001 

9. “Data reduction and pattern recognition approaches to the genetics of complex diseases”.  

GlaxoSmithKline, Durham, North Carolina, February 7, 2001 

10. “Future directions and major unsolved problems in genetic epidemiology”, Workshop on 

the Genetic Analysis of Complex Human Diseases, Duke University, Durham, North 

Carolina, May 5, 2001 

11. “Introduction to biostatistics”, Workshop on the Genetic Analysis of Complex Human 

Diseases, Duke University, Durham, North Carolina, May 5, 2001 

12. “The role of interactions among ACE and PAI-1 polymorphisms in risk of myocardial 

infarction”, Division of Cardiology, Yale University Medical School, New Haven, 

Connecticut, August 23, 2001 

13. “Computational approaches to the analysis of microarray data”, Department of Biology, 

California State University, San Marcos, California, October 18, 2001 

14. “New strategies for identifying combinations of single-nucleotide polymorphisms 

associated with common multifactorial diseases”, Department of Biostatistics and 

Epidemiology, University of Pennsylvania, Philadelphia, Pennsylvania, January 31, 2002 

15. “Symbolic discriminant analysis for mining gene expression patterns”, Division of 

Nephrology, Department of Pediatrics, University of Minnesota, Minneapolis, Minnesota, 

February 15, 2002 

16. “New strategies for identifying gene-gene interactions in common multifactorial diseases”, 

Department of Biostatistics, University of Alabama, Birmingham, Alabama, March 4, 2002 

17. “New strategies for identifying gene-gene interactions in common multifactorial diseases”, 

Clinical Diabetes and Nutrition Section, NIDDK, National Institutes of Health, Phoenix, 

Arizona, March 8, 2002 

18. “Non-traditional statistical approaches for the analysis of high-dimensional genetic data”, 

Invited Session at the 2002 Joint Statistical Meetings, New York, New York, August 15, 

2002 

19. “Computational approaches for detecting and characterizing gene-gene interactions”, 

 Invited Tutorial at the Pacific Symposium on Biocomputing, Kaua’i, Hawaii, January 3, 

2003 

20. “Computational approaches for detecting and characterizing gene-gene interactions”, 

Department of Cancer Biology, Wake Forest University School of Medicine, Winston-

Salem, North Carolina, May 1, 2003 

21. “Complex systems strategies for cancer bioinformatics”, Fred Hutchinson Cancer Research 

Center. Seattle, Washington, November 13, 2003. 

22. “The importance of epistasis for understanding breast cancer”, NCI/NIH Breast SPORE 

Roundtable. Cambridge, Massachusetts, November 20, 2003 

23. “Complex Systems Strategies for Cancer Bioinformatics”, Lombardi Cancer Center, 

Georgetown University, Washington D.C., December 8, 2003 

24. “Biocomputing strategies for the study of complex biological systems”, Dartmouth 

College, Hanover, New Hampshire, January 19, 2004 



25. “Biocomputing strategies for the study of complex biological systems”, University of 

 North Carolina, Chapel Hill, North Carolina, January 28, 2004 

26. “Biocomputing strategies for the study of complex biological systems”, Department of 

Computer Science, Colby College, Waterville, Maine, March 19, 2004 

27. “Computational analysis of gene-gene interactions in cancer epidemiology”, Invited 

session presentation for the 2004 meeting of the American Association for Cancer  

28. Research, Orlando, Florida, March 30, 2004 

29. “Biocomputing strategies for the study of complex biological systems”, University of 

Texas Southwestern Medical Center, Dallas, Texas, April 28, 2004 

30. "Systems biology thought experiments for interpreting epistasis models", Invited session 

presentation at the 36th Symposium on the Interface: Computing Science and Statistics, 

Baltimore, Maryland, May 28, 2004 

31. “Epistasis and human biology”, Marshfield Clinic, Marshfield, Wisconsin, August 9th, 

2004 

32. “Bioinformatics”, Colby-Sawyer College, New Hampshire, November 16, 2004 

33. “Data mining in human genetics using multifactor dimensionality reduction”, Celera 

Diagnostics, San Francisco, California, February 3, 2005 

34. “Gene-gene interactions in cancer etiology”, invited session presentation for the 2005 

meeting of the American Association for Cancer Research (AACR), Anaheim, California, 

April 16, 2005 

35. “Interpreting gene-gene interactions”, invited session presentation for the 2005 meeting of 

the American Association for Cancer Research (AACR), Anaheim, California, April 16, 

2005 

36. “Bioinformatics: genotype to phenotype”, invited tutorial presentation for the 2005 Genetic 

and Evolutionary Computation Conference (GECCO), Washington, D.C., June 25, 2005 

37. “Traversing the conceptual divide between biological and statistical epistasis: Systems 

biology and a more modern synthesis”, Department of Biology, University of Idaho, 

Moscow, Idaho, November 4, 2005 

38. “Population biology: new concepts for modeling risk”, Predictive Models of Cancer 

Susceptibility: Integrated Strategies workshop, Newport Beach, California, December 6 

39. “Epistasis and cancer risk: A data mining approach”, Predictive Models of Cancer 

Susceptibility: Integrated Strategies meeting, Newport Beach, California, December 6, 

2005 

40. “Detecting and interpreting epistasis in epidemiologic studies of common human diseases”, 

Department of Epidemiology and Population Sciences, Albert Einstein College of 

Medicine, New York, New York, January 19, 2006 

41. “Detecting and interpreting epistasis in epidemiologic studies of common human diseases”, 

Department of Epidemiology, M.D. Anderson Cancer Center, Houston, Texas, March 16, 

2006 

42. “Bioinformatics”, invited tutorial presentation for the 2006 Genetic and Evolutionary 

Computation Conference (GECCO), Seattle, Washington, July 8, 2006 

43. “Genome-wide analysis of epistasis: Finding epistatic needles in a genomic haystack”, 

Celera Diagnostics, San Francisco, California, August 14, 2006 

44. “Symbolic modeling of epistasis using competent genetic programming”, Celera 

Diagnostics, San Francisco, California, August 15, 2006 

45. “Exploiting expert knowledge for genome-wide genetic analysis”, Invited speaker for the 

Session on Physiological Genomics and Proteomics of Lung Diseases, Conference of the 

American Physiological Society, Ft. Lauderdale, Florida, November 3, 2006 



46. “Detecting, characterizing, and interpreting epistasis using multifactor dimensionality 

reduction”, Invited speaker for the Workshop on Statistical Genetics, Mayo Clinic, 

Rochester, Minnesota, November 29, 2006 

47. “Detecting, characterizing, and interpreting epistasis”, Department of Physics, University 

of Georgia, Athens, Georgia, March 22, 2007 

48. “Genome-wide analysis of epistasis using computational intelligence and biological 

knowledge”, Invited speaker for the American Association of Cancer Research conference 

on Approaches to Complex Pathways in Molecular Epidemiology, Albuquerque, New 

Mexico, May 31, 2007 

49. “Integrated human and mouse systems genetics”, Invited speaker for the Board of 

Scientific Advisors, National Cancer Institute, Bethesda, Maryland, June 29, 2007 

50. “Genetic analysis of quantitative traits”, Celera Diagnostics, Alameda, California, August 

27, 2007 

51. “A role for high-performance computing in the genetic analysis of common human 

diseases”, Lawrence Livermore National Laboratory, Livermore, California, August 28, 

2007 

52. “Computational intelligence approaches to genome-wide genetic analysis”, Translational 

Genomics Research Institute, Phoenix, Arizona, November 30, 2007 

53. “A role for computational intelligence and expert knowledge in genome-wide association 

studies”, Center for Computational Biology and Bioinformatics, University of Indiana, 

Indianapolis, Indiana, January 14, 2008 

54. “Integrated systems genetics: risk models”, National Cancer Institute Workshop on 

Integrated Systems Genetics: The Path Forward, Newport Beach, California, March 13, 

2008 

55. “Gene by gene interaction”, Invited tutorial for the 8th Annual NIH/NIDDK Statistical 

Genetics Short Course for Obesity and Nutrition Researchers, San Diego, California, April 

4, 2008 

56. “An introduction to machine learning”, Invited speaker, Educational Session on Machine 

Learning in Genetic Epidemiology, 2008 International Genetic Epidemiology Society 

meeting, St. Louis, Missouri, September 14, 2008 

57. “Multifactor dimensionality reduction”, Invited speaker, Educational Session on Machine 

Learning in Genetic Epidemiology, 2008 International Genetic Epidemiology Society 

meeting, St. Louis, Missouri, September 14, 2008 

58. “Computational intelligence and the genetic analysis of common human diseases”, Keynote 

speaker for the Department of Genetics Annual Retreat, University of Alabama 

Birmingham, Birmingham, Alabama, September 21, 2008 

59. “Computational intelligence strategies for genome-wide genetic analysis”, Oklahoma 

Medical Research Foundation (OMRF), Oklahoma City, Oklahoma, December 4, 2008  

60. “Bioinformatics strategies for epistasis modeling in genome-wide association studies”, 

Invited speaker for the Laurence H. Baker Center for Bioinformatics and Biological 

Statistics, Iowa State University, Ames, Iowa, February 13, 2009 

61. “Computational intelligence and the genetic analysis of common human diseases”, Invited 

speaker for the Department of Statistics, North Carolina State University, Raleigh, North 

Carolina, March 12, 2009 

62. "Genetic analysis of vaccine adverse effects", Invited speaker for the Institute of Medicine, 

National Academy of Science, Washington D.C., June 24, 2009 

63. "Epistasis and its implications for personal genetics", Invited speaker for the Genome 

Sciences Institute, Boston University. November 17, 2009 



64. "Bioinformatics challenges for genome-wide association studies", Invited speaker for the 

Center for Computational Medicine and Bioinformatics, University of Michigan. February 

24, 2010 

65. "Bioinformatics challenges for genome-wide association studies", Invited speaker for the 

Program in Computational Biology, Fred Hutchinson Cancer Research Center, March 11, 

2010 

66. "Bioinformatics challenges for genome-wide association studies", Invited speaker for the 

Center for Computational Biology and Bioinformatics, Indiana University Medical School, 

March 18, 2010  

67. "Bioinformatics strategies for gene-environment interaction analysis", National Institute of 

Environmental Health Sciences, May 27, 2010 

68. "Epistasis and its implications for personal genetics", invited speaker for the Endowed H.C. 

Huang Lectureship, Department of Pharmacology and Toxicology, University of 

Louisville, Louisville, Kentucky, September 8, 2010 

69. "Computational challenges for large-scale analysis", invited speaker for the workshop on 

Next Generation Analytic Tools for Large-Scale Genetic Epidemiology Studies of 

Complex Disease, National Institutes of Health, Bethesda, Maryland, September 15, 2010 

70. “A systems approach to genetic epidemiology” invited speaker, Department of 

Epidemiology, M.D. Anderson Cancer Center, Houston, Texas, September 8, 2011 

71. “Computational systems genetics and human health”, invited speaker, Center for 

Biocomplexity, University of Notre Dame, South Bend, Indiana, September 27, 2011 

72. “Machine learning approaches to the genetic analysis of complex traits”, invited speaker, 

175th Anniversary of the National Library of Medicine, Bethesda, Maryland, November 2, 

2011 

73. “Personal genomics and surgical care”, invited speaker, Department of Surgery, West 

Virginia University Medical School, Morgantown, West Virginia, November 30, 2011 

74. “Systems genetics approaches to cancer research”, invited speaker, Randolph Cancer 

Center, West Virginia University Medical School, Morgantown, West Virginia, November 

30, 2011 

75. "Systems genetics approaches to neuroimaging phenotypes", invited speaker for the Eighth 

International Imaging Genetics Conference, Irvine, California, January 17, 2012 

76. “Personal genetics: Are we trying to predict the unpredictable?”, invited speaker, Julius L. 

Chambers Biomedical/Biotechnology Research Institute, North Carolina Central 

University, Durham, North Carolina, January 31, 2012 

77. “Systems genetics approaches to human disease susceptibility”, invited speaker, Center for 

Systems Genomics, Penn State University, State College, Pennsylvania, March 21, 2012 

78. “Systems genetics approaches to human disease susceptibility”, invited speaker, Center for 

Quantitative Sciences, Vanderbilt University, Nashville, Tennessee, April 20, 2012  

79. “Systems genomics approaches to disease susceptibility”, invited keynote speaker, NSF 

EPSCoR Workshop on Bioinformatics, Clinton Presidential Library, Little Rock, Arkansas, 

March 3, 2013 

80. “Multifactor dimensionality reduction analysis of gene-gene interactions”, invited speaker, 

Advances in Statistical Methods for Cancer Genetic Epidemiology symposium, Memorial 

Sloan Kettering Cancer Center, New York, New York, August 23, 2013 

81. “Computational intelligence approaches to human genetics”, invited speaker, Department 

of Computer Science, Bioinformatics and Computational Biology Program, Worcester 

Polytechnic Institute, Worcester, Massachusetts, September 13, 2013 



82. "Computational intelligence methods for imaging genetics", invited speaker for the Ninth 

International Imaging Genetics Conference, Irvine, California, January 20, 2014  

83. “Bioinformatics challenges for the simulation of genetics data”, invited speaker for 

National Institutes of Health (NIH) Workshop on Simulation of Genetics Data, Bethesda, 

Maryland, March 11, 2014 

84. “Integrating the biomedical sciences for personalized medicine: Translational 

bioinformatics”, invited speaker, Department of Biomedical Informatics, The Ohio State 

University, Columbus, Ohio, March 20, 2014 

85. “Statistical epistasis networks”, invited speaker, Department of Biostatistics, MD Anderson 

Cancer Center, Houston, Texas, March 26, 2014 

86. “Bioinformatics: 25 years of integrating the biological sciences”, invited speaker, 

University of Hawaii Medical School, Honolulu, Hawaii, May 12, 2014 

87. “Embracing the complexity of cancer genetics and genomics”, Distinguished Lecturer, 

University of Hawaii Cancer Center, Honolulu, Hawaii, May 14, 2014 

88. “A translational bioinformatics approach to embracing the complexity of human 

genomics”, keynote speaker, Institute for Biomedical Informatics retreat, University of 

Pennsylvania, Philadelphia, Pennsylvania, May 30, 2014 

89. “The important role of visualization in the communication of statistics”, invited speaker, 

Joint Statistical Meetings (JSM), August 5, 2014 

90. “Network science approaches to the genetic analysis of common diseases”, invited speaker, 

Department of Medical and Molecular Genetics, Indiana University School of Medicine, 

Indianapolis, Indiana, August 14, 2014. 

91. “Artificial intelligence strategies for the genetic analysis of common diseases”, invited 

speaker, Department of Biomedical Informatics, The Ohio State University, Columbus, 

Ohio, October 7, 2014 

92. “Artificial intelligence strategies for the analysis of big data”, invited speaker for the 

Leveraging Big Data and Predictive Knowledge to Fight Disease event at the New York 

Academy of Sciences, New York, New York, July 28, 2015 

93. “Artificial intelligence for biomedical research”, invited speaker, Department of Computer 

Science, University of Arkansas Little Rock, Little Rock, Arkansas, February 25, 2016 

94. “Artificial intelligence for biomedical research”, invited speaker, Department of Computer 

Science, University of Arkansas Little Rock, Little Rock, Arkansas, February 25, 2016 

95. “Artificial intelligence for precision medicine”, invited speaker for the Vanderbilt Institute 

for Genetics, Nashville, Tennessee, March 16, 2016 

96. “Artificial Intelligence for Data Science”, keynote lecture for Data Science Day and 

Northwestern University, Chicago, Illinois, June 10, 2016 

97. “Innovations in Computational Genetic Epidemiology”, invited speaker for the U4C finalist 

symposium, National Cancer Institute, Bethesda, Maryland, September 12, 2016 

98. “An automated data science assistant”, Center for Computational Health Sciences, 

University of California San Francisco, San Francisco, California, November 3, 2016 

99. “Tutorial on Automated Machine Learning”, AMIA Translational Bioinformatics (TBI), 

San Francisco, California, March 28, 2017 

100. “Tutorial on Visual Analytics”, AMIA Translational Bioinformatics (TBI), San Francisco, 

California, March 28, 2017 

101. “Automated data science”, Department of Biomedical Informatics, University of 

Pittsburgh, Pittsburgh, Pennsylvania, April 28, 2017 

102. “Artificial Intelligence for Everyone”, keynote speaker for the Translational Bioinformatics 

Conference, Long Beach, California, September 30, 2017 



103. “Accessible Artificial Intelligence”, Network Science Institute, Indiana University, 

Bloomington, Indiana, October 16, 2017 

104. “Accessible Artificial Intelligence for Biomedical Informatics”, Division of Informatics, 

Johns Hopkins University, December 8, 2017 

105. “A visual analytics future”, invited keynote lecture for Pacific Symposium on 

Biocomputing, Big Island, Hawaii, January 5, 2018 

106. “Accessible Artificial Intelligence”, Genome Sciences Seminar, University of Virginia, 

Charlottesville, Virginia, January 24, 2018 

107. “Accessible Artificial Intelligence for Data Science”, Bioinformatics Seminar, University 

of Miami, Miami, Florida, April 27, 2018 

108. “Accessible Artificial Intelligence for Data Science”, Seminar for the Computational 

Biology and Bioinformatics Graduate Program, Yale University, New Haven, Connecticut, 

June 6, 2018 

109. “Accessible Artificial Intelligence for Data Science”, Invited Keynote Lecture for the 

International Conference on Intelligent Biology and Medicine (ICIBM), Los Angeles, 

California, June 12, 2018 

110. “Accessible Artificial Intelligence”, National Institute of Aging, National Institutes of 

Health, Bethesda, Maryland, August 29, 2018 

111. “Accessible Artificial Intelligence for Data Science”, Invited lecture, NIDDK Workshop on 

Environmental Determinants of Diabetes in the Young (TEDDY), Washington D.C. 

December 10, 2018 

112. “Accessible Artificial Intelligence for Data Science”, Keynote lecture, Workshop on 

Translational Informatics of Population Health, Pacific Symposium on Biocomputing, Big 

Island, Hawaii. January 3, 2019 

113. “Accessible Artificial Intelligence for Data Science”, Invited lecture, Department of 

Biomedical Informatics, Salt Lake City, Utah. January 17, 2019 

114. “Accessible Artificial Intelligence for Data Science”, Invited lecture, Department of 

Computer Science, Southern Illinois University, Carbondale, Illinois. April 11, 2019  

115. “Accessible Artificial Intelligence for Data Science”, Keynote speaker, Washington 

University, St. Louis, Missouri. April 12, 2019 

116. “Accessible Artificial Intelligence for Data Science”, Invited lecture, Annual meeting of 

the Human Islet Cell Research (HIRN) Network. April 30, 2019 

117. “Accessible Artificial Intelligence for Data Science”, Invited lecture, National Cancer 

Institute, Rockville, Maryland, May 2, 2019 

118. “Accessible artificial intelligence for data science”, Invited speaker, Lifetime Data Science 

Conference, Pittsburgh, Pennsylvania, May 28, 2019 

119. “Accessible artificial intelligence for the environmental health sciences”, Keynote speaker, 

National Academy of Science, Washington D.C., June 6, 2019 

120. “Accessible artificial intelligence for data science”, Invited speaker, Joint Statistical 

Meetings (JSM), Denver, Colorado, July 28, 2019. 

121. “Accessible artificial intelligence for data science”, Invited speaker, Department of 

Population and Quantitative Sciences, Case-Western Reserve University, October 28, 2019 

122. “20 challenges of artificial intelligence in medicine”, Keynote speaker, TransMed 

Workshop, Conference on Intelligent Systems in Molecular Biology (ISMB), July 15, 

2020. 

123. “Automated machine learning analysis of metabolomics data”, Invited lecture, National 

Instiute of Aging, August 21, 2020.  



124. “Accessible artificial intelligence for data science”, Invited speaker, Department of 

Biomedical Informatics, University of Washington, October 29, 2020. 

125. “Accessible artificial intelligence for data science”, Invited speaker, Panel on Explainable 

Artificial Intelligence, Annual Meeting of the American Medical Informatics Association 

(AMIA), November 18, 2020. 

126. “Machine learning prediction of ICU admissions among patients hospitalized for COVID-

19”, Invited speaker, Department of Biomedical Informatics, Harvard Medical School, 

Boston, December 2, 2020. 

127. “Accessible artificial intelligence for data science”, Invited speaker, Division of 

Biomedical Informatics, Cincinnati Children’s Hospital, January 29, 2021. 

128. “Accessible artificial intelligence for data science”, Invited speaker, Department of 

Biomedical Informatics, University at Buffalo, February 11, 2021 

129. “Accessible artificial intelligence for data science”, Invited Science at the Edge Speaker, 

Michigan State University, April 16, 2021 

130. “Accessible artificial intelligence for data science”, Invited keynote speaker, The ACM 

Conference on Bioinformatics, Computational Biology, and Health Informatics, August 1, 

2021. 

 

Regional and Extramural Local Presentations 

 

1. “Simulation of gene expression patterns in cDNA microarray data”, American Statistical 

Association, Middle Tennessee Chapter, Nashville, Tennessee, November 19, 1999 

2. “New paradigms for the analysis of high-dimensional genetic data”, Department of 

Mathematics, University of Tennessee, Chattanooga, Tennessee, November 6, 2001 

3. "Genetic architecture of intermediate traits for arterial thrombosis in Africa and The 

Netherlands". Third Annual Vanderbilt-Meharry Genetics Symposium, Vanderbilt 

University, Nashville, Tennessee, September 20, 2002. 

4. “Computational approaches for detecting and characterizing gene-gene interactions in 

multifactorial diseases”, 2003 University of Tennessee - Oak Ridge National Laboratory 

Bioinformatics Summit, Pikeville, Tennessee, March 28, 2003 

5. “Petri nets for modeling high-order genetic systems”, 2004 SIAM Conference on Discrete 

Mathematics, Nashville, Tennessee, June 13, 2004 

6. “Machine learning analysis of attribute interactions in human genetics”, University of New 

Hampshire, Durham, New Hampshire, December 10, 2004 

7. “Epistasis and human diseases”, New England Complex Systems Institute, Cambridge, 

Massachusetts, May 3, 2005 

8. “Computational human genetics”, keynote speaker for the 2005 Computer Science 

Research Day, Department of Computer Science, University of Vermont, Burlington, 

Vermont, August 26, 2005 

9. “Quantitative biology in New England”, invited presentation for the Northeast Regional 

IDeA Meeting, Burlington, Vermont, August 17, 2007 

10. “Detecting, characterizing, and interpreting epistasis”, James Graham Brown Cancer 

Center, University of Louisville, Louisville, Kentucky, September 18, 2007 

11. “Genome-wide genetic analysis using computational intelligence”, New England Biolabs, 

Ipswich, Massachusetts, November 1, 2007 

12. “Computational intelligence and the genetic analysis of common human diseases”, Invited 

speaker for the Maine Software and Information Technology Industry Association 

(MESDA), Westbrook, Maine, August 21, 2008 



13. "Embracing complexity in the genome-wide analysis of neuroimaging phenotypes", Invited 

speaker for the Fifth International Imaging Genetics Conference, Irvine, California, January 

19, 2009 

14. "Bioinformatics: Challenges and opportunities." Invited presentation for the Northeast 

Regional IDeA Meeting, Mountain View Grand Resort, New Hampshire, August 7, 2009 

15. "Bioinformatics challenges for genome-wide association studies", Invited speaker for the 

Center for Computational Molecular Biology and the Department of Psychiatry and Human 

Behavior, Brown University. November 18, 2009. (Host: Steven Rassmusen). 

16. “Personal genetics”, invited speaker, University of Southern Maine, Portland, Maine, April 

5, 2011 

17. “Collaborative bioinformatics across Northern New England”, invited speaker for 

Workshop on Bioinformatics, Mount Desert Island Biological Laboratory, Bar Harbor, 

Maine, October 6, 2012 

18. “Bioinformatics: 25 years of integrating the biological sciences”, 26th Presidential Faculty 

Lecturer, Dartmouth College, Hanover, New Hampshire, March 31, 2014 

19. “Artificial intelligence and visual analytics”, keynote speaker for the 8th Annual Mid-

Atlantic Healthcare Informatics Symposium, Philadelphia, Pennsylvania, October 23, 2015. 

20. “Artificial intelligence in medicine”, invited speaker, Institute for Operations Research and 

the Management Sciences (INFORMS), Philadelphia Chamber of Commerce, Philadelphia, 

Pennsylvania, April 21, 2016. 

21. “Artificial intelligence for precision medicine”, invited speaker for the Biomarker World 

Congress, Philadelphia, Pennsylvania, May 17, 2016. 

22. “Automated data science”, Center for Data Analytics and Biomedical Informatics, Temple 

University, Philadelphia, Pennsylvania, September 28, 2016 

23. “Accessible Artificial Intelligence”, Big Data Symposium, American Statistical 

Association, Philadelphia, Pennsylvania, October 12, 2017 

 

TEACHING ACTIVITIES 

 

2000-2001 Course Director, Tutorials in Physiology (MPB324), Vanderbilt University 

2000-2004 Lecturer (2-3 lectures), Human Genetics (MPB340), Vanderbilt University 

2000-2004 Director, Graduate Program in Applied Statistics, Vanderbilt University 

2002-2004 Biostatistics Section Director (6 lectures), Interdisplinary Graduate Program First  

  Year Course, Vanderbilt University 

2006-2014 Course Director and Lecturer, Molecular and Computational Genomics (Genetics  

  146), Dartmouth College 

2006-2014 Lecturer (2 lectures), Graduate Program in Molecular and Cellular Biology First  

  Year Course (Biochemistry 103), Dartmouth College 

2006-2014 Lecturer (1 lecture), Molecular Pharmacology (Pharm 131), Dartmouth College 

2006-2014 Lecturer (2 lectures), Experimental and Molecular Medicine (PEMM 101),  

  Dartmouth College 

2007-2014 Lecturer (1 lecture), Advanced Medical Sciences, Dartmouth College 

2011-2015 Director, Ph.D. Training Program in Quantitative Biomedical Sciences, Dartmouth  

  College 

2011-2015 Course Director and Lecturer, Integrative Biomedical Sciences I (QBS 110),  

  Dartmouth College 

2013-2015  Course Director and Lecturer, Integrative Bioemdical Science II (QBS 111),  

  Dartmouth College 



2016-2020 Lecturer (1 lecture), Computational Data Explorations (CS015), University of  

  Pennsylvania 

2016-2020 Lecturer (1 lecture), Data Science (EPID 600), University of Pennsylvania 

2017-2020 Lecturer (1 lecture), Molecular Toxicology (PHRM 590), University of  

  Pennsylvania 

2017-2020  Lecturer (1 lecture), Medical Informatics (Frontiers 519), University of  

  Pennsylvania 

2018-2020 Lecturer (1 lecture), Precision Medicine (Frontiers 531), University of  

  Pennsylvania 

2018-2021 Course Director, Special Topics in Biomedical Informatics (BMIN 504),  

  University of Pennsylvania 

2019-2021 Founder, Certificate Program in Biomedical Informatics, University of  

  Pennsylvania 

2019-2021 Founder, Master’s Program in Biomedical Informatics, University of  

  Pennsylvania 

 

BIBLIOGRAPHY/PUBLICATIONS 

 

Research Papers – Peer-Reviewed (Published): 

1. Al-Kasspooles, M., Moore, J.H., Orringer, M.B., and Beer, D.G. Amplification and 

overexpression of the EGFR and erbB-2 genes in human esophageal adenocarcinomas.  

International Journal of Cancer 54, 213-219 (1993). 

2. Wu, G.D., Beer, D.G., Moore, J.H., Orringer, M.B., Appelman, H.D., and Traber, P.G. 

Sucrase-isomaltase gene expression in Barrett’s esophagus and adenocarcinoma. 

Gastroenterology 105, 837-844 (1993). 

3. Moore, J.H., Lesser, E.J., Erdody, D.H., Natale, R.B., Orringer, M.B., and Beer, D.G. 

Intestinal differentiation and p53 gene alterations in Barrett’s esophagus and esophageal 

adenocarcinoma. International Journal of Cancer 56, 487-493 (1994).  

4. Bongiorno, P.F., Whyte, R.I., Lesser, E.J., Moore, J.H., Orringer, M.B., and Beer, D.G. 

Alterations of K-ras, p53 and erbB-2/neu in human lung adenocarcinomas. Journal of 

Thoracic and Cardiovascular Surgery 107, 590-595 (1994).  

5. Bongiorno, P.F., Al-Kasspooles, M., Lee, S.W., Rachwal, W.J., Moore, J.H., Whyte, 

R.I., Orringer, M.B., and Beer, D.G. E-cadherin expression in primary and metastatic 

thoracic neoplasms and in Barrett’s oesophagus. British Journal of Cancer 71, 166-172 

(1995). 

6. Moore, J.H. Artificial intelligence programming with LabVIEW: Genetic algorithms for 

instrumentation control and optimization.  Computer Methods and Programs in 

Biomedicine 47, 73-79 (1995).  

7. Moore, J.H., Reilly, S.L., Ferrell, R.E. and Sing, C.F. The role of the apolipoprotein E 

polymorphism in the prediction of coronary artery disease age of onset. Clinical Genetics 

51, 22-25 (1997). 

8. Schwartz, G.L., Turner, S.T., Moore, J.H. and Sing, C.F. Predictors of interindividual 

variation in ambulatory blood pressure and their time and/or activity dependence.  

American Journal of Hypertension 13, 52-60 (2000). 

9. Moore, J.H. Detection of linear and nonlinear dependencies in time series using the 

method of surrogate data in S-PLUS. Computer Methods and Programs in Biomedicine, 

63, 117-121 (2000). 



10. Schwartz, G.L., Turner, S.T., Moore, J.H. and Sing, C.F. Effect of time of day on 

intraindividual variability in ambulatory blood pressure. American Journal of 

Hypertension, 13, 1203-1209 (2000). 

11. Parker, J.S. and Moore, J.H. Dynamics based pattern recognition and parallel genetic 

algorithms for the analysis of multivariate gene expression data.  In: Proceedings of the 

Genetic and Evolutionary Computation Conference Workshop Program, San Francisco, 

pp 433-436 (2001). 

12. Moore, J.H. and Hahn, L.W. Multilocus pattern recognition using cellular automata and 

parallel genetic algorithms.  In: Spector, L., Goodman, E.D., Wu, A., Langdon, W.B., 

Voigt, H.-M., Gen, M., Sen, S., Dorigo, M., Pezeshk, S., Garzon, M.H., Burke, E. (eds) 

Proceedings of the Genetic and Evolutionary Computation Conference, Morgan 

Kaufmann Publishers, San Francisco, p 1452 (2001). 

13. Moore, J.H., Parker, J.S. and Hahn, L.W. Symbolic discriminant analysis for mining 

gene expression patterns.  In: De Raedt, L., Flach, P. (eds) Lecture Notes in Artificial 

Intelligence 2167, pp 372-381, Springer-Verlag, Berlin (2001). 

14. Ritchie, M.D., Hahn, L.W., Roodi, N., Bailey, L.R., Dupont, W.D., Parl, F.F. and Moore, 

J.H. Multifactor dimensionality reduction reveals high-order interactions among estrogen 

metabolism genes in sporadic breast cancer. American Journal of Human Genetics 69, 

138-147 (2001). 

15. Moore, J.H. Improved power of sib-pair linkage analysis using measures of complex 

trait dynamics. Human Heredity 52, 113-115 (2001). 

16. Moore, J.H. and Hahn, L.W. A cellular automata approach to detecting interactions 

among single-nucleotide polymorphisms in complex multifactorial diseases. Pacific 

Symposium on Biocomputing 7, 53-64 (2002).  

17. Moore, J.H., Hahn, L.W., Ritchie, M.D., Thornton, T.A., White, B.C.  Application of 

genetic algorithms to the discovery of complex models for simulation studies in human 

genetics.  In: W.B. Langdon, E. Cantu-Paz, K. Mathias, R. Roy, D. Davis, R. Poli, K. 

Balakrishnan, V. Honavar, G. Rudolph, J. Wegener, L. Bull, M.A. Potter, A.C. Schultz, 

J.F. Miller, E. Burke, and N. Jonoska (eds). Proceedings of the Genetic and Evolutionary 

Computation Conference, Morgan Kaufmann Publishers, San Francisco, pp 1150-55 

(2002).  

18. Moore, J.H., Hahn, L.W. Cellular automata and genetic algorithms for parallel problem 

solving in human genetics.  In: Merelo, J.J., Panagiotis, A., Beyer, H.-G. (eds) Lecture 

Notes in Computer Science 2439, pp 821-830, Springer-Verlag, Berlin (2002). 

19. Moore, J.H. and Williams, S.M. New strategies for identifying gene-gene interactions in 

hypertension. Annals of Medicine 34, 88-95 (2002). 

20. Moore, J.H., Lamb, J.M., Brown, N.J., Vaughan, D.E. A comparison of combinatorial 

partitioning and linear regression for the detection of epistatic effects of the ACE I/D and 

PAI-1 4G/5G polymorphisms on plasma PAI-1 levels. Clinical Genetics 62, 74-79 

(2002). 

21. Moore, J.H., Smolkin, M.E., Lamb, J.M., Brown, N.J., Vaughan, D.E. The relationship 

between plasma t-PA and PAI-1 levels is dependent on epistatic effects of the ACE I/D 

and PAI-1 4G/5G Polymorphisms. Clinical Genetics 62, 53-59 (2002).  

22. Moore, J.H., Parker, J.S., Olsen, N.J., Aune, T. Symbolic discriminant analysis of 

microarray data in autoimmune disease. Genetic Epidemiology 23, 57-69 (2002). 

23. Maas, K., Chan, S., Parker, J., Slater, A., Moore, J.H., Olsen, N., and Aune, T.M. 

Cutting edge: molecular portrait of human autoimmunity. Journal of Immunology 169, 5-

9 (2002).   



24. Landau, R., Xie, H.-G., Dishy, V., Stein, C.M., Wood, A.J.J., Moore, J.H., Emala, C.W., 

and Smiley, R.M.  2-adrenergic receptor genotype and preterm delivery. American 

Journal of Obstetrics and Gynecology 187, 1294-8 (2002).  

25. Moore, J.H. Cross validation consistency for the assessment of genetic programming 

results in microarray studies.  In: Raidl, G., Meyer, J.-A., Middendorf, M., Cagnoni, S., 

Cardalda, J.J.R., Corne, D.W., Gottlieb, J., Guillot, A., Hart, E., Johnson, C.G., 

Marchiori, E., (eds) Lecture Notes in Computer Science 2611, pp 99-106, Springer-

Verlag, Berlin (2003).  

26. Reif, D.M., White, B.C., Olsen, N.J., Aune, T.A., Moore, J.H. Complex function sets 

improve symbolic discriminant analysis of microarray data. In: Cantu-Paz, E. et al. (eds) 

Lecture Notes in Computer Science 2724, pp 2277-2287, Springer-Verlag, Berlin (2003). 

27. Barr, F.E., Beverley, H., VanHook, K., Cermack, E., Christian, K., Drinkwater, D., Dyer, 

K., Raggio, N.T., Scott, N., Moore, J.H., Christman, B. and Summar, M.  The effect of 

cardiopulmonary bypass on urea cycle intermediates and nitric oxide levels after 

congenital heart surgery. Journal of Pediatrics 142, 26-30 (2003).  

28. Moore, J.H., Hahn, L.W. Grammatical evolution for the discovery of Petri net models of 

complex genetic systems.  In: Cantu-Paz, E. et al. (eds) Lecture Notes in Computer 

Science 2724, pp 2412-2413, Springer-Verlag, Berlin (2003). 

29. Ritchie, M.D., Hahn, L.W. and Moore, J.H. Power of multifactor dimensionality 

reduction for detecting gene-gene interactions in the presence of genotyping error, 

missing data, phenocopy, and genetic heterogeneity. Genetic Epidemiology 24, 150-157 

(2003).  

30. Hahn, L.W., Ritchie, M.D., and Moore, J.H. Multifactor dimensionality reduction 

software for detecting gene-gene and gene-environment interactions. Bioinformatics 19, 

376-382 (2003). 

31. Moore, J.H., Hahn, L.W. Petri net modeling of high-order genetic systems using 

grammatical evolution. BioSystems 72, 177-86 (2003).  

32. Tarumi, T., Kravtsov, D., Moore, J.H., Williams, S.M., Gailani, D. Common single 

nucleotide polymorphisms in the promoter region of the human factor XI gene. Journal of 

Thrombosis and Haemostasis 1, 1854-6 (2003). 

33. Aune, T.A., Mass, K., Moore, J.H., Olsen, N.J. Gene expression profiles in human 

autoimmune disease. Current Pharmaceutical Design 9, 1905-17 (2003).  

34. Yamagata, N., Shyr, Y., Yanagisawa, K., Dang, T.P., Gonzalez, A., Nadaf, S., Larsen, P., 

Roberts, J.R., Nesbitt, J.C., Jensen, R., Levy, S., Moore, J.H., Minna, J.D., Carbone, 

D.P.  A training-testing approach to the molecular classification of resected non-small 

cell lung cancer. Clinical Cancer Research 9, 4695-704 (2003).  

35. Egan, K.M., Thompson, P.A., Titus-Ernstoff, L., Moore, J.H., Ambrosone, C.B. MnSOD 

polymorphism and breast cancer in a population-based case-control study. Cancer Letters 

199, 27-33 (2003).  

36. Yanagisawa, K., Shyr, Y., Xu, B.J., Massion, P.P., Larsen, P., White, B.C., Roberts, J.R., 

Gonzalez, A., Nadaf, S., Moore, J.H., Caprioli, R.M., Carbone, D.P. Proteomic patterns 

and tumour subsets in non-small cell lung cancer. Lancet 362, 433-9 (2003). 

37. Ritchie, M.D., White, B.C., Parker, J.S., Hahn, L.W., and Moore, J.H.  Optimization of 

neural network architecture using genetic programming improves detection and modeling 

of gene-gene interactions in studies of human diseases. BMC Bioinformatics 4, 28-42 

(2003).  



38. Moore, J.H., Hahn, L.W. Evaluation of a discrete dynamic systems approach for 

modeling the hierarchical relationship between genes, biochemistry, and disease 

susceptibility.  Discrete and Continuous Dynamical Systems: Series B 4, 275-87 (2004). 

39. Aune, T.A., Maas, K., Parker, J., Moore, J.H., Olsen, N.J. Profiles of gene expression in 

human autoimmune disease.  Cell Biochemistry and Biophysics 40, 81-96 (2004). 

40. Williams, S.M., Haines, J.L., Moore, J.H. The use of animal models in the study of 

complex disease. BioEssays 26, 170-9 (2004). 

41. Coffey, C.S., Hebert, P.R., Krumholz, H.M., Morgan, T.M., Williams, S.M., Moore, J.H.  

Reporting of model validation procedures in human studies of genetic interactions. 

Nutrition 20, 69-73 (2004).  

42. Moore, J.H., Hahn, L.W., Ritchie, M.D., Thornton, T.A., White, B.C.  Routine discovery 

of complex genetic models using genetic algorithms. Applied Soft Computing 4, 79-86 

(2004). 

43. Cho, Y.M., Ritchie, M.D., Moore, J.H., Kim, M., Yoon, K.H., Sung, Y.-A., Jang, H.C., 

Park, J.Y., Lee, K.-U., Shin, H.D., Kim, S.Y., Lee, H.K., Park, K.S. Multifactor 

dimensionality reduction shows a two-locus interaction associated with type II diabetes 

mellitus.  Diabetologia 47, 549-54 (2004).  

44. Tsai, C.-T., Lai, L.-P., Chiang, F.-T., Fallin, D., Hwang, J.-J., Ritchie, M.D., Moore, 

J.H., Hsu, K.-L., Tseng, C.-D., Liau, C.S., Lin, J.-L., Tseng, Y.-Z. Renin-angiotensin 

system gene polymorphisms and atrial fibrillation. Circulation 109, 1640-46 (2004). 

45. Williams, S.M., Ritchie, M.D., Phillips, J.A., Dawson, E., Prince, M., Dzhura, E., Willis, 

A., Summar, M., White, B.C., Addy, J.H., Wong, L.-J., Felder, R.A., Jose, P.A., Moore, 

J.H.  Multilocus analysis of hypertension: A hierarchical approach.  Human Heredity 57, 

28-38 (2004).  

46. Roodi, N., Dupont, W.D., Moore, J.H., Parl, F.F. Association of homozygous wild-type 

glutothione S-transferase m1 genotype with increased breast cancer risk.  Cancer 

Research 64, 1233-6 (2004).  

47. Olsen, N.J., Sokka, T., Seehorn, C.L., Kraft, B., Maas. K., Moore, J.H., Aune, T.M. A 

gene expression signature for recent onset rheumatoid arthritis in peripheral blood 

mononuclear cells.  Annals of the Rheumatic Diseases 63, 1387-92 (2004).  

48. Olsen, N.J., Moore, J.H., Aune, T.M.  Gene expression signatures for autoimmune 

disease in peripheral blood mononuclear cells.  Arthritis Research and Therapy 6, 120-8 

(2004). 

49. Hahn L.W., Moore J.H.  Ideal discrimination of discrete clinical endpoints using 

multilocus genotypes. In Silico Biology 4, 0016 (2004).  

50. Aune, T.M., Parker, J.S., Maas, K., Olsen, N., Moore, J.H.  Co-localization of 

differentially expressed genes and shared susceptibility loci in human autoimmunity. 

Genetic Epidemiology 27, 162-172 (2004).  

51. Moore, J.H., Hahn, L.W. An improved grammatical evolution strategy for Petri net 

modeling of complex genetic systems.  In: Raidl, G.R., Cagnoni, S., Branke, J., Corne, 

D.W., Rolf, D., Jin, Y., Johnson, C., Machado, P., Marchiori, E., Rothlauf, F., Smith, 

G.D., Squillero, G. (eds), Lecture Notes in Computer Science 3005, 62-71, Springer-

Verlag, Berlin (2004). 

52. Moore, J.H., Hahn, L.W. Systems biology modeling in human genetics using Petri nets 

and grammatical evolution.  In: Deb, K., Poli, R., Banzhaf, W., Beyer, H.-G., Burke, E., 

Darwen, P., Dasgupta, D., Floreano, D., Foster, J., Harman, M., Holland, O., Lanzi, P.L., 

Spector, L., Tettamanzi, A., Thierens, D., Tyrrell, A. (eds), Lecture Notes in Computer 

Science 3102, 392-401, Springer, New York (2004). 



53. Ritchie, M.D., Coffey, C.S., Moore, J.H. Genetic programming neural networks as a 

bioinformatics tool in human genetics.  In: Deb, K., Poli, R., Banzhaf, W., Beyer, H.-G., 

Burke, E., Darwen, P., Dasgupta, D., Floreano, D., Foster, J., Harman, M., Holland, O., 

Lanzi, P.L., Spector, L., Tettamanzi, A., Thierens, D., Tyrrell, A. (eds), Lecture Notes in 

Computer Science 3102, 438-448, Springer, New York (2004).  

54. White, B.C., Moore, J.H. Systems biology thought experiments in human genetics using 

artificial life and grammatical evolution.  In: Pollack, J., Bedau, M., Husbands, P., 

Ikegami, T., Watson, R.A. (eds), Artificial Life IX. The MIT Press, Cambridge, pp 581-

86 (2004). 

55. Coffey, C.S., Hebert, P.R., Ritchie, M.D., Krumholz, H.M., Morgan, T.M., Gaziano, 

J.M., Ridker, P.M., and Moore, J.H.  An application of conditional logistic regression 

and multifactor dimensionality reduction for detecting gene-gene interactions on risk of 

myocardial infarction: The importance of model validation. BMC Bioinformatics 5, 49 

(2004). 

56. Osipovich, A., White-Grindley, E.K., Hicks, G.G., Roshon, M.J., Shaffer, C., Moore, 

J.H., Ruley, H.E. Activation of cryptic 3’ splice sites within introns of cellular genes 

following gene entrapment. Nucleic Acids Research 32, 2912-24 (2004). 

57. Smith, M.W., Patterson, N.J., Lautenberger, J.A., Truelove, A.L., McDonald, G.J., 

Kessing, B.D., Yi, Z., de The, G., Essex, M., Kanki, P.J., Phair, J.P., Goedert, J.J., 

Vlahov, D., Ferrell, R.E., Moore, J.H., Williams, S.M., Tishkoff, S.A., Winkler, C.A., 

De La Vega, F., Woodage, T., Altshuler, D., Sninsky, J.J., Gilbert, D.A., Hafler, D.A., 

O’Brien, S.J., Reich, D.E.  A high-density admixture map for disease gene discovery in 

African Americans. American Journal of Human Genetics 74, 1001-13 (2004).  

58. Kardia, S.L.R., Turner, S.T., Schwartz, G.L., and Moore, J.H.  Linear dynamic features 

of ambulatory blood pressure in a population-based study. Blood Pressure Monitoring 9, 

259-67 (2004). 

59. Skaar, D.A., Shao, Y., Haines, J.L., Stenger, J.E., Jaworski, J., Martin, E.R., Delong, 

G.R., Moore, J.H., McCauley, J.L., Sutcliffe, J.S., Ashley-Koch, A.E., Cuccaro, M.L., 

Folstein, S.E., Gilbert, J.R., Pericak-Vance, M.A. Analysis of the RELN gene as a genetic 

risk factor for autism. Molecular Psychiatry 10, 563-71 (2005).  

60. Reif, D.M., Dudek, S.M., Shaffer, C.M., Wang, J., Moore, J.H. Exploratory visual 

analysis of pharmacogenomic results. Pacific Symposium on Biocomputing 296-307 

(2005). 

61. Fox, R.M., Von Stetina, S.E., Barlow, S.J., Shaffer, C., Olszewski, K.L., Moore, J.H., 

Dupuy, D., Vidal, M., Miller, D.M. A gene expression fingerprint of C. elegans 

embryonic motor neurons.  BMC Genomics 6, 42 (2005).  

62. Wilke, R.A., Moore, J.H., Burmester, J.K. Relative impact of CYP3A genotype and 

concomitant medication on the severity of atorvastatin-induced muscle damage.  

Pharmacogenetics and Genomics 15, 415-421 (2005). 

63. Schwartz, S.A., Weil, R.J, Thompson, R.C., Shyr, Y., Moore, J.H., Toms S.A., Johnson, 

M.D., Caprioli, R.C. Proteomic-based prognosis of brain tumor patients using direct-

tissue matrix-assisted laser desorption ionization mass spectrometry.  Cancer Research 

65, 7674-81 (2005).  

64. White, B.C., Gilbert, J.C., Reif, D.M., Moore, J.H. A statistical comparison of 

grammatical evolution strategies in the domain of human genetics. Proceedings of the 

IEEE Congress on Evolutionary Computing, 676-682 (2005).  



65. White, B.C., Moore, J.H. A complete BNF grammar for systems biology thought 

experiments in human genetics using artificial life and biologically inspired computing.  

Proceedings of the IEEE Congress on Evolutionary Computing, 491-497 (2005). 

66. Xu, J., Lowey, J., Wiklund, F., Sun, J., Lindmark, F., Hsu, F.-C., Dimitrov, L., Chang, 

B., Turner, A.R., Adami, H.-O., Suh, E., Moore, J.H., Zheng, S.L., Isaacs, W.B., Trent, 

J.M., Gronberg, H. The interaction of four genes in the inflammatory pathway 

significantly predicts prostate cancer risk. Cancer Epidemiology Biomarkers and 

Prevention 14, 2563-8 (2005).  

67. Reif, D.M., Moore, J.H. Visual analysis of statistical results from microarray studies of 

human breast cancer. Oncology Reports 14, 1043-1047 (2006). 

68. Sanada, H., Yatabe, J., Midorikawa, S., Hashimoto, S., Watanabe, T., Ritchie, M.D., 

Moore, J.H., Williams, S.M., Eisner, G.M., Jose, P.A., Felder, R.A. Single-nucleotide 

polymorphisms for diagnosis of salt-sensitive hypertension. Clinical Chemistry 52, 352-

360 (2006).  

69. Moore, J.H., Gilbert, J.C., Tsai, C.-T., Chiang, F.T., Holden, W., Barney, N., White, 

B.C. A flexible computational framework for detecting, characterizing, and interpreting 

statistical patterns of epistasis in genetic studies of human disease susceptibility. Journal 

of Theoretical Biology 241, 252-261 (2006).  

70. Martin, E.R. Hahn, L.W., Ritchie, M.D., Moore, J.H. A novel method to identify 

gene–gene effects in nuclear families: the MDR-PDT. Genetic Epidemiology 

30,111-23 (2006).  

71. McKinney, B.A., Barney, N., Crooke, P.S., Crowe, J.E. Jr., Moore, J.H.  Hybrid 

grammar-based approach to nonlinear dynamical system identification from 

biological time series.  Physical Review E 73, 021912 (2006). 

72. McKinney, B.A., Reif, D.M., Rock, M.T., Edwards, K.N., Kingsmore, S.F., Moore, 

J.H., Crowe, J.E. Jr. Cytokine expression patterns associated with systemic adverse 

events following smallpox vaccination. Journal of Infectious Disease 194, 444-53 

(2006).  

73. Andrew, A.S., Nelson, H.N., Kelsey, K.T., Moore, J.H., Meng, A., Casella, D.P., 

Tosterson, T.D., Schned, A.R., Karagas, M.R. Concordance of multiple analytical 

approaches demonstrates a complex relationship between DNA repair gene SNPs, 

smoking, and bladder cancer susceptibility. Carcinogenesis 27, 1030-1037 (2006).  

74. Thornton-Wells, T.A., Moore, J.H., Haines, J.L. Dissecting trait heterogeneity: a 

comparison of three clustering methods applied to genotypic data. BMC 

Bioinformatics 7, 204 (2006). 

75. Huang, C., Kim, Y., Moore, J.H., Walker, P.C., Rich, S., Mychaleckyi, J., Mauer, 

M. Diabetic nephropathy is associated with gene expression levels of oxidative 

phosphorylation and related pathways. Diabetes 55, 1826-1831 (2006). 

76. Asselbergs, F.W., Moore, J.H., van den Berg, M.P., Rimm, E.B., de Boer, R.A., 

Dullaart, R.P., Navis, G., van Gilst, W.H. A role for CETP TaqIB polymorphism in 

determining susceptibility to atrial fibrillation: a nested case control study. BMC 

Medical Genetics 7, 39 (2006). 

77. Chittenden, T.W., Sherman, J.A., Xiong, F., Hall, A.E., Lanahan, A., Taylor, J.M., 

Pearlman, J., Moore, J.H., Schwartz, S., Simons, M. Transcriptional profiling in 

coronary artery disease: Indications for novel markers of coronary collateralization.  

Circulation 114, 1811-1820 (2006).  

78. Asselbergs, F.W., Williams, S.M., Hebert, P.R., Coffey, C.S., Hillege, H.L., de 

Jong, P.E., Vaughan, D.E., van Gilst, W.H., Moore, J.H. The gender-specific role 



of polymorphisms from the fibrinolytic, renin-angiotensin, and bradykinin systems 

in determining plasma PAI-1 and t-PA levels. Thrombosis and Haemostasis 96, 471-

7 (2006). 

79. Moore, J.H., White, B.C. Exploiting expert knowledge in genetic programming for 

genome-wide genetic analysis. In: Runarsson et al. (eds), Lecture Notes in Computer 

Science 4193, 969-977 (2006). 

80. Reif, D.M., Motsinger, A.A., McKinney, B.A., Crowe Jr, J., Moore, J.H. Feature 

selection using random forests classifier for the integrated analysis of multiple data 

types. Proceedings of the 2006 IEEE Symposium on Computational Intelligence in 

Bioinformatics and Computational Biology, pp. 171-178, IEEE (2006).  

81. Asselbergs, F.W., Williams, S.M., Hebert, P.R., Coffey, C.S., Hillege, H.L., de 

Jong, P.E., Vaughan, D.E., van Gilst, W.H., Moore, J.H. Gender-specific 

correlations between PAI-1 and t-PA levels and cardiovascular disease-related traits 

in the general population. Journal of Thrombosis and Haemostasis 5, 313-320 

(2007).  

82. Reif, D.M., Israel, M.A., Moore, J.H. Exploratory visual analysis of statistical 

results from microarray experiments comparing high and low grade glioma. Cancer 

Informatics 2, 19-24 (2007). 

83. Velez, D.R., White, B.C., Motsinger, A.A., Bush, W.S., Ritchie, M.D., Williams, 

S.M., Moore, J.H. A balanced accuracy function for epistasis modeling in 

imbalanced datasets using multifactor dimensionality reduction. Genetic 

Epidemiology 31, 306-315 (2007).  

84. Lind, J.M., Hutcheson-Dilks, H.B., Williams, S.M., Moore, J.H., Essex, M., Ruiz-

Pesini,  E., Wallace, D.C., Tishkoff, S.A., O’Brien, S.J., Smith, M.W. Elevated male 

European and female African contributions to the genomes of African American 

individuals. Human Genetics 120, 713-722 (2007).  

85. Coutinho, A.M., Sousa, I., Martins, M., Correia, C., Morgadinho, T., Bento, C., 

Marques, C., Ataide, A., Miguel, T.S. Borges, L., Moore, J.H., Oliveira, G., 

Vicente, A.M. Evidence for epistasis between SLC6A4 and ITGB3 in autism 

etiology and in the determination of platelet serotonin levels. Human Genetics 121, 

243-256 (2007).  

86. Ritchie, M.D., Motsinger, A.A., Bush, W.S., Coffey, C.S., Moore, J.H. Genetic 

programming neural networks: a powerful bioinformatics tools for human genetics. 

Applied Soft Computing 7, 471-479 (2007).  

87. Nordgard, S.H., Ritchie, M.D., Jensrud, S.D., Motsinger, A.A., Alnaes, G.I., 

Lemmon, G., Berg, M., Geisler, S., Moore, J.H., Lonning, P.E., Borresen-Dale, 

A.L., Kristensen, V.N. ABCB1 and GST polymorphisms associated with TP53 

status in breast cancer. Pharmacogenetics and Genomics 17, 127-136 (2007). 

88. Garcia-Barcelo, M., Miao, X., Lui, V.C.-H., So, M.T., Ngan, E.S.-W., Leon, Y., 

Lau, D.K., Liu, T., Ao, X., Guo, W., Holden, W., Moore, J.H., Tam, P.K. 

Correlation between genetic variations in hox clusters and Hirschsprung’s disease.  

Annals of Human Genetics 71, 526-536 (2007).  

89. Moore, J.H., Barney, N., Tsai, C.T., Chiang, F.T., Gui, J., White, B.C. Symbolic 

modeling of epistasis. Human Heredity 63, 120-133 (2007).  

90. Moore, J.H., White, B.C.  Tuning ReliefF for genome-wide genetic analysis.  In: 

Rajapakse, J.C. et al. (Eds) Lecture Notes in Computer Science 4447, 166-175, 

Springer, New York (2007).  



91. Asselbergs, F.W., Williams, S.M., Hebert, P.R., Coffey, C.S., Hillege, H.L., de 

Jong, P.E., Vaughan, D.E., van Gilst, W.H., Moore, J.H.  Epistatic effects of 

polymorphisms in genes from the renin-angiotensin, bradykinin and fibrinolytic 

systems on plasma t-PA and PAI-1 levels. Genomics 89, 362-369 (2007). 

92. Eppstein, M.J., Payne, J.L., White, B.C., Moore, J.H. Genomic mining for complex 

disease traits with “random chemistry”. Genetic Programming and Evolvable 

Machines 8, 395-411 (2007). 

93. Tsai, C.-T., Hwang, J.-J., Ritchie, M.D., Moore, J.H., Chiang, F.T., Lai, L.-P., Hsu, 

K.-L., Tseng, C.-D., Liau, C.-Suong., Lin, J.-L., Tseng, Y.-Z. Renin-angiotensin 

system gene polymorphisms and coronary artery disease in a large angiographic 

cohort: Detection of high-order gene-gene interactions. Atherosclerosis 195, 172-

180 (2007).  

94. Gaur, A.B., Jewell, D.A., Liang, Y., Ridzon, D., Moore, J.H., Chen, C., Ambros, 

V.R., Israel, M.A. Characterization of microRNA expression levels and their 

biological correlates in human cancer cell lines. Cancer Research 67, 2456-2468 

(2007).  

95. Garcia-Barcelo, M., King, S.K., Miao, X., So, M., Holden, W., Moore, J.H., 

Sutcliffe, J.R., Hutson, J.M., Tam, P.K.H. Application of HapMap data to the 

evaluation of 8 candidate genes for pediatric slow transit constipation. Journal of 

Pediatric Surgery 42, 666-671 (2007). 

96. Williams, S.M., Stocki, S., Jiang, L., Brew, K., Gordon, S., Vaughan, D.E., Brown, 

N.J., Poku, K.A., Moore, J.H.  A population-based study in Ghana to investigate 

inter-individual variation in plasma t-PA and PAI-1. Ethnicity and Disease 17, 492-

497 (2007). 

97. Moore, J.H., Barney, N., White, B.C. Towards human-human-computer interaction 

for biologically-inspired problem-solving in human genetics. Proceedings of the 

Genetic and Evolutionary Computing Conference. ACM Press, p. 432 (2007). 

98. Julia, T., Moore, J.H., Miquel, L., Alegre, C., Barcelo, P., Ritchie, M.D., Marsal, S.  

Identification of a two-loci epistatic interaction associated with susceptibility to 

rheumatoid arthritis through reverse engineering and multifactor dimensionality 

reduction. Genomics 90, 6-13 (2007).  

99. Canter, J.A., Norris, P.R., Moore, J.H., Jenkins, J.M., Morris, J.A. Specific 

polymorphic variation in the mitochondrial genome and increased in-hospital 

mortality following severe trauma.  Annals of Surgery 246, 406-411 (2007). 

100. Greene, C.S., White, B.C., Moore, J.H. An expert knowledge-guided mutation 

operator for genome-wide genetic analysis using genetic programming. Lecture 

Notes in Bioinformatics 4774, 30-40 (2007). 

101. McKinney, B.A., Reif, D.M., White, B.C., Crowe, J.E., Moore, J.H. Evaporative 

cooling feature selection for genotypic data involving interactions. Bioinformatics 

23, 2113-2120 (2007).  

102. Moore, J.H. Bioinformatics. Journal of Cellular Physiology 213, 365-369 (2007). 

103. Asselbergs, F.W., Williams, S.M., Hebert, P.R., Coffey, C.S., Hillege, H.L., de 

Jong, P.E., Vaughan, D.E., van Gilst, W.H., Moore, J.H.  The effects of 

polymorphisms in genes from the renin-angiotensin, bradykinin, and fibrinolytic 

systems on plasma t-PA and PAI-1 levels are dependent on environmental context. 

Human Genetics 122, 275-281 (2007). 

104. Heim, K.E., White-Branco, K.A., Deng, D., Tomlinson, C.R., Moore, J.H., 

Freemantle, S.J., Spinella, M.J.  Selective repression of retinoic acid target genes by 



RIP140 during induced tumor cell differentiation of pluripotent human embryonal 

carcinoma cells. Molecular Cancer 19, 57 (2007). 

105. Andrew, A.S., Karagas, M.R., Nelson, H.H., Guarrera, S., Polidoro, S., Gamberini, 

S., Sacerdote, C., Moore, J.H., Kelsey, K.T., Vineis, P., Matullo, G. DNA repair 

polymorphisms modify bladder cancer risk: a multi-factor analytic strategy. Human 

Heredity 65, 105-118 (2008).  

106. Duell, E.J., Bracci, P.M., Moore, J.H., Burk, R.D., Kelsey, K.T., Holly, E.A. 

Detecting pathway-based gene-gene and gene-environment interactions in 

pancreatic cancer. Cancer Epidemiology Biomarkers and Prevention 17, 1470-1479 

(2008). 

107. Thornton-Wells, T.A., Moore, J.H., Martin, E.R., Pericak-Vance, M.A., Haines, 

J.L. Confronting complexity in late-onset Alzheimer disease: Application of two-

stage analysis approach addressing heterogeneity and epistasis. Genetic 

Epidemiology 32, 187-203 (2008).  

108. Andrew, A.S., Jewell, D., Mason, R., Whitfield, M., Moore, J.H., Karagas, M.R. 

Drinking-water arsenic exposure modulates gene expression in human lymphocytes 

from a U.S. population. Environmental Health Perspectives 116, 524-531 (2008).  

109. Berretta, L., Cappiello, J.H., Moore, J.H., Scorza, R. Interleukin-1 gene complex 

single nucleotide polymorphisms in systemic sclerosis: A further step ahead. Human 

Immunology 69, 187-192 (2008). 

110. Berretta, L., Cappiello, J.H., Moore, J.H., Barili, M., Greene, C.S., Scorza, R. 

Ability of epistatic interactions of cytokine single-nucleotide polymorphisms to 

predict susceptibility to disease subsets in systemic sclerosis patients. Arthritis and 

Rheumatism 59, 974-983 (2008).  

111. Moore, J.H., Andrews, P.C., Barney, N., White, B.C. Development and evaluation 

of an open-ended computational evolution system for the genetic analysis of 

susceptibility to common human diseases. Lecture Notes in Computer Science 4973, 

129-140 (2008).  

112. Reif, D.M., McKinney, B.A., Motsinger, A., Chanock, S.J., Edwards, K.M., Rock, 

M.T., Moore, J.H., Crowe, J.E. Jr. Genetic basis for adverse events following 

smallpox vaccination. Journal of Infectious Diseases 198, 16-22 (2008).  

113. Arehart, E., Stitham, J., Asselbergs, F.W., Douville, K., MacKenzie, T., Fetalvero, 

K.M., Gleim, S., Kasza, Z., Rao, Y., Martel, L., Segel, S., Robb, J., Kaplan, A., 

Simons, M., Powell, R.J., Moore, J.H., Rimm, E.B., Martin, K.A., Hwa, J. 

Acceleration of cardiovascular disease by a dysfunctional prostacyclin receptor 

mutation, potential implications for COX-2 inhibition. Circulation Research 102, 

986-993 (2008).  

114. Wilke, R.A., Mareedu, R.K., Moore, J.H. The pathway less traveled: Moving from 

candidate genes to candidate pathways in the analysis of genome-wide data from 

largescale pharmacogenetic association studies.  Current Pharmacogenomics and 

Personalized Medicine 6, 150-159 (2008).  

115. Urbanowicz, R., White, B.C., Barney, N., Moore, J.H. Mask functions for the 

symbolic modeling of epistasis using genetic programming. Proceedings of the 

Genetic and Evolutionary Computing Conference. ACM Press, pp. 339-346 (2008).  

116. Greene, C.S., White, B.C., Moore, J.H. Using expert knowledge in initialization for 

genome-wide analysis of epistasis using genetic programming. Proceedings of the 

Genetic and Evolutionary Computing Conference. ACM Press, pp. 351-352 (2008). 



117. Pattin, K.A., Moore, J.H. Exploiting the proteome to improve the genome-wide 

genetic analysis of epistasis in common human diseases. Human Genetics 124, 297-

312 (2008).  

118. Asselbergs, F.W., Pattin, K., Sneider, H., Hillege, H.L., van Gilst, W., Moore, J.H. 

Genetic architecture of tissue-type plasminogen activator and plasminogen activator 

inhibitor 1. Seminars in Thrombosis and Haemostasis 34, 562-568 (2008). 

119. McAllister, T.W., Flashman, L.A., Rhodes, H., Tyler, A.L, Moore, J.H., Saykin, 

A.J., McDonald, B.C., Tosteson, T.D., Tsongalis, G.J. Single nucleotide 

polymorphisms in ANKK1 and the Dopamine D2 Receptor gene affect cognitive 

outcome shortly after traumatic brain injury: A replication and extension study. 

Brain Injury 22, 705-714 (2008).  

120. Greene, C.S., White, B.C., Moore, J.H. Ant colony optimization for genome-wide 

genetic analysis. Lecture Notes in Computer Science 5217, 37-47 (2008).  

121. Lee, J.H., Moore, J.H., Park, S.W., Jang, A.S., Uh, S.T., Kim, Y.H., Park, C.S., 

Park, B.L., Shin, H.D. Genetic interactions model among Eotaxin gene 

polymorphisms in asthma. Journal of Human Genetics 53, 867-875 (2008). 

122. Schoenhard, J.A., Asselbergs, F.W., Poku, K.A., Stocki, S.A., Gordon, S., Vaughan, 

D.E.,  Brown, N.J., Moore, J.H., Williams, S.M. Male-female differences in the 

genetic regulation of t-PA and PAI-1 levels in a Ghanaian population. Human 

Genetics 124, 479-488 (2008). 

123. Pattin, K.A., White, B.C., Barney, N., Gui, J., Nelson, H.H., Kelsey, K.R. Andrew, 

A.S., Karagas, M.R., Moore, J.H. A computationally efficient hypothesis testing 

method for epistasis analysis using multifactor dimensionality reduction. Genetic 

Epidemiology 33, 87-94 (2009).  

124. Askland, K., Read, C., Moore, J.H.  Pathway-based analyses of whole-genome 

association study data in bipolar disorder reveal genes mediating ion channel 

activity and synaptic neurotransmission. Human Genetics 125, 63-79 (2009). 

125. Sloan, C.D., Duell, E.J., Shi, X., Irwin, R., Andrew, A.S., Williams, S.M., Moore, 

J.H. Ecogeographic genetic epidemiology. Genetic Epidemiology 33, 281-9 (2009). 

126. Reif, D.M., Motsinger-Reif, A.A., McKinney, B.A., Rock, M.T., Crowe, J.E. Jr., 

Moore, J.H. Integrated analysis of genetic and proteomic data identifies biomarkers 

associated with adverse events following smallpox vaccination. Genes and 

Immunity 10, 112-119 (2009).  

127. Greene, C.S., Gilmore, J., Kiralis, J., Andrews, P.C., Moore, J.H. Optimal use of 

expert knowledge in ant colony optimization for the analysis of epistasis in human 

disease.  Lecture Notes in Computer Science 5483, 92-103 (2009). 

128. Morris, J.A., Francois, C., Olson, P.K., Cotton, B.A., Summar, M., Jenkins, J.M., 

Norris, P.R., Moore, J.H., Williams, A.E., McNew, B.S., Canter, J.A. Genetic 

variation in complement component 2 of the classical complement pathway is 

associated with increased mortality and infection: A study of 627 trauma patients. 

Journal of Trauma 66, 1265-1270 (2009). 

129. Tyler, A., White, B.C., Greene, C.S., Andrews, P.C., Cowper, R., Moore, J.H. 

Development and evaluation of an open-ended computational evolution system for 

the creation of digital organisms with complex genetic architecture. Proceedings of 

the IEEE Congress on Evolutionary Computation, pp. 2907-2912 (2009). 

130. Greene, C.S., Kiralis, J., Moore, J.H. Nature-inspired algorithms for the genetic 

analysis of epistasis in common human diseases: Theoretical assessment of wrapper 



vs. filter approaches. Proceedings of the IEEE Congress on Evolutionary 

Computation, pp. 800-807 (2009). 

131. Greene, C.S., White, B.C., Moore, J.H. Sensible initialization using expert 

knowledge for genome-wide analysis of epistasis using genetic programming. 

Proceedings of the IEEE Congress on Evolutionary Computation, pp. 1289-1296 

(2009). 

132. Arehart, E., Gleim, S., White, B.C., Hwa, J., Moore, J.H. Multifactor 

dimensionality reduction analysis identifies specific nucleotide patterns promoting 

genetic polymorphisms. BioData Mining 2, 2 (2009). 

133. Andrew, A.S. Gui, J., Sanderson, A.C., Mason, R.A., Morlock, E.V., Schned, A.R., 

Kelsey, K.T., Marsit, C.J., Moore, J.H., Karagas, M.R. Bladder cancer SNP panel 

predicts susceptibility and survival. Human Genetics 125, 527-539 (2009).  

134. Sile, S., Velez, D.R., Gillani, N.B., Narsia, T., Moore, J.H., George, A.L. Jr, 

Vanoye, C.G., Williams, S.M. CLCNKB-T481S and essential hypertension in a 

Ghanaian population. Journal of Hypertension 27, 298-304 (2009). 

135. Greene, C.S., Hill, D., Moore, J.H. Environmental noise improves epistasis models 

of genetic data discovered using a computational evolution system. Proceedings of 

the Genetic and Evolutionary Computing Conference, pp. 1785-1786, ACM press 

(2009). 

136. Greene, C.S., Penrod, N.M., Williams, S.M., Moore, J.H. Failure to replicate a 

genetic association may provide important clues about genetic architecture. PLoS 

One 4, e5639 (2009). ( 

137. Tishkoff, S.A., Reed, F.A., Friedlaender, F.R., Dobrin, S., Doumbo, O., Ehret, C., 

Froment, A., Hirbo, J.B., Ibrahim, M., Juma, A.T., Kotze, M.J., Lema, G., Moore, 

J.H., Nyambo, T.B., Omar, S.A., Pretorius, G.S., Ranciaro, A., Smith, M.W., Thera, 

M., Wambebe, C., Weber, J.L., Williams, S.M. The genetic structure of Africans 

and African Americans. Science 324, 1035-1044 (2009). 

138. Morris, J.A. Jr., Norris, P.R., Moore, J.H., Jenkins, J.M., Williams, A.E., Canter, 

J.A. Genetic variation in the autonomic nervous system affects mortality: a study of 

1,095 trauma patients. Journal of the American College of Surgeons 208, 663-8 

(2009). 

139. Sinnott-Armstrong, N.A., Greene, C.S., Cancare, F., Moore, J.H. Accelerating 

epistasis analysis in human genetics with consumer graphics hardware. BMC 

Research Notes 2, 149 (2009).  

140. Sloan, C.D., Andrew, A.D., Duell, E.J., Williams, S.M., Karagas, M.R., Moore, 

J.H. Genetic population structure analysis in New Hampshire reveals Eastern 

European ancestry. PLoS One 4, e6928 (2009). 

141. Greene, C.S., Penrod, N.M., Kiralis, J., Moore, J.H. Spatially uniform ReliefF 

(SURF) for computationally efficient filtering of gene-gene interactions. BioData 

Mining 2, 5 (2009). 

142. Norris, P.R., Canter, J.A., Jenkins, J.M., Moore, J.H., Williams, A.E., Morris, J.A. 

Personalized medicine. Genetic variation and loss of physiologic complexity are 

associated with mortality in 644 trauma patients. Annals of Surgery 254, 524-530 

(2009). 

143. Trask, H.W., Cowper-Sal·lari, R., Sartor, M.A., Gui, J., Heath, C.V., Renuka, J., 

Higgins, A.J., Andrews, P., Korc, M., Moore, J.H., Tomlinson, C.R. Microarray 

analysis of cytoplasmic versus whole cell RNA reveals a considerable number of 

missed and false positive mRNAs. RNA 15, 1917-1928 (2009). 



144. Lavender, N.A., Benford, M.L., VanCleave, T.T., Brock, G.N., Kittles, R.A., 

Moore, J.H., Hein, D.W., Kidd, L.R. Examination of polymorphic glutathione S-

transferase (GST) genes, tobacco smoking and prostate cancer risk among men of 

African descent: A case-control study. BMC Cancer 9, 397 (2009). 

145. Pattin, K.A., Moore, J.H. Role for protein-protein interaction databases in human 

genetics. Expert Review of Proteomics 6, 647-659 (2009).  

146. Dervieux, T., Wessels, J.A.M., van der Straaten, T., Penrod, N., Moore, J.H., 

Guchelaar, H.-J., Kremer, J.M. Gene-gene interactions in folate and adenosine 

biosynthesis pathways affect methotrexate efficacy and tolerance in rheumatoid 

arthritis. Pharmacogenetics and Genomics 19, 935-944 (2009). 

147. Lavender, N., Komalafe, O.O., Brock, G., Moore, J.H., VanCleave, T., Srivastava, 

D.S., Benford, M., States, C., Kittles, R.A., Kidd, L.R.  No association between 

variant DNA repair genes and prostate cancer risk among men of African descent. 

The Prostate 70, 113-119 (2010). 

148. Pattin, K.A., Moore, J.H. Genome-wide association studies for the identification of 

biomarkers in metabolic diseases. Expert Opinion on Medical Diagnostics 4, 39-51 

(2010). 

149. Greene, C.S., Himmelstein, D.S., Kelsey, K.T., Williams, S.M., Andrew, A.S., 

Karagas, M.R., Moore, J.H. Enabling personal genomics with an explicit test of 

epistasis. Pacific Symposium on Biocomputing, 327-336 (2010).  

150. VanCleave, T.T., Moore, J.H., Benford, M.L., Brock, G.N., Kalbfleisch, T., 

Baumgarter, R.N., Lillard, J.W., Kittles, R.A., Kidd, L.R. Interaction among variant 

vascular endothelial growth factor (VEGF) and its receptor in relation to prostate 

cancer risk. The Prostate 70, 341-52 (2010).  

151. Shen, L., Kim, S., Risacher, S.L., Nho, K., Swaminathan, S., West, J.D., Foroud, T., 

Pankratz, N., Moore, J.H., Sloan, C.D., Huentelman, M.J., Craig, D.W., DeChairo, 

B.M., Potkin, S.G., Jack, C.R. Weiner, M.W., Saykin, A.J. and the Alzheimer 

Diseases Neuroimaging Initiative. Whole genome association study of brain-wide 

imaging phenotypes for identifying qualitative trait loci in MCI and AD: A study of 

the ADNI cohort. NeuroImage 53, 1051-1063 (2010 

152. Sloan, C.D., Shen, L., West, J.D., Wishart, H.A., Flashman, L.A., Rabin, L.A., 

Santulli, R.B., Guerin, S.J., Rhodes, C.H., Tsongalis, G.J., McAllister, T.W., Ahles, 

T.A., Lee, S.L., Moore, J.H., Saykin, A.J. Genetic pathway-based hierarchical 

clustering analysis of older adults with cognitive complaints and amnestic mild 

cognitive impairment using clinical and neuroimaging phenotypes. Neuropsychiatric 

Genetics 153B, 1060-1069 (2010). 

153. Greene, C.S., Sinnott-Armstrong, N.A., Himmelstein, D., Park, P.J., Moore, J.H., 

Harris, B.T. Multifactor dimensionality reduction for graphics processing units 

enables genome-wide testing of epistasis in sporadic ALS. Bioinformatics 26, 694-5 

(2010).  

154. Greene, C.S., Himmelstein, D.S., Moore, J.H. A model free method to generate 

human  genetics datasets with complex gene-disease relationships. Lecture Notes in 

Computer Science 6023, 74-85 (2010). 

155. Payne, J.L., Moore, J.H. Sexual recombination in self-organizing interaction 

networks. Lecture Notes in Computer Science 6024, 41-50 (2010). 

156. Greene, C.S., Himmelstein, D.S., Kiralis, J., Moore, J.H. The informative extremes: 

Using both nearest and farthest individuals can improve relief algorithms in the 



domain of human genetics. Lecture Notes in Computer Science 6023, 182-193 

(2010). 

157. Penrod, N.M., Greene, C.S., Granizo-MacKenzie, D., Moore, J.H. Artificial 

immune systems for epistasis analysis in human genetics. Lecture Notes in 

Computer Science 6023, 194-204 (2010). 

158. Urbanowicz, R., Moore, J.H. The application of Michigan-style learning classifier 

systems to address genetic heterogeneity and epistasis in association studies. 

Proceedings of the Genetic and Evolutionary Computing Conference. ACM Press, 

pp. 195-202 (2010).  

159. Urbanowicz, R., Moore, J.H. The application of Pittsburgh-style learning classifier 

systems to address genetic heterogeneity and epistasis in association studies. Lecture 

Notes in Computer Science pp. 195-202 (2010).  

160. Saykin, A.J., Shen, L., Foroud, T.M., Potkin, S.G., Swaminathan, S., Kim, S., 

Risacher, S.L., Nho, K., Huentelman, M.J., Craig, D.W., Thompson, P.M., Stein, 

J.L., Moore, J.H., Weiner, M.W., and the Alzheimer's Disease Neuorimaging 

Initiative. Alzheimer's disease neuroimaging initiative biomarkers as quantitative 

phenotypes: Genetics core aims, progress and plans. Alzheimer's and Dementia 6, 

265-273 (2010). 

161. Payne, J.L., Moore, J.H. Exploiting graphics processing units for computational 

biology and bioinformatics. Interdisciplinary Sciences: Computational Life Sciences 

2, 213-220 (2010). 

162. Gui, J., Andrew, A.S., Andrews, P., Nelson, H.H., Kelsey, K.R. Karagas, M.R., 

Moore, J.H. A simple and computationally efficient sampling approach to covariate 

adjustment for multifactor dimensionality reduction analysis of epistasis. Human 

Heredity 70, 219-225 (2010).  

163. Pattin, K.A., Gui, J., Moore, J.H. Employing publically available biological expert 

knowledge from protein-protein interaction information. Lecture Notes in Computer 

Science 6282, 395-406 (2010). 

164. Bentley, J.P., Asselbergs, F.W., Coffey, C.S., Hebert, P.R. Moore, J.H., Hillege, 

H.L., van Gilst, W.H. Cardiovascular risk associated with interactions among 

polymorphisms in genes from the renin-angiotensin, bradykinin, and fibrinolytic 

systems. PLoS One 5, e12757 (2010). 

165. Gui, J., Andrew, A.S., Andrews, P., Nelson, H.H., Kelsey, K.R. Karagas, M.R., 

Moore, J.H. A robust multifactor dimensionality reduction method for detecting 

gene-gene interactions with application to the genetic analysis of bladder cancer 

susceptibility. Annals of Human Genetics, 75, 20-28 (2011). 

166. Gui, J., Moore, J.H., Nelson, H.H., Kelsey, K.R. Karagas, M.R., Andrew, A.S. A 

novel survival multifactor dimensionality reduction method for detecting gene-gene 

interactions with application to bladder cancer prognosis. Human Genetics 129, 101-

110 (2011). 

167. Kim, M.K., Moore, J.H., Kim, J.K., Cho, K.H., Cho, Y.W., Kim, Y.S., Lee, M.C., 

Kim, Y.O., Shin, M.H. Evidence for epistatic interactions in antiepileptic drug 

resistance. Journal of Human Genetics 56, 71-76 (2011). 

168. Greene, C.S., Hill, D.P., Moore, J.H. An open-ended computational evolution 

strategy for evolving parsimonious solutions to human genetics problems. Lecture 

Notes in Computer Science 5777, 313-320 (2011). 



169. Gilmore, J.M., Greene, C.S., Andrews, P.C., Moore, J.H. An analysis of new expert 

knowledge scaling methods for biologically inspired computing. Lecture Notes in 

Computer Science 5778, 286-293 (2011). 

170. Darabos, C., Tomassini, M., Di Cunto, F., Provero, P., Moore, J.H., Giacobini, M. 

Toward robust network based complex systems: from evolutionary cellular automata 

to biological models. Intelligenza Artificiale 5, 37-47 (2011). 

171. Darabos, C., Di Cunto, F., Tomassini, M., Moore, J.H., Provero, P., Giacobini, M. 

Validating a threshold-based Boolean model of regulatory networks on a biological 

organism. Lecture Notes in Computer Science 6623, 59-68 (2011). 

172. Wishart, H.A., Roth, R.M., Saykin, A.J., Rhodes, C.H., Tsongalis, G.J., Pattin, K.A., 

Moore, J.H., McAllister, T.W. COMT Val158Met genotype and individual 

differences in executive function in healthy adults. Journal of the International 

Neuropsychology Society 17, 174-80 (2011).  

173. Hu, T., Payne, J.L., Banzhaf, W., Moore, J.H. Robustness, evolvability, and 

accessibility in linear genetic programming. Lecture Notes in Computer Science 

6621, 13-24 (2011). 

174. Coffey, C.S., Asselbergs, F.W., Hebert, P.R., Hillege, H.L., Li, Q., Moore, J.H., 

van Gilst, W.H. The Association of the Metabolic Syndrome with PAI-1 and t-PA 

Levels. Cardiology Research and Practice. 2011, 541467 (2011). 

175. LeRoy, E.C., Moore, J.H., Hu, C., Martínez, M.E., Lance, P., Duggan, D., 

Thompson, P.A. Genes in the insulin and insulin-like growth factor pathway and 

odds of metachronous colorectal neoplasia. Human Genetics 129, 503-12 (2011). 

176. Penrod, N.M., Poku, K.A., Vaughan, D.E., Asselbergs, F.W., Brown, N.J., Moore, 

J.H., Williams, S.M. Epistatic interactions in genetic regulation of t-PA and PAI-1 

levels in a Ghanaian population. PLoS One 6, e16639 (2011). 

177. Himmelstein, D.S., Greene, C.S., Moore, J.H. Evolving hard problems: Generating 

human genetics datasets with a complex etiology. BioData Mining 4, 21 (2011). 

178. Fisher, J., Moore, J.H. Distinguishing the effects of epistasis and pleiotropy using a 

variant of the NK model. In: Lenaerts, T. et al. (Eds) Advances in Artificial Life, 

MIT Press, pp. 234-241 (2011). 

179. Payne, J., Moore, J.H. Robustness, evolvability, and accessibility in the signal-

integration space for gene regulatory circuits. In: Lenaerts, T. et al. (Eds) Advances 

in Artificial Life, MIT Press, pp. 638-645. 

180. Pan, Q., Darabos, C., Tyler, A., Moore, J.H., Payne, J.L. The influence of whole-

genome duplication and subsequent diversification on environmental robustness and 

evolutionary innovation in gene regulatory networks. In: Lenaerts, T. et al. (Eds) 

Advances in Artificial Life, MIT Press, pp. 614-621 (2011). 

181. Hu, T., Sinnott-Armstrong, N.A., Kiralis, J.W., Andrew, A.S., Karagas, M.R., 

Moore, J.H. Characterizing genetic interactions in human disease association 

studies using statistical epistasis networks. BMC Bioinformatics 12, 364 (2011).  

182. Fan, R., Zhong, M., Wang, S., Zhang, Y., Andrew, A., Karagas, M., Chen, H., 

Amos,  C.I., Xiong, M., Moore, J.H. Entropy-based information gain approaches to 

detect and to characterize gene-gene and gene-environment interactions/correlations 

of complex diseases. Genetic Epidemiology 35, 706-721 (2011). 

183. Darabos, C., Di Cunto, F., Tomassini, M., Moore, J.H., Provero, P., Giacobini, M. 

Additive functions in Boolean models of gene regulatory network modules. PLoS 

One 6, e25110 (2011). 



184. Moore, J.H., Cowper Sal.Lari, R.C., Hill, D., Hibberd, P.L., Madan, J.C. Human 

microbiome visualization using 3D technology. Pacific Symposium on 

Biocomputing  2011, 154-164 (2011). 

185. Andrew, A.S., Hu, T., Gu, J., Gui, J., Ye, Y., Marsit, C.J., Kelsey, K.T., Schned, 

A.R., Tanyos, S.A., Pendleton, E.M., Mason, R.A., Morlock, E.V., Zens, M.S., Li, 

Z., Moore, J.H., Wu, X., Karagas, M.R. HSD3B and gene-gene interactions in a 

pathway-based analysis of genetic susceptibility to bladder cancer. PLoS One 7, 

e51301 (2012). 

186. Urbanowicz, R.J., Granizo-Mackenzie, A., Moore, J.H. Instance-linked attribute 

tracking and feedback for Michigan-style supervised learning classifier systems. 

Proceedings of the Fourteenth International Conference on Genetic and 

Evolutionary Computation Conference, 927-934 (2012). 

187. Askland, K., Read, C., O'Connell, C., Moore, J.H. Ion channels and schizophrenia: 

a gene set-based analytic approach to GWAS data for biological hypothesis testing. 

Human Genetics 131, 373-391 (2012). 

188. Karagas, M.R., Andrew, A.S., Nelson, H.H., Li, Z., Punshon, T., Schned, A., Marsit, 

C.J., Morris, J.S., Moore, J.H., Tyler, A.L., Gilbert-Diamond, D., Guerinot, M.L., 

Kelsey, K.T. SLC39A2 and FSIP1 polymorphisms as potential modifiers of arsenic-

related  bladder cancer. Human Genetics 131, 453-461 (2012). 

189. Caramori, M.L., Kim, Y., Moore, J.H., Rich, S.S., Mychaleckyj, J.C., Kikyo, N., 

Mauer, M. Gene expression differences in skin fibroblasts in identical twins 

discordant for type 1 diabetes. Diabetes 61, 739-744 (2012). 

190. McAllister, T.W., Tyler, A.L., Flashman, L.A., Rhodes, C.H., McDonald, B.C., 

Saykin, A.J., Tosteson, T.D., Tsongalis, G.J., Moore, J.H. Polymorphisms in the 

Brain-Derived Neurotrophic Factor Gene Influence Memory and Processing Speed 

One Month after Brain Injury. Journal of Neurotrauma 29, 1111-1118 (2012). 

191. Pechenick, D.A., Payne, J.L., Moore, J.H. The influence of assortativity on the 

robustness of signal-integration logic in gene regulatory networks. Journal of 

Theoretical Biology 296, 21-32 (2012). 

192. Mechanic, L.E., Chen, H.S., Amos, C.I., Chatterjee, N., Cox, N.J., Divi, R.L., Fan, 

R., Harris, E.L., Jacobs, K., Kraft, P., Leal, S.M., McAllister, K., Moore, J.H., 

Paltoo, D.N., Province, M.A., Ramos, E.M., Ritchie, M.D., Roeder, K., Schaid, D.J., 

Stephens, M., Thomas, D.C., Weinberg, C.R., Witte, J.S., Zhang, S., Zöllner, S., 

Feuer, E.J., Gillanders, E.M. Next generation analytic tools for large scale genetic 

epidemiology studies of complex diseases. Genetic Epidemiology 36, 22-35 (2012).  

193. Akhtar-Zaidi, B., Cowper, R.C., Corradin, O., Saiakhova, A., Bartels, C.F., Myeroff, 

L., Lutterbaugh, J., Jarrar, A., Kalady, M.F., Willis, J., Moore, J.H., Tesar, P.J., 

Laframboise, T., Markowitz, S., Lupien, M. Scacheri, P.C. Epigenomic enhancer 

profiling defines a signature of colon cancer. Science 336, 736-739 (2012).  

194. Kim, N., Andrews, P., Asselbergs, F.W., Frost, H.R., Williams, S.M., Harris, B.T., 

Read, C., Askland, K., Moore, J.H. Gene ontology analysis of pairwise genetic 

associations in two genome-wide studies of sporadic ALS. BioData Mining 5, 9 

(2012). 

195. Zhang, X., Cowper-Sal.Lari, R., Bailey, S.D., Moore, J.H., Lupien, M. Integrative 

functional genomics identifies an enhancer looping to the SOX9 gene disrupted by 

the 17q24.3 prostate cancer risk locus. Genome Research 22, 1437-1446 (2012).  



196. Urbanowicz, R.J., Granizo-Mackenzie, A., Moore, J.H. An analysis pipeline with 

statistical and visualization-guided knowledge discovery for Michigan-style learning 

classifier systems. Computational Intelligence Magazine 7, 35-45 (2012). 

197. Urbanowicz, R.J., Granizo-Mackenzie, A., Moore, J.H. Using expert knowledge to 

guide covering and mutation in a Michigan-style learning classifier system to detect 

epistasis and heterogeneity. Lecture Notes in Computer Science 7491, 266-275 

(2012). 

198. Hu, T., Payne, J.L., Banzhaf, W., Moore, J.H. Evolutionary dynamics on multiple 

scales: A quantitative analysis of the interplay between genotype, phenotype and 

fitness in linear genetic programming. Genetic Programming and Evolvable 

Machines 13, 305-337. (2012). 

199. Kerley-Hamilton, J.S., Trask, H.W., Ridley, C.J., Dufour, E., Ringelberg, C.S., 

Nurinova, N., Wong, D., Moodie, K.L., Shipman, S.L., Moore, J.H., Korc, M., 

Shworak, N.W., Tomlinson, C.R. Obesity is mediated by differential aryl 

hydrocarbon receptor signaling in mice fed a western diet. Environmental Health 

Perspectives 120, 1252-1259 (2012). 

200. Sloan, C.D., Andrew, A.S., Gruber, J.F., Mwenda, K.M., Moore, J.H., Onega, T., 

Karagas, M.R., Shi, X., Duell, E.J. Indoor and outdoor air pollution and lung cancer 

in New Hampshire and Vermont. Toxicological and Environmental Chemistry 94, 

605-615 (2012). 

201. Lavender, N.A., Rogers, E.N., Yeyeodu, S., Rudd, J., Hu, T., Zhang, J., Brock, 

G.N., Kimbro, K.S., Moore, J.H., Hein, D.W., Kidd, L.C. Interaction among 

apoptosis-associated sequence variants and joint effects on aggressive prostate 

cancer. BMC Medical Genomics. 5, 11 (2012). 

202. Madan, J.C., Salari, R.C., Saxena, D., Davidson, L., O'Toole, G.A., Moore, J.H., 

Sogin, M.L., Foster, J.A., Edwards, W.H., Palumbo, P., Hibberd, P.L. Gut microbial 

colonisation in premature neonates predicts neonatal sepsis. Archives of Disease in 

Childhood Fetal: Neonatal Edition 97, F456-F462 (2012). 

203. Madan, J.C., Koestler, D.C., Stanton, B.A., Davidson, L., Moulton, L.A., Housman, 

M.L., Moore, J.H., Guill, M.F., Morrison, H.G., Sogin, M.L., Hampton, T.H., 

Karagas, M.R., Palumbo, P.E., Foster, J.A., Hibberd, P.L., O'Toole, G.A. Serial 

analysis of the gut and respiratory microbiome in cystic fibrosis in infancy: 

Interaction between intestinal and respiratory tracts and impact of nutritional 

exposures. MBio 3, 4 (2012).  

204. Thornley, J.A., Trask, H.W., Ringelberg, C.S., Ridley, C.J., Wang, S., Sal-Lari, 

R.C., Moore, J.H., Korc, M., Tomlinson, C.R. SMAD4-dependent polysome RNA 

recruitment in human pancreatic cancer cells. Molecular Carcinogenesis 51, 771-82 

(2012). 

205. Huang, J., Sabater-Lleal, M., Asselbergs, F.W., Tregouet, D., Shin, S.Y., Ding, J., 

Baumert, J., Oudot-Mellakh, T., Folkersen, L., Johnson, A.D., Smith, N.L., 

Williams, S.M., Ikram, M.A., Kleber, M.E., Becker, D.M., Truong, V., 

Mychaleckyj, J.C., Tang, W., Yang, Q., Sennblad, B., Moore, J.H., (69 additional 

authors), Hamsten, A. Genome-wide association study for circulating levels of PAI-

1 provides novel insights into its regulation. Blood 120, 4873-4881 (2012). 

206. Cowper-Sal Lari, R., Zhang, X., Wright, J.B., Bailey, S.D., Cole, M.D., Eeckhoute, 

J., Moore, J.H., Lupien, M. Breast cancer risk-associated SNPs modulate the 

affinity of chromatin for FOXA1 and alter gene expression. Nature Genetics 44, 

1191-1198 (2012).  



207. Urbanowicz, R.J., Kiralis, J., Sinnott-Armstrong, N.A., Heberling, T., Fisher, J.M., 

Moore, J.H. GAMETES: A fast, direct algorithm for generating pure, strict, 

epistatic models with random architectures. BioData Mining 5, 16 (2012).  

208. Urbanowicz, R.J., Kiralis, J., Fisher, J.M., Moore, J.H. Predicting the difficulty of 

pure, strict, epistatic models: Metrics for simulated model selection. BioData Mining 

5, 15 (2012). 

209. Fung, E., Patsopoulos, N., Belknap, S.M., O’Rourke, D.J., Robb, J.F., Anderson, 

J.L., Shworak, N.W., Moore, J.H. The effect of genetic variants especially CYP2C9 

and VKORC1 on the pharmacology of warfarin. Seminars in Thrombosis and 

Hemostasis 38, 893-904 (2012). 

210. Granizo-Mackenzie, D., Moore, J.H. Artificial immune systems perform valuable 

work when detecting epistasis in human genetic datasets. Lecture Notes in Computer 

Science 7246, 189-200 (2012). 

211. Darabos, C., Giacobini, M., Hu, T., Moore, J.H. Levy-flight genetic programming: 

Towards a new mutational paradigm. Lecture Notes in Computer Science 7246, 38-

49 (2012). 

212. Pan, Q., Darabos, C., Moore, J.H. The role of mutations in whole genome 

duplication. Lecture Notes in Computer Science 7246, 122-133 (2012). 

213. Hu, T., Andrew, A.S., Karagas, M.R., Moore, J.H. Statistical epistasis networks 

reduce  the computational complexity of searching three-locus genetic models. 

Pacific Symposium on Biocomputing 2013, 397-408 (2013). 

214. Payne, J.L., Giacobini, M., Moore, J.H. Complex and dynamic population 

structures: Synthesis, open questions and future directions. Soft Computing 17, 

1109-1120 (2013). 

215. Hu, T., Chen, Y., Kiralis, J., Collins, R.L., Wejse, C., Sirugo, G., Williams, S.M., 

Moore, J.H. An information-gain approach to detecting three-way epistatic 

interactions in  genetic association studies. Journal of the American Medical 

Informatics Association 20, 630-636 (2013). 

216. Urbanowicz, R.J., Andrew, A.S., Karagas, M.R., Moore, J.H. The role of genetic 

heterogeneity and epistasis in bladder cancer susceptibility and outcome: A learning 

classifier system approach. Journal of the American Medical Informatics 

Association 20, 603-612 (2013).  

217. Penrod, N.M., Moore, J.H. Key genes for modulating information flow play a 

temporal role as breast tumor coexpression networks are dynamically rewired by 

letrozole. BMC Medical Genomics 6 suppl 2, S2 (2013). 

218. Hoen, A.G., Gardner, S., Moore, J.H. Identification of SNPs associated with variola 

virus virulence. BioData Mining 6, 3 (2013). 

219. Granizo-Mackenzie, D., Moore, J.H. Multiple-threshold spatially uniform ReliefF 

for the genetic analysis of complex human diseases. Lecture Notes in Computer 

Science 7833, 1-10 (2013). 

220. Sulovari, A., Moore, J.H. Optimal use of biological expert knowledge from 

literature mining in ant colony optimization for analysis of epistasis in human 

disease. Lecture Notes in Computer Science 7833, 129-140 (2013). 

221. Fisher, J., Moore, J.H. Cell-based metrics improve the detection of gene-gene 

interactions using multifactor dimensionality reduction. Lecture Notes in Computer 

Science 7833, 200-211 (2013). 



222. Pan, Q., Hu, T., Malley, J., Andrews, A., Karagas, M., Moore, J.H. Supervising 

random forest using attribute interaction networks. Lecture Notes in Computer 

Science, 7833, 104-116 (2013). 

223. Darabos, C., Desai, K., Cowper Sal.Lari, R., Giacobini, M., Graham, B., Lupien, M. 

Moore, J.H. Inferring human phenotype networks from genome-wide genetic 

associations. Lecture Notes in Computer Science 7833, 23-34 (2013). 

224. Hu, T., Banzhaf, W., Moore, J.H. Robustness and evolvability of recombination in 

linear genetic programming. Lecture Notes in Computer Science 7831, 97-108 

(2013). 

225. Collins, R.L., Hu, T., Wejse, C., Sirugo, G., Williams, S.M., Moore, J.H. 

Multifactor dimensionality reduction reveals a three-locus epistatic interaction 

associated with susceptibility to pulmonary tuberculosis. BioData Mining 6, 4 

(2013). 

226. Hu, T., Chen, Y., Kiralis, J.W., Moore, J.H. ViSEN: Methodology and software for 

visualization of statistical epistasis networks. Genetic Epidemiology, 37, 283-285 

(2013). 

227. Molineros, J.E., Maiti, A.K., Sun, C., Looger, L.L., Han, S., Kim-Howard, X., 

Glenn, S., Adler, A., Kelly, J.A., Niewold, T.B., Gilkeson, G.S., Brown, E.E., 

Alarcón, G.S., Edberg, J.C., Petri, M., Ramsey-Goldman, R., Reveille, J.D., Vilá, 

L.M., Freedman, B.I., Tsao, B.P., Criswell, L.A., Jacob, C.O., Moore, J.H., Vyse, 

T.J., Langefeld, C.L., Guthridge, J.M., Gaffney, P.M., Moser, K.L., Scofield, R.H., 

Alarcón-Riquelme, M.E.; BIOLUPUS Network, Williams, S.M., Merrill, J.T., 

James, J.A., Kaufman, K.M., Kimberly, R.P., Harley, J.B., Nath, S.K. Admixture 

mapping in lupus identifies multiple functional variants within IFIH1 associated 

with apoptosis, inflammation, and autoantibody production. PLoS Genetics 9, 

e1003222 (2013).  

228. Monda, K.L., Chen, G.K., Taylor, K.C., Palmer, C., Edwards, T.L., (193 additional 

authors), Moore, J.H., Williams, S.M., Zhu, X., Zonderman, A.B., NABEC 

Consortium, UKBEC Consortium, BioBank Japan Project, AGEN Consortium, 

Kooperberg, C., Papanicolaou, G., Henderson, B.E., Reiner, A.P., Nirschhorn, J.N., 

Loos, R.F., North, K.E., Haiman, C.A. A meta-analysis identifies new loci 

associated with body mass index in individuals of African ancestry. Nature Genetics 

45, 690-696 (2013).  

229. Pechenick, D.A., Moore, J.H., Payne, J.L. The influence of assortativity on the 

robustness and evolvability of gene regulatory networks upon gene birth. Journal of 

Theoretical Biology, 330, 26-36 (2013). 

230. Gui, J., Moore, J.H., Williams, S.M., Andrews, P., Hillege, H.L., van der Harst, P., 

van Gilst, W.H., Asselbergs, F.W., Gilbert-Diamond, D. A simple and 

computationally efficient approach to multifactor dimensionality reduction analysis 

of gene-gene interactions for quantitative traits. PLoS One 8, e66545 (2013). 

231. Talukdar, T., Moore, J.H., Diamond, S.G. Continuous correction of differential path 

length factor in near-infrared spectroscopy. Journal of Biomedical Optics 18, 56001 

(2013). 

232. Tan, J., Moore, J.H., Urbanowicz, R.J. Rapid rule compaction strategies for global 

knowledge discovery in a supervised learning classifier system. Advances in 

Artificial Life, pp. 110-117 (2013). 



233. Pechenick, D., Payne, J.L., Moore, J.H. An alternative route to robustness: The 

relationship between assortativity, in-components, and characteristic path length in 

gene  regulatory networks. Advances in Artificial Life, pp. 364-371 (2013). 

234. Pan, Q., Hu, T., Andrew, A.S., Karagas, M.R., Moore, J.H. Bladder cancer specific 

pathway interaction networks. Advances in Artificial Life, pp. 94-101 (2013). 

235. Darabos, C., Mackenzie, C.O., Tomassini, M., Giacobini, M., Moore, J.H. Cellular 

automata coevolution of update functions and topologies: A tradeoff between 

accuracy and speed. Advances in Artificial Life, pp. 340-347 (2013). 

236. Darabos, C., Graham, B., Hu, T., Moore, J.H. Bipartite networks show the 

genotype-to-phenotype relationship in biological systems models: A study of the 

robustness, evolvability, and accessibility in linear cellular automata. Advances in 

Artificial Life, pp. 348-355 (2013). 

237. Franceschini, N., Fox, E., Zhang, Z., Edwards, T.L., (42 additional authors), Moore, 

J.H., (53 additional authors), Keating, B.J., Zhu, X. Genome-wide association 

analysis of blood-pressure traits in African-ancestry individuals reveals common 

associated genes in African and non-African populations. American Journal of 

Human Genetics 5, 545-54 (2013).  

238. Samuels, D., Li, C., Li, B., Song, Z., Torsteson, E., Clay, H., Rokas, A., Thornton-

Wells, T., Moore, J.H., Hughes, T., Hoffman, R., Haines, J.L., Mortlock, D., 

Williams, S.M. Recurrent tissue-specific mtDNA mutations are common in humans. 

PLoS Genetics 9, e1003929 (2013). 

239. Huang, X.,Bruce, B.,Buchan, A.,Congdon, C.B.,Cramer, C.L.,Jennings, S.F.,Jiang, 

H.,Li, Z.,McClure, G.,McMullen, R.,Moore, J.H., Nanduri, B.,Peckham, J.,Perkins, 

A.,Polson, S.W., Rekepalli, B.,Salem, S.,Specker, J.,Wunsch, D.,Xiong, D.,Zhang, 

S.,Zhao, Z. No-boundary thinking in bioinformatics research. BioData Mining 6, 19 

(2013). 

240. Rudd, J., Moore, J.H., Urbanowicz, R.J. A multi-core parallelization strategy for 

statistical significance testing in learning classifier systems. Evolutionary 

Intelligence 6, 127-134 (2013). 

241. Payne, J.L., Moore, J.H., Wagner, A. Robustness, evolvability, and the logic of 

genetic regulation. Artificial Life 20, 111-126 (2014). 

242. Koestler, D.C., Li, J., Baron, J.A., Tsongalis, G.J., Butterly, L.F., Goodrich, M., 

Lesseur, C., Karagas, M.R., Marsit, C.J., Moore, J.H., Andrew, A.S., Srivastava, A. 

Distinct patterns of DNA methylation in conventional adenomas involving the right 

and left colon. Modern Pathology 27, 145-155 (2014). 

243. Darabos, C., Moore, J.H. Using the bipartite human phenotype network to ascertain 

pleiotropy and epistasis beyond the gene. Pacific Symposium on Biocomputing 

2014, 188-199 (2014). 

244. Liu, X., Moore, J.H., Taylor, W., Chen, Y. Message prioritization of epidemic 

forwarding in delay-tolerant networks. Proceedings of the International Conference 

on Computing, Networking and Communications Symposium, pp. 573-577 (2014). 

245. Shen, L., Thompson, P.M., Potkin, S.G., Bertram, L., Farrer, L.A., Foroud, T.M., 

Green, R.C., Hu, X., Huentelman, M.J., Kim, S., Kauwe, J.S.K., Li, Q., Liu, E., 

Maccierdi, F., Moore, J.H., Munsie, L., Nho, K., Ramanan, V.K., Risacher, S.L., 

Stone, D.J., Swaminathan, S., Toga, A.W., Weiner, M.W., Saykin, A.J. Genetic 

analysis of quantitative phenotypes in AD and MCI: Imaging, cognition and 

biomarkers. Brain Imaging and Behavior 8, 183-207 (2014).  

http://www.ncbi.nlm.nih.gov/pubmed?term=Huang%20X%5BAuthor%5D&cauthor=true&cauthor_uid=24192339
http://www.ncbi.nlm.nih.gov/pubmed?term=Bruce%20B%5BAuthor%5D&cauthor=true&cauthor_uid=24192339
http://www.ncbi.nlm.nih.gov/pubmed?term=Buchan%20A%5BAuthor%5D&cauthor=true&cauthor_uid=24192339
http://www.ncbi.nlm.nih.gov/pubmed?term=Congdon%20CB%5BAuthor%5D&cauthor=true&cauthor_uid=24192339
http://www.ncbi.nlm.nih.gov/pubmed?term=Cramer%20CL%5BAuthor%5D&cauthor=true&cauthor_uid=24192339
http://www.ncbi.nlm.nih.gov/pubmed?term=Jennings%20SF%5BAuthor%5D&cauthor=true&cauthor_uid=24192339
http://www.ncbi.nlm.nih.gov/pubmed?term=Li%20Z%5BAuthor%5D&cauthor=true&cauthor_uid=24192339
http://www.ncbi.nlm.nih.gov/pubmed?term=McClure%20G%5BAuthor%5D&cauthor=true&cauthor_uid=24192339
http://www.ncbi.nlm.nih.gov/pubmed?term=McMullen%20R%5BAuthor%5D&cauthor=true&cauthor_uid=24192339
http://www.ncbi.nlm.nih.gov/pubmed?term=Nanduri%20B%5BAuthor%5D&cauthor=true&cauthor_uid=24192339
http://www.ncbi.nlm.nih.gov/pubmed?term=Peckham%20J%5BAuthor%5D&cauthor=true&cauthor_uid=24192339
http://www.ncbi.nlm.nih.gov/pubmed?term=Perkins%20A%5BAuthor%5D&cauthor=true&cauthor_uid=24192339
http://www.ncbi.nlm.nih.gov/pubmed?term=Perkins%20A%5BAuthor%5D&cauthor=true&cauthor_uid=24192339
http://www.ncbi.nlm.nih.gov/pubmed?term=Polson%20SW%5BAuthor%5D&cauthor=true&cauthor_uid=24192339
http://www.ncbi.nlm.nih.gov/pubmed?term=Rekepalli%20B%5BAuthor%5D&cauthor=true&cauthor_uid=24192339
http://www.ncbi.nlm.nih.gov/pubmed?term=Salem%20S%5BAuthor%5D&cauthor=true&cauthor_uid=24192339
http://www.ncbi.nlm.nih.gov/pubmed?term=Specker%20J%5BAuthor%5D&cauthor=true&cauthor_uid=24192339
http://www.ncbi.nlm.nih.gov/pubmed?term=Wunsch%20D%5BAuthor%5D&cauthor=true&cauthor_uid=24192339
http://www.ncbi.nlm.nih.gov/pubmed?term=Xiong%20D%5BAuthor%5D&cauthor=true&cauthor_uid=24192339
http://www.ncbi.nlm.nih.gov/pubmed?term=Zhang%20S%5BAuthor%5D&cauthor=true&cauthor_uid=24192339
http://www.ncbi.nlm.nih.gov/pubmed?term=Zhang%20S%5BAuthor%5D&cauthor=true&cauthor_uid=24192339
http://www.ncbi.nlm.nih.gov/pubmed?term=Zhao%20Z%5BAuthor%5D&cauthor=true&cauthor_uid=24192339


246. Darabos, C., White, M.J., Graham, B.E., Leung, D., Williams, S.M., Moore, J.H. 

The multiscale backbone of the human phenotype network based on biological 

pathways. BioData Mining 7, 1 (2014). 

247. Liu, X., Taylor, W., Moore, J.H., Chen, Y. Delay-tolerant networks with network 

coding: How well can we simulate real devices? Proceedings of the IEEE 

International Conference on Communication, pp. 5808-5813 (2014). 

248. Dasgupta, A., Szymczak, S., Moore, J.H., Bailey-Wilson, J.E., Malley, J.D. Risk 

estimation using probability machines. BioData Mining 7, 2 (2014). 

249. Huang, J., Huffman, J.E., Yamkauchi, M., Trompet, S., Asselbergs, F.W., (15 

additional authors), Moore, J.H., (65 additional authors), Williams, S.M., Hayward, 

C., van der Harst, P., Hamsten, A., Lowenstein, C.J., Strachan, D.P., O'Donnell, C.J. 

Genome-wide association study for circulating tissue plasminogen activator levels 

and functional follow-up implicates endothelial STXBP5 and STX2. 

Arteriosclerosis Thrombosis and Vascular Biology 34, 1093-1101 (2014). 

250. Frost, H.R., Moore, J.H. Optimization of gene set annotations via entropy 

minimization over variable clusters (EMVC). Bioinformatics 30, 1698-1706 (2014). 

251. Pan, Q., Hu, T., Malley, J.D., Andrew, A.S., Karagas, M.R., Moore, J.H. A system-

level pathway-phenotype association analysis using synthetic feature random forest. 

Genetic Epidemiology 38, 209-219 (2014). 

252. Penrod, N.M., Moore, J.H. Influence networks based on coexpression improve drug 

target discovery for the development of novel cancer therapeutics. BMC Systems 

Biology 8, 12 (2014). 

253. Sheng, J., Kim, S., Yan, J., Moore, J.H., Saykin, A., Shen, L. Data synthesis and 

method evaluation for brain imaging genetics. Proceedings of the IEEE Symposium 

on Biomedical Imaging, 1202-1205 (2015). 

254. Ciesielski, T.H., Pendergrass, S.A., White, M.J., Kodaman, N., Sobota, R., Huang, 

M., Bartlett, J., Li, J., Pan, Q., Gui, J., Sellack, S.B., Amos, C., Ritchie, M.D., 

Moore, J.H., Williams, S.M. Diverse convergent evidence in the genetic analysis of 

complex disease: coordinating omic, informatics, and experimental evidence to 

better identify and validate risk factors. BioData Mining 7, 10 (2014). 

255. Vimaleswaran, K.S., Cavadino, A., Berry, D.J., Mangino, M., Andrews, P., Moore, 

J.H., Spector, T.D., Power, C., Järvelin, M.R., Hyppönen, E. Interaction between 

allelic variations in vitamin D receptor and retinoid X receptor genes on metabolic 

traits. BMC Genetics 19, 37 (2014). 

256. Hu, T., Pan, Q., Andrew, A.S., Langer, J., Cole, M.D., Tomlinson, C., Karagas, 

M.R., Moore, J.H. Functional genomics annotation of a statistical epistasis network 

associated with bladder cancer susceptibility. BioData Mining 7, 5 (2014). 

257. Ahles, T.A., Li, Y., McDonald, B.C., Schwartz, G.N., Kaufman, P.A., Tsongalis, 

G.J., Moore, J.H., Saykin, A.J. Longitudinal assessment of cognitive changes 

associated with adjuvant treatment for breast cancer: the impact of APOE and 

smoking. Psychooncology 23, 1382-1390 (2014). 

258. Greene, C.S., Tan, J., Ung, M., Moore, J.H., Cheng, C. Big data bioinformatics. 

Journal of Cellular Physiology 229, 1896-1900 (2014).  

259. Penrod, N.M., Greene, C.S., Moore, J.H. Predicting targeted drug combinations 

based on Pareto optimal patterns of coexpression network connectivity. Genome 

Medicine 6, 33 (2014). 

260. Hu, T., Banzhaf, W., Moore, J.H. Population exploration on genotype networks in 

genetic programming. Lecture Notes in Computer Science 8672, 424-433 (2014). 



261. Urbanowicz, R., Bertasius, G., Moore, J.H. An extended Michigan-style learning 

classifier system for flexible supervised learning, classification, and data mining. 

Lecture Notes in Computer Science 8672, 211-221 (2014). 

262. Davis, M.A., Gilbert-Diamond, D., Karagas, M.R., Li, Z., Moore, J.H., Williams, 

S.M., Frost, H.R. A dietary-wide association study (DWAS) of environmental metal 

exposure in US children and adults. PLoS One 9, e104768 (2014). 

263. Pechenick, D., Payne, J.L., Moore, J.H. Phenotypic robustness and the assortativity 

signature of human transcription factor networks. PLoS Computational Biology 10, 

e1003780 (2014). 

264. Hu, T., Banzhaf, W., Moore, J.H. The effects of recombination on phenotypic 

exploration and robustness in evolution. Artificial Life 20, 457-470 (2014). 

265. Zieselman, A.L., Fisher, J.M., Hu, T., Andrews, P.C., Greene, C.S., Shen, L., 

Saykin, A.J., Moore, J.H. Computational genetics analysis of grey matter density in 

Alzheimer’s disease. BioData Mining 7, 17 (2014). 

266. Yan, J., Du, L., Kim, S., Risacher, S.L., Huang, H., Moore, J.H., Saykin, A.J., 

Shen, L. Transcriptome-guided amyloid imaging genetic analysis via a novel 

structured sparse learning algorithm. Bioinformatics 30, i564-i571 (2014). 

267. Wang, Y., Tayo, B., Bandyopadhyay, A., Wang, H., Feng, T., Franceschini, N., 

Tang, H., Gao, J., Sung, Y., Moore, J.H. with the COGENT BP Consortium, 

Elston, R.C., Williams, S.M., Cooper, R.S., Mu, T., Zhu, X. The association of the 

vanin-1 N131S variant with blood pressure is mediated by endoplasmic reticulum-

associated degradation and loss of function. PLoS Genetics 10, e1004641 (2014). 

268. Gorlov, I.P., Moore, J.H., Peng, B., Jin, J.L., Gorlova, O.Y., Amos, C.I. SNP 

characteristics predict replication success in association studies. Human Genetics 

133, 1477-1486 (2014). 

269. Lekman, M., Hossjer, O., Andrews, P., Kallberg, H., Uvehag, D., Charney, D., 

Manji, H., Rush, J.A., McMahon, F.J., Moore, J.H., Kockum, I. The genetic 

interacting landscape of 63 candidate genes in major depressive disorder. BioData 

Mining 7, 19 (2014). 

270. Du, L., Jingwen, Y., Kim, S., Risacher, S.L., Huang, H., Inlow, M., Moore, J.H., 

Saykin, A.J., Shen, L. A novel structure-aware sparse learning algorithm for brain 

imaging genetics. Lecture Notes in Computer Sciences 8675, 329-336 (2014). 

271. White, M.J., Tacconelli, A., Chen, J.S., Wejse, C., Hill, P.C., Gomes, V.F., Velez-

Edwards, D.R., Østergaard, L.J., Hu, T.,Moore, J.H., Novelli, G., Scott, W.K., 

Williams, S.M., Sirugo, G. Epiregulin (EREG) and human V-ATPase (TCIRG1): 

genetic variation, ethnicity and pulmonary tuberculosis susceptibility in Guinea-

Bissau and The Gambia. Genes and Immunity 15, 370-377 (2014). 

272. Pouladi, N., Moore, J.H. Combining functional genomics strategies identifies 

modular heterogeneity of breast cancer intrinsic subtypes. BioData Mining 7, 27 

(2014). 

273. Andrew, A.S., Gui, J., Hu, T., Wyszynski, A., Marsit, C.J., Kelsey, K.T., Schned, 

A.R., Tanyos, S.A., Pendleton, E.M., Ekstrom, R.M., Li, Z., Zens, M.S., Borsuk, M., 

Moore, J.H., Karagas, M.R. Genetic polymorphisms modify bladder cancer 

recurrence and survival in a USA population-based prognostic study. British Journal 

of Urology International 115, 238-247 (2015). 

274. Moore, J.H., Amos, R., Kiralis, J., Andrews, P.C. Heuristic identification of 

biological architectures for simulating complex hierarchical genetic interactions. 

Genetic Epidemiology 39, 25-34 (2015). 



275. Chernikova, D.A., Koestler, D.C., Hoen, A.G., Housman, M.L., Hibberd, 

P.L., Moore, J.H., Morrison, H.G., Sogin, M.L., Zain-Ul-Abideen, M., Madan, J.C. 

Fetal exposures and perinatal influences in the stool microbiota of premature infants. 

Journal of Maternal, Fetal and Neonatal Medicine 29, 99-105 (2015). 

276. Darabos, C., Grussing, E., Cricco, M., Clark, K., Moore, J.H. A bipartite network 

approach to inferring interactions between environmental exposures and human 

diseases. Pacific Symposium on Biocomputing, 2015, 171-182 (2015). 

277. Frost, H.R., Andrew, A.S., Karagas, M.R., Moore, J.H. A screening-testing 

approach to detecting gene-environment interactions using sequential penalized and 

unpenalized multiple logistic regression. Pacific Symposium on Biocomputing 2015, 

183-194 (2015). 

278. Darabos, C., Moore, J.H. Critical properties of cellular automata with evolving 

network topologies. Proceedings of the IEEE Congress on Evolutionary Computing, 

2105-2112 (2015). 

279. Hu, T., Darabos, C., Cricco, M.E., Kong, E., Moore, J.H. Genome-wide genetic 

interaction analysis of glaucoma using expert knowledge derived from human 

phenotype networks. Pacific Symposium on Biocomputing 2015, 207-218 (2015). 

280. Andrew, A.S., Marsit, C.J., Schned, A.R., Seigne, J.D., Kelsey, K.T., Moore, J.H., 

Perreard, L., Karagas, M.R., Sempere, L.F. Expression of tumor suppressive 

microRNA-34a is associated with a reduced risk of bladder cancer recurrence. 

International Journal of Cancer 137, 1158-1166 (2015). 

281. White, M.J., Eren, F., Agirbasli, D., Chen, J., Hu, T., Moore, J.H., Williams, S.M., 

Agirbasli, M. A systems genetics approach to dyslipidemia in children and 

adolescents. OMICS 19, 248-259 (2015). 

282. Ma, S., Johnson, D., Ashby, C., Xiong, D., Cramer, C.L., Moore, J.H., Zhang, S., 

Huang, X. SPARCoC: a new framework for molecular pattern discovery and cancer 

gene identification. PLoS One 10, e0117135 (2015). 

283. Beaulieu-Jones, B.R., O'Brien, D.M., Hopkins, S.E., Moore, J.H., Boyer, B.B., 

Gilbert-Diamond, D. Sex, adiposity, and hypertension status modify the inverse 

effect of marine food intake on blood pressure in Alaska native (Yup'ik) people. 

Journal of Nutrition 145, 931-938 (2015). 

284. Dahal, K., Sharma, S.P., Fung, E., Lee, J., Moore, J.H., Unterborn, J.N., Williams, 

S.M. Meta-analysis of randomized controlled trials of genotype-guided versus 

standard dosing of warfarin. Chest 148, 701-710 (2015). 

285. Hoen, A.G., Li, J., Moulton, L.A., O'Toole, G.A., Housman, M.L., Koestler, D.C., 

Guill, M.F., Moore, J.H., Hibberd, P.L., Morrison, H.G., Sogin, M.L., Karagas, 

M.R., Madan, J.C. Associations between gut microbial colonization in early life and 

respiratory outcomes in cystic fibrosis. Journal of Pediatrics 167, 138-147 (2015).  

286. Yan, J., Kim, S., Nho, K., Chen, R., Risacher, S.L., Moore, J.H., Saykin, A.J., 

Shen, L.; Alzheimer's Disease Neuroimaging Initiative. Hippocampal transcriptome-

guided genetic analysis of correlated episodic memory phenotypes in Alzheimer's 

disease. Frontiers in Genetics 6, 117 (2015). 

287. Caramori, M.L., Kim, Y., Goldfine, A.B., Moore, J.H., Rich, S.S., Mychaleckyj, 

J.C., Kirkpatrick, D., Nickerson, H., Krolewski, A.S., Mauer, M. Differential gene 

expression in diabetic nephropathy in individuals with type 1 diabetes. Journal of 

Clinical Endocrinology and Metabolism 100, E876-E882 (2015). 

288. Caramori, M.L., Kim, Y., Natarajan, R., Moore, J.H., Rich, S.S., Mychaleckyj, J.C., 

Kuriyama, R., Kirkpatrick, D., Mauer, M. Differential response to high glucose in 



skin fibroblasts of monozygotic twins discordant for type 1 diabetes. Journal of 

Clinical Endocrinology and Metabolism 100, E883-E889 (2015). 

289. Frost, H.R., Li, Z., Moore, J.H. Spectral gene set enrichment (SGSE). BMC 

Bioinformatics 16, 70 (2015). 

290. Urbanowicz, R.J., Moore, J.H. Retoolong for noisy problems in a supervised 

Michigan-style learning classifier system. Proceedings of the Genetic and 

Evolutionary Computing Conference, 591-598 (2015). 

291. Thompson, P., Madan, J.C., Moore, J.H. Prediction of relevant biomedical 

documents: a human microbiome case study. BioData Mining 8, 28 (2015). 

292. White, M.J., Kodaman, N.M., Harder, R.H., Asselbergs, F.W., Vaughan, D.E., 

Brown, N.J., Moore, J.H., Williams, S.M. Genetics of plasminogen activator 

inhibitor-1 (PAI-1) in a Ghanaian population. PLoS One 10, e0136379 (2015). 

293. Weiss, T.L., Zielselman, A., Hill, D.P., Diamond, S.G., Shen, L., Saykin, A.J., 

Moore, J.H. The role of visualization and 3-D printing on biological data mining. 

BioData Mining 8, 22 (2015). 

294. Gui, J., Greene, C.S., Sullivan, C., Taylor, W., Moore, J.H., Kim, C. Testing 

multiple hypotheses through IMP weighted FDR based on genetic functional 

network with application to zebrafish transcriptome study. BioData Mining 8, 17 

(2015). 

295. De, R., Hu, T., Moore, J.H., Gilbert-Diamond, D. Characterizing gene-gene 

interactions in a statistical epistasis network of twelve candidate genes for obesity. 

BioData Mining 8, 45 (2015). 

296. Hu, T., Andrew, A.S., Karagas, M.R., Moore, J.H. Functional dyadicity and 

heterophilicity of gene-gene interactions in statistical epistasis networks. BioData 

Mining 8, 43 (2015). 

297. De, R., Verma, S.S., Drenos, F., Holzinger, E.R., Holmes, M.V., Hall, M.A., 

Crosslin, D.R., Carrell, D.S., Hakonarson, H., Jarvik, G., Larson, E., Pacheco, J.A., 

Rasmussen-Torvik, L.J., Moore, C.B., Asselbergs, F.W., Moore, J.H., Ritchie, 

M.D., Keating, B.J., Gilbert-Diamond, D. Identifying gene-gene interactions that are 

highly associated with Body Mass Index using Quantitative Multifactor 

Dimensionality Reduction (QMDR). BioData Mining 8, 41 (2015). 

298. Du, L., Yan, J., Kim, S., Risacher, S.L., Huang, H., Inlow, M., Moore, J.H., Saykin, 

A.J., Shen, L. GN-SCCA: GraphNet based Sparse Canonical Correlation Analysis 

for Brain Imaging Genetics. Brain Informatics and Health 9250, 275-284 (2015). 

299. Lishout, F.V., Gadaleta, F., Moore, J.H., Wehenkel, L., Steen, K.V. gammaMAXT: 

a fast multiple-testing correction algorithm. BioData Mining 8, 36 (2015). 

300. Yao, X., Yan, J., Kim, S., Nho, K., Risacher, S.L., Inlow, M., Moore, J.H., Saykin, 

A.J., Shen, L., Alzheimer’s Disease Neuroimaging Initiative. Two-dimensional 

Enrichment Analysis for Mining High-level Imaging Genetic Associations. Brain 

Informatics and Health 9250, 115-124 (2015). 

301. International Genetics & Translational Research in Transplantation Network 

(iGeneTRAiN). Design and implementation of the international genetics and 

translational research in transplantation network. Transplantation 99, 2401-2412 

(2015). 

302. Frost, H.R., Li, Z., Asselbergs, F.W., Moore, J.H. An independent filter for gene set 

testing based on spectral enrichment. IEEE/ACM Transactions of Computational 

Biology and Bioinformatics 12, 1076-1086 (2015). 



303. Siwo, G.H., Williams, S.M., Moore, J.H. The future of genomic medicine education 

in Africa. Genome Medicine 23, 47 (2015). 

304. Urbanowicz, R.J., Moore, J.H. ExSTraCS 2.0: Description and evaluation of a 

scalable learning classifier system. Evolutionary Intelligence 8, 89-116 (2015). 

305. Fan, R., Wang, Y., Chiu, C.Y., Chen, W., Ren, H., Li, Y., Boehnke, M., Amos, C.I., 

Moore, J.H., Xiong, M. Meta-analysis of complex diseases at gene level with 

generalized functional linear models. Genetics 202, 457-70 (2016). 

306. Qiu, J., Moore, J.H., Darabos, C. Studying the genetics of complex disease with 

ancestry-specific human phenotype networks: The case of type 2 diabetes in East 

Asian populations. Genetic Epidemiology 40, 293-303 (2016). 

307. Olson, R., Hintze, A., Dyer, F., Moore, J.H., Adami, C. Exploring the coevolution 

of predator and prey morphology and behavior. Proceedings of the International 

Conference on Artificial Life, 15, 250-258 (2016). 

308. Li, J., Malley, J.D., Andrew, A.S., Karagas, M.R., Moore, J.H. Detecting gene-gene 

interactions using a permutation-based random forest method. BioData Mining 9, 14 

(2016). 

309. Huang, M., Graham, B.E., Zhang, G., Harder, R., Kodaman, N., Moore, J.H., 

Muglia, L., Williams, S.M. Evolutionary triangulation: informing genetic 

association studies with evolutionary evidence. BioData Mining 9, 12 (2016). 

310. Tragante, V., Asselbergs, F.W., Swerdlow, D.I., Palmer, T.M., Moore, J.H., de 

Bakker, P.I., Keating, B.J., Holmes, M.V. Harnessing publicly available genetic data 

to prioritize lipid modifying therapeutic targets for prevention of coronary artery 

disease based on dysglycemic index. Human Genetics 135, 453-467 (2016). 

311. Madan, J.C., Hoen, A.G., Lundgren, S.N., Farzan, S.F., Cottingham, K.L., Morrison, 

H.G., Sogin, M.L., Li, H., Moore, J.H., Karagas, M.R. Association of cesarean 

delivery and formula supplementation with the intestinal microbiome of 6-week-old 

infants. JAMA Pediatrics 170, 212-9 (2016). 

312. Darabos, C., Qiu, J., Moore, J.H. An integrated network approach to identifying 

biological pathways and environmental exposure interactions in complex diseases. 

Pacific Symposium on Biocomputing 21, 9-20 (2016). 

313. Du, L., Huang, H., Yan, J., Kim, S., Risacher, S.L., Inlow, M., Moore, J.H., Saykin, 

A.J., Shen, L., Alzheimer’s Disease Neuroimaging Initiative. Structured sparse 

canonical correlation analysis for brain imaging genetics: an improved GraphNet 

method. Bioinformatics 32, 1544-51 (2016).  

314. Du, L., Huang, H., Yan, J., Kim, S., Risacher, S.L., Inlow, M., Moore, J.H., Saykin, 

A.J., Shen.L. Structured sparse CCA for brain imaging genetics via graphc OSCAR. 

BMC Systems Biology 10, 68 (2016). 

315. Sobota, R.S., Stein, C.M., Kodaman, N., Scheinfeldt, L.B., Maro, I., Wieland-Alter, 

W., Igo, R.P. Jr, Magohe, A., Malone, L.L., Chervenak, K., Hall, N.B., Modongo, 

C., Zetola, N., Matee, M., Joloba, M., Froment, A., Nyambo, T.B., Moore, J.H., 

Scott, W.K., Lahey, T., Boom, W.H., von Reyn, C.F., Tishkoff, S.A., Sirugo, G., 

Williams, S.M. A locus at 5q33.3 confers resistance to tuberculosis in highly 

susceptible individuals. American Journal of Human Genetics 98, 514-24 (2016). 

316. Frost, H.R., Amos, C.I., Moore, J.H. A global test for gene-gene interactions based 

on random matrix theory. Genetic Epidemiology 40, 689-701 (2016). 

317. Olson, R.S., Moore, J.H. TPOT: A tree-based pipeline optimization tool for 

automated machine learning. Proceedings of Machine Learning Research 64, 66-74 

(2016).  



318. Wei, R., De Vivo, I., Huang, S., Zhu, X., Risch, H., Moore, J.H., Yu, H., Garmire, 

L.X. Meta-dimensional data integration identifies critical pathways for 

susceptibility, tumorigenesis, and progression of endometrial cancer. Oncotarget 7, 

55249-55263 (2016). 

319. Frost, H.R., Moore, J.H. Identifying significant gene-environment interactions 

using a combination of screening-testing and hierarchical false discovery rate. 

Genetic Epidemiology 40, 544-557 (2016). 

320. Kodaman, N., Aldrich, M., Sobota, R., Asselbergs, F., Brown, N., Moore, J.H., 

Williams, S.M. Plasminogen activator inhibitor-1 and diagnosis of the metabolic 

syndrome in a West African population. Journal of the American Heart Association 

5, e003867 (2016). 

321. Kershenbaum, A., Cutillo, A., Darabos, C., Murray, K., Schiaffino, R., Moore, J.H. 

Bicliques in graphs with correlated edges: From artificial to biological networks. 

Lectuire Notes in Computer Science, 9597, 128-155 (2016). 

322. Olson, R.S., Urbanowicz, R.J., Andrews, P.C., Lavender, N.A., Kidd, L.C., Moore, 

J.H. Automating biomedical data science through tree-based pipeline optimization. 

Lecture Notes in Computer Science 9597, 123-137 (2016). 

323. Olson, R.S., Bartley, N., Urbanowicz, R.J., Moore, J.H. Evaluation of a tree-based 

pipeline optimization for automating data science. Proceedings of the Genetic and 

Evolutionary Computation Conference, pp. 485-492 (2016).  

324. Olson, R.S., Moore, J.H., Adami, C. Evolution of active categorical image 

classification via saccadic eye movement. Lecture Notes in Computer Science 9921, 

581-590 (2016). 

325. Urbanowicz, R.S. Olson, R.S., Moore, J.H. Pareto inspired multi-objective rule 

fitness for adaptive rule-based machine learning. Lecture Notes in Computer 

Science 9921, 514-524 (2016). 

326. Lussier, Y., Li, H., Achour, I., Bastarache, L., Gardeux, V., Li, J., Lee, Y., Pesce, L., 

Yang, X., Ramos, K.S., Foster, I., Denny, J., Moore, J.H., Berghout, J., Integrative 

genomics analyses unveil downstream biological effectors of disease-specific 

polymorphisms buried in intergenic regions. Genomic Medicine 1, 16006 (2016). 

327. Kodaman, N., Aldrich, M., Sobota, R., Asselbergs, F., Poku, K.A., Brown, N., 

Moore, J.H., Williams, S.M. Cardiovascular disease risk factors in Ghana during 

the rural-to-urban transition: A cross-sectional study. PLoS One 11, e0162753 

(2016). 

328. Beaulieu-Jones, B., Moore, J.H. Missing data imputation in the electronic health 

record using deeply learned autoencoders. Pacific Symposium on Biocomputing 

2017, 207-2018 (2017).  

329. Yao, X., Yan, J., Kim, S., Nho, K., Risacher, S.L., Inlow, M., Moore, J.H., Saykin, 

A.J., Shen, L. Two-dimensional enrichment analysis for mining high-level imaging 

genetic associations. Brain Informatics 4, 27-37 (2017). 

330. De, R., Verma, S.S., Holzinger, E., Hall, E., Burt, A., Carrell, D.S., Crosslin, D.R., 

Jarvik, G.P., Kuivaniemi, H., Kullo, I.J., Lange, L.A., Lanktree, M.B., Larson, E.B., 

North, K.E., Reiner, A.P., Tragante, V., Tromp, G., Wilson, J.G., Asselbergs, F.W., 

Drenos, F., Moore, J.H., Ritchie, M.D., Keating, B., Gilbert-Diamond, D. 

Identifying gene-gene interactions that are highly associated with four quantitative 

lipid traits across multiple cohorts. Human Genetics 136, 165-178 (2017). 



331. Ahmed, M., Sal-Lari, R.C., Guo, H., Moore, J.H., He, H.H., Lupien, M. Variant set 

enrichment: A R package to identify disease-associated genomic regions. BioData 

Mining 10, 9 (2017). 

332. Kodaman, N., Sobota, R.S., Asselbergs, F.W., Oetjens, M.T., Moore, J.H., Brown, 

N.J., Aldrich, M.C., Williams, S.M. Genetic effects on the correlation Structure 

of CVD risk factors: Exome-wide data from a Ghanaian population. Global Heart 

12, 133-140 (2017). 

333. Crabtree, N.M., Moore, J.H., Bowyer, J.F., George, N.I. Multi-class computational 

evolution: development, benchmark evaluation, and application to RNA-seq 

biomarker discovery. BioData Mining 10, 13 (2017). 

334. Yao, X., Yan, J., Liu, K., Kim, S., Nho, K., Risacher, S.L., Greene, C.S., Moore, 

J.H., Saykin, A.J., Shen, L. Tissue-specific network-based genome wide study of 

amygdala imaging phenotypes to identify functional interaction modules. 

Bioinformatics 33, 3250-3257 (2017). 

335. Moore, J.H., Andrews, P.C., Olson, R.S., Carlson, S.E., Larock, C.R., Bulhoes, 

M.J., O’Connor, J.P., Greytak, E.M., Armenstrout, S.L. Grid-based stochastic search 

for hierarchical gene-gene interactions in population-based genetic studies of 

common human diseases. BioData Mining 10, 19 (2017). 

336. Cole, B.S., Moore, J.H. EVE: Cloud-based annotation of human genetic variants. 

Lecture Notes in Computer Science 10199, 83-95 (2017). 

337. Piette,E.R., Moore, J.H. Improving the reproducibility of genetic association results 

using genotype resampling methods. Lecture Notes in Computer Science 10199, 96-

108 (2017). 

338. La Cava, W., Moore, J.H. A general feature engineering wrapper for machine 

learning using epsilon-lexicase survival. Lecture Notes in Computer Science 10196, 

80-95 (2017). 

339. Song, C., Burgess, S., Eicher, J.D., (20 authors), Moore, J.H., (300 authors), Li, X., 

Cheng, Y. Causal effect of plasminogen activator inhibitor type 1 on coronary artery 

disease. Journal of the American Heart Association 6, e004918 (2017). 

340. Sobota, R.S., Stein, C.M., Kodaman, N., Maro, I., Wieland-Alter, W., Igo, R.P., 

Magohe, A., Malone, L.L., Chervenak, K., Hall, N.B., Matee, M., Mayanja-Kizza, 

H., Joloba, M., Moore, J.H., Scott, W.K., Lahey, T., Book, W.H., von Reyn, C.F., 

Williams, S.M., Sirugo, G. A chromosome 5q31.1 locus associates with tuberculin 

skin test reactivity in HIV-positive individuals from tuberculosis hyper-endemic 

regions of east Africa. PLoS Genetics 12, e10067 (2017). 

341. Tragante, V., Gho, J., Felix, J.F., Vasan, R.S., Smith, N.L., Voight, B.F., CHARGE 

Heart Failure Working Group, Palmer, C., van der Harst, P., Moore, J.H., 

Asselbergs, F.W. Gene set enrichment analyses: lessons learned from the heart 

failure phenotype. BioData Mining 10, 18 (2017). 

342. Sohn, A., Olson, R.S., Moore, J.H. Toward the automated analysis of complex 

diseases in genome-wide association studies using genetic programming. 

Proceedings of the Genetic and Evolutionary Computation Conference, 489-496 

(2017).  

343. La Cava, W., Moore, J.H. Ensemble representation learning: an analysis of fitness 

and survival for wrapper-based genetic programming methods. Proceedings of the 

Genetic and Evolutionary Computation Conference, 961-968 (2017). 

344. Holzinger, E.R., Verma, S.S., Moore, C.B., Hall, M., De, R., Gilbert-Diamond, D., 

Lanktree, M.B., Pankratz, N., Amuzu, A., Burt, A., Dale, C., Dudek, S., Furlong, 



C.E., Gaunt, T.R., Kim, D.S., Riess, H., Sivapalaratnam, S., Tragante, V., van 

Iperen, E.P.A., Brautbar, A., Carrell, D.S., Crosslin, D.R., Jarvik, G.P., Kuivaniemi, 

H., Kullo, I.J., Larson, E.B., Rasmussen-Torvik, L.J., Tromp, G., Baumert, J., 

Cruickshanks, K.J., Farrall, M., Hingorani, A.D., Hovingh, G.K., Kleber, M.E., 

Klein, B.E., Klein, R., Koenig, W., Lange, L.A., Mӓrz, W., North, K.E., Charlotte 

Onland-Moret, N., Reiner, A.P., Talmud, P.J., van der Schouw, Y.T., Wilson, J.G., 

Kivimaki, M., Kumari, M., Moore, J.H., Drenos, F., Asselbergs, F.W., Keating, 

B.J., Ritchie, M.D. Discovery and replication of SNP-SNP interactions for 

quantitative lipid traits in over 60,000 individuals. BioData Mining 10, 25 (2017). 

345. Graham, B.E., Darabos, C., Huang, M., Muglia, L.J., Moore, J.H., Williams, S.M. 

Evolutionarily derived networks inform disease pathways. Genetic Epidemiology 

41, 866-875 (2017). 

346. Ritchie, M.D., Davis, J.R., Aschard, H., Battle, A., Conti, D., Du, M., Eskin, E., 

Fallin, M.D., Hsu, L., Kraft, P., Moore, J.H., Pierce, B.L., Bien, S.A., Thomas, 

D.C., Wei, P., Montgomery, S.B. Incorporation of biological knowledge into the 

study of gene-environment interactions. American Journal of Epidemiology 186, 

771-777 (2017). 

347. Wang, L., Damrauer, S.M., Zhang, H., Zhang, A.X., Xiao, R., Moore, J.H., Chen, J. 

Phenotype validation in electronic health records based genetic association studies. 

Genetic Epidemiology 41, 790-800 (2017).  

348. Yao, X, Yan, J., Risacher, S., Moore, J.H., Saykin, A., Shen, L. Network-based 

genome-wide study of hippocampal imaging phenotype in Alzheimer’s disease to 

identify functional interaction modules. Proceedings of the IEEE International 

Conference on Acoustic Speech and Signal Processing 2017, 6170-6174 (2017). 

349. Denaxas, S., Direk, K, Gonzalez-Izquierdo, A., Pikoula, M., Cakiroglu, A., Moore, 

J.H., Hemingway, H., Smeeth, L. Methods for enhancing reproducibility of 

biomedical research findings using electronic health records. BioData Mining 10, 31 

(2017). 

350. Huang, J., Liu, Y., Vitale, S., Penning, T.M., Whitehead, A.S., Blair, I.A., Vachani, 

A., Clapper, M.L., Muscat, J.E., Lazarus, P., Scheet, P., Moore, J.H., Chen, Y. On 

meta- and mega-analyses for gene-environment interactions. Genetic Epidemiology 

41, 876-886. 

351. Skarke, C., Lahens, N.F., Rhoades, S.D., Campbell, A., Bittinger, K., Bailey, A., 

Hoffmann, C., Olson, R.S., Chen, L., Yang, G., Price, T.S., Moore, J.H., Bushman, 

F.D., Greene, C.S., Grant, G.R., Weljie, A.M., FitzGerald, G.A. A pilot 

characterization of the human chronobiome. Scientific Reports 7, 17141 (2017). 

352. Hall, M.A., Wallace, J., Lucas, A., Kim, D., Basile, A.O., Verma, S., McCarty, 

C.A., Brilliant, M., Pessig, P., Kitchner, T.E., Verma, A., Pendergrass, S., Dudek, S., 

Moore, J.H., Ritchie, M.D. PLATO: A tool for investigating complexity beyond 

genome-wide association studies. Nature Communications 8, 1167 (2017). 

353. Olson, R.S., La Cava, W., Orzechowski, P., Urbanowicz, R.J., Moore, J.H. PMLB: 

a large benchmark suite for machine learning evaluation and comparison. BioData 

Mining 11, 36 (2017). 

354. Manduchi, E., Chesi, A., Hall, M.A., Grant, S.F.A., Moore, J.H. Leveraging 

putative enhancer-promoter interactions to investigate two-way epistasis in Type 2 

Diabetes GWAS. Pacific Symposium on Biocomputing 23, 548-558 (2018). 

355. Orlenko, A., Moore, J.H., Orzechowski, P., Olson, R.S., Cairns, J., Caraballo, P.J., 

Weinshilboum, R.M., Wang, L., Breitenstein, M.K. Considerations for automated 



machine learning in clinical metabolic profiling: Altered homocysteine plasma 

concentration associated with metformin exposure. Pacific Symposium on 

Biocomputing 23, 460-471 (2018).  

356. Moore, J.H., Shestov, M., Schmitt, P., Olson, R.S. A heuristic method for 

simulating open-data of arbitrary complexity that can be used to compare and 

evaluate machine learning methods. Pacific Symposium on Biocomputing 23, 259-

267 (2018). 

357. Olson, R.S., La Cava, W., Mustahsan, Z., Varik, A., Moore, J.H. Data-driven 

advice for applying machine learning to bioinformatics problems. Pacific 

Symposium on Biocomputing 23, 192-203 (2018). 

358. Beaulieu-Jones, B.K., Orzechowski, P., Moore, J.H. Mapping patient Trajectories 

using longitudinal extraction and deep learning in the MIMIC-III critical care 

database. Pacific Symposium on Biocomputing 23, 123-132 (2018). 

359. Huang, J., Duan, R., Hubbard, R.A., Wu, Y., Moore, J.H., Xu, H., Chen, Y. PIE: A 

prior knowledge guided integrated likelihood estimation method for bias reduction 

in association studies using electronic health records data. Journal of the American 

Medical Informatics Association 25, 345-352 (2018). 

360. Beaulieu-Jones, B.K., Lavage, D.R., Snyder, J.W., Moore, J.H., Pendergrass, S.A., 

Bauer, C.R. Characterizing and managing missing structured data in electronic 

health records. Journal of Medical Internet Research 6, e11 (2018). 

361. Sipper, M., Fu, W., Ahuja, K., Moore, J.H. Investigating the parameter space of 

evolutionary algorithms. BioData Mining 11, 2 (2018). 

362. Vajravelu, R.K., Scott, F.I., Mamtani, R., Li, H., Moore, J.H., Lewis, J.D. 

Medication class enrichment analysis: a novel algorithm to analyze multiple 

pharmacologic exposures simultaneously using electronic health record data. Journal 

of the American Medical Informatics Association 25, 780-789 (2018). 

363. Verma, S.S., Lucas, A., Zhang, X., Veturi, Y., Dudek, S., Li, B., Li, R., Urbanowicz, 

R., Moore, J.H., Kim. D., Ritchie, M.D. Collective feature selection to identify 

crucial epistatic variants. BioData Mining 11, 5 (2018). 

364. Causey, J., Ashby, C., Walker, K., Wang, Z., Yang, M.Q., Guan, Y., Moore, J.H., 

Huang, X. DNAp: A pipeline for DNA-seq data analysis. Scientific Reports 8, 6793 

(2018). 

365. Urbanowicz, R.J., Lo, C., Holmes, J.H., Moore, J.H. Attribute tracking: Strategies 

towards improved detection and characterization of complex associations. 

Proceedings of the Genetic and Evolutionary Computing Conference, pp. 553-560 

(2018). 

366. Orzechowski, P., La Cava, W., Moore, J.H. Where are we now? A large benchmark 

study of recent symbolic regression methods. Proceedings of the Genetic and 

Evolutionary Computing Conference, pp. 1183-1190 (2018). 

367. La Cava, W., Helmuth, T., Spector, L., Moore, J.H. A probabilistic and multi-

objective analysis of lexicase selection and epsilon-lexicase selection. Evolutionary 

Computation 27, 377-402 (2018). 

368. Zigon, B., Li, H., Yao, X., Fang, S., Hasan, M., Yan, J., Moore, J.H., Saykin, A.J., 

Shen, L. GPU accelerated browser for neuroimaging genomics. Neuroinformatics 

16, 393-402 (2018). 

369. Piette, E., Moore, J.H. Improving machine learning reproducibility in genetic 

association studies with proportional instance cross validation (PICV). BioData 

Mining 11,6 (2018). 



370. Moore, J.H. Olson, R., Schmitt, P., Chen, Y., Manduchi, E. How computational 

thought experiments can improve our understanding of the genetic architecture of 

common human diseases. Proceedings of the Conference on Artificial Life, pp. 23-

30 (2018). 

371. La Cava, W., Moore, J.H. Behavioral search drivers and the role of elitism in soft 

robotics. Proceedings of the Conference on Artificial Life, pp 206-213 (2018). 

372. Manduchi, E., Williams, S.M., Chesi, A., Johnson, M.E., Wells, A.D., Grant, S., 

Moore, J.H. Leveraging epigenomics and contactomics data to investigate SNP 

pairs in GWAS. Human Genetics 137, 413-425 (2018). 

373. Orzechowski, P., Sipper, M., Huang, X., Moore, J.H. EBIC: An evolutionary-based 

parallel biclustering algorithm for pattern discovery. Bioinformatics 34, 3719-3726 

(2018). 

374. Orzechowski, P., Panszczyk, A., M., Huang, X., Moore, J.H. Runibic: a 

Bioconductor package for parallel biclustering of gene expression data. 

Bioinformatics 34, 4302-4304 (2018). 

375. Urbanowicz, R.J., Meeker, M., Olson, R.S., La Cava, W., Moore, J.H. Relief-based 

feature selection: An introduction and review. Journal of Biomedical Informatics 85, 

189-203 (2018).  

376. Urbanowicz, R.J., Olson, R.S., Schmitt, P., Meeker, M., Moore, J.H. Benchmarking 

relief-based feature selection methods for bioinformatics data mining. Journal of 

Biomedical Informatics 85, 168-188 (2018).  

377. Tragante, V., Moore, J.H., Asselbergs, F.W. Druggability of coronary artery disease 

risk loci. Circulation: Genomic and Precision Medicine, e001977 (2018). 

378. Sipper, M., Moore, J.H. Gamorithm. IEEE Transactions on Games 12, 115-118 

(2018). 

379. Chernikova, D., Madan, J., Housman, M.L., Zain-Ui-Abideen, M., Lundgren, S.N., 

Morrison, H.G., Sogin, M.L., Williams, S.M., Moore, J.H., Karagas, M.R., Hoen, 

A.G. The premature gut microbiome during the first 6 weeks of life differs based in 

gestational maturity at birth. Pediatrics Research 84, 71-79 (2018). 

380. Piette, E., Moore, J.H. Identification of epistatic interactions between the human 

RNA demethylases FTO and ALKBH5 with gene set enrichment analysis informed 

by differential methylation. BMC Proceedings 12, 59 (2018). 

381. Lotterhos, K.E., Moore, J.H., Stapleton, A.E. Analysis validation has been 

neglected in the age of reproducibility. PLoS Biology 16, e30000070 (2018). 

382. Moore, J.H., Olson, R.S., Chen, Y., Sipper, M. Automated discovery of test 

statistics. Genetic Programming and Evolvable Machines 20, 127-137 (2019). 

383. Duan, R., Boland, M.R., Moore, J.H., Chen, Y. ODAL: A one-shot distributed 

algorithm to perform logistic regressions on electronic health record data from 

multiple clinical sites. Pacific Symposium on Biocomputing 24, 30-41 (2019). 

384. Le, T., Urbanowicz, R.J., Moore, J.H., McKinney, B.A. Statistical inference Relief 

(STIR) feature selection. Bioinformatics 35, 1358-1365 (2019). 

385. Orzechowski, P., Moore, J.H. EBIC: open-source software for high-dimensional 

and big data analysis. Bioinformatics 35, 3181-3183 (2019). 

386. Hemerich, D., Pei, J., Harakalova, M., van Setten, J., Boymans, S., Boukens, B.J., 

Efimov, I.R., Michels, M., van der Velden, J., Vink, A., Cheng, C., van der Harst, 

P., Moore, J.H., Mokry, M., Tragante, V., Asselbergs, F.W. Integrative functional 

annotation of 52 genetic loci influencing myocardial mass identifies candidate 



regulatory variants and target genes. Circulation: Genomics and Precision Medicine 

12, e002328 (2019). 

387. Moore, J.H., Boland, M.R., Camara, P.G., Chervitz, H., Gonzalez, G., Himes, B.E., 

Kim, D., Mowery, D.L., Ritchie, M.D., Shen, L., Urbanowicz, R.J., Holmes, J.H. 

Preparing next-generation scientists for biomedical big data: Artificial intelligence 

approaches. Personalized Medicine 16, 247-257 (2019). 

388. Sipper, M., Moore, J.H., Urbanowicz, R.J. Solution and fitness evolution (SAFE): 

Coevolving solutions and their objective functions. Lecture Notes in Computer 

Science 11451, 146-161 (2019). 

389. Van Steen, K., Moore, J.H. How to increase our belief in discovered statistical 

interactions via large-scale association studies? Human Genetics 138, 293-305 

(2019). 

390. Sipper, M., Moore, J.H. OMNIREP: originating meaning by coevolving encodings 

and representations. Memetic Computing 3, 251-261 (2019). 

391. Le, T., Fu, W., Moore, J.H. Scaling tree-based automated machine learning to 

biomedical big data with a dataset selector. Bioinformatics 36, 250-256 (2019). 

392. Li, R., Chen, Y. Moore, J.H. Integration of genetic and clinical information to 

improve imputation of data missing from electronic health records. Journal of the 

American Medical Informatics Association 26, 1056-1063 (2019). 

393. Li, R., Duan, R., Kember, R., Rader, D.J., Damrauer, S., Moore, J.H., Chen, Y. A 

regression framework to uncover pleiotropy in large-scale electronic health record 

data. Journal of the American Medical Informatics Association 26, 1083-1090 

(2019). 

394. Manduchi, E., Orzechowski, P.R., Ritchie, M.D., Moore, J.H. Exploration of a 

diversity of computational and statistical measures of association for genome-wide 

association studies. BioData Mining 12:14 (2019). 

395. Orzechowski, P.R., Boryczko, K., Moore, J.H. Scalable biclustering: The future of 

big data exploration? Gigascience 8(7) (2019). 

396. Fernández-Santiago, R., Martín-Flores, N., Antonelli, F., Cerquera, C., Moreno, V., 

Bandres-Ciga, S., Manduchi, E., Tolosa, E., Singleton, A.B., Moore, J.H.; 

International Parkinson's Disease Genomics Consortium, Martí, M.J., Ezquerra, M., 

Malagelada, C. SNCA and mTOR pathway single nucleotide polymorphisms 

interact to modulate the age at onset of Parkinson's disease. Movement Disorders 34, 

1333-1344 (2019). 

397. Sivendran, S., Lynch, S., McNaughton, C., Wong, R., Svetec, S., Moore, J.H., 

Holliday, R., Oyer, R.A., Newport, K. Anticancer therapy at the end of life: Lessons 

from a community cancer institute. Journal of Palliative Care, 36, 87-92 (2019). 

398. Manduchi, E., Hemerich, D., van Setten, J., Tragante, V., Harakalova, M., Pei, J., 

Williams, S.M., van der Harst, P., Asselbergs, F.W., Moore, J.H. A comparison of 

two workflows for regulome and transcriptome-based prioritization of genetic 

variants associated with myocardial mass. Genetic Epidemiology 43, 717-726 

(2019). 

399. Penrod, N.M., Moore, J.H. Why mind-body medicine is poised to set a new 

standard for clinical research. Journal of Clinical Epidemiology 116, 167-170 

(2019). 

400. Moore, J.H., Raghavachari, N. Artificial intelligence-based approaches to identify 

molecular determinants of exceptional health and life span. Frontiers in Artificial 

Intelligence 2:12 (2019). 



401. Huang, J., Zhang, X., Tong, J., Du, J., Duan, R., Yang, L., Moore, J.H., Tao, C., 

Chen, Y. Comparing drug safety of hepatitis C therapies using post-market data. 

BMC Medical Informatics and Decision Making 19(Suppl 4):147 (2019). 

402. Lo, Y., Lynch, S.F., Urbanowicz, R.J., Olson, R.S., Ritter, A.Z., Whitehouse, C.R., 

O'Connor, M., Keim, S.K., McDonald, M., Moore, J.H., Bowles, K.H. Using 

machine learning on home health care assessments to predict fall risk. Studies in 

Health Technolology and Informatics 264, 684-688 (2019). 

403. Penrod, N.M., Lynch, S., Thomas, S., Seshadri, N., Moore, J.H. Prevalence and 

characterization of yoga mentions in the electronic health record. Journal of the 

American Board of Family Medicine 32:790-800 (2019). 

404. Kaestner, K., Powers, A., Naji, A., (consortium authors including Moore, J.H.), 

Atkinson, M. NIH initiative to improve understanding of the pancreas, islet, and 

autoimmunity in type I diabetes: The human pancreas analysis program (HPAP). 

Diabetes 68, 1394-1402 (2019). 

405. Wang, Y., Traum, D., Schug, J., Gao, L., Liu, C., (consortium authors including 

Moore, J.H.), Atkinson, M., Powers, A., Feldman, M., Naji, A., Chang, K., 

Kaestner, K. Multiplexed in situ imaging mass cytometry analysis of the human 

endocrine pancreas and immune system in type I diabetes. Cell Metabolism 29, 769-

783 (2019). 

406. Yao, X., Cong, S., Yan, J., Risacher, S.L., Saykin, A.J., Moore, J.H., Shen, L. 

Mining Regional Imaging Genetic Associations via Voxel-wise Enrichment 

Analysis. IEEE EMBS International Conference on Biomedical and Health 

Informatics, pp. 1-4 (2019). 

407. Fasolino, M., Goldman, N., Wang, W., Cattau, B., Zhou, Y., Petrovic, J., Link, 

V.M., Cote, A., Chandra, A., Silverman, M., Joyce, E.F., Little, S.C., (consortium 

authors including Moore, J.H.), Kaestner, K.H., Naji, A., Raj, A., Henao-Mejia, J., 

Faryabi, R.B., Vahedi, G. Genetic variation in type I diabetes reconfigures the 3D 

chromatin organization of T cells and alters gene expression. Immunity 52, 257-274 

(2020). 

408. Duan, R., Cao, M., Ning, Y., Zhu, M., Zhang, B., McDermott, A., Chu, H., Zhou, 

X., Moore, J.H., Ibrahim, J.G., Scharfstein, D.O., Chen, Y. Global identifiability of 

latent class models with applications to diagnostic test accuracy studies: a Gröbner 

basis approach. Biometrics 76, 98-108 (2020). 

409. Liu, Y., Huang, J., Urbanowicz, R.J., Chen, K., Manduchi, E., Greene, C.S., Moore, 

J.H., Scheet, P., Chen, Y. Embracing study heterogeneity for finding genetic 

interactions in large-scale research consortia. Genetic Epidemiology 44, 52-66 

(2020). 

410. Tong, J., Huang, J., Chubak, J., Wang, X., Moore, J.H., Hubbard, R.A., Chen, Y. 

An augmented estimation procedure for EHR-based association studies accounting 

for differential misclassification. Journal of the American Medical Informatics 

Association 27, 244-253 (2020). 

411. Orlenko, A., Kofink, D., Lyytikäinen, L.P., Nikus, K., Mishra, P., Kuukasjärvi, P., 

Karhunen, P.J., Kähönen, M., Laurikka, J.O., Lehtimäki, T., Asselberg, F.W., 

Moore, J.H. Model selection for metabolomics: predicting diagnosis of coronary 

artery disease using automated machine learning (AutoML). Bioinformatics 36, 

1772-1778 (2020). 

412. Zhang, L., Ding, X., Ma, Y., Muthu, N., Ajmal, I., Moore, J.H., Herman, D.S., 

Chen, J. A maximum likelihood approach to electronic health record phenotyping 



using positive and unlabeled patients. Journal of the American Medical Informatics 

Association 27:119-126 (2020). 

413. Le, T., Gong, H., Orzechowski, P., Manduchi, E., Moore, J.H. Expanding polygenic 

risk scores to include automatic genotype encodings and gene-gene interactions. 

Proceedings of the 11th International Joint Conference on Biomedical Engineering 

Systems and Technologies, pp 79-84 (2020). 

414. Li, R., Tong, J., Duan, R., Chen, Y., Moore, J.H. Evaluation of phenotyping errors 

on polygenic risk score predictions. Proceedings of the 11th International Joint 

Conference on Biomedical Engineering Systems and Technologies, pp 123-130 

(2020). 

415. Penrod, N., Lynch, S., Moore, J.H. Extracting behavioral determinant of health 

from electronic health records: Classifying yoga mentions in the clinic. Proceedings 

of the 11th International Joint Conference on Biomedical Engineering Systems and 

Technologies, pp 77-82 (2020). 

416. Tong, J., Duan, R., Li, R., Scheuemie, M.J., Moore, J.H., Chen, Y. Robust-ODAL: 

Learning from heterogeneous health systems without sharing patient-level data. 

Pacific Symposium on Biocomputing 25:695-706 (2020). 

417. Duan, R., Boland, M.R., Liu, Z., Liu, Y., Chang, H.H., Xu, H., Chu, H., Schmid, 

C.H., Forrest, C.B., Holmes, J.H., Schuemie, M.J., Berlin, J.A., Moore, J.H., Chen, 

Y. Learning from electronic health records across multiple sites: A communication-

efficient and privacy-preserving distributed algorithm. Journal of the American 

Medical Informatics Association 27, 376-385 (2020). 

418. Yao, X., Cong, S., Yan, J., Risacher, S.L., Saykin, A.J., Moore, J.H., Shen, L. 

Regional imaging genetic enrichment analysis. Bioinformatics 36, 2554-2560 

(2020). 

419. Moore, J.H., Olson, R.S., Schmitt, P., Chen, Y., Manduchi, E. How computational 

experiments can improve our understanding of the genetic architecture of common 

human disease. Artificial Life 26, 23-37 (2020). 

420. Sipper, M., Moore, J.H. Genetic programming theory and practice: a fifteen-year 

trajectory. Genetic Programming and Evolvable Machines 21, 169-179 (2020). 

421. Chirinos, J.A., Orlenko, A., Zhao, L., Basso, M.D., Cvijic, M.E., Li, Z., Spires, T.E., 

Yarde, M., Wang, Z., Seiffert, D.A., Prenner, S., Zamani, P., Bhattacharya, P., 

Kumar, A., Margulies, K.B., Car, B.D., Gordon, D.A., Moore, J.H., Cappola, T.P. 

Multiple plasma biomarkers for risk stratification in patients with heart failure and 

preserved ejection fraction. Journal of the American College of Cardiology 75, 

1281-1295 (2020). 

422. Wang, L., Schnall, J., Small, A., Hubbard, R.A., Moore, J.H., Damrauer, S.M., 

Chen, J. Case contamination in electronic health records-based case-control studies. 

Biometrics 77, 67-77 (2020). 

423. La Cava, W., Bauer, C., Moore, J.H., Pendergrass, S.A. Interpretation of machine 

learning predictions for patient outcomes in electronc health records. Proceedings of 

the Annual Symposium of the American Medical Informatics Association, pp. 572-

581 (2020). 

424. La Cava, Moore, J.H. Genetic programming approaches to learning fair classifiers. 

Proceedings of the Genetic and Evolutionary Computing Conference, pp. 967-975 

(2020).  



425. Brito, J.J., Moore, J.H., Greene, C.S., Nogoy, N.A, Harmire, L., Mangul, S., 

Recommendations to enhance rigor and reproducibility in biomedical research. 

Gigascience 9, giaa056 (2020). 

426. Orzechowski, P., Magiera, F., Moore, J.H. Benchmarking manifold learning 

methods on a large collection of datasets. Lecture Notes in Computer Science 

12101, 135-150 (2020). 

427. Duan, R., Luo, C., Schuemie, M.J., Tong, J., Liang, C.J., Chang, H.H., Boland, 

M.R., Bian, J., Xu, H., Holmes, J.H., Forrest, C.B., Morton, S.C., Berlin, J.A., 

Moore, J.H., Mahoney, K.B., Chen, Y. Learning from local to Global: An efficient 

distributed algorithm for modeling time-to-event data. Journal of the American 

Medical Informatics Association 27, 1028-1036 (2020). 

428. Pei, J., Harakalova, M., Treibel, T.A., Lumber, R., Boukens, B., Efimov, I., Dinter, 

J., Gonzalez, A., Lopez, B., El Azzouzi, H., Dungen, N., van Dijk, C., Krebber, M., 

Ruijter, H., Pasterkamp, G., Duncker, D., Nieuwenhuis, E., Weger, R., Huibers, M., 

Vink , A., Moore, J.H., Moon, J., Verhaar, M., Kararigas, G., Mokry, M., 

Asselbergs, F.W., Cheng, C. H3K27ac acetylome signatures reveal the epigenomic 

reorganization in remodeled non-failing human hearts. Clinical Epigenetics 12, 106 

(2020). 

429. Wtherbee, O., Meeker, J.R., DeVotro, C., Penning, T., Moore, J.H., Boland, M.R.  

WellExplorer: An integrative resource linking hydraulic fracturing chemicals with 

hormonal pathways and geographic location. Database 2020, baaa053 (2020). 

430. Le, T., Moore, J.H. TreeHeatR: An R package for interpretable decision tree 

visualizations. Bioinformatics 37, 282-284 (2020). 

431. La Cava, W., Williams, H., Fu, W., Vitale, S., Srivatsan, D., Moore, J.H. 

Evaluating recommender systems for AI-driven biomedical informatics. 

Bioinformatics 37, 250-256 (2020). 

432. Avrahami, D., Wang, Y.J., Schug, J., Feleke, E., Gao, L., Liu, C., (consortium 

authors including Moore, J.H.), Naji, A., Glaser, B., Kaestner, K. Single cell 

transcriptomics of human islet ontogeny defines the molecular basis of B cell 

differentiation in T2D. Molecular Metabolism 42, 101057 (2020). 

433. Haendel, M., (consortium authors including Moore, J.H.,), Chute, C., Gersing, K. 

The National COVID Cohort Collaborative (N3C): Rationale, Design, 

Infrastructure, and Deployment. Journal of the American Medical Informatics 

Association 28, 427-443 (2020). 

434. Manduchi, E., Fu, W., Romano, J.D., Moore, J.H. Embedding covariate 

adjustments in tree-based automated machine learning for biomedical big data 

analyses. BMC Bioinformatics 21, 430 (2020). 

435. Diorio, C., Shaw, P.A., Pequignot, E., Orlenko, A., Chen, F., Aplenc, R., Barrett, 

D.M., Bassiri, H., Behrens, E., DiNofia, A.M., Gonzalez, V., Koterba, N., Levine, 

B.L., Maude, S.L., Meyer, N.J., Moore, J.H., Paessler, M., Porter, D.L., Bush, J.L., 

Siegel, D.L., Davis, M.M., Zhang, D., June, C.H., Grupp, S.A., Melenhorst, J.J., 

Lacey, S.F., Weiss, S.L., Teachey, D.T. Diagnostic biomarkers to differentiate 

sepsis from cytokine release syndrome in critically ill children. Blood Advances 4, 

5174-5183 (2020). 

436. Stubblefield, J., Hervert, M., Causey, J.L., Qualls, J.A., Dong, W., Cai, L., Fowler, 

J., Bellis, E., Walker, K., Moore, J.H., Nehring, S., Haung, X. Transfer learning 

with chest X-rays for ER patient classification. Scientific Reports 10, 20900 (2020). 



437. Veatch, O., Butler, M.G., Elsea, S.H., Malow, B.A., Sutcliffe, J.S., Moore, J.H. An 

automated functional annotation pipeline that rapidly prioritizes clinically relevant 

genes for autism spectrum disorder. International Journal of Molecular Sciences 21, 

E9029 (2020). 

438. Madhavan, S., Bastarache, L., Brown, J.S., Butte, A.J., Dorr, D.A., Embi, P.J., 

Friedman, C.P., Johnson, K.B., Moore, J.H., Kohane, I.S., Payne, P.R.O., 

Tenenbaum, J.D., Weiner, M.G., Wilcox, A.B., Ohno-Machado, L. Use of electronic 

health records to support a public health response to the COVID-19 pandemic in the 

United States: a perspective from 15 academic medical centers. Journal of the 

American Medical Informatics Association 28, 393-401 (2020). 

439. Coate, K., Cha, J., Shrestha, S., Wang, W., Goncales, L., Almaca, J., Kapp, M., 

Fasolino, M., Morgan, A., Dai, C., Saunders, D., Bottino, R., Aramandla, R., 

Jenkins, R., Sten, R., Kaestner, K., Vahedi, G., (consortium authors including 

Moore, J.H.), Brissova, M., Powers, A.C. SARS-CoV-2 cell entry factor ACE2 and 

TMPRSS2 are expressed in the microvasculature and ducts of human pancreas but 

are not enriched in B cells. Cell Metabolism 32, 1028-1040 (2020). 

440. La Cava, W., Moore, J.H. Learning feature spaces for regression with genetic 

programming. Genetic Programming and Evolvable Machines 21, 433-467 (2020). 

441. Li, R., Duan, R., Zhang, X., Lumley, T., Pendergrass, S., Bauer, C., Hakonarson, H., 

Carrell, D.S., Smoller, J.W., Wei, W.Q., Carroll, R., Velez, Edwards, D.R., Wiesner, 

G., Sleiman, P., Denny, J.C., Mosley, J.D., Ritchie, M.D., Chen, Y., Moore, J.H. 

Lossless integration of multiple electronic health records for identifying pleiotropy 

using summary statistics. Nature Communications 12, 168 (2021). 

442. Orlenko, A., Moore, J.H. A comparison of methods for interpreting random forest 

models of genetic association in the presence of non-additive interactions. BioData 

Mining 14, 9 (2021). 

443. Sipper, M., Moore, J.H. Conservation machine learning: A case study of random 

forests. Scientific Reports 3629 (2021). 

444. Cole, B.S., Gudiseva, H.V., Pistilli, M., Salowe, R., McHugh, C.P., Zody, M.C., 

Chavali, V.R.M., Ying, G.S., Moore, J.H., O'Brien, J.M. The role of genetic 

ancestry as a risk factor for primary open-angle glaucoma in African Americans. 

Investigative Opthalmology and Visual Science 62, 28 (2021). 

445. Klann, J.G., Weber, G.M., (22 authors), Moore, J.H., Loh, N.W., Bell, D.S., 

Wagholikar, K.B., Chiovato, L., Tibollo, V., Rieg, S., Li, J., Jouhet, V., Schriver, E., 

Samayamuthu, M.J., Xia, Z., Hutch, M., Luo, Y.; Consortium for Clinical 

Characterization of COVID-19 by EHR (4CE), Kohane, I.S., Brat, G.A., Murphy, 

S.N. Validation of an internationally derived patient severity phenotype to support 

COVID-19 analytics from electronc health record data. Journal of the American 

Medical Informatics Association 28, 1411-1420 (2021). 

446. Heimisdottir, L.H., Lin, B.M., Cho, H., Orlenko, A., Ribeiro, A.A., Simon-Soro, A., 

Roach, J., Shungin, D., Ginnis, J., Simancas-Pallares, M.A., Spangler, H.D., 

Zandoná, A.G.F., Wright, J.T., Ramamoorthy, P., Moore, J.H., Koo, H., Wu, D., 

Divaris, K. Metabolomics insights in early childhood caries. Journal of Dental 

Research 100:615-622 (2021). 

447. Gregg, J., Le, T., Moore, J.H. REGENS: an open-source Python package for 

simulating realistic autosomal genomes. Journal of Open Source Software 6, 2743 

(2021). 



448. Romano, J.D., Let, T.T., Fu, W., Moore, J.H. TPOT-NN: Augmenting tree-based 

automated machine learning with neural network estimators. Genetic Programming 

and Evolvable Machines 22, 207-227 (2021). 

449. Japp, A.S., Meng, W., Rosenfeld, A.M., Perry, D.J., Thirawatananond, P., Bacher, 

R.L., Liu, C., Gardner, J.S., (HPAP Consortium including Moore, J.H.), Atkinson, 

M.A., Kaestner, K.H., Brusko, T.M., Naji, A., Luning Prak, E.T., Betts, M.R. 

TCR+/BCR+ dual-expressing cells and their associated public BCR clonotype are 

not enriched in type 1 diabetes. Cell 184, 827-839 (2021). 

450. Sipper, M. Moore, J.H. Symbolic regression boosting. Genetic Programming and 

Evolvable Machines 22, 357-381 (2021). 

451. Graff, M., Justice, A.E., Young, K.L., 118 authors, Moore, J.H., 100 authors, Ng, 

M., North, K.E. Disocovery and fine-mapping of height loci via high-density 

imputation of GWASs in indivisuals of African ancestry. American Journal of 

Human Genetics 108, 564-582 (2021). 

452. Askland, K. Strong, D., Wright, M., Moore, J.H. The translational machine: A 

novel machine learning approach to illuminate complex genetic architectures. 

Genetic Epidemiology 45, 485-536 (2021). 

453. Ruberto, S., Moore, J.H. Towards effective GP multi-class classification based on 

dynamic targets. Proceedings of the Genetic and Evolutionary Computing 

Conference, 812-821 (2021).  

454. Manduchi, E., Moore, J.H. Leveraging automated machine learning for the analysis 

of global public health data: A case study in malaria. International Journal of Public 

Health 66, 614296 (2021). 

455. Hall, M., Wallace, J., Lucas, A., Bradford, Y., Verma, S., Muller, B., Passero, K., 

Zhou, J., McGuigan, J., Jiang, B., Pebdergrass, S., Zhang, Y., Peissig, P., Brilliant, 

M., Sleiman, P., Hakonarson, H., Harley, J. Kriyluk, K., Van Steen, K., Moore, 

J.H., Ritchie, M.D. Novel EDGE encoding method enhances ability to identify 

genetic interactions. PLoS Genetics 17, e1009534 (2021). 

456. Bourgeois, F.T., Gutierrez-Sacristan, A., Keller, M.S., (37 authors), Kohane, I., Cai, 

T., Avillach, P., (4CE Consortium including Moore, J.H.). International analysis of 

electronic health records of children and youth hospitalized with COVID-19 

infection in 6 countries. JAMA Network Open 4, e2112596 (2021). 

457. Boland, M.R., Davidson, L.M., Cabelon, S.P., Meeker, J., Penning, T., Holmes, 

J.H., Moore, J.H. Harnessing electronic health records to study emergeing 

environmental disasters: A proof of concept with perfluoroalkyl substances (PFAS). 

NPJ Digital Medicine 4, 122 (2021). 

 

Research Papers – Peer Reviewed (In Press): 

1. Tarabachi, Y., Frees, A., Honeywell, S., Huang, C., Naidech, A., Moore, J.H., 

Kaelber, D. The Cosmos collaborative: A rapidly growing vendor-facilitated 

electronic health record data aggregation platform. Applied Clinical Informatics 

Open, in press (2021). 

2. Ruberto, S., Terragni, V., Moore, J.H. Image feature selection with genetic 

programming. Lecture Notes in Computer Science, in press (2020). 

3. Freda, P., Moore, J.H., Kranzler, H.R. The phenomics and genetics of addictive and 

affective comorbidity in opiod use disorder. Drug and Alcohol Dependence, in press 

(2021). 



4. Causey, J., Li, K., Chen, X., Dong, W., Walker, K., Qualls, J., Stubblefield, J., 

Moore, J.H., Guan, Y., Huang, X. Spatial pyramid pooling with 3D convolution 

improves lung cancer detection. IEEE Transactions on Computational Biology and 

Bioinformatics, in press (2020). 

5. Maduchi, E., Le, T., Fu, W., Moore, J.H. Genetic analysis of coronary artery 

disease using tree-based automated machine learning informed by biology-based 

feature selection. IEEE/ACM Transactions on Computational Biology and 

Bioinformatics, in press (2021). 

 

Non-Peer Reviewed Papers: 

1. Moore, J.H.  Bootstrapping, permutation testing and the method of surrogate data. 

Physics in Medicine and Biology 44, L11-L12 (1999). 

2. Moore, J.H. A global view of epistasis. Nature Genetics 37, 13-14 (2005).  

3. Moore, J.H. Tumor suppressor gene networks as molecular targets for developing new 

cancer treatments. Computing Reviews, #CR131430, June 27 (2005). 

4. Moore, J.H. Joint classification and pairing of human chromosomes. Computing 

Reviews, #CR132587, March 22 (2006). 

5. Foster, J.A., Moore, J.H. GECCO-2006 Highlights: Biological Applications. 

SIGEVOlution 1, 23 (2006). 

6. Raj, J.U., Aliferis, C., Caprioli, R.M., Cowley, A.W., Davies, P.F., Duncan, M.W., Erle, 

D.J., Erzurum, S.C., Finn, P.W., Ischiropoulos, H., Kaminski, N., Kleeberg, S.R., 

Leikauf, G.D., Lloyd, J.E., Martin, T.R., Matalon, S., Moore, J.H., Quackenbush, J., 

Sabo-Attwood, T., Shapiro, S.D., Schitzer, J.E. Scwartz, D.A., Schwiebert, L.M., 

Sheppard, D., Ware, L.B., Weiss, S.T., Whitsett, J.A., Wurfel, M.M. Genomics and 

proteomics of lung disease: Conference summary. American Journal of Physiology 293, 

L45-51 (2007). 

7. Moore, J.H. Multiclass cancer classification using semisupervised ellipsoid ARTMAP 

and particle swarm optimization with gene expression data. Computing Reviews #70033 

(2007). 

8. Williams, S.M., Canter, J.A., Crawford, D.C., Moore, J.H., Ritchie, M.D., Haines, J.L. 

Problems with genome-wide association studies. Science 316, 1840-1842 (2007).  

9. Moore, J.H. The critical need for computational intelligence in human genetics. 

Computing Reviews, Hot Topics Essay 7, March 3 (2008). 

10. Moore, J.H. Bases, bits, and disease: A mathematical theory of human genetics. 

European Journal of Human Genetics 16, 143-144 (2008). 

11. Moore, J.H. Consensus genetic maps as median orders from inconsistent sources. 

Computing Reviews, #136129, October 2 (2008). 

12. Moore, J.H. Identifying biologically relevant genes via multiple heterogeneous data 

sources. Computing Reviews #136217, November 6 (2008). 

13. Greene, C.S., Moore, J.H. Solving complex problems in human genetics using GP: 

Challenges and opportunities. SIGEVOlution 3, 1-7 (2008). 

14. Moore, J.H. From genotype to genometype: Putting the genome back in genome-wide 

association studies. European Journal of Human Genetics 17, 1205-1206 (2009). 

15. Moore, J.H., Clegg, J., Marchiori, E., Ritchie, M.D., Smith, S. Artificial evolution 

methods in the biological and biomedical sciences. Journal of Artificial Evolution and 

Applications 2009, 1 (2009). 



16. Moore, J.H. An extended Kalman filtering approach to modeling nonlinear dynamic 

gene regulatory networks via short gene expression time series. Computing Reviews 

#CR137712, February 10 (2010). 

17. Eichler, E.E., Flint, J., Gibson, G., Kong, A., Leal, S.M., Moore, J.H., Nadeau, J.H. 

Missing heritability and strategies for finding the underlying causes of complex disease. 

Nature Reviews Genetics 11, 8-12 (2010).  

18. Foster, J.A., Moore, J.H. Microbiome studies. Pacific Symposium on Biocomputing 

2011, 118-120 (2011). 

19. Moore, J.H. Detecting synchronisation of biological oscillators by model checking. 

Computing Reviews #CR139018, May 2 (2011). 

20. Foster, J.A., Moore, J.H., Gilbert, J.A., Bunge, J. Microbiome studies: analytical tools 

and techniques. Pacific Symposium on Biocomputing 2012, 200-2 (2012). 

21. Moore, J.H. Detecting epistatic effects in association studies at a genomic level based on 

an ensemble approach. Computing Reviews #CR136670, April 26 (2012). 

22. Moore, J.H. Bioinformatics: What the clinical laboratorian needs to know and prepare 

for. Clinical Chemistry 59, 1301-1305 (2013). 

23. Moore, J.H. Prediction of breast cancer using artificial neural networks. Computing 

Reviews #CR140852, January 23 (2013). 

24. Moore, J.H. Bulk synchronous visualization. Computing Reviews #CR141102, April 3 

(2013). 

25. Pattin, K.A., Greene, A.C., Altman, R.B., Hunter, L.E., Ross, D.A., Foster, J.A., Moore, 

J.H. Building the next generation of quantitative biologists. Pacific Symposium on 

Biocomputing 19, 417-421 (2014). 

26. Cheng, C., Moore, J.H., Greene, C.S. Applications of bioinformatics to non-coding 

RNAs in the era of next-generation sequencing. Pacific Symposium on Biocomputing 19, 

412-416 (2014). 

27. Moore, J.H. Living cell as a universal computer. Computing Reviews 

#CR141978(2014). 

28. Moore, J.H. Can matching improve the performance of boosting for identifying 

important genes in observational studies? Computing Reviews #CR141934 (2014). 

29. Moore, J.H. EpiMiner: A three-stage co-information based method for detecting and 

visualizing epistatic interactions. Computing Reviews #CR142477 (2014). 

30. Moore, J.H., Hwa, J. Pharmacogenetics and molecular medicine: “so close and yet so 

far”. Current Molecular Medicine 14, 803-804 (2014). 

31. Moore, J.H. The critical need for computational methods and software for simulating 

complex genetic and genomic data. Genetic Epidemiology 39, 1 (2015). 

32. Pattin, K., Greene, A., Altman, R., Cohen, K., Hunter, L., Muse, S., Radivojac, P., 

Moore, J.H. Training the next generation of quantitative biologists in the era of big data. 

Pacific Symposium on Biocomputing 2015, 488-492 (2015). 

33. Moore, J.H. Exploring the interdisciplinary evolution of a discipline: the case for 

biochemistry and molecular biology. Computing Reviews #CR143421 (2015). 

34. Moore, J.H. Tractome: A visual data mining tool for brain connectivity analysis. 

Computing Reviews #CR143876 (2015). 

35. Lussier, Y.A., Berghout, J., Vitali, F., Ramos, K.S., Kann, M., Moore, J.H. Reading 

between the genes: Computational models to discover function from noncoding DNA. 

Pacific Symposium on Biocomputing 23, 507-511 (2018). 



36. Berghout, J., Lussier, Y.A., Vitali, F., Bulyk, M.L., Kann, M., Moore, J.H. Reading 

between the genes: Computational models to discover function from noncoding DNA. 

Pacific Symposium on Biocomputing 24, 444-448 (2019). 

37. Lussier, Y.A., Butte, A.J., Li, H., Chen, R., Moore, J.H. Translational informatics of 

population health: How large biomolecular and clinical datasets unite. Pacific 

Symposium on Biocomputing 24, 455-459 (2019). 

38. Ritchie, M.D., Moore, J.H., Kim, J. Translational bioinformatics: Biobanks in the 

precision medicine era. Pacific Symposium on Biocomputing 25, 743-747 (2020). 

39. Kim, D., Kim, J.H., Moore, J.H. Translational bioinformatics: Integrating electronic 

health record and omics data. Pacific Symposium on Biocomputing 26, 356-359 

(2021). 

40. Bobak, C.A., Svoboda, M., Giffin, K.A., Wall, D., Moore, J.H. Raising the 

stakeholders: Improving patient outcomes through interprofessional collaborations 

in AI for healthcare. Pacific Symposium on Biocomputing 26, 351-355 (2021). 

 

Reviews: 

1. Moore, J.H. and Williams, S.M. New strategies for identifying gene-gene interactions in 

hypertension. Annals of Medicine 34, 88-95 (2002). 

2. Moore, J.H. The ubiquitous nature of epistasis in determining susceptibility to common 

human diseases. Human Heredity 56, 73-82 (2003). 

3. Reif, D.M., White, B.C., Moore, J.H. Integrated analysis of genetic, genomic, and 

proteomic data.  Expert Review of Proteomics 1, 67-75 (2004).  

4. Moore, J.H., Ritchie, M.D. The challenges of whole-genome approaches to common 

diseases. JAMA 291, 1642-3 (2004).  

5. Thornton-Wells, T.A., Moore, J.H., Haines, J.L. Genetics, statistics and human disease: 

analytical retooling for complexity. Trends in Genetics 20, 640-47 (2004). 

6. Moore, J.H. Computational analysis of gene-gene interactions using multifactor 

dimensionality reduction.  Expert Review of Molecular Diagnostics 4, 795-803 (2004). 

7. Moore, J.H., Williams, S.M. Traversing the conceptual divide between biological and 

statistical epistasis: Systems biology and a more modern synthesis. BioEssays 27, 637-

646 (2005).  

8. Moore, J.H., Boczko, E., Summar, M. Connecting the dots between genes, biochemistry, 

and disease susceptibility: Systems biology modeling in human genetics. Molecular 

Genetics and Metabolism 84:104-111 (2005). 

9. Wilke, R., Reif, D.M., Moore, J.H. Combinatorial pharmacogenetics.  Nature Reviews 

Drug Discovery 4, 911-8 (2005).  

10. McKinney, B., Reif, D.M., Ritchie, M.D., Moore, J.H.  Machine learning for detecting 

gene-gene interactions. Applied Bioinformatics 5, 77-88 (2006).  

11. Sloan, C., Sayarath, V., Moore, J.H. Systems genetics of alcoholism. Alcohol 

Research and Health 31, 14-25 (2008). 

12. Tyler, A., Asselbergs, F.A., Williams, S.W., Moore, J.H. Shadows of complexity: 

What biological networks reveal about epistasis and pleiotropy. BioEssays 31, 220-

227 (2009).  

13. Moore, J.H., Williams, S.M. Epistasis and its implications for personal genetics. 

American Journal of Human Genetics 85, 309-320 (2009).  

14. Urbanowicz, R.J., Moore, J.H. Learning classifier systems: A complete 

introduction, review and roadmap. Journal of Artificial Evolution and Applications 

2009, 1-25 (2009).  



15. Moore, J.H., Asselbergs, F.W., Williams, S.M. Bioinformatics challenges for 

genome-wide association studies. Bioinformatics 26, 445-55 (2010). 

16. Cowper Sal.Lari, R., Lupien, M., Karagas, M.R., Cole, M., Moore, J.H. Layers of 

epistasis: Genome-wide regulatory networks and network approaches to genetic 

association studies. Systems Biology and Medicine 3, 513-526 (2011).  

17. Penrod, N.M., Moore, J.H. Systems genetics for drug target discovery. Trends in 

Pharmacological Sciences 32, 623-630 (2011).  

18. Foster, J.A., Bunge, J., Gilbert, J.A., Moore, J.H. Measuring the microbiome: 

perspectives on advances in DNA-based techniques for exploring microbial life. 

Briefings in Bioinformatics 13, 420-429 (2012). 

19. Ramanan, V.K., Shen, L., Moore, J.H., Saykin, A.J. Pathway analysis of genomic 

data: concepts, methods and prospects for future development. Trends in Genetics 

28, 323-332 (2012).  

20. Urbach, D., Lupien, M., Karagas, M.R., Moore, J.H. Cancer heterogeneity: origins 

and implications for genetic association studies. Trends in Genetics 28, 538-543 

(2012). 

21. Bush, W.S., Moore, J.H. Genome-wide association studies. PLoS Computational 

Biology, 8, e1002822 (2012).  

22. Tragante, V., Moore, J.H., Asselbergs, F.W. The ENCODE project and 

perspectives on pathways. Genetic Epidemiology 38, 275-280 (2014). 

23. Mackay, T.F.C., Moore, J.H. Why epistasis is important for tackling complex traits. 

Genome Medicine 6, 42 (2014). 

24. Penrod, N.M., Moore, J.H. Data science approaches to pharmacogenetics. Current 

Molecular Medicine 14, 805-813 (2014). 

25. Chen, H.S., Hutter, C.M., Mechanic, L.E., Amos, C.I., Bafna, V., Hauser, E.R., 

Hernandez, R.D., Li, C., Liberles, D.A., McAllister, K., Moore, J.H., Paltoo, D.N., 

Papanicolaou, G.J., Peng, B., Ritchie, M.D., Rosenfeld, G., Witte, J.S., Gillanders, 

E.M., Feuer, E.J. Genetic simulation tools for post-genome wide association studies 

of complex disease. Genetic Epidemiology, 39, 11-19 (2015). 

26. Greene, A.C., Giffin, K.A., Greene, C.S., Moore, J.H. Adapting bioinformatics 

curricula for big data. Briefings in Bioinformatics 17, 43-50 (2015). 

27. Hall, M.A., Moore, J.H., Ritchie, M.D. Embracing complex associations in 

common traits: Critical considerations for precision medicine. Trends in Genetics 

32, 470-484 (2016). 

28. Mechanic, L.E., Lindström, S., Daily, K.M., Sieberts, S.K., Amos, C.I., Chen, H.S., 

Cox, N.J., Dathe, M., Feuer, E.J., Guertin, M.J., Hoffman, J., Liu, Y., Moore, J.H., 

Myers, C.L., Ritchie, M.D., Schildkraut, J., Schumacher, F., Witte, J.S., Wang, W., 

Williams, S.M., U4C Challenge Participants, U4C Challenge Data Contributors, 

Gillanders, E.M. Up for a challenge (U4C): Stimulating innovation in breast cancer 

genetic epidemiology. PLoS Genetics 13, e1006945 (2017). 

29. Cole, B.S., Moore, J.H. Eleven quick tips for architecting biomedical informatics 

workflows with cloud computing. PLoS Computational Biology 14, e1005994 

(2018). 

30. Li, R., Chen, Y., Ritchie, M.D., Moore, J.H. Electronic health records and 

polygenic risk scores for predicting disease risk. Nature Reviews Genetics 21, 493-

502 (2020). 

31. Romano, J., Moore, J.H. Ten simple rules for writing a paper about scientific 

software. PLoS Computational Biology 16, e1008390 (2020). 



32. Kohane, I.S., Aronow, B.J., (19 authors), Moore, J.H., Murphy, S.N., Neuraz, A., 

Ngiam, K.Y., Omenn, G.S., Palmer, N., Patel, L.P., Pedrera-Jiménez, M., Sliz, P., 

South, A.M., Tan, A.L.M., Taylor, D.M., Taylor, B.W., Torti, C., Vallejos, A.K., 

Wagholikar, K.B., Weber, G.M., Cai, T. What every reader whould know about 

studies using electronic health record data but may be afraid to ask. Journal of 

Medical and Internet Research 23, e22219 (2021). 

33. Holmes, J., Beinlich, J., Boland, M.R., Bowles, K., Chen, Y., Cook, T., Demiris, G., 

Fluharty, L., Gabriel, P., Grundmeier, G., Hanson, W., Herman, D., Himes, B., 

Hubbard, R., Kahn, C., Kim, D., Koppel, R., Long, Q., Mirkovic, N., Morris, J., 

Mowery, D., Ritchie, M., Urbanowicz, R., Moore, J.H. Why is the electronic health 

record to challenging for research and clinical care? Methods of Information in 

Medicine 60, 32-48 (2021). 

 

Books: 

1. Rothlauf, F., Branke, J., Cagnoni, S., Costa, E.; Cotta, C., Drechsler, R., Lutton, E., 

Machado, P., Moore, J.H., Romero, J., Smith, G.D., Squillero, G., Takagi, H. (Eds.).  

Applications of Evolutionary Computing, Springer, New York, NY (2006). 

2. Keitzer, M., Arnold, D., Babovic, V., Blum, C., Bosman, P., Butz, M., Coello-Coello, C., 

Dasgupta, D., Ficcici, S., Foster, J., Hernandez-Aguirre, A., Hornby, G.,Lipson, H., 

McMinn, P, Moore, J.H., Raidl, G., Rothlauf, F., Thierens, D. (Eds.) Proceedings of the 

Genetic and Evolutionary Computing Conference. ACM Press, New York, NY (2006). 

3. Thierens, D., Beter, H.-G., Birattari, M., Bongard, J., Branke, J., Clark, J.A., Cliff, D., 

Congdon, C., Deb, K., Doerr, B., Kovacs, T., Kumar, S., Miller, J.F., Moore, J.H., 

Neumann, F., Pelikan, M., Poli, R., Sastry, K., Stanley, K.O., Stutzle, T., Watson, R.A., 

Wegener, I. (Eds.) Proceedings of the Genetic and Evolutionary Computing Conference. 

ACM Press, New York, NY (2007). 

4. Marchiori, E., Moore, J.H., Rajapakse, J.C. (Eds.) Evolutionary Computation, Machine 

Learning and Data Mining in Bioinformatics. Springer, New York, NY (2007). 

5. Marchiori, E., Moore, J.H. (Eds.) Evolutionary Computation, Machine Learning and Data 

Mining in Bioinformatics. Springer, New York, NY (2008). 

6. Keitzer, M., Antoniol, G., Congdon, C., Deb, K., Doerr, B., Hansen, N., Hornby, G., 

Howard, D., Kennedy, J., Kumar, S., Lobo, F., Miller, J.F., Moore, J.H., Neumann, F., 

Pelikan, M., Pollack, J., Kukara, S., Stanley, K.O., Stoica, A., Talbi, E., Wegener, I. (Eds.) 

Proceedings of the Genetic and Evolutionary Computing Conference. ACM Press, New 

York, NY (2008). 

7. Moore, J.H., Dunlap, J.C. (Eds.) Computational Methods for Genetics of Complex Traits. 

Elsevier (2010). 

8. Riolo, R., Vladislavleva, K., Moore, J.H. (Eds.) Genetic Programming Theory and 

Practice IX, Springer (2011). 

9. Vladislavleva, K., Moore, J.H., Riolo, R. (Eds.) Genetic Programming Theory and 

Practice X, Springer (2013). 

10. Moore, J.H., Kotancheck, M., Riolo, R. (Eds.) Genetic Programming Theory and Practice 

XI, Springer (2014). 

11. Moore, J.H., Williams, S.M. (Eds.) Epistasis: Methods and Protocols, Springer (2015). 

 

Chapters: 



1. Moore, J.H. and Parker, J.S.  Evolutionary computation in microarray data analysis. In 

Lin, S. and Johnson, K. (eds), Methods of Microarray Data Analysis, Kluwer Academic 

Publishers, Boston, pp 23-35 (2002). 

2. Moore, J.H. Analysis of gene-gene interactions.  In: Dracopoli, N.C., Haines, J.L., Korf, 

B.R., Moir, D.T., Morton, C.C., Seidman, C.E., Seidman, J.G., Smith, D.R. (eds), Current 

Protocols in Human Genetics, Wiley-Liss, Inc., New York, pp. 1.14.1-1.14.11 (2003). 

3. Moore, J.H.  Quantitative traits. In: Robinson, R. (ed), Genetics, Macmillan Science 

Library, New York, Volume 4, pp 1-3 (2003). 

4. Moore, J.H.  Statistics. In: Robinson, R. (ed), Genetics, Macmillan Science Library, 

New York, Volume 4, pp 95-97 (2003). 

5. Moore, J.H.  Statistical geneticist. In: Robinson, R. (ed), Genetics, Macmillan Science 

Library, New York, Volume 4, 93-94 (2003). 

6. Moore, J.H., Thornton, T.A., Ritchie, M.D. Basic statistics. In: Dracopoli, N.C., Haines, 

J.L., Korf, B.R., Moir, D.T., Morton, C.C., Seidman, C.E., Seidman, J.G., Smith, D.R. 

(eds), Current Protocols in Human Genetics, Wiley-Liss, Inc., New York, pp. A.3M.1-

A.3M.10 (2003). 

7. Moore, J.H.  Quantitative trait linkage analysis.  In: Haines, J.L. and Pericak-Vance, 

M.A. (eds), Genetic Analysis of Complex Disease, 2nd Ed., Wiley-Liss, Inc., New York, 

pp. 237-253 (2006). 

8. Kidd, L.R., Martin R.C., Moore, J.H., Hein D.W.  Genetic polymorphism of N-

acetyltransferase genes as risk modifiers of colorectal cancer from consumption of well-

done meat. In: Choi, S.-W., Friso, S. (eds), Nutrient-Gene Interactions in Cancer, CRC 

Press, New York, pp 189-212 (2006). 

9. Moore, J.H., White, B.C.  Genome-wide genetic analysis using genetic programming: 

The critical need for expert knowledge.  In: Riolo, R., Soule, T., Worzel, B. (Eds.) 

Genetic Programming Theory and Practice IV, Springer, pp. 11-28 (2007).  

10. Moore, J.H. Genome-wide analysis of epistasis using multifactor dimensionality 

reduction: feature selection and construction in the domain of human genetics.  In: Zhu, 

X., Davidson, I. (Eds.), Knowledge Discovery and Data Mining: Challenges and 

Realities, IGI Global, pp 17-30 (2007).  

11. Moore, J.H. Bioinformatics. In: Wild, C.P., Vineis, P., Garte, S. (Eds.) Molecular 

Epidemiology of Chronic Diseases, Wiley, pp. 233-242 (2008). 

12. Moore, J.H., Karagas, M.R., Andrew, A.S. Analysis of complex datasets. In: Wild, C.P., 

Vineis, P., Garte, S. (Eds.) Molecular Epidemiology of Chronic Diseases, Wiley, pp. 207-

222 (2008). 

13. Moore, J.H., Karagas, M.R., Andrew, A.S. Novel analytical methods for association 

studies. In: Rebbeck, T., Ambrosone, C.B., Shields, P.G. (Eds.) Molecular Epidemiology: 

Applications in Cancer and Other Human Diseases. Informa Healthcare USA, Inc., pp. 

169-187 (2008). 

14. Moore, J.H., Barney, N., White, B.C. Solving complex problems in human genetics 

using genetic programming: The importance of theorist-practitioner-computer interaction. 

In: Riolo, R., Soule, T., Worzel, B. (Eds.)  Genetic Programming Theory and Practice V, 

pp 69-85, Springer (2008). 

15. Moore, J.H. Analysis of gene-gene interactions.  In: Dracopoli, N.C., Haines, J.L., Korf, 

B.R., Moir, D.T., Morton, C.C., Seidman, C.E., Seidman, J.G., Smith, D.R. (eds), Current 

Protocols in Human Genetics, Wiley-Liss, Inc., New York, 2nd Ed., Unit 1.14 (2008). 

16. Moore, J.H., Greene, C.S., Andrews, P., White, B.C. Does complexity matter? Artificial 

evolution, computational evolution and the genetic analysis of common human diseases. 



In: Riolo, R., Soule, T., Worzel, B. (Eds.)  Genetic Programming Theory and Practice VI, 

pp. 125-143, Springer (2008). 

17. Greene, C.S., Moore, J.H. Solving complex problems in human genetics using nature-

inspired algorithms requires strategies which exploit domain-specific knowledge. Nature 

Inspired Informatics for Intelligent Applications and Knowledge Discovery, IGI Global, 

pp. 166-180 (2009). 

18. Moore, J.H. Mining patterns of epistasis in human genetics. In: Chen, J.Y., Lonardi, S. 

(Eds.). Biological Data Mining, CRC Press, pp. 187-204 (2009). 

19. Moore, J.H. Genome-wide analysis of epistasis using multifactor dimensionality 

reduction: feature selection and construction in the domain of human genetics.  In: Tan, J. 

(Ed.), Medical Informatics: Concepts, Methodologies, Tools, and Applications. IGI 

Global, Chapter CLXXVI (2009). 

20. Moore, J.H., Rhodes, C.H. Integration of molecular and cellular pathogenesis: A 

bioinformatics approach. In: Coleman, W.B., Tsongalis, G.J. (eds.), Molecular 

Pathology: The Molecular Basis of Human Disease, pp. 218-224, Academic Press (2010). 

21. Moore, J.H., Rhodes, C.H. Integration of molecular and cellular pathogenesis: A 

bioinformatics approach. In: Coleman, W.B., Tsongalis, G.J. (eds.), Essentials Concepts 

in Molecular Pathology, pp. 153-158, Academic Press (2010). 

22. Greene, C.S., Hill, D., Moore, J.H. Environmental sensing of expert knowledge in a 

computational evolution system for complex problem solving in human genetics. In: 

Riolo, R., Soule, T., Worzel, B. (Eds.) Genetic Programming Theory and Practice VII, 

pp. 19-36, Springer (2010). 

23. Moore, J.H. Forward. In: Riolo, R., Soule, T., Worzel, B. (Eds.) Genetic Programming 

Theory and Practice VII, pp. xiii-xiv, Springer (2010). 

24. Moore, J.H. Detecting, characterizing and interpreting nonlinear gene-gene interactions 

using multifactor dimensionality reduction. In: Moore, J.H., Dunlap, J.C. (Eds.) 

Computational Methods for Genetics of Complex Traits, pp. 101-116, Elsevier (2010).  

25. Payne, J., Hill, D., Moore, J.H. Sensible initialization of a computational evolution 

System using expert knowledge for epistasis analysis in human genetics. In: Chen, Y. 

(Ed.) Exploitation of Linkage Learning in Evolutionary Algorithms, pp. 215-226, 

Springer (2010). 

26. Pattin, K.A., Payne, J.L., Hill, D.P., Caldwell, T., Fisher, J., Moore, J.H. Exploiting 

expert knowledge of protein-protein interactions in a computational evolution system for 

detecting epistasis. In: Riolo, R., Soule, T., Worzel, B. (Eds.) Genetic Programming 

Theory and Practice VIII, pp. 195-210, Springer (2011). 

27. Pattin, K.A., Moore, J.H. Addressing the challenges of detecting epistasis in genome-

wide association studies of common human diseases with biological expert knowledge. 

In: Liu, L.A., Wei, D., Li, Y. (Eds.) Handbook of Research on Computational and 

Systems Biology: Interdisciplinary Applications. IGI Global, pp. 128-147 (2011). 

28. Moore, J.H., Hill, D.P., Fisher, J.M. Lavender, N., Kidd, L. Human computer interaction 

in a computational evolution system for a visual analytics approach to the genetic 

analysis of cancer susceptibility. In: Riolo, R., Moore, J.H., Vladislavleva, K. (Eds.) 

Genetic Programming Theory and Practice IX, pp. 153-171, Springer (2011). 

29. Gilbert-Diamond, D., Moore, J.H. Analysis of gene-gene interactions. In: Haines, J.L., 

Korf, B.R., Morton, C.C., Seidman, C.E., Seidman, J.G., Smith, D.R. (eds), Current 

Protocols in Human Genetics, 2nd Edition, Wiley-Liss, Inc., New York, pp. 1.14.1-

1.14.12 (2011). 



30. Gilbert-Diamond, D., Asselbergs, F.W., Williams, S.M., Moore, J.H. Role of 

bioinformatics in genome-wide association studies. In. Encyclopedia of Life Sciences, 

John Wiley & Sons (2011). 

31. Moore, J.H. Gene interaction. In: Maloy, S. and Hughes, K. (Eds.) Brenner’s 

Encyclopedia of Genetics. Academic Press, 2nd edition, volume 3, pp. 200-201 (2013). 

32. Moore, J.H. Multifactorial inheritance. In: Maloy, S. and Hughes, K. (Eds.) Brenner’s 

Encyclopedia of Genetics. Academic Press, 2nd edition, volume 4, pp. 506 (2013). 

33. Hu, T., Moore, J.H. Network modeling of statistical epistasis. In: Elloumi, M., Zomaya, 

A.Y. (Eds.) Biological Knowledge Discovery Handbook. John Wiley & Sons, pp. 175-

189 (2013). 

34. Moore, J.H., Hill, D.P., Fisher, J.M. Lavender, N., Kidd, L. Genetic analysis of prostate 

cancer using computational evolution, Pareto-optimization and post-processing. In: 

Riolo, R., Vladislavleva, K., Moore, J.H. (Eds.) Genetic Programming Theory and 

Practice X, pp. 87-101, Springer (2013). 

35. Urbanowicz, R.J., Moore, J.H. Learning classifier systems: The rise of genetics-based 

machine learning in biomedical data mining. In: Sarkar, N. (Ed.) Methods in Biomedical 

Informatics, Elsevier, pp. 265-311 (2013). 

36. Pan, Q., Hu, T., Moore, J.H. Epistasis, complexity and multifactor dimensionality 

reduction. In: Gondro, C., van der Werf, J., Hayes, B. (Eds.) Genome-Wide Association 

Studies and Genomic Prediction, Springer, pp. 465-477 (2013). 

37. Darabos, C., Giacobini, M., Moore, J.H., Tomassini, M. Models of gene regulation: 

integrating modern knowledge into the Boolean network framework. In: Artificial Life, 

Evolution and Complexity. Springer, pp. 43-57 (2014). 

38. Tosteson, T.D., Amos, C.I., Moore, J.H. Translational biostatistics, epidemiology and 

bioinformatics. In: Srivastava, R., Maksymowicz, W., Lopaczynski, W. (Eds.) Lost in 

Translation: Barriers and Incentives for Translational Research in Medical Sciences, 

World Scientific, pp. 633-658 (2014). 

39. Moore, J.H., Hill, D.P., Saykin, A., Shen, Li. Exploring interestingness in a 

computational evolution system for the genome-wide genetic analysis of Alzheimer’s 

disease. In: Riolo, R., Moore, J.H., Kotancheck, M. (Eds.) Genetic Programming Theory 

and Practice XI, Springer, pp. 31-45 (2014). 

40. Darabos, D., Giacobini, Moore, J.H. A new mutation paradigm for genetic 

programming.  In: Riolo, R., Moore, J.H., Kotancheck, M. (Eds.) Genetic Programming 

Theory  and Practice XI, Springer, pp. 45-58 (2014). 

41. De, R., Bush, W., Moore, J.H. Bioinformatics challenges in genome-wide assoication 

studies (GWAS). In: Trent, R. (Ed.) Clinical Bioinformatics, Springer, pp. 63-81 (2014). 

42. Moore, J.H., Hu, T. Epistasis analysis using information theory. In: Moore, J.H., 

Williams, S.M. (Eds.) Epistasis: Methods and Protocols, Springer, pp. 257-268 (2014). 

43. Darabos, C., Moore, J.H., Genome-wide epistasis and pleiotropy characterized by the 

bipartite human phenotype network. In: Moore, J.H., Williams, S.M. (Eds.) Epistasis: 

Methods and Protocols, Springer, pp. 269-284 (2014). 

44. Moore, J.H., Andrews, P. Epistasis analysis using multifactor dimensionality reduction. 

In: Moore, J.H., Williams, S.M. (Eds.) Epistasis: Methods and Protocols, Springer, pp. 

301-314 (2014). 

45. Moore, J.H. Epistasis analysis using ReliefF. In: Moore, J.H., Williams, S.M. (Eds.) 

Epistasis: Methods and Protocols, Springer, pp. 315-326 (2014). 

46. Moore, J.H., Hill, D. Epistasis analysis using artificial intelligence. In: Moore, J.H., 

Williams, S.M. (Eds.) Epistasis: Methods and Protocols, Springer, pp. 327-346 (2014). 



47. Moore, J.H., Greene, C.S., Hill, D.P. Identification of novel genetic models of glaucoma 

using the EMERGENT genetic programming-based artificial intelligence system. In: 

Riolo, R., Worzel, W., Kotancheck, M. (Eds.) Genetic Programming Theory and Practice 

XII, Springer, pp. 17-36 (2015). 

48. Moore, J.H., Mitchell, K.J. The role of genetic interactions in neurodevelopmental 

disorders. In: Mitchell, K.J. (Ed.) Genetics of Neurodevelopmental Disorders, Cell Press, 

pp. 69-80 (2015). 

49. Cole, B.W., Hall, M.A., Urbanowicz, R.J., Gilbert-Diamond, D., Moore, J.H. Analysis 

of gene-gene interactions.  In: Dracopoli, N.C., Haines, J.L., Korf, B.R., Moir, D.T., 

Morton, C.C., Seidman, C.E., Seidman, J.G., Smith, D.R. (eds), Current Protocols in 

Human Genetics, Wiley-Liss, Inc., New York, pp. 1.14.1-1.14.10 (2017). 

50. Olson, R.S., Moore, J.H. Identifying and harnessing the building blocks of machine 

learning pipelines for sensible initialization of a data science automation tool. In: Riolo, 

R., Worzel, W., Kotancheck, M. (Eds.) Genetic Programming Theory and Practice XIV, 

Springer, pp. 211-223 (2018). 

51. Olson, R.S., Sipper, M., La Cava, W., Tartarone, S., Urbanowicz, R., Orzechowski, P., 

Vitale, S., Fu, W., Holmes, J.H., Moore, J.H. A system for accessible artificial 

intelligence. In: Riolo, R., Worzel, W., Kotancheck, M. (Eds.) Genetic Programming 

Theory and Practice XV, Springer, Inc., pp. 121-134 (2018). 

52. Urbanowicz, R.J., Yang, B., Moore, J.H. Problem driven machine learning by co-

evolving genetic programming trees and rules in a learning classifier system. In: Banzhaf 

et al. (Eds.) Genetic Programming Theory and Practice XV, Springer, pp. 55-71 (2018). 

53. Moore, J.H., Sipper, M. Grammatical evolution strategies for bioinformatics and systems 

genomics. In: Ryan, C., O’Neill, M., Collins, J.J. (eds), Handbook of Grammatical 

Evolution, Springer, Inc., New York, pp. 395-405 (2018). 

54. Hall, M.A., Cole, B.S., Moore, J.H. Gene-gene interactions: An essential component to 

modeling complexity for precision medicine. In: Cunnataro, M., Gaeta, B., Khan, M. 

(Eds.) Encyclopedia of Bioinformatics and Computational Biology, Elsevier, pp. 171-177 

(2019). 

55. Sipper, M., Moore, J.H., Urbanowicz, R.J. New pathways in coevoutionary computation. 

In: Banzhaf et al. (Eds.) Genetic Programming Theory and Practice XVII, Springer, pp. 

295-305 (2020). 

56. Orzechowski, P. Stauffer, M., Moore, J.H., Boland, M. Personalized medicine. In: 

Roterman-Konieczna, I. (Ed.) Simulations in Medicine, De Gruyter, pp. 1-14 (2020). 

57. Moore, J.H., Automated machine learning. In: Frana, P., Klein, M. (Ed.) Encyclopedia 

of Artificial Intelligence, ABC-CLIO, pp. 20-22 (2021). 

 

Editorials: 

1. Aguilar-Ruiz, J.S., Moore, J.H., Ritchie, M.D. Filling the gap between biology and 

computer science. BioData Mining 1:1 (2008). 

2. Urbach, D., Moore, J.H. Data mining and the evolution of biological complexity. 

BioData Mining 4, 7 (2011). 

3. Urbach, D., Moore, J.H. The spatial dimension in biological data mining. BioData 

Mining 4, 7 (2011). 

4. Urbach, D., Moore, J.H. Mining beyond the exome. BioData Mining 4, 14 (2011). 

5. Urbach, D., Moore, J.H. Mining the diseasome. BioData Mining 4, 25 (2011). 

6. Malley, J.D., Dasgupta, A., Moore, J.H. The limits of p-values for biological data 

mining. BioData Mining 6, 10 (2013). 



7. Malley, J.D., Moore, J.H. The disconnect between classical biostatistics and the 

biological data mining community. BioData Mining 6, 12 (2013). 

8. Moore, J.H., Ritchie, M.D. The central role of biological data mining in connecting 

diverse disciplines. BioData Mining 6, 14 (2013). 

9. Williams, S.M., Moore, J.H. Big data analysis on autopilot. BioData Mining 6, 22 

(2013). 

10. Malley, J.D., Moore, J.H. Complex first, then simple. BioData Mining 7, 13 (2014). 

11. Malley, J.D., Moore, J.H. Innovation is often unnerving: The door into summer. BioData 

Mining 7, 12 (2014). 

12. Malley, J.D., Malley, K.G., Moore, J.H. O brave new world that has such machines in it. 

Biodata Mining, 7, 26 (2014). 

13. Williams, S.M., Moore, J.H. Lumping versus splitting: the need for biological data 

mining in precision medicine. BioData Mining 8, 16 (2015). 

14. Huang, X., Jennings, S., Bruce, B., Buchan, A., Cai, L., Chen, P., Congdon, C., Cramer, 

C.L., Guan, W., Hilgert, U., Jiang, H., Li, Z., McClure, G., McMullen, D., Nanduri, B., 

Peckham, J., Perkins, A., Rekepalli, B., Salem, S., Specker, J., Walker, K., Wunsch, D., 

Xiong, D., Zhang, S., Zhang, Y., Zhao, Z., Moore, J.H. Big data: A 21st century Maginot 

Line? BioData Mining 8, 7 (2015). 

15. Weiss, T.L., Zieselman, A., Hill, D.P., Diamond, S.G., Shen, L., Saykin, A.J., Moore, 

J.H., Alzheimer’s Disease Neuroimaging Initiative. The role of visualization and 3-D 

printing in biological data mining. BioData Mining 8, 22 (2015). 

16. Lynch, S.M., Moore, J.H. A call for biological data mining approaches in epidemiology. 

BioData Mining 9, 1 (2015). 

17. Moore, J.H., Holmes, J.H. The golden era of biomedical informatics has begun. BioData 

Mining 9, 15 (2016). 

18. Denaxas, S.C., Asselbergs, F.W., Moore, J.H. The tip of the iceberg: challenges of 

accessing hospital electronic health record data for biological data mining. BioData 

Mining 9, 29 (2016). 

19. Forero, D.A., Moore, J.H. Considerations for higher efficiency and productivity in 

research activities. BioData Mining 9, 35 (2016). 

20. Sipper, M., Olson, R.S., Moore, J.H. Evolutionary computation: The next major 

transition of artificial intelligence? BioData Mining 10, 26 (2017). 

21. Sipper, M., Olson, R.S., Moore, J.H. Artificial intelligence: More human with human 

BioData Mining 10, 34 (2017). 

22. Sipper, M., Urbanowicz, R.J., Moore, J.H. To know the objective is not (necessarily) to 

know the objective function. BioData Mining 11, 21 (2018). 

23. Moore, J.H., MacKay, T.F.C, Williams, S.M. Testing the assumptions of parametric 

linear models: The need for biological data mining in disciplines such as human genetics. 

BioData Mining 12:6 (2019). 

24. Sipper, M., Moore, J.H. The aliens have landed – but they’re not smart enough to take 

over. Newsweek, January 24 (2019). 

25. Moore, J.H. Artificial intelligence won’t solve all of medicine’s great problems 

USA Today, April 16 (2019). 

26. Moore, J.H., Barnett, I., Boland, M.R., Chen, Y., Demiris, G., Gonzalez-

Hernandez, G., Herman, D.S., Himes, B.E., Hubbard, R.A., Kim, D., Morris, J.S., 

Mowery, D.L., Ritchie, M.D., Shen, L., Urbanowicz, R., Holmes, J.H. Ideas for how 

informaticians can get involved with COVID-19 research. BioData Mining 13, 3 

(2020). 



27. Moore, J.H. Where is the metaverse in the pandemic era? Extreme Tech, June 15 

(2020). 

28. Sipper, M., Moore, J.H. Conservation machine learning. BioData Mining 13, 9 

(2020). 

29. Moore, J.H. Ten roles for academic leaders in data science. BioData Mining 14, 22 

(2020). 

30. Moore, J.H. Job ads for AI could soon look like this. Are you ready? Extreme Tech, 

November 18 (2020). 

31. Truong, V. and Moore, J.H. Beyond Zoom: Virtual gathering spaces for the 

holidays and beyond. Extreme Tech, December 9 (2020). 

32. Moore, J.H. The day I learned what data science is. Extreme Tech, January 11 

(2021). 

33. Moore, J.H. Empowering the data science scientist. BioData Mining 14, 8 (2021). 

34. Moore, J.H. A question for the defense. Inside Higher Ed, March 12 (2021). 

35. Moore, J.H. The question medical AI can’t answer. Scientific American, July 29 

(2021). 


