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 Gregory C. Gibson 
 

Professor and Director, Center for Integrative Genomics, Georgia Institute of Technology 
Adjunct Professor, School of Medicine, Emory University, Atlanta GA 

 
Krone EBB1 Building, Georgia Institute of Technology 

Atlanta,  GA  30332 
 

Email:   greg.gibson@biology.gatech.edu 

URL:    http://www.cig.gatech.edu  

Phone:   (404) 385-2343 

Cell: (919) 802-3095 
 

Education and Professional Experience 
 
2009-present Professor, School of Biological Sciences Georgia Institute of Technology 
Human genomics 
 

2008-2009 Australian Professorial Fellow                Univ of Queensland, Brisbane Australia 
Genetics of gene expression variation in humans 
 

2005-2007 William Neal Reynolds Distinguished Professor of Genetics  NC State University 
Genomics of gene expression variation in flies, canids and humans  
 

1998-2005 Assistant; Associate (2001) Professor   North Carolina State University 
Quantitative genomics of morphogenesis and pharmacology in Drosophila 
 

1994-1998 Assistant Professor    University of Michigan 
Quantitative molecular genetics of developmental stability in Drosophila. 
 

1993-1994 Post-doctoral Fellow    Cathy C. Laurie, Duke University 
Evolutionary quantitative genetics of genital morphology in Drosophila. 
 

1990-1993 Post-doctoral Fellow    David S. Hogness, Stanford University 
Population and quantitative genetics of the Ultrabithorax gene in Drosophila. 
Theoretical population genetic modeling (with Marcus W Feldman). 
 

1986-1989 Graduate Student    Walter J. Gehring, U. of Basel 
Functional dissection of biological specificity of homeotic proteins in Drosophila. 
 

HONORS AND AWARDS 
2020                  Patton Distinguished Professor 
2017-2019 Visiting Professor, Garvan Institute for Medical Research, Sydney Australia 
2017  Fulbright Counil for International Exchange Senior Scholar US for study in Spain 
2013  Consultant to NICHD 
2006  Elected Fellow of the American Association for the Advancement of Science (AAAS) 
2005  William Neal Reynolds Distinguished Professor 
2002  NCSU Alumni Outstanding Researcher Award 
1998  Visiting Research Associate, Stanford University Center for Computational Genetics 
1996-2001 David and Lucille Packard Foundation Fellowship in Science and Engineering 
1996-1997 Basil O'Connor Young Investigator Award of the March of Dimes 
1993-1994 Hargitt Fellow of Duke University Department of Zoology 
1990-1993 Helen Hay Whitney Foundation Post-Doctoral Fellow 
1989  Doctor of Philosophy, summa cum laude, Univ. of Basel, Switzerland 
1985  Bachelor of Science, First Class Honors, Univ. of Sydney, Australia 
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COMMUNITY SERVICE 
 
2020-2021 Director, Campus-wide SARS-CoV-2 CLIA Testing Lab for Georgia Tech 
2018-present Co-Director, CHoA Center for Transplantation and Immune-Related Disorders (CTID) 
2013-2017 Scientific Advisory Board, Rare Alleles NSF Plant Genome Project, Cornell Univ 
2013  External Review Committee, Finnish Institute of Molecular Medicine 
2012-2016 Scientific Advisory Board, Dartmouth Institute for Quantitative Biomedical Sciences 
2010-2015 Chair, Scientific Advisory Board, CARTaGENE Population Genomics, U de Montreal 
2007-2014 Chair, Scientific Advisory Board, Max Plank Institute for Evolutionary Biology 
2006-2016 Section Editor: Gene Expression and Natural Variation, PLoS Genetics 
2005-2007 Associate Director for Education and Outreach, National Evolutionary Synthesis Center 
2003-2007 Assistant Director for Life Sciences, North Carolina Agricultural Research Service 
2002-2005 North Carolina Governor’s Task Force on Genomics and Public Health  

(Chair 2004, 2005; Futures and Research Group Chair 2003-2005) 
2003-2007 Member, FlyBase Advisory Board 
2003  Co-author, Drosophila Species White Paper, led to sequencing of 9 new genomes 
2002-2003 Executive Director, NCSU CALS Genome Research Laboratory 
2002-2007 10 NSF and NIH Scientific Merit Review panels; Christian Doppler Society, Austria 
2001-2002 Founding Member, Faculty of the 1000, Online Research Review Service 
 
Editorial Boards: Molecular Biology and Evolution (Senior Editor since 2019) 

PLoS Genetics (since 2005) 
Genome Medicine (since 2013) 
Journal of Personalized Medicine (since 2015) 
Genetics (2004-2010) 

   American Naturalist (2005-2010) 
Current Biology (2003-2009) 
Genetical Research (1999-2012; Minireviews Editor 2001-2005) 
Genes, Brain, and Behavior (since 2002) 

   Development, Genes, and Evolution (since 1996) 
    
Ad-hoc Reviewer for:   Nature, Nature Genetics, Genetics, Genetical Research, TREE, Journal 

of Heredity, Current Biology, Development and Evolution, Genome 
Biology, Genome Research, Molecular Biology and Evolution, PNAS, 
Science, PLoS Biology, Molecular Ecology, Cell 

 
 

TEACHING (1999 – 2020) 

 
BIOL4545 Human Genetics (9X @ GaTech) 
BIOL4520 Health, Genes and Society (6X @GaTech) 
BIOL8802H Experimental Genomics: Graduate Colloquium (1X @ GaTech) 
BIOL8802L Quantitative Genetics: Graduate Colloquium (1X@GaTech) 
GN495G: Genes, Development, and Evolution:  Advanced Undergraduate Course (4X @ NCSU) 
GN810G: Genome Science: Core Graduate Course in Genome Science curriculum (3X @ NCSU) 
GN495A: Introduction to Genome Science: Advanced Undergraduate Course (4X @ NCSU) 
GN810E: Complex Human Disease: Graduate Colloquium (1X @ NCSU) 
 
Summer Institute of Statistical Genetics: “Genome Science” and “Gene Expression” Modules 

Raleigh NC 2001 - 2004; Seattle WA 2006 - 2020 
Christchurch NZ, 2001; Dublin Ireland, 2002, Melbourne Australia, 2003;  
Faro Portugal, 2004; Seoul Korea, 2005; Aarhus Denmark, 2006; Beijing China, 2010, 
Liege Belgium 2007, 2009, 2011, Edinburgh 2012, Abu Dhabi 2017,2019; Brisbane 2017 
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Doctoral Students: 

 
Dae-gwon Ahn, Ph.D. 1994-1998 Research Assistant Professor, Seoul Korea 
Arnar Palsson, Ph.D.   1998-2003 Currently Asst Prof, Univ. of Iceland 
Roland Carrillo, Ph.D.   1999-2004 Regional representative, DiscoveRx Corporation 
Gisele Passador-Gurgel 2000-2006 Currently Teaching Asst. Prof, NCSU 
Jennifer Moser  2001-2005 Currently Program Officer, Veterans Affairs 
Pierre Bushel  2001-2005 Currently Director of Bioinformatics, NIEHS Durham 
Wen-Ping Hsieh 2002-2005 Currently Associate Professor, Tsing Hua Univ. Taiwan 
Erin Kennerly  2005-2008 Currently Account Manager, Q2 Solutions, Durham NC 
Youssef Idaghdour 2005-2010 Currently Assistant Professor, NYU Abu Dhabi 
Kevin Lee  2011-2014 Currently MD Fellow, Univ Alabama at Birmingham 
Thanawadee Preeprem  2012-2014 Currently Assistant Professor, Ubon Ratchathani Univ, Thailand 
Jing Zhao  2011-2015 Currently Research Scientist, Seven Bridges Genomics, SFO CA 
Monica Rojas  2012-2016 Currently Research Scientist, University of Washington, Seattle 
Swetha Garimalla 2014-2018 Research Informatician, Prevail Therapeutics, New York 
Diana Williams  2014-2018 Forensic scientist, Defence Forensic Science Center 
Biao Zeng  2014-2018 Post-Doctoral Fellow, Columbia University, New York 
Hari Somenini  2017-2019 Bioinformatician at AbbVie (co-supervised with S Kugathasan) 
Ruoyu Tian  2016-2020 Staff Bioinformatician, BioGen, Boston MA 
Hamid Hassanzadeh 2018-2019 Data Analyst, Home Depot (co-supervised with C Isbell) 
Khalid Alhumimidi 2014-  Current student at GT 
Angela Mo  2016-  Current student at GT 
Kiera Berger  2017-  Current student at GT 
Camila Medrano 2017-  Current student at GT 
Meixue Duan  2018-  Current student at GT 
Monica Isgut  2018-2020 Current student at GT 
Sini Nagpal  2019-  Current student at GT 
Maggie Brown  2020-  Current student at GT 
Erin Connolly  2020-  Current student at GT 

 

Masters Students (Georgia Tech): 
 
Neha Gupta  2009-2010 Research Bioinformatician, TIGR, Maryland 
Arthi Talla  2009-2010 Research Bioinformatician, VGTI, Florida 
Ben Hsieh  2009-2011 Research Bioinformatician, UGA 
Jinhee Kim  2009-2012 In Chicago 
Haozheng Tian  2010-2011 PhD Student, Georgia Tech 
Peter Qin  2010-2011 Software developer, Amazon, Seattle WA 
Artika Nath  2011-2012 Post-Doctoral Fellow, IDI-Baker Institute, Melbourne, Aust. 
Ambily Sivadas  2011-2012 PhD Student, IGIB Delhi 
Seo Young Choi 2011-2012 Accountant 
Vartika Agarwal 2012-2013 Research Bioinformatician, Phillips, NY 
Karthik Murugesan 2013-2014 Research Bioinformatician, Phillips, NY 
Roopa Reddy  2014-2015 In India 
Chen Guo  2015-2016 Research Bioinformatician, Sacramento CA 
Hari Subramanian 2015-2016 Research Bioinformatician, Chicago IL 
Michael Finlayson 2016-2017 Research Bioinformatician, Columbia University, NY 
Annachiara Korchmaros         2017 Research Bioinformatician, Albert Einstein College, NY 
Meixue Duan  2016-2017 Current PhD student at GT (my group) 
Sini Nagpal  2017-2018 Current PhD student at GT (my group) 
Maggie Fisher  2018-2019 Current PhD student at GT (my group) 
Kristine Lacek  2019-2020 ORISE Fellow, CDC, Atlanta GA 
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Jenn Kintzle  2020-2021 Current student 
Yifan Liang  2020-2021 Current student 
Harini Adepu  2020-2021 Current student 
 

Post-Doctoral Fellows: 
 
Wei (Wendy) Jin 1999-2000 Currently Director of Plant Epidemiology, APHIS, Raleigh NC 
Naruo Nikoh  2001-2003 Currently Associate Professor, Open University of Japan, Chiba 
Ian Dworkin  2002-2007 Currently Associate Professor, Michigan State University  
Lisa Goering  2003-2007 Currently Associate Professor, St Edwards College, Austin TX 
Laura Reed  2006-2010 Currently Assistant Professor, University of Alabama 
Yue Luo  2010-2011 Currently Clinical Research Coordinator, Emory University 
Rubina Tabassum 2012-2013 Currently Research Scientist, FIMM, Helsinki Finland  
Idy Akinsanmi  2014-2015 Currently Clinical Scientist, Alpharetta GA 
Yang Tan  2013-2015 Currently Post-Doctoral fellow, Harvard University 
Bao Zhang  2016-2017 Currently Research Assistant Professor, Jiaotong Univ, PRC 
Urko Martinez  2013-2018 Currently Research Fellow, Ikerbasque Basque Science Fdn, Spain 
  

 

GRANTS RECEIVED 
 

ACTIVE: 
 

1. National Institutes of Health, NIDDK     1-R01DK119991  
“New computational and transcriptional approaches to the biology of inflammatory bowel disease” 

 G Gibson PI     
4 years, $125,000 / yr DC     9/18 – 8/22 

 
2. National Institutes of Health, NIHGR     1-R01HG011459-01  

“Precision mapping of regulatory causal variants by expression CROPseq” 
 G Gibson, G. Bao (Rice) Co-PIs 

5 years, $500,000 / yr DC requested    2/21 – 1/26 
 
3.  National Institutes of Health, NIDDK     2-R01DK087694  

“Gene Discoveries in Subjects with Crohn's disease of African descent” 
Subra Kugathasan, Emory, PI; G Gibson Co-I     
5 years, $90,000 Direct to GT      7/16 – 6/21  

 
4. National Institutes of Health, NIDDK     1-R01-DK125936  

“Genomic analysis of perianal fistulizing Crohn’s disease across ancestries”  
Co-PI Subra Kugathasan, Emory    7/20 – 6/23    
$125,000 Annual Direct to GT (Recommended for funding, awaiting NOA) 

 
5. National Institutes of Health, NIAID     1-P01-AI125180 

“B cells in Lupus Nephritis” Ignacio Sanz, Emory, PI; Ronghu Wu GT Co-I 
5 years, $55,000 / yr DC to GT     7/16 – 6/21 
 

6. National Institutes of Health, NIAID     1-U01-AI141993 (PI Sanz,  
“Human Vaccine Durability Using Integrated Bioinformatics” Ignacio Sanz, Emory, PI; 
5 years  $110,000 Annual Direct to Gibson   1/19 – 12/23 
 

7. Gates Foundation 
“Enhancement of Plasma Cells for Vaccination”   Eun Lee, Emory, PI 
2 years initial funding, $50,000 / yr DC to Gibson  
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COMPLETED: 
 

8.  IBB Seed Grant  (Co-PI with Ed Botchwey, BME)  7/17 – 6/18 

“Single cell RNASeq and Lipidomics of Mesenchymal Stem Cells” 

2 years, $50,000 per year (second year pending) 

 
9. National Institutes of Health, General Medical Sciences  1T32GM105490-01 
 “A Computational Biology and Predictive Health Genomics Training Program at GT” 

5 years, $180,000 / yr      6/14 – 4/19 
 

10. Emory+Childrens Healthcare of Atlanta Center for Pediatric Innovation (CPI)  Seed Grant: 
G Gibson PI, M Hegde Co-I, $50,000 in FY 2016/2017 

 
11. Emory+Childrens Healthcare of Atlanta Center for Pediatric Innovation (CPI) 
 “A disruptive approach to CF therapy: targeted RNAi delivery to reprogrammed airway neutrophils” 

Rabindra Tirouvanziam PI, G Gibson and J Dahlman CoIs at GT 
$25,000 DC to GT 

 
12. National Institutes of Health, General Medical Sciences   1-P01GM0996568 
 Statistical and Quantitative Genetics – Project 3    Bruce Weir, UWashington, Program Director 
 5 years, $225,000 / yr DC to GT     6/12 – 5/17 
 Administrative supplement, 2 years, $40,000/yr   3/14 – 2/16 
 
13. NIAID-DMID-NIHAI2010100 (M. Galinski, Yerkes Primate Center, PI)  
 An Integrated Approach to Understanding Host-Pathogen Interactions 
 3 years, $300,000/yr DC to GT      7/12 – 12/15 
 
14.  Georgia Tech/Emory Immunoengineering Seed Grant (J Galipeau, Emory, Co-PI) 

Molecular genetic and functional characterization of Crohn’s MSCs immune plasticity 
1 year, $50,000       7/14 – 6/15 

 
15. Children’s Healthcare of Atlanta Pediatric Innovation Center (R Guldberg, Co-PI) 
 Toward personalized treatment for Osteochonritis Dissecans based on Genomic Imaging  

1 year $60,000        6/13 – 5/14 
 
16. National Institutes of Health, NICHD Biostatistics and Bioinformatics Branch 

 Inter-Personnel Agreement        

 12 months, $40,000      5/13 – 4/14 

 
17. Georgia Tech Institute for Bioengineering and Bioscience (IBB) 
 Single cell genomic profiling    Co-PI with Melissa Kemp, GT 
 2 year, $50,000 / yr      7/11 – 6/13 
 
18. Childrens Healthcare of Atlanta Pediatric Medical Device Consortium 
 RNA-Seq profiling in support of in-time craniosynostosis intervention (with R. Olivares)    
 1 year, $50,000       7/12 – 6/13 
 
19. Children's Healthcare of Atlanta, Center for Cystic Fibrosis Research 
 Genome-wide gene expression profiling in CFRD  3/10 - 2/11  
 1 year, $50,000  Co-PI with Arlene Stecenko, MD (Emory University) 
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20. Australian Research Council, Australian Professorial Fellowship     DP0880204 
 Drosophila Quantitative Genomics 
 5 years, AUD $1,015,754  (approx US $900,000)  1/08 – 12/12 
 
21. National Institutes of Health, Heart, Lung and Blood   R01HL085481 

Polygenic Basis of Cardiac Dysfunction in Drosophila. 
 5 years,  $1,250,000 total direct costs     1/08- 12/12 
 (Co-PI with R. Bodmer, Burham Institute, San Diego) 
 
22a. National Institutes of Health, General Medical Sciences   R01GM61600 

Quantitative Genetic Analysis of Signal Transduction in Drosophila. 
 4 years,  $500,000 total direct costs     10/00 - 9/04 
 
22b. National Institutes of Health, General Medical Sciences   2-R01GM61600 

Quantitative Genetic Analysis of Signal Transduction in Drosophila. 
 4 years,  $600,000 total direct costs     4/05 - 3/09 
 
23. National Institutes of Health,  General Medical Sciences  P01-GM45344   
 Quantitative Pharmacogenomics in Drosophila 
 5 years, $425,000 total direct costs    12/00 - 11/05 
 
24. National Science Foundation     EF-0423641 
 A National Center for the Synthesis of Biological Evolution 
 5 years, $15 million;  Total Costs to NCSU $1,500,000 
  (K. Smith, Duke, P.I.; Co-P.I. with J. Kingsolver, T. Vision at UNC) 
  (last 2 yrs of NCSU portion transferred to B. Wiegmann 11/2007) 
25. David and Lucille Packard Foundation for Science and Engineering 
 Quantitative Developmental and Evolutionary Genetics 
 5 years,  $575,000 total direct costs      10/96 - 9/01 
 
26. NC State Center for Comparative Medicine and Translational Research 

Development of an illumina genotyping resource for pharmacogenetics of anti-epileptic response 
in dogs.   1 year pilot, $15,000 direct costs.   3/06 – 12/06 
 

27. Canine Health Foundation of the American Kennel Club      ACORN 
 Pharmacogenetics of Canine Epilepsy 
 1 year, $12,000       11/07 – 10/08 
 
 
28. Canine Health Foundation of the American Kennel Club 
 Genomics of Canine Brain Neoplasia 
 2 years, $123,600, total costs     9/04 – 8/06 
  (M. Breen, NCSU-CVM, P.I.; Co-P.I. with N. Olby, NCSU-CVM) 
 
29. National Institutes of Health,  General Medical Sciences  R24-GM65513 
 Quantitative genomics of sexual dimorphism 
 2 years, $56,000 total direct costs to NCSU      4/02 - 8/03 

(with 5 other groups; S. Nuzhdin at UCDavis, P.I.) 
 
30. National Institutes of Health, National Institute of Aging   R03 

Microarray-based Analysis of Gene Expression in Aging Drosophila 
 1 year, $50,000 total direct costs     9/99 - 8/00 
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31. North Carolina Affiliate of the American Heart Association 

Quantitative Genetic Analysis of Heart Rate in Drosophila 
 2 years,  $110,000 total direct costs    5/98 - 4/00 
 
32.  March of Dimes Research Foundation, Basil O'Connor Award 
 Quantitative Genetic Analysis of Developmental Stability 
 2 years, $80,000 total direct costs    8/96 - 7/98 
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PUBLISHED RESEARCH AND REVIEW PAPERS 

 
https://scholar.google.com/citations?user=e4_ZXcwAAAAJ&hl=en&oi=ao 
 
Citations: 26,500  h-index: 60  i10-index: 162 

 
176. Isgut M, Sun J, Quyyumi AA, Gibson G. (2021)  Highly elevated polygenic risk scores are better 

predictors of myocardial infarction risk early in life than later.  Genome Med. 13:13. PMID: 33509272 

 

175. Liu L, Chandrashekar P, Zeng B, Sanderford MD, Kumar S, Gibson G. (2020) TreeMap: a structured 

approach to fine mapping of eQTL variants. Bioinformatics. btaa927. PMID: 33135051 

 

174.  Gibson G, Lacek KA. (2020) Canalization and Robustness in Human Genetics and Disease. 

Annu Rev Genet. 54:189-211.  PMID: 32867542 

 

173. Mo A, Krishnakumar C, Arafat D, Dhere T, Iskander H, Dodd A, Prince J, Kugathasan S, Gibson G.  

(2020) African ancestry proportion influences ileal gene expression in inflammatory bowel disease.     

Cell Mol Gastro Hepatol. 10, 203-205.  PMID: 32058087 
 

172. Pan Y, Tian R, Lee C, Bao G, Gibson G. (2020) Fine-mapping within eQTL credible intervals by 

expression CROP-seq.  Biol Meth Protocols 5, bpaa008 PMID: 32665975 
 
171. Tian R, Pan Y, Etheridge THA, Deshmukh H, Gulick D, Gibson G, Bao G, Lee CM. (2020) Pitfalls in 

single clone CRISPR-Cas9 mutagenesis to fine-map regulatory intervals. Genes (Basel). 11:E504. 
PMID: 32375333 

 
170.  Pinese M, Lacaze P, Rath EM, Stone A, Brion MJ, Ameur A, Nagpal S, Puttick C, Husson S, Degrave D, 

Cristina TN, Kahl VFS, Statham AL, Woods RL, McNeil JJ, Riaz M, Barr M, Nelson MR, Reid CM, 

Murray AM, Shah RC, Wolfe R, Atkins JR, Fitzsimmons C, Cairns HM, Green MJ, Carr VJ, Cowley 

MJ, Pickett HA, James PA, Powell JE, Kaplan W, Gibson G, Gyllensten U, Cairns MJ, McNamara M, 

Dinger ME, Thomas DM. (2020) The Medical Genome Reference Bank contains whole genome and 

phenotype data of 2570 healthy elderly. Nat Commun. 11: 435.   PMID: 31974348 

 

169.  Chinnadurai R, Scandolara R, Alese OB, Arafat D, Ravindranathan D, Farris A, El-Rayes B, Gibson G. 

(2020) Correlation patterns among B7 family ligands and tryptophan enzymes in hepatocellular 

carcinoma. Front Oncol. 10: 1632.  PMID: 33014820 

 
168.  Jenks SA, Cashman KS, Zumaquero E, Marigorta UM, Patel AV, Wang X, Tomar D, Woodruff MC, 

Simon Z, Bugrovsky R, Blalock EL, Scharer CD, Tipton CM, Wei C, Lim SS, Petri M, Niewold TB, 

Anolik JH, Gibson G, Eun-Hyung Lee F, Boss JM, Lund FE, Sanz I. (2020) Distinct Effector B Cells 

Induced by Unregulated Toll-like Receptor 7 Contribute to Pathogenic Responses in Systemic Lupus 

Erythematosus. Immunity. 52: 203. PMID: 31940271 
 

167.  Burnham RE, Zoine JT, Story JY, Garimalla SN, Gibson G, Rae A, Williams E, Bixby L, Archer D, 

Doering CB, Spencer HT. (2020) Characterization of Donor Variability for γδ T Cell ex vivo Expansion 

and Development of an Allogeneic γδ T Cell Immunotherapy. Front Med. 7: 588453.  PMID: 33282892 
 

https://scholar.google.com/citations?user=e4_ZXcwAAAAJ&hl=en&oi=ao
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166.  Fernandes LM, Khan N, Trochez CM, Duan M, Diaz-Hernandez M, Presciutti S, Gibson G, Drissi H. 

(2020) Single-cell RNA-seq identifies unique transcriptional landscapes of human nucleus pulposus and 

annulus fibrosus cells. Sci Rep. 10: 15263. PMID: 32943704 
 

165.  Mortlock S, Kendarsari RI, Fung JN, Gibson G, Yang F, Restuadi R, Girling JE, Holdsworth-Carson SJ, 

Teh WT, Lukowski SW, Healey M, Qi T, Rogers PA, Yang J, McKinnon B, Montgomery GW. (2020) 

Tissue specific regulation of transcription in endometrium and association with disease. 

Hum Reprod. 35: 377-393.  PMID: 32103259 
 

164.  Diaz-Hernandez ME, Khan NM, Trochez CM, Yoon T, Maye P, Presciutti SM, Gibson G, Drissi H. 

(2020) Derivation of notochordal cells from human embryonic stem cells reveals unique regulatory 

networks by single cell-transcriptomics. J Cell Physiol. 235: 5241-5255.  PMID: 31840817 

 
163.  Maturo MG, Soligo M, Gibson G, Manni L, Nardini C. (2019) The greater inflammatory pathway-high 

clinical potential by innovative predictive, preventive, and personalized medical approach. EPMA J. 11:1-16.     
PMID: 32140182 

 
162. Mortlock S, Kendarsari RI, Fung JN, Gibson G, Yang F, Restuadi R, Girling JE, Holdsworth-Carson SJ, Teh 

WT, Lukowski SW, Healey M, Qi T, Rogers PAW, Yang J, McKinnon B, Montgomery GW. (2020) Tissue 

specific regulation of transcription in endometrium and association with disease.  Hum Reprod. 35: 377-393. 
PMID: 32103259 

 
161. Pinese M, Lacaze P, Rath EM, Stone A, Brion MJ, Ameur A, Nagpal S, Puttick C, Husson S, Degrave D, 

Cristina TN, Kahl VFS, Statham AL, Woods RL, McNeil JJ, Riaz M, Barr M, Nelson MR, Reid CM, Murray 
AM, Shah RC, Wolfe R, Atkins JR, Fitzsimmons C, Cairns HM, Green MJ, Carr VJ, Cowley MJ, Pickett 
HA, James PA, Powell JE, Kaplan W, Gibson G, Gyllensten U, Cairns MJ, McNamara M, Dinger ME, 
Thomas DM. (2020) The Medical Genome Reference Bank contains whole genome and phenotype data of 
2570 healthy elderly.  Nat Commun. 11: 435.                                                                           PMID: 31974348 

 
160.  Jenks SA, Cashman KS, Zumaquero E, Marigorta UM, Patel AV, Wang X, Tomar D, Woodruff MC, Simon 

Z, Bugrovsky R, Blalock EL, Scharer CD, Tipton CM, Wei C, Lim SS, Petri M, Niewold TB, Anolik JH, 
Gibson G, Eun-Hyung Lee F, Boss JM, Lund FE, Sanz I. (2020) Distinct effector B cells induced by 
unregulated Toll-like Receptor 7 contribute to pathogenic responses in systemic lupus erythematosus. 

Immunity. 52: 203.                                        
            PMID: 31940271 
 
159. Diaz-Hernandez ME, Khan NM, Trochez CM, Yoon T, Maye P, Presciutti SM, Gibson G, Drissi H. (2019) 

Derivation of notochordal cells from human embryonic stem cells reveals unique regulatory networks by 
single cell-transcriptomics. J Cell Physiol. In press.                                                          PMID: 31840817 

 
158. Sidorenko J, Kassam I, Kemper KE, Zeng J, Lloyd-Jones LR, Montgomery GW, Gibson G, Metspalu A, 

Esko T, Yang J, McRae AF, Visscher PM. (2019) The effect of X-linked dosage compensation on complex 

trait variation.  Nat Commun. 10: 3009. PMID: 31285442 
 
157. Nagpal S, Meng X, Epstein MP, Tsoi LC, Patrick M, Gibson G, De Jager PL, Bennett DA, Wingo AP, 

Wingo TS, Yang J. TIGAR: An improved Bayesian tool for transcriptomic data imputation enhances gene 

mapping of complex traits. (2019)  Am J Hum Genet. 105: 258-266. PMID: 31230719 
 
156. Williams DW, Gibson G. (2019) Classification of individuals and the potential to detect sexual contact using 

the microbiome of the pubic region.  Forensic Sci Int Genet. 41: 177-187. PMID: 31154251 
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155. Zeng B, Lloyd-Jones LR, Montgomery GW, Metspalu A, Esko T, Franke L, Vosa U, Claringbould A, 
Brigham KL, Quyyumi AA, Idaghdour Y, Yang J, Visscher PM, Powell JE, Gibson G. (2019)  

Comprehensive multiple eQTL detection and its application to GWAS interpretation. Genetics 212: 905-918. 
PMID: 31123039 

 
154. Shoja-Taheri F, George A, Agarwal U, Platt MO, Gibson G, Davis ME. (2019) Using statistical modeling to 

understand and predict pediatric stem cell function.  Circ Genom Precis Med. 12: e002403. PMID: 31100989 
 
153. Rampoldi A, Singh M, Wu Q, Duan M, Jha R, Maxwell JT, Bradner JM, Zhang X, Saraf A, Miller GW, 

Gibson G, Brown LA, Xu C. (2019) Cardiac toxicity from ethanol exposure in human-induced pluripotent 

stem cell-derived cardiomyocytes. Toxicol Sci. 169: 280-292.  PMID: 31059573 
 
152. Chinnadurai R, Sands J, Rajan D, Liu X, Arafat D, Das R, Anania FA, Gibson G, Kisseleva T, Galipeau J. 

(2019) Molecular genetic and immune functional responses distinguish bone marrow mesenchymal stromal 

cells from hepatic stellate cells. (2019)  Stem Cells. 37:1075-1082. PMID: 31033095 
 
151. Chakravorty S, Berger K, Arafat D, Nallamilli BRR, Subramanian HP, Joseph S, Anderson ME, Campbell 

KP, Glass J, Gibson G, Hegde M. (2019) Clinical utility of RNA sequencing to resolve unusual GNE 

myopathy with a novel promoter deletion.  Muscle Nerve. 60: 98-103. PMID: 30990900 
 
150. Hyams JS, Davis Thomas S, Gotman N, Haberman Y, Karns R, Schirmer M, Mo A, Mack DR, Boyle B, 

Griffiths AM, LeLeiko NS, Sauer CG, Keljo DJ, Markowitz J, Baker SS, Rosh J, Baldassano RN, Patel A, 
Pfefferkorn M, Otley A, Heyman M, Noe J, Oliva-Hemker M, Rufo PA, Strople J, Ziring D, Guthery SL, 
Sudel B, Benkov K, Wali P, Moulton D, Evans J, Kappelman MD, Marquis MA, Sylvester FA, Collins MH, 
Venkateswaran S, Dubinsky M, Tangpricha V, Spada KL, Saul B, Wang J, Serrano J, Hommel K, Marigorta 
UM, Gibson G, Xavier RJ, Kugathasan S, Walters T, Denson LA. (2019) Clinical and biological predictors 
of response to standardised paediatric colitis therapy (PROTECT): a multicentre inception cohort study. 

Lancet 393: 1708-1720. PMID: 30935734 
 

149. Gibson G. (2019) On the utilization of polygenic risk scores for therapeutic targeting.  PLoS Genet. 15: 
e1008060. PMID: 31022172 

 
148. Garimalla S, Nguyen D, Halliley J, Tipton C, Rosenberg AF, Fucile CF, Saney CL, Kyu S, Kaminski D, Qian 

Y, Scheuermann RH, Gibson G, Sanz I, Lee FE. (2019) Differential transcriptome and development of 

human peripheral plasma cell subsets. JCI Insight 4: 126732. PMID: 31045577 
 
147. Liu L, Sanderford MD, Patel R, Chandrashekar P, Gibson G, Kumar S. (2019) Biological relevance of 

computationally predicted pathogenicity of noncoding variants. Nat Commun. 10: 330. PMID: 30659175 
 
146. Haberman Y, Karns R, Dexheimer PJ, Schirmer M, Somekh J, Jurickova I, Braun T, Novak E, Bauman L, 

Collins MH, Mo A, Rosen MJ, Bonkowski E, Gotman N, Marquis A, Nistel M, Rufo PA, Baker SS, Sauer 
CG, Markowitz J, Pfefferkorn MD, Rosh JR, Boyle BM, Mack DR, Baldassano RN, Shah S, Leleiko NS, 
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 Am J Hum Genet. 98: 209-309. PMID: 26849112   PMCID: PMC4746369 
 
117. Prasher B, Gibson G, Mukerji M. (2016)  Genomic insights into ayurvedic and western approaches to 
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