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CITIZENSHIP USA 

ADDRESS The Jackson Laboratory for Genomic Medicine 
10 Discovery Drive 
Farmington, CT 06032 
george.weinstock@jax.org 
phone: 860-837-2420 

PRESENT POSITION Associate Director for Microbial Genomics 
Professor  
Jackson Laboratory for Genomic Medicine 

 
UNDERGRADUATE  1966-1967 Washington University  
EDUCATION 1967-1970 University of Michigan  
 1970 B.S. (with distinction) Biophysics, Univ. Mich.  
    
GRADUATE 
EDUCATION 

1970-1977 PHS Predoctoral Trainee, Dept. Biology, 
Mass. Institute of Technology, Cambridge, MA 

 

 1977 Ph.D., Advisor: David Botstein 
Thesis title: Genetic and physical studies of bacteriophage P22 
genomes containing translocatable drug resistance elements. 

 

    
POSTDOCTORAL 
TRAINING 

1977-1980 Postdoctoral Fellow, Department of Biochemistry 
Stanford University Medical School, Stanford, CA. 
Advisor: Dr. I. Robert Lehman. 

 

 
 
ACADEMIC POSITIONS/EMPLOYMENT/EXPERIENCE 
 
1980-1981 Staff Scientist, Molec. Gen. Section, NCI-Frederick Cancer Research Facility, Frederick, MD  
1981-1983 Staff Scientist, Laboratory of Genetics and Recombinant DNA, 

NCI-Frederick Cancer Research Facility, Frederick, MD 
 

1981-1984 Adjunct Associate Professor, Department of Biological Sciences, 
University of Maryland, Baltimore County, Catonsville, MD 

 

1983-1984 Senior Scientist and Head, DNA Metabolism Section, Lab. Genetics and Recombinant DNA, 
NCI-Frederick Cancer Research Facility, Frederick, MD 

 

1984-1990 Associate Professor with tenure (1985) 
Department of Biochemistry and Molecular Biology, Medical School, 
The University of Texas-Houston Health Science Center 

 

1985-2008 Member, Graduate School of Biomedical Sciences, UTHHSC  
1986-1990 Instructor, Advanced Bacterial Genetics Course, Cold Spring Harbor Laboratory, New York  
1990-1993 Instructor, Bacterial Genetics and Pathogenesis 

International Centre for Gen. Engineering and Biotechnology, Trieste, Italy 
 

1990-2001 Professor, Department of Biochemistry and Molecular Biology, Medical School, 
The University of Texas-Houston Health Science Center 

 

1990-2008 Professor (Adjunct Professor, 2001) 
Department of Microbiology and Molecular Genetics, Medical School, 
The University of Texas-Houston Health Science Center 

 

1993-1994 Fellow and Visiting Professor, Stanford DNA Sequencing and Technology Center, 
Stanford University School of Medicine, Stanford, CA 

 

1995-2001 Co-Director, Center for the Study of Emerging and Re-emerging Pathogens, 
The University of Texas-Houston Medical School 

 

1999-2008 Co-Director, Human Genome Sequencing Center, Baylor College of Medicine  
1999-2008 Adjunct Professor, Professor (2001), Dept. of Human & Molec. Gen., Baylor College of Medicine  
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1999-2008 Adjunct Professor, Department of Health Informatics 
The University of Texas-Houston School of Allied Health Sciences 

 

2001-2008 Member, Genetics Graduate Program, Baylor College of Medicine  
2001-2010 Member (adjunct 2009), Structural and Computational Biochemistry and Molecular Biology 

Graduate Program, Baylor College of Medicine 
 

2001-2008 Professor, Department of Molecular Virology and Microbiology, Baylor College of Medicine  
2006-2010 Member (adjunct 2009), Translational Biology and Molecular Medicine Graduate Program 

Baylor College of Medicine 
 

2008-2014 Associate Director, The Genome Institute, Washington University School of Medicine  
2008-2014 Professor, Dept. Genetics, Washington University School of Medicine  
2008-2014 Professor, Dept. Molecular Microbiology, Washington University School of Medicine  
2008-2009 Member, Center for Genome Sciences, Wash. U. Sch. Med.  
2008-2014 Member, Center for Women's Infectious Disease Research, Wash. U. Sch. Med.  
2008-2014 Member, Digestive Diseases Research Core Center, Wash. U. Sch. Med.  
2009-2014 Member, Molecular Genetics & Genomics Graduate Program, Wash. Univ.  
2009-2014 Member, Molecular Microbiology Graduate Program, Wash. Univ.  
2009-2014 Member, Computational and Systems Biology Graduate Program, Wash. Univ.  
2009-2014 Member, Human and Statistical Genetics Graduate Program, Wash. Univ.  
2013-2014 Visiting Distinguished Adjunct Professor, King Abdulaziz University, Jeddah, Saudi Arabia  
2013-Present Professor and Associate Director for Microbial Genomics, Jackson Lab. for Genomic Medicine  
2013-Present Faculty Member, Universidad El Bosque, Colombia   
2014-Present Visiting Professor, Univ. Connecticut Health Center  
   
 
HONORS AND AWARDS 
1977-1979 Fellow of the Jane Coffin Childs Memorial Fund for Medical Research  
1979-1980 Fellow of the Bank of America - Giannini Foundation  
1985-1997 Deans' Teaching Excellence List, Univ. Texas Houston Health Sciences Center  
1987 John P. McGovern Outstanding Teacher Award, Univ. Texas Grad. Sch. Biomed. Sci.  
1993 Human Genome Program Senior Fellow  
1994 Fellow of the American Academy of Microbiology  
1994-1995 Vice-President/President Elect, Graduate Faculty, UTHHSC Grad. Sch. Biomed. Sci.  
1995-1996 President, Graduate Faculty, UTHHSC Grad. Sch. Biomed. Sci.  
1999 Special Commendation, UTHHSC Graduate School of Biomedical Sciences  
2002-2005 Waksman Foundation for Microbiology Lecturer  
2007 Univ. Texas Chancellor’s Entrepreneurship and Innovation Award  
2008 Fellow, American Association for the Advancement of Science  
 
OTHER EXPERIENCE, CONSULTING RELATIONSHIPS, AND BOARD MEMBERSHIPS: 
 
1985 NIH Microbial Genetics and Physiology Study Section  
1985 Search Committee for Chairman of Genetics Dept., M.D. Anderson Cancer Ctr.  
1985-1990 Consultant - Cactus Feeders, Inc. (Dumas, TX)  
1989-1991 Scientific Advisory Board, Center for Comparative Animal Genetics, Institute for Biosciences, 

Texas A & M University 
 

1989-1993 Consultant - Pfizer, Inc.(Groton, CT)  
1990 NIH Microbial Genetics and Physiology Study Section  
1990 National Center for Human Genome Research, Site Visit Team  
1991 National Center for Human Genome Research, Site Visit Team  
1991 American Society for Microbiology, Microbial Genomics Committee  
1991-1995 Consultant - NASA/Johnson Space Center (Houston)  
1992 Oklahoma Center for Advancement Sci. & Tech. Sci. Review Panel, Chairman  
1992 USDA Program on Mechanisms of Animal Disease, Grant Review Panel  
1992 Oklahoma Center for Advancement Sci. & Tech. Performance Evaluation Panel  
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1992-1994 Consultant - Dalkon Shield Trust (Denver, CO)  
1993 USDA Program on Mech. Animal Disease, Grant Review Panel, Manager  
1993 Oklahoma Center for Advancement Sci. & Tech. Performance Evaluation Panel  
1993-1995 Councilor, Division H, American Society for Microbiology  
1993-1996 Vice-Chairman, Conferences Committee, ASM  
1996 Natl. Center for Human Genome Res., NIH, study section  
1996-2002 Chairman, Conferences Committee, ASM  
1996-1998 Panel of Scientific Advisors, Pilot Projects for Human Gen. Proj., NHGRI, NIH  
1996-1997 Faculty Search Committee, Center for Comparative Medicine, Institute for Bioscience and 

Technology, Texas A & M Univ. 
 

1996-1997 Search Comm for Chairman, Dept. of Biochem., M.D. Anderson Cancer Center  
1996-1997 Panel member, Genomics of Sexually Transmitted Dis. Pathogens, NIAID, NIH  
1997 Panel member, Workshop on Exploiting M. tuberculosis Genome, NIAID, NIH  
1997 Panel member, Planning Workshop on Infectious Diseases, NIDR, NIH  
1998 Advisory Board, Neisseria gonorrhoeae Genome project, Univ. Oklahoma  
1998 Genome Study Section, NIHGR, NIH  
1998-1999 Consultant - Lederle-Praxis Biologicals (Rochester, NY)  
1999 Advisory Board, Microbial Genome Projects, Univ. Wisconsin  
1999 Panel Member, Univ. Cal. Sci. & Tech. Panel, Pres. Council on Natl. Labs.  
1999-2003 Consultant - Phytera, Inc. (Worcester, MA)  
1999-2005 Consultant - SeqWright (Houston)  
2000 Peer Review Panel, Ontario Genomics Institute, Toronto CANADA  
2000 Peer Review Panel, Atlantic Genome Center, Halifax CANADA   
2000-2001 Consultant - Sequel, Inc., (Pittsburgh, PA), Scientific Advisory Board  
2000-2004 Consultant - Prokaryon (Houston), Founder  
2000-2005 Oral Pathogens Sequencing Database Advisory Group, NIDCR, NIH  
2000-2006 Consultant - Xenogen, Inc, (Oakland, CA), Scientific Advisory Board  
2000-2006 Divn. Rev. Comm., Biosciences Divn, Los Alamos National Lab., (Chair, 2004)  
2000-2007 Scientific Advisory Comm., DOE - Joint Genome Institute (Chair, 2000-2001)  
2001 Review Panel, Genome Canada  
2001 NIH Study Section, Bacteriology and Microbiology I  
2001 NIH-CSR Infectious Diseases and Mycology Working Group  
2001 Letters of Intent Panel, Genome Canada  
2001 NIH Special Emphasis Panel, Chairman  
2002 Due Diligence Review, Genome Canada  
2002 Review Panel, Beckman Institute, California Institute of Technology  
2002 NIH Special Emphasis Panel, Chairman  
2002 Interagency Working Group on Domestic Animal Genomics  
2002 NHGRI workshop on The Future of Genomics  
2002-2006 Pathogen Sequencing Advisory Group, Wellcome Trust Sanger Institute  
2003-2007 National Advisory Council for Human Genome Research  
2003-2009 Member, Genome Canada Interim Science Review Committee  
2003-2006 LANL Threat Reduction Program Review Committee  
2003-2007 NHGRI / NIH ENCODE Scientific Advisory Panel (Chair)  
2003 Review Panel, Genome Atlantic Genome Center  
2004 BioHouston Genomics Task Force  
2004 Rev. Panel, Functional Genomics of Mucosal Immunity (Chair), Genome Canada  
2004-2006 Consultant - Codon Biosciences (Houston), Founder  
2005-2008 Scientific Advisory Panel, Center for Rodent Genetics, NIEHS   
2005 Genome Canada Platform Review Committee (Chair)  
2005-2008 Maize Genome Project External Advisory Committee (Chair)  
2006-2007 Consultant - Vantage Point Venture Partners (San Bruno, CA)  
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2006-2008 GCC Research Consortia Advisory Committee  
2007 Co-Chair, Human Microbiome Project Workshop  
2007 Comparative Medicine Review Committee, National Center Research Resources  
2007 Review Comm. for Technol. Development Competition, Genome Canada (Chair)  
2007-2009 Scientific Advisory Board - Cobalt Biofuels (Mountain View, CA)  
2007-2010 Sci. Adv. Board, Center for Cancer Systems Biology, Dana-Farber Cancer Inst.  
2007-2008 Intl Coordination Board, European Union Human Metagenomics Project  
2008 Genomics, Computational Biology and Technology Study Section  
2008 Applied Genomics Innovation Program Panel, Genome BC  
2008-2011 Scientific Adv. Board, Metagenomics of the Human Intestinal Tract Consortium  
2008-2010 ORALGEN Database Advisory Board  
2008-Present Steering Comm, Midwest Reg. Cen. Excell. Biodefense & Emerging Inf. Dis.  
2008 NIH Genetic Variation and Evolution, Special Emphasis Panel (Chair)  
2008 Due Diligence Team, Min. Dével. Écon., de l’Innov. et de l’Export. du Québec  
2008-Present International Human Microbiome Consortium, Steering Comm. (co-Chair, 2010)  
2008-2013 Intl Human Microbiome Consortium, Data Release Working Group (co-Chair)   
2008 American Academy of Microbiology Workshop on Bioinformatics   
2009 Due Diligence Panel, Appl. Genomics Res. Bioprod or Crops, Genome Canada  
2009-Present Scientific Advisory Board, Wellcome Trust Sanger Institute   
2009-2011 Board of Trustees, Molecular Sciences Institute, Berkeley, CA (Secretary)  
2009 Review Committee, Wellcome Trust Centre for Human Genetics (Oxford)  
2009-2013 Advisory Board, Center for Molecular Epidemiology (Copenhagen)  
2009 Scientific Review Committee, Intl Collaboration to Sequence the Atlantic Salmon Genome 

(ICSASG) 
 

2010 Blue Ribbon Panel on Genomics Research (NIAID, DMID)  
2010-Present NHLBI Lung Human Microbiome Project Steering Committee (co-chair 2010)  
2010-Present Scientific Advisory Board, Michael Smith Genome Sciences Centre (Vancouver)  
2010-Present Board of Directors, Genome Canada; Program Committee chairman  
2010-2011 NHLBI Lung Human Microbiome Project Publications Committee, chair  
2010-2011 NHLBI Lung Human Microbiome Project Sequencing Committee, chair  
2011 NIH Workshop on Future of Human Microbiome Research  
2011 White House briefing on Microbial Forensics  
2011-2012 Genome Canada SIAC Bioinformatics Working Group  
2011 WHO Grand Challenges in Genomics for Public Health in Developing Countries, Expert Panel  
2011-Present Committee on Elections, American Academy of Microbiology (Chair, 2014)  
2011-Present Scientific Advisory Board, Program for Health, Philippine Genome Center, University of the 

Philippines 
 

2012 Next-generation sequencing workshop, Genentech  
2012-Present Sci. Adv. Board EU METACARDIS project  
2012-2013 Genome Canada Disruptive Technology Task Force  
2013-Present Global Microbial Identifier Task Force  
2013-2014 Scientific Advisory Board, Real Time Genomics  
2013-Present Scientific Advisory Board, OpGen  
2013-Present Advisory Panel, Vervet Research Colony, Wake Forest Univ. Primate Cen.  
2013-Present Inspiration Mars Personalized Medicine Team  
2014 NSERC Discovery Frontiers: Advancing Big Data Science in Genomics Research Panel  
2014-Present Science & Technol. Innov. Centres Oversight Comm, Genome Canada  
   
MAJOR INVITED PROFESSORSHIPS AND LECTURESHIPS 
 
1979-1984: C.N.R.S. (Gif-sur-Yvette, France)  
 Cold Spring Harbor Laboratory (Cold Spring Harbor, NY)  
 Conference on DNA Replication (Corsica, France 1980)  
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 Conference on Mutagenesis (Toulouse, France 1981)  
 Cornell University (Biochemistry) (Ithaca, NY)  
 Duke University Medical School (Biochemistry) (Durham, NC)  
 Gordon Conference on Nucleic Acids (1979)  
 Johns Hopkins University (Biology) (Washington, DC)  
 Massachusetts Institute of Technology (Biology) (Cambridge, MA)  
 National Institute for Medical Research (Mill Hill, UK)  
 Penn State Univ. Summer Symposium (Philadelphia, PA 1982)  
 Roswell Park Memorial Institute (Molecular Biology) (Buffalo, NY)  
 Stanford University Medical School (Biochemistry) (Stanford, CA)  
 University of Arizona (Molecular Biology) (Tempe, AZ)  
 University of California at Berkeley (Molecular Biology) (Berkeley, CA)  
 University of California at Irvine Medical School (Biochemistry) (Irvine, CA)  
 U.C.L.A. Medical School (Biochemistry) (Los Angeles, CA)  
 University of Illinois (Biochemistry) (Urbana, IL)  
 University of Maryland, Baltimore County (Biology) (College Park, MD)  
 University of Massachusetts Medical School (Microbiology) (Worcester, MA)  
 University of Pennsylvania (Biology) (Philadelphia, PA)  
 University of Utah (Biology) (Salt Lake City, UT)  
 Washington State University (Genetics) (Pullman, WA)  
 
1985-1989: Abbott Laboratories, Inc. (Drug Discovery) (Abbott Park, IL)  
 Baylor College of Medicine (Biochemistry) (Houston, TX)  
 Baylor College of Medicine (Cell Biology) (Houston, TX)  
 Burroughs-Welcome, Inc. (1985, Microbiology) (Durham, NC)  
 Burroughs-Welcome, Inc. (1988, Microbiology) (Durham, NC)  
 California Institute of Technology (Biology) (Pasadena, CA)  
 Carnegie Mellon University (Biological Sciences) (Pittsburgh, PA)  
 Columbia Univ., Col. of Physicians & Surgeons (Microbiology) (New York, NY)  
 DNAX, Inc. (Palo Alto, CA)  
 DuPont, Inc. (1986, Molecular Biology) (Wilmington, DE)  
 DuPont, Inc. (1987, Molecular Biology) (Wilmington, DE)  
 Fort Dodge Laboratories (Fort Dodge, IA)  
 ICN-UCLA Symposium on Gene Expression (Los Angeles, CA)  
 Lost Pines Molecular Biology Conference (Smithville, TX)  
 M.D. Anderson (Genetics) (Houston, TX)  
 Pfizer, Inc. (Animal Health)   
 Rice University (Biochemistry) (Houston, TX)  
 Squibb Institute for Medical Research (New Brunswick, NJ)  
 Univ. Tennessee Health Science Center (Microbiology) (Memphis, TN)  
 Univ. Texas Health Science Center - Dallas (1986, Microbiol.) (Dallas, TX)  
 Univ. Texas Health Science Center - Dallas (1987, Microbiol.) (Dallas, TX)  
 Univ. Texas Medical Branch - Galveston (Microbiology) (Galveston, TX)  
 University of Colorado (Molecular Biology) (Boulder, CO)  
 Western Veterinary Association Meeting  
 
1990-1994: ASM Ann. Mtg, Seminar "Analysis of Prokaryotic Genomes"  
 ASM Ann. Mtg, Seminar "Molec. Biol. of Bact. Respiratory Dis."  
 ASM Ann. Mtg, Seminar "Virul. Mech. of Vet. Bact. Pathogens"  
 Baylor College of Medicine (Biochemistry)  
 Baylor College of Medicine (Molecular Genetics)  
 CNRS, Gif-sur-Yvette (Enzymologie)  
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 CNRS, Toulouse (Toxicologie)  
 Cold Spring Harbor Lab (Adv. Bacterial Genetics Course)  
 Conference "Breakthroughs in Genetics" (Cold Spring Harbor)  
 Conference on "Complex Processes in Prokaryotes"  
 E. coli Genome Conference (Woods Hole)  
 Eli Lilly  
 Institut Curie (Orsay, France)  
 International Marine Biotech. Conference (Tromso, Norway)  
 Max Planck Institut (Marburg Germany)  
 Michigan State University (Center for Microbial Ecology)  
 Microcide, Inc. (Mountain View)  
 NASA/Johnson Space Center (Microbiology)  
 Pfizer, Inc. (Animal Health)  
 Robert Lehman Symposium (Sonoma)  
 Rockefeller University  
 Spirochete Gordon Conference  
 Symposium on Mapping and Sequencing Small Genomes (Paris)   
 Symposium on Biochemical and Metabolic Diversity (Houston)  
 Texas Branch, ASM Meeting  
 Texas branch, ASM Annual Meeting (Austin)  
 Univ. Texas Medical School (Pathology)  
 University of Arizona (Molecular Biology)  
 University of Arizona (Veterinary Science)  
 University of Illinois (Microbiology)  
 University of Maryland (Microbiology)  
 University of Utah (Cell, Molecular, and Developmental)  
 University of Utrecht  
 University of Washington (Depts. of Microbiol. & Biotechnol.)  
 Wind River Conference on Prokaryotic Biology (Keynote)  
 
1995-1999: 5th Annual E. coli and Small Genome Conference, Snowbird, UT  
 5th Intl. Symp. Genet. of Streptococci, Enterococci and Lactococci (Vichy)  
 6th Annual E. coli and Small Genome Conference, Lake Arrowhead, CA  
 7th Conference on Small Genomes (Washington DC)  
 American Society of Human Genetics Annual Meeting  
 Analytical Genetics Conference (Snowbird)  
 ASM Annual Meeting (Chicago)  
 ASM Annual Meeting (Miami)  
 Baylor College of Medicine (Biochemistry)  
 Baylor College of Medicine (Molecular Genetics)  
 Baylor College of Medicine, Dept. Microbiology and Immunology  
 Blaffer Seminar, M.D. Anderson Cancer Center  
 Center for Disease Control, Atlanta  
 Cold Spring Harbor Lab (Adv. Bacterial Genetics Course)  
 Conf. "Genome Sequencing of STD Pathogens", NIAID, NIH  
 Conference on Analytical Genetics, Snowbird, UT  
 ESPE  Dental-Medizin GmbH & Co.KG (Munich)  
 Genetics Work Group (NIDCR,NIH)  
 Genomics and Infectious Disease Conference (Wuerzburg, Germany)  
 Gordon Conference on Biology of Spirochetes (Ventura, CA)  
 Gordon Conference on Microbial Population Biology  
 Hanford Conference on Microbial Genomes  
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 INSERM Workshop: Pulsed Field Gel Electrophoresis (Paris)  
 Institute of Bioscience and Technology (Texas A&M University)  
 Institute of Bioscience and Technology, Texas A&M University  
 Keck Center for Computational Biology Annual Retreat (Galveston)  
 Los Alamos National Laboratory (Theoretical Biology)  
 Microbial Biodiversity Conference (Chicago)  
 Microbial Pathogenesis and Host Response (Cold Spring Harbor)  
 NASA Symposium on Research for the NASA-Mir Program  
 New England Biolabs (Boston)  
 Phytera (Worcester, MA)  
 Prairie View A&M (Biology)  
 Praxis Biologicals, Rochester, NY  
 Rice University (Biochemistry)  
 Rice University (RABIES)  
 Rocky Mountain Laboratories, NIAID, NIH  
 Sequencing of Bacterial Genomes (England)  
 SmithKline-Beecham (Anti-infectives Division)  
 STD Centers Annual P.I. Meeting (NIH)  
 STD Genomics Workshop (Santa Fe Institute)  
 SUNY-Albany (Biology)  
 Texas A&M University (Genetics)  
 Texas Branch ASM Meeting (College Station)  
 Univ. Oregon Health Science Center (Microbiology)  
 Univ. Washington (Molecular Biotechnology)  
 University of Georgia (Biochemistry and Microbiology)  
 University of Guelph (Biochemistry)  
 University of North Texas - Texas Women's University (Denton)   
 University of Tennessee (Microbiol, Biochem, Cell & Molecular Biology)  
 University of Texas Dental Branch  
 Virulence Mechanisms of Bacterial Pathogens (Ames)   
 Wadsworth Center, NY Dept. Health (Albany, NY)  
 Workshop on Genomic Alterations in Genetic Disease (NHGRI/NIH, Bethesda)  
 Workshop on Infectious Diseases (NIDR, NIH – Bethesda, MD)  
 Workshop on Oral Microbial Genomes Database (Vancouver, BC)  
 Workshop on Syphilis vaccine development in the "genome era" (Memphis, TN)  
 Wyeth-Lederle, Inc. (Rochester, NY)  
 
2000-2004: 1st Annual Genome Sciences Symposium (Seattle, WA)  
  11th International Conference on Microbial Genomes (Durham, NC)  
 8th International Small Genomes Conf. (Lake Arrowhead, CA)  
 9th International Conference on Microbial Genomes (Gatlinburg, TN)   
 40th ICAAC (Toronto, ON)  
 Advanced Bacterial Genetics Course (Cold Spring Harbor)  
 Amer. Soc. Microbiol. Annual Meeting (Washington, DC)  
 Annual Biotech Conf - Stephen F. Austin State Univ. (Nacogdoches, TX)  
 ASM Waksman Foundation Lecture (Madison, WI)  
 ASM Waksman Foundation Lecture (Philadelphia, PA)  
 ASM Waksman Foundation Lectures (Athens, GA)  
 ASM Waksman Foundation Lectures (Vancouver, BC)  
 Australian Society for Microbiology Annual Meeting (Sydney, Australia)  
 Banbury Conference on "New Approaches to Understanding the Pathogenesis of 

Infectious Diseases" (Cold Spring Harbor, NY) 
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 Canberra Hospital (Canberra, Australia)  
 Columbia Univ. Microbiology, College of Physicians & Surgeons (New York)  
 Conference on Statistics and Applied Math -Rice University (Houston, TX)  
 Conference on Systeomics (San Francisco, CA)  
 Dept. Microbiology, SUNY Buffalo  
 Developmental Biology of Sea Urchins (Woods Hole, MA)  
 Diagnostic Approaches for Infectious Disease (Orlando, FL)  
 Distinguished Lecture Series, Center for Disease Control (Atlanta, GA)  
 European Federation of Biotechnology (Copanello, Italy)  
 FEBS/PABMB (Lisbon, Portugal)  
 First Annual Molecular Genetics Symposium (Keynote, Galveston, TX)  
 First ASM International Conference on Enterococci (Banff, AB)  
 Frontiers of Genomics Symposium IV (Madison, WI)  
 Functional Genomics of Microbial Pathogens, Soc. Gen. Microbiol. (Dublin)  
 Genome Sequencing for Defense Workshop (Walter Reed Army Medical Center)  
 Genome Therapeutics Inc. (Waltham, MA)  
 Genome Therapeutics, Inc. (Waltham, MA)  
 Genomes 2000 Conference (Institut Pasteur, Paris, France)  
 Genomes 2004 (Sanger Institute, Hinxton, UK)  
 Genomics in Infectious Disease (Wurzburg, Germany)  
 Genomics Symposium, Microbial Diversity Course (Woods Hole, MA)  
 Genomics: Struct., Funct., Comp., and Evol. Approaches (Cargese, Corsica)  
 Gordon Research Conference on Biology of Spirochetes (Ventura, CA)  
 Gordon Research Conference on Periodontal Disease (Oxford, UK)  
 Gordon Research Conference on Spirochete Biology (Ventura, CA)  
 Grand Rounds, Dept. Pathol. & Lab. Med., M.D. Anderson Can. Cen. (Houston)  
 Grand Rounds, Dept. Pediatrics, Univ. Texas Houston Medical School  
 Houston Soc. for Engineering in Med. and Biol., Annual Conference (Houston)  
 Human Genome Conference (Texas Southern University, Houston, TX)   
 Insight Program on Impact of the Human Genome Project (San Diego, CA)  
 Institute for Molecular Bioscience (Brisbane, Australia)  
 Interagency Microbial Genome Working Group (Bethesda, MD)  
 International Workshop on Bovine Genomics (Montreal, Canada)  
 Keck Center for Computational Biology (Houston, TX)  
 Keck Center for Computational Biology (Rice University, Houston, TX)  
 Keystone Conf Strategies for Iden. Devel. Novel Antimicrob Agents (Santa Fe)  
 Los Alamos National Laboratory (Los Alamos, NM)  
 Medical College of Wisconsin (Milwaukee, WI)  
 Microbial Diversity Course (Woods Hole, MA)  
 Microbial Functional Genomics Conference, NIDCR, NIH (Bethesda, MD)  
 Molecular Analysis of Bacterial Pathogens Conference (Jamberoo, Australia)  
 Monash University (Victoria, Australia)  
 National Student Research Forum (Keynote, Galveston, TX)  
 NCRR Primate Genomics (San Antonio, TX)  
 NIH Bioengineering Consortium Annual Symposium (Bethesda, MD)  
 NSF Primate Genomics Workshop (Arlington, VA)  
 Oral Pathogens Sequence Database Annual Meeting (San Antonio, TX)  
 Pediatric Brain Tumor Consortium Annual Meeting (Houston, TX)  
 Prairie View A&M University (Prairie View, TX)  
 Rat Genomics and Models Conference (Cold Spring Harbor, NY)  
 SGM Symposium “Exploiting Genomes” (University of Manchester, UK)  
 Symposium on Livestock Genomes (Lake Conroe, TX)  
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 The Institute for Genetic Research (Rockville, MD)  
 U.S. Genomics, Inc. (Woburn, MA)  
 Univ. Texas Houston Health Science Center, Dept. Health Informatics (Houston)  
 Univ. Texas Medical Branch, Galveston – Microbiology (Galveston, TX)  
 University of Georgia – Genetics (Athens, GA)  
 Yale University - Biochemistry and Biophysics (New Haven, CT)  
 
2005-2009 Univ. Cal. San Diego Integrative Microbiol. Distinguished Lecturer (San Diego)  
 Los Alamos National Laboratory, Bioscience Division (Los Alamos)  
 Gordon Conf. on Chemical & Biological Terrorism Defense (Santa Barbara)  
 Univ. North Dakota Microbiology and Immunology (North Forks, ND)  
 Conference on Emerging and Re-emerging Infectious Diseases (Galveston)  
 13th Intl. Congress of Bacteriology and Applied Microbiology (San Francisco)  
 Developmental Biology of Sea Urchins (Woods Hole, MA)  
 USDA Distinguished Lecturer Series (Beltsville, MD)  
 Rice University Frontiers of Medicine (Houston)  
 Bovine Genome Project: The Next Phase, International Workshop (Houston)  
 Univ. Maryland Biotechnology Institute (Baltimore)  
 University of Uppsala (Sweden)   
 NATO Advanced Research Conf. on Molecular Biology of Spirochetes (Prague)  
 13th International Meeting on Microbial Genomes (Madison)  
 University of British Columbia (Vancouver)  
 Workshop on the Salmonid Genome (Norwegian Univ. of Life Sciences, Aas)  
 IBM Symposium on Information Based Translational Medicine (Houston)  
 Masaryk University, Faculty of Medicine (Brno, Czech Republic)  
 Vienna Biocenter (Austria)  
 M.D. Anderson Cancer Center, Genes & Devel. Program, Keynote (Houston)  
 Plant and Animal Genome XIV Conference (San Diego)  
 Genome Annotation Workshop (Naples, Italy)  
 Genomic Perspectives on Host-Pathogen Interactions (Sanger Institute, Hinxton)  
 Genetic Tools Optimizing Use of Rhesus Macaques for Transl. Research (NIH)  
 International Marine Genomics Conference Keynote Lecture (Sorrento, Italy)  
 16th Annual Keck Center Research Conference (Houston)  
 National Science Week Public Lecture (Melbourne)  
 2006 Emerging Technologies Conference (MIT)  
 International Conference on Genomics (Hangzhou, China)  
 Texas Branch, Amer. Soc. Microbiol. Annual Meeting (Galveston)  
 BARGEnv workshop (Sanger Institute, Hinxton, UK)  
 Gulf Coast Consortium Symposium on Bioinformatics (Houston)  
 Conf. on Honey Bee Genomics and Biology (Cold Spring Harbor)  
 Univ. North Carolina (Dept. Microbiol. Immunol.)  
 Amer. Soc. Microbiol. Biodefense Meeting (Washington DC)  
 Duke Univ (Genetics)  
 Biology of Genomes Conference (Cold Spring Harbor)  
 International Congress of Insect Biotechnology and Industry (Daegu, Korea)  
 Sequencing Technology Meeting (Marco Island)  
 EuroTools Meeting (Hinxton, UK)  
 Finishing in the Future Conference Keynote (Santa Fe)  
 American Society for Microbiology Annual Meeting (Toronto)  
 National Institute of Genetics (Mishima, Japan)  
 Marine Genomics Europe Exploratory Workshop (Roscoff, France)  
 National Advisory Council on Human Genome Research (NIH)  
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 Interactome Mapping Workshop (Banbury Center, CSHL)  
 Primate Symposium (Wake Forest University)  
 15th Annual International Conference on Microbial Genomics (College Park)  
 2007 Emerging Technologies Conference (MIT)  
 RIKEN Genomic Sciences Center (Yokohama, Japan)  
 Baylor College of Medicine (Dept. Medicine Grand Rounds)  
 ORFeome Conference (Harvard Medical School, Boston)  
 Dept. Genetics, Washington University (St. Louis)  
 International Human Microbiome Consortium Meeting (Rockville, MD)  
 J. Craig Venter Institute (Rockville, MD)  
 Genomes 2008 Conference (Institut Pasteur, Paris)  
 UCLA Molecular Biology Institute  
 Indiana University  
 University of Iowa (Genetics)  
 University Texas Medical School (Houston, Dept. Biochem. Mol. Biol.)  
 Banbury Conference on Metagenomics (Cold Spring Harbor)  
 CDC Distinguished Lecture Series (Atlanta)  
 Dept. Molecular Microbiology (Wash. Univ.)  
 International Genomics Conference (Banjul, The Gambia)  
 Conference on Advances in qPCR (Stockholm)  
 Human Microbiome Project Workshop (NIH)  
 National Advisory Council on Human Genome Research (NIH)  
 Sixteenth International Microbial Genomics Conference (Lake Arrowhead)  
 Genomic Perspectives to Host Pathogen Interactions (Hinxton)  
 2nd Annual Conference of the Program in Quantitative Genomics (Harvard SPH)  
 MetaHIT/International Human Microbiome Consortium Meeting (Paris)  
 Pioneers in Genomic Biology (U. Illinois)  
 Annual Meeting, American Coll. Veterinary Pathologists, Keynote (San Antonio)  
 Bioinformatics Conf., American Academy of Microbiology (Washington, DC)  
 Workshop on Environmental Microbial Genomics (Changsha, China)  
 Roche Genome Sequencing FLX User Group Meeting (Keynote, New Haven)  
 International Human Microbiome Conference (Heidelberg)  
 Human Microbiome Colloquium, ASM Annual Meeting (Philadelphia)  
 DNA Sequencing Technology Colloquium, ASM Annual Meeting (Philadelphia)  
 8th International Workshop on Advanced Genomics (Tokyo)  
 4th European Conference on Prokaryotic Genomics (Gottingen)  
 Stanford Research Institute (Menlo Park)  
 Monterey Bay Aquarium Research Institute  
 Omics Science Center, Riken Yokohama Institute (Yokohama)  
 Univ. New Mexico (Albuquerque)   
 International Data Release Workshop (Toronto)   
 Human Microbiome Project Research Network Meeting (Gaithersberg, MD)   
 Molecular Diagnostics for Infectious Disease Conference (Washington, DC)   
 The Future of Science Conference on DNA (Venice)   
 ProkaGenomics Conference (Gottingen)   
 Yale University (New Haven)  
 Genome Standards Consortium Conference (Joint Genome Institute)   
 9th International Plant Molecular Biology Conference (St. Louis)  
 2nd Annual Rendez-Vous Génome Québec (Montreal)  
 Distinguished Lectures in Microbiology (Madison)  
 Medical College of Wisconsin (Milwaukee)  
 Centers for Disease Control (Atlanta)  
 Breast Cancer Seminar Series, Siteman Cancer Center (St. Louis)  
 University of Marburg (Germany)  
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 John Innes Centre (Norwich, UK)  
 
2010: International Human Microbiome Project Conference (Shenzhen)   
 3rd International Conference on Enterococci (Portland, OR)   
 American Society for Microbiol. Annual Meeting (San Diego)  
 Frontiers in Life Sciences Lecture, Shanghai Jiao Tong University (China)  
 Université Laval (Quebec)  
 Procter & Gamble (Cincinnati)  
 Jeffrey L. Houpt Lectures in Genome Sciences (Univ. N. Carolina)  
 Dept. Biological Sciences, Carnegie-Mellon University (Pittsburgh)  
 Metagenomics Conference (MoGene, St. Louis)  
 Illumina Sequencing Expert Panel (Toronto)  
 Petascale Computing and Personalized Medicine Workshop (Univ. Illinois)  
 Human Microbiome Research Conference (St. Louis)  
 Infectious Disease Genomics and Global Health (Sanger Institute, UK)  
 Lewis-Sigler Institute, Princeton Univ.   
 Illumina, Cambridge LTD  
 Inflammatory Bowel Disease Annual Workshop (Boston)  
 Microbial Forensics in the Era of Genomics (Cold Spring Harbor)  
 Roche-454 Life Sciences User Meeting (Chicago)  
 Adv. Sequencing Technologies & Applications Course (Cold Spring Harbor)  
 
2011: International Human Microbiome Consortium Conference (Vancouver)   
 American Society for Microbiol. Annual Meeting (New Orleans)  
 Hematology/Oncology Grand Rounds (St. Louis)  
 Innovation in Science and Healthcare, Keynote (Boulder)  
 Center for Genomic Epidemiology (Copenhagen)  
 Broken Arrow Cystic Fibrosis Conference, Keynote (Quebec)  
 North American Congress of Epidemiology (Montreal)  
 European Molecular Biology Laboratory (Heidelberg)  
 Technology Summit (NuGEN, San Carlos)  
 Microbiome Symposium, Keynote (J&J, New Brunswick NJ)  
 Fungal Genome Initiative Symposium (Kunming, China)  
 Illumina Sequencing Expert Panel (Seattle)  
 International Genetic Epidemiological Society (Heidelberg)  
 Texas A&M University  
 White House workshop on Microbial Forensics (Washington DC)  
 NHLBI Workshop on The Human Micrbiome (Rockville)  
 
2012: The Microbiome: Role in Health and Disease Conference (Baeza, Spain)   
 DNA Sequencing, Microbes to Man (Featured Speaker, San Diego)  
 Global Health Genomics (CSH-Asia, Suzhou, China)  
 American Thoracic Society Annual Meeting (San Francisco)  
 Infectious Disease Genomics and Global Health (Sanger Institute, UK)  
 5th Annual Dartmouth Integrative Biology Symposium (Keynote)  
 NGx:  Applying Next-Generation Sequencing (Keynote, Providence)  
 Genome Canada Board of Directors (Ottawa)  
 7th Annual Sequencing, Analysis, and Finishing in the Future Conference (Keynote, 

Santa Fe) 
 

 The Microbiome and Cancer Conference (Keynote, Birmingham AL)  
 IOM The Science and Applications of Microbial Genomics (Washington DC)  
 University of Waikato (Hamilton, NZ)  
 The Perfect Genome (OpGen Webinar)  
 Natl. Institute on Aging Workshop on Microbiome and Aging (Bethesda)  
 Biofutures Conference on Microbiomes (Virginia)  
 Science magazine live chat: The Bugs Inside of Us  
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 Genomics of Common Diseases 2012 (Potomac)  
 bioMérieux (Durham)  
 NYU Immunology Club 

Illumina User Conference 
 

 Institut Pasteur-INRA Microbiome Conference (Paris)  
 
2013: Future of Genomic Medicine VI Conference (San Diego)  
 Human Genome Meeting/International Congress of Genetics 2013 (Singapore)  
 Molecular Genetics of Bacteria and Phages Meeting (Madison)  
 Dept. Microbiology, Univ. Georgia (Athens)  
 60th Anniversary of DNA Structure Discovery (The Scientist, webinar)  
 Keystone Symp. Immunopathology of Type I Diabetes (Whistler)  
 3rd Next-generation Sequencing Conference (Keynote, San Francisco)  
 High Throughput Sequencing Conf. (Keynote, Berlin)  
 Shanghai Jiao Tong University (Shanghai)  
 International Human Microbiome Consortium Conference (Hangzhou)  
 Jackson Laboratory Institute for Genomic Medicine (Farmington)  
 Jackson Laboratory (Bar Harbor)  
 Loyola University (Chicago)  
 Genome Institute of Singapore  
 Inventages’ 2013 Summit: The changing landscape of medicine: intrigue of the Human 

Microbiome and its effect on lifestyle and disease outcome  (Munich) 
 

 U.S. Food and Drug Administration (College Park, MD)  
 Infectious Disease Symposium (Iowa State Univ.)  
 3rd Annual Illumina Scientific Summit (New Orleans)  
 Bill and Melinda Gates Foundation and Global Good (Seattle)  
 bioMérieux (Marcy l’Etoile, France)  
 bioMérieux (Grenoble, France)  
 bioMérieux (La Balme, France)  
 Clinical Genomics in the 21st Century (Jackson Lab, Farmington CT)  
 Roswell Park Cancer Institute (Buffalo, NY)  
 Badger Lecture in Network Medicine (Brigham & Women’s Hospital, Boston)  
 Novartis Institute for Biomedical Research (Cambridge, MA)  
 Genome Center (Santiago, Chile)  
 2nd Genomics in Medicine Symposium, Clínica Alemana de Santiago (Chile)  
 Root/Soil/Microbiome Systems Biology (Gates Foundation, Seattle)  
 Congress of the Chilean Society of Genetics (La Serena, Chile)  
 Pacific Biosciences Users Meeting (Palo Alto, CA)  
 Bioinformatics Workshop (Univ Conn, Storrs, CT)  
 Hong Kong University of Science and Technology  
 
2014: Next Generation Microbial Genomics 2014 (Institut Pasteur)  
 Chronic Inflammatory Disease and the Microbiome (Royal Society, London)  
 Division of Laboratory & Genome Medicine (Washington Univ. St. Louis)  
 4th ASM Conference on Enterococci (Cartagena, Columbia)  
 Max Planck Institute for Terrestrial Microbiology (Marburg, Germany)  
 Advances in Personal Genomics (Farmington, CT)  
 Canadian Microbiome Workshop (Keynote, Vancouver)  
 NY Genome Center, Metagenomics and Inf. Dis. Working Group  
 ICAAC (Washington, DC)  
 Connecticut Infectious Diseases Society (West Haven)  
 Jackson Laboratory for Genomic Medicine  
 Dept. Epidemiology, MD Anderson Cancer Center (Keynote, Houston)  
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 Systems Medicine summer school (Kandersteg, Switzerland)  
 Innovative Approaches to Diabetes Research and Therapies (New Haven)  
 UK Genome Science Meeting (Keynote, Oxford)  
 4th Annual Next Generation Sequencing Conference (Keynote, San Diego)  
 Conference on Genes, Behaviors and Response to Weight Loss Interventions (NIH)  
 Illumina Discovery Symposium (Boston)  
 American Aging Association Annual Meeting (San Antonio)  
 GlaxoSmithKline (Collegeville, PA)  
 Genomics: The Power and The Promise (Ottawa)  
 New England Regional Genetics Group (Dartmouth)  
 2014 San Antonio Nathan Shock Center Conference on Aging (Bandera TX)  
 Gut Biology to Infection, Immune Tolerance & Disease Therapeutics (Keynote, 

Cambridge MA) 
 

 Immunogenomics 2014 (Farmington CT)  
 Jackson Laboratory Grand Opening Symposium (Farmington, CT)  
 Annual Symposium International Center for Microbial Genomics (Bogota)  
 Microbiology Symposium (University of Copenhagen) 

 
 

   

2015: 
International Human Microbiome Consortium (Luxembourg)  

 Distinguished Speaker, Nutritional Sci. Grad. Stud. Assoc., UTexas (Austin)  
 Advances in Next Gen Sequencing (Keynote, online)  
 Annual Retreat University of Massachsettes/Dana Farber CC (Cape Ann)  
 
 
PROFESSIONAL SOCIETIES AND ORGANIZATIONS 
American Academy of Microbiology (AAM) 
American Association for the Advancement of Science (AAAS) 
American Society for Biochemistry and Molecular Biology (ASBMB) 
American Society of Human Genetics (ASHG) 
American Society for Microbiology (ASM) 
Association for Computing Machinery (ACM) 
Federation of American Scientists (FAS) 
Genetics Society of America (GSA) 
Human Genome Organization International (HUGO) 
Institute of Electrical and Electronics Engineers (IEEE) 
Sigma Xi 
 
EDITORIAL POSITIONS 
1987-2006 Senior Editor, DNA and Cell Biology  
1998-2004 Editorial Board, Journal of Bacteriology  
2000 Guest Editor, Research in Microbiology, volume 151, Genomics issue  
2002-2008 Editorial Board, Plasmid  
2004-Present Advisory Board, Genome Biology  
2005-Present Editorial Board, Genome Research  
2005-Present Editorial Board, BMC-Genomics  
2009-2013 Editorial Board, Genome Biology and Evolution  
2010-2013 Encyclopedia of Genetics, Genomics Section Editor  
2010 Guest Editor, Current Opinion in Microbiology, volume 13, issue 5, Genomics section  
 
SYMPOSIA/CONFERENCES ORGANIZED: 
1985 Lost Pines Molecular Biology Conference (Session Chair)  
1990 Conference on "RecA and related proteins" (Gif-sur-Yvette, France; co-org)  
1992 Am. Soc. Microbio. (co-org; Seminar on "Analysis of Prokaryotic Genomes")  
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1992 Conference on "Breakthroughs in Genetics" (Cold Spring Harbor Lab, NY)  
1996 ASM Annual Meeting Colloquium on "Impact of Genome Sequencing"  
1997 5th Annual Conference on "E. coli and other Small Genomes" (Snowbird, UT)  
1998 6th Annual Conference on Small Genomes (Lake Arrowhead, CA)  
2000 Genomes 2000 (Paris)  
2000 Keck 2000 Symposium on Structural and Functional Genomics (Houston)  
2001 ASM-TIGR Genome Conference (Monterey, CA)  
2002 ASM-TIGR Genome Conference (Las Vegas)  
2003 ASM-TIGR Genome Conference (New Orleans)  
2004 Genomes 2004 Conference (Sanger Institute, UK)  
2004 Functional Genomics of Host-Pathogen Interactions (Sanger Institute, UK)  
2005 International Microbial Genome Conference 2005 (Halifax, Canada)  
2006 Genomic Perspectives on Host-Pathogen Interactions (Sanger Institute, UK)  
2006 Interpreting Functional Variation in the Human Genome (ASHG Annual Mtg)  
2007 Genomes 2007 Conference (Sanger Institute, UK)  
2007 Honey Bee Genomics and Biology (Cold Spring Harbor)  
2007 Human Microbiome Project Workshop on Metagenomic Studies (NIH)   
2007 15th Annual International Conf on Microbial Genomics (College Park, MD)  
2008 Banbury Conference on Metagenomics (Cold Spring Harbor)  
2008 Human Microbiome Project Community Outreach Workshop (NIH)   
2008 Microbial Genome Conference 2008 (Paris)  
2008-2010 Biology of Genomes Conference (Cold Spring Harbor)  
2008 Genomic Perspectives to Host Pathogen Interactions (Hinxton)  
2008 16th Annual Conference on Small Genomes (Lake Arrowhead, CA)  
2009 Human Microbiome Colloquium, ASM Annual Meeting (Philadelphia)  
2010 Infectious Disease Genomics and Global Health (Sanger Institute, UK)  
2010 Human Microbiome Conference (St. Louis)  
2011 International Human Microbiome Consortium Conference (Vancouver)  
2011 State-of-the-Art Technology Colloquium, ASM Annual Meeting (New Orleans)  
2011 Genome Canada Bioinformatics/Computational Biology Workshop (Toronto)  
2012 International Human Microbiome Consortium Conference (Paris)  
2012 Global Health Genomics (CSH-Asia, Suzhou, China)  
2012 Infectious Disease Genomics and Global Health (Sanger Institute, UK)  
2013 Infectious Disease Genomics and Global Health (Sanger Institute, UK)  
2013 International Human Microbiome Consortium Conference (Hangzhou)  
2014 Microbial Genomics Conference (Institut Pasteur)  
 
 
CONTRACTS AND GRANTS 
 

Project Status:  Active  
Project Number (Principal Investigator):  U54 HG003079 (Richard K. Wilson, PI / Elaine Mardis, 

co-PI / George Weinstock, co-PI) 
 

Funding  Source:  NIH-NHGRI  
Title of Project (and/or Subproject):  A Platform for Large-Scale Genomic Discovery  

Dates of Approved/Proposed Project:  12/01/2011-11/30/2015  
Total Costs:  $104,000,000  

Percent Effort:  25%  
Project Description:  Support for the Genome Institute at Washington Univ.  

    
Project Status:  Active  
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Project Number (Principal Investigator):  1U54HG004968 (George Weinstock, PI)  
Funding  Source:  NIH-NHGRI (Common Fund)  

Title of Project (and/or Subproject):  Sequencing the Human Microbiome  
Dates of Approved/Proposed Project:  05/22/2009-04/30/2014  

Total Costs:  $16,184,835  
Percent Effort:  25%  

Project Description:  A portfolio of studies of the human microbiome in 
healthy individuals 

 

    
Project Status:  Active  

Project Number (Principal Investigator):  1U54HG004968 04S1 (George Weinstock, PI)  
Funding  Source:  NIH-NHGRI (Common Fund)  

Title of Project (and/or Subproject):  Sequencing the Human Microbiome  
Dates of Approved/Proposed Project:  05/22/2009-04/30/2014  

Total Costs:  $693,153  
Percent Effort:  25%  

Project Description:  A portfolio of studies of the human microbiome in 
healthy individuals 

 

    
Project Status:  Active  

Project Number (Principal Investigator):  UH2 AI083265 (Phil Tarr, PI / George Weinstock 
Genomics PI) 

 

Funding  Source:  NIH-NIAID (Common Fund)  
Title of Project (and/or Subproject):  The Neonatal Microbiome and Necrotizing Enterocolitis  

Dates of Approved/Proposed Project:  04/01/09 – 03/31/15  
Total Costs:  $4,409,580 (Genomics subproject)  

Percent Effort:  3%  
Project Description:  Determining the role of the microbiome in necrotizing 

enterocolitis of premature infants 
 

    
Project Status:  Active  

Project Number (Principal Investigator):  5UH3 AI09464104 (J. Dennis Fortenberry, PI) 
 

 

Funding  Source:  NIH-NIDDK (Common Fund)  
Title of Project (and/or Subproject):  Urethral Microbiome of Adolescent Males  

Dates of Approved/Proposed Project:  09/01/2010-08/31/2014  
Total Costs:  $125,800  

Percent Effort:  9%  
Project Description:  Study of the urethral Microbiome of Adolescent Males  

    
Project Status:  Active  

Project Number (Principal Investigator):  1U01HL098960 (Homer Twigg PI, George Weinstock 
co-PI) 

 

Funding  Source:  NIH  
Title of Project (and/or Subproject):  Lung Microbiome and Pulmonary 

Inflammation/Immunity in HIV Infection 
 

Dates of Approved/Proposed Project:  10/01/09 – 09/30/14  
Total Costs:  $1,138,446 (Genomics subproject)  

Percent Effort:  1%  
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Project Description:  Impact of HIV infection on the microbiome of the 
respiratory tract 

 

    
Project Status:  Active  

Project Number (Principal Investigator):  BMGF:01062000871 (George Weinstock, PI)  
Funding  Source:  Bill and Melinda Gates Foundation  

Title of Project (and/or Subproject):  Vaccination and the pediatric microbiome  
Dates of Approved/Proposed Project:  11/01/2011 – 06/30/2014  

Total Costs:  $3,000,000  
Percent Effort:  5%  

Project Description:  Effect of pneumococcus vaccination on the 
nasopharyngeal microbiome in infants in The Gambia 
and Bangladesh 

 

    
Project Status:  Active  

Project Number (Principal Investigator):  R01AI09721301 (Gregory Storch, PI)  
Funding  Source:  NIH-NIAID  

Title of Project (and/or Subproject):  Defining the Human Virome in Immunocompromised 
Children 

 

Dates of Approved/Proposed Project:  02/15/2012-01/31/2017  
Total Costs:  $602,854  

Percent Effort:  2%  
Project Description:  Discovery and analysis of viruses  

    
Project Status:  Active  

Project Number (Principal Investigator):  R01 HL116211 (Stephanie Davis, PI)  
Funding  Source:  NIH-NHLBI  

Title of Project (and/or Subproject):  Viral Pathogenesis of Early Cystic Fibrosis Lung 
Disease 

 

Dates of Approved/Proposed Project:  26/09/2012 – 30/06/2016  
Total Costs:  $605,339  

Percent Effort:  0  
Project Description:  Metagenomic analysis of CF infants  

    
Project Status:  Active  

Project Number (Principal Investigator):  R01 DK088831 (Nita Salzman, PI)  
Funding  Source:  NIH-NIDDK  

Title of Project (and/or Subproject):  Intestinal Bacterial Metagenome in Pediatric NAFLD  
Dates of Approved/Proposed Project:  15/09/2012 – 31/08/2017  

Total Costs:  $1,499,969  
Percent Effort:  2%  

Project Description:  Analysis of the human microbiome in children with fatty 
liver disease 

 

    
Project Status:  Active  

Project Number (Principal Investigator):  1U54 DE023789 (Michael Snyder PI, George 
Weinstock co-PI) 

 

Funding  Source:  NIH-NIDCR (Common Fund)  
Title of Project (and/or Subproject):  Longitudinal Multiomics Microbial Profiling in Healthy  
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and Disease Individuals 
Dates of Approved/Proposed Project:  09/26/2013-08/31/2016  

Total Costs:  $2,335,595  
Percent Effort:  4%  

Project Description:  Longitudinal study of microbiome in pre-diabetic adults  
    

Project Status:  Active  
Project Number (Principal Investigator):  5R21 HL10995502 (Ann Rowley, PI, George Weinstock 

co-PI) 
 

Funding  Source:  NIH-NIAID  
Title of Project (and/or Subproject):  Deep Sequencing of Kawasaki Disease Tissues  

Dates of Approved/Proposed Project:  06/01/2012-05/31/2014  
Total Costs:  $50,735  

Percent Effort:  1%  
Project Description:  Discovery of the Kawasaki Disease etiologic agent  

    
Project Status:  Active  

Project Number (Principal Investigator):  1U01HL121831 (Homer Twigg PI, George Weinstock 
co-PI) 

 

Funding  Source:  NIH-NHLBI  
Title of Project (and/or Subproject):  Genomic Analysis of Immunity and Lung Inflammation 

in HIV Infection 
 

Dates of Approved/Proposed Project:  09/01/2013-08/31/2018  
Total Costs:  $3,215,081  

Percent Effort:  5%  
Project Description:  Long term pulmonary follow up studies on HIV-infected 

subjects on antiretroviral treatment 
 

 
PREVIOUS SUPPORT 
1. "RecA Protein of E. coli", NIH BRSG, 10/84-8/85, $9,000 (total costs).  
2. "Genetic Analysis of the RecA Protein of E. coli", NIH, 8/30/85 - 7/31/88, $319,293 (direct costs).  
3. "Genetic Analysis of the RecA Protein of E. coli", NIH, 8/1/88 - 7/31/93, $650,017 (direct costs).  
4. "Isolation and Characterization of the Macrophage Specific Toxin Protein and Genes from Pasteurella 

haemolytica." Contract with Cactus Feeders, Inc., 6/1/85-10/31/89, $498,461 (direct costs). 
5. "Conference on RecA and related proteins", NSF, 7/1/90 - 9/1/91, $10,000  (total costs). 
6. "Isolation of a mutant of Pasteurella haemolytica that does not produce leukotoxin."  Pfizer, Inc., 9/1/90 - 

2/28/91, $23,990 (direct costs). 
7. "Isolation of a mutant of Pasteurella haemolytica that does not produce leukotoxin."  Pfizer, Inc., 12/1/91 - 

11/31/92, $41,998 (direct costs). 
8. "The application of genome sequence analysis to the prevention of infectious disease."  Clayton Foundation, 

1/1/92 - 12/31/96, $1,250,000 (total award). Dr. S. Kaplan, P.I. 
9. "Genetic organization of Treponema pallidum", NIH, 7/1/92-6/30/95, $430,074 (direct costs), co-PI with Dr. S. 

Norris. 
10. "Secreted antigens of Pasteurella haemolytica", Praxis Biologics, Inc., 6/15/93-6/14/94, $49, 345 (total award). 
11. "Automation of DNA Sequencing", NIH, 10/1/93-9/30/94, $35,300  (total costs). 
12. "Genetic analysis of enterococci", NIH, 9/30/93-8/31/96, $270,000 (total award), co-PI with Dr. B. Murray. 
13. "Identification of a human retinitis pigmentosum gene on chromosome 8 using genomic DNA sequencing", 

UTHSC-H, 10/1/95-930/96, $78,450  (total costs). 
14. "Molecular analysis of microbes isolated from spacecraft and crew", Krug, Inc., 1996-1997, $24,999  (total 

costs). 
15. "Microbiology of space station spacecraft and crew", NASA NAG 9-903, 9/1/96-8/30/98, $58,910  (total costs). 
16. "Microbial interaction in the Mir space station environment", NASA NAS 9-19439, 7/17/95-2/15/1999, 

$504,597  (total costs). 
17. "Genetic organization of Treponema pallidum", NIH 1 R01 AI40390-01, 12/1/95-2/28/99, $ 1,220,799  (total 

costs) (co-PI is Dr. Steve Norris). 
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18. "Genetic analysis of enterococci", NIH 2 R01 AI33516-04, 9/30/96-8/31/99, $475,620  (total costs) (co-PI., 
with Dr. Barbara Murray) 

19. “Microbial interactions in the space environment”, Wyle Laboratories (NASA subcontractor), 07/01/98 - 
06/30/00, $30,000  (total costs) 

20. “Generation of multiple MDR gene knockout mutations in Enterococcus faecalis”, Phytera, Inc., 4/1/99-
3/31/00, $40,890  (total costs) 

21. “Genetic Organization of Treponema denticola”, NIH R01DE12488, $1,541,931  (total costs), 7/1/1998 – 
6/30/2001 

22. “Microbial Genomics (Fusobacterium nucleatum genome sequence)”, NIH 7R01DE013759, 9/21/2000 – 
8/31/2003, $705,644  (total costs) 

23. “Bacillus anthracis clone set”, NIH R41AI052522, 09/15/2002 – 08/31/2003, $86,250  (total costs) 
24. “Complete genome sequence of Rickettsia typhi”, U01AI049040, 8/15/2000 – 7/31/2002, $183,510  (total costs) 

(co-PI with Dr. David Walker) 
25. “Draft sequence of the rat genome”, NIH U54 HG02345, 02/27/01 to 02/26/03, $10,976,914  (annual), (Richard 

Gibbs PI/George Weinstock Co-PI) 
26. “The Pasteurella (Mannheimia) haemolytica A-1 genome sequence”, USDA/NRICGP 00-35204-9229, 9/1/00 - 

8/31/02, $220,083  (total costs) (co-PI with Dr. Sarah Highlander) 
27. “Continuing megabase sequencing at the BCM-HGSC”, NIH U01 HG02051, 3/8/99 - 10/31/03, $14,643,348 

annual (Richard Gibbs PI/George Weinstock Co-PI) 
28. “Sequencing the mouse genome”, NIH U54 HG02139, 10/01/99-9/30/02, $4,753,407 annual, (Richard Gibbs 

PI/George Weinstock Co-PI) 
29. “Sequencing, annotation and assembly of a second Drosophila”, NIH U01HG002570, 5/10/2002 – 4/30/2003, 

$3,336,211  (total costs) (Richard Gibbs PI/George Weinstock Co-PI) 
30. “Itanium cluster equipment grant”, Intel Corp., 1/1-2003 – 12/31/2003, $150,000  (total costs). 
31. “Bovine Genome Sequencing Project (BGSP)”, USDA/CREES 59-0790-3-196, 9/01/03 - 9/30/05, $878,050  

(total costs) (Richard Gibbs PI/George Weinstock Co-PI) 
32. “Genetic analysis of enterococci,” NIH/NIAID 2 R01 AI 33516, 8/1/00-7/31/05, $250,000  (total costs) 

(Barbara Murray PI) 
33. “Clone pooling methods for physical mapping,” NIH/NCRR 1 U01 RR18464, 9/30/02-8/31/05, $206,693  (total 

costs) (A. Milosavljevic, PI) 
34.  “Clone-Array Pooled Shotgun Indexing,” NIH HG02583, 07/19/02 – 03/31/06, $328,418  (total costs) (A. 

Milosavljevic, PI) 
35. “Large Scale Sequencing at BCM-HGSC,” NIH 1 U01 HG02051, 11/10/03-10/31/06, $21,028,110 annual 

(Richard Gibbs PI/George Weinstock Co-PI) 
36. “Bovine Genome Sequencing Project,” USDA, TEXR-2004-35216-14163, 12/01/03-11/31/06, $3,879,953 

annual (Richard Gibbs PI/George Weinstock Co-PI) 
37. “Genome Sequencing of the Red Flour Beetle,” USDA, 5805430-3-338, 09/29/03-09/28/06, $175,500 annual 

(Richard Gibbs PI/George Weinstock Co-PI) 
38. “Sequencing of the Honey Bee Bacterial Pathogen, Paenibacillus larvae,” USDA 58-6204-3-024, 08/13/03-

05/31/06, $196,278 annual 
39. “Francisella Genomics,” NIAID R21 AI061106, 7/15/04–6/30/06, $100,000 annual 
40. “Genome Sequencing and Analysis of Bacillus pumilis,” NSF EF-0414410, 7/1/2004 – 6/30/2007, $194,511  

(total costs) (G. Weinstock PI/S. Highlander Co-PI) 
41. “Genome Sequencing and Analysis of Pantoea stewartii strain DC283,” USDA 2004-35600-14174, 12/01/03 to 

11/30/07, $431,134  (total costs) (Nicole Perna PI /George Weinstock Co-PI) 
42. “Genomes and Genetics at the BCM-HGSC, Human Microbiome Roadmap Project Supplement,” NIH 

Roadmap Office, 12/1/2006 – 10/31/2007, $2,285,000  (total costs) (Richard Gibbs, PI/George Weinstock Co-
PI) 

43. “Bovine Genome Sequencing Project (BGSP),” USDA TEXR-2003-05478, 12/01/03 to 11/30/07, $9,790,034 
annual, (Richard Gibbs, PI, George Weinstock, Co-PI) 

44. “Genome comparison of Infectious Strains of Enterococcus faecalis,” NIH 1 R21 AI064470, 4/1/2005 – 
3/31/2008, $371,243  (total costs) (George Weinstock PI) 

45. “Genome sequence of Ascosphaera apis,” USDA 58-6204-0024, 8/13/2003 – 7/31/2008, $624,258 (total costs) 
(George Weinstock PI) 

46. “Comparative genomics of Francisella,” NIH 1 R21 AI064369, 7/1/2005 – 6/30/2008, $592,950 (total costs) 
(George Weinstock PI) 

47. “Staphylococcus aureus antigens in human infections”, Vivian Smith Foundation, 9/1/2006 – 8/31/2008, 
$95,000, (Sheldon Kaplan Co-PI, George Weinstock Co-PI, Joe Petrosino Co-PI, Sarah Highlander Co-PI) 

48. “Genomes and genetics at the BCM-HGSC”, NIH 2U54 HG003273, 12/01/06 – 10/31/10, $122,020,472, 
(Richard Gibbs PI, George Weinstock Co-PI) 

49. “Probing the Human Virome for the Etiology of Kawasaki disease and other Febrile Illnesses”, Gillson 
Longenbaugh Foundation, 7/01/07 – 6/30/08, $60,000 (George Weinstock co-PI, Sheldon Kaplan co-PI) 
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50. “Disease-specific Virulence Factors of Helicobacter pylori”, BCM Cen. Inf. Imm. Res., 4/1/07 – 3/31/09, 
$70,000, (George Weinstock co-PI, David Graham co-PI). 

51. "Revealing the Attenuating Mutations of F. tularensis LVS", NIH/NIAID U54 AI057156, 05/01/05 - 02/28/09, 
$382,064 (George Weinstock, PI)  

52. "Development of diagnostic reagents for the detection of Francisella and Francisella infection", NIH/NIAID U54 
AI057156-04, 9/1/06 – 2/28/09, $504,515, (George Weinstock PI)  

53. “Genome sequencing of Moraxella bovis, the agent of bovine keratoconjunctivitis”, USDA 2004-04989, 
7/15/04-7/14/09, $86,478, (Sarah Highlander PI/George Weinstock Co-PI) 

54. “Genome sequencing of Streptococcus iniae, an emerging pathogen of aquaculture”, USDA 0523776 (2006-
35600-16569), 12/1/2005 – 11/30/2009, $388,000, (Sarah Highlander, PI/George Weinstock, Co-PI) 

55. “Vaccine for Epidemic Typhus”, NIAID AI 1U01AI71283, 8/1/2006 – 7/31/2008, $121,930, (David Walker 
PI/George Weinstock Co-PI) 

56. “Complete genome sequencing of the chromatically adapting cyanobacterium Fremyella diplosiphon”, NSF EF-
0626927, 09/15/06 – 9/30/08, $557,000, (George Weinstock PI/David Kehoe Co-PI) 

57. “Comparative sequencing of social amoebae in the Dictyostelidae”, NSF EF-0626963, 11/1/06 – 10/31/09, 
$948,738 , (Richard Gibbs PI, George Weinstock Co-PI, Adam Kuspa Co-PI) 

58. “Complete genome sequencing of four nitrogen-fixing, plant-associated Burkholderias”, NSF EF-0626896, 
10/1/06 – 9/30/09, $725,000, (George Weinstock PI/Ann Hirsch Co-PI). 

59. “Frontiers in Metagenomics, Transcriptomics and Ocean Ecology”, Gordon and Betty Moore Foundation, 
12/1/2007 – 11/31/2009, $312,436 (Alexandra Worden, PI/George Weinstock Co-PI) 

60. “Metagenomic study of the human skin microbiome associated with acne”, NIH-NIAID UH2 AR057503, 
04/01/09 – 03/31/10, $650,437, (Huiying Li PI / George Weinstock Genomics subcontract PI) 

61. “Effect of Crohn's Disease Risk Alleles on Enteric Microbiota”, NIH-NIDDK UH2 DK83994, 04/01/09 – 
03/31/10, (Ellen Li, PI / George Weinstock, Genomics PI) 

62. “The human virome in children and its relationship to febrile illness”, NIH-NIAID UH2 AI083266, 04/01/09 – 
03/31/10,  (Greg Storch, PI / George Weinstock Genomics PI) 

63. “Center for Large Scale Genome Sequencing and Sequence Analysis”, NIH-NHGRI U54 HG003079, 12/01/06-
10/31/11, $30,401,888 direct costs yr 6, (Richard K. Wilson, PI / Elaine Mardis, co-PI / George Weinstock, 
co-PI) 

64. “Center for Large Scale Genome Sequencing and Sequence Analysis”, NIH-NHGRI U54 HG003079 07S1, 
$1,000,000, 11/1/2009-10/31/2011, (Richard K. Wilson, PI / Elaine Mardis, co-PI / George 
Weinstock, co-PI) 

65. “Sequencing the Microbiome in Two Primate Species Under Two Dietary Conditions”, NIH-NCRR 3 P40 
RR019963-05S2, 07/01/09 – 06/30/10, $515,126, (Jay Kaplan, PI / George Weinstock, Genomics PI) 

66. “Comparative Genomics in the Enterobateriaceae”, NIH-NIAID 5 R01 AI052237, 09/01/2008 - 08/31/2012, 
$694,038, (George Weinstock, PI) 

67. “Genetics of MRSA Infection”, NIH-NHGRI RC2 HG005680, 09/30/09 – 09/29/12, $2,000,000, (George 
Weinstock, PI) 

68. “Sequencing & Phylogenomics of Food Animal & Community-acquired Clostridium difficile”, USDA 2008-
35600-04697, 09/01/08 - 12/31/12, $184,262 (G. Songer, PI / George Weinstock, co-PI) 

69. “Targeted High-Throughput Sequencing for Gene Discovery in Retinitis Pigmentosa”, Foundation Fighting 
Blindness 01/06/2008 – 31/05/2013, $1,450,000 (Steve Daiger, PI/George Weinstock, Co-PI) 

 
TEACHING RESPONSIBILITIES 
 
 COURSES (hours taught):  
 
 UTHHSC Graduate School of Biomedical Sciences: 
 Advanced Biochemistry      (1.5-4.5 hours) 
 1985, 1987-1991 
 Molecular Basis of Gene Action      (9 - 39 hours) 
 1985-1997 
 Macromolecular Structure and Function    (2 hours) 
 1992 
 Medical Microbiology     (3 hours) 
 1992 
 Current Methods in Biochemistry    (4 hours) 
 1992-1999 
 Toxicology      (2 hours) 
 1993 
 Computers in Molecular Biology    (4 hours) 
 1993 
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 Laboratory Course in Recombinant DNA   (45 hours) 
 1993 
 Bacterial Genetics and Molecular Biology   (10.5 hours) 
 1997, 1999 
 Molecular Pathogenesis     (1.5h)  
 1998 
 Microbial Genetics     (20h)  
 1998-2000 
 Microbiology and Molecular Genetics   (12h)  
 2000-2004 
 
 UTHHSC School of Health Informatics: 
 Short course on Health Informatics    (2h)  
 2001-2003 
 
 UTHHSC Medical School: 
 Biochemistry       (8-16 hours) 
 1985-1997 
 Molecular Medicine     (8 hours) 
 1995 
 Microbiology      (11 hours) 
 1998-2000 
 Problem Based Learning     (>80 hours) 
 1999 
 
 BCM: 
 Rearrangements in the Eukaryotic Genome   (2h)  
 1987-1993 
 Molecular Genetics of Procaryotes    (2h)  
 1988-1997 
 Advanced Genetics     (3h)  
 1998-2002 
 Method and Logic in Molecular Biology   (6h)  
 2001 
 Structural Basis of Human Disease    (2h)  
 2001-2004 
 
 EXTRAMURAL COURSES (hours taught): 
 
 1986-1990  Adv Bacterial Gen (3 weeks) at Cold Spring Harbor Lab, NY 
 1990   Molec Gen (2h) Univ Texas Health Science Center at Dallas 
 1990-1993  Bacterial Genetics and Pathogenesis (1 week) Intl Centre for  
    Genetic Engineering and Biotechnology, Trieste, Italy 
 
 TRAINING OF CANDIDATES FOR POSTGRADUATE DEGREES: 
  
 1984-1988  Jane M. Weisemann (Ph.D. 1988; postdoc at USDA, Beltsville 
    MD; NCBI) 
 1986-1990  Jesus Eraso (Ph.D. 1990; postdoc with Dr. S. Kaplan, Univ  
    Texas Med. School) 
 1986-1992  Joe Don Heath (PHS trainee; Ph. D. 1992; postdoc with Dr.
    E. Nester, Univ. Washington; Incyte Pharmaceuticals) 
 1988-1992  Xiaomei Jin (CUSBEA Program; postdoc with Dr. B Murray, 
    Univ. Texas Med. Sch.; Canji, Inc.) 
 1989-1993  Piero Bianco (postdoc with Dr. Steve Kowalczykowski, U. 
Cal. Davis,     Asst. Prof . SUNY Buffalo) 
 1989-1990  Linda Oldham (M.S. 1990; community college science 
teacher) 
 1989-1993  Jeff Perkins (M.D./Ph.D. 1993; resident at Johns Hopkins) 
 1991-1993  Gang Zong (M.S. 1993; technician) 
 1992-1994  Yun You (M.S. 1994; technician biotechnology company) 
 1992-1995  C. Michael Jones (moved, University of Tennessee faculty) 
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 1993-1995  Xiaotao Li (M.S. 1995; technician; re-entered graduate school 
1999) 
 1993-1998  Yi Xu (Ph.D. 1998; postdoc with Dr. Magnus Hook, Texas 
A&M) 
 1994-1995  Lingxia Jiang (moved to TIGR) 
 1995-1997  Christian Brauning (M.S. 1997; non-science job in business) 
 1995-2000  Qin Xiang (Ph.D. 2000, postdoc with Barbara Murray, 
UTHHSC) 
 1996-2003  Michael McLeod (Ph.D. 2003, postdoc with Julian Davies, U. 
British     Columbia) 
 1996-2001  Fang Teng (Ph.D. 2001, postdoc with Barbara Murray, 
UTHHSC) 
 1998-2000  Brandie Jonas (M.S., 2000, staff scientist at Lexicon, Inc.) 
 1999-2004  Tom McNeill (Ph.D., 2004, staff programmer at Pioneer, Inc.) 
 2000-2002  Solida Mak (transferred to School of Public Health) 
 2001-2005  Yue Liu (Ph.D., 2005, postdoc at BCM-HGSC) 
 2001   Guangwei Fan (returned to China) 
 2001-2006  Sandor Karpathy (Ph.D., 2006, postdoc at CDC) 
 2002-2006  Yufeng Shen (Ph.D., 2006, postdoc at HGSC) 
 2002   Xi Zhou (transferred to M.D. Anderson)  
 2004-2005, 2007-2009 Petra Matejkova (Masaryk Univ., Brno, Czech Republic), PhD 
2010 
 2005-2006  Bingshan Li (transferred to Suzanne Leal lab), PhD 2008 
 2006-2010  Tiffany Williams (PhD 2010; in Medical School finishing 
MD/PhD) 
 2006   Brian McWilliams (transferred to Joe Petrosino lab) 
 2006-2010  Lei Chen (PhD 2010; postdoc, Washington University) 
 2007-2008  Jin Wei (returned to China) 
 2013-2014  Mo Lee Villagran (MS, moved to industry) 
 2014-Present  Xin Zhou 
 
TRAINING OF POSTDOCTORAL FELLOWS AND VISITING SCIENTISTS (current position): 
 
 1982-1983  Dr. Stephen Wagner, Damon Runyon-Walter Winchell Cancer  
    Fund Fellowship 
 1982-1983  Dr. Raymond Devoret, visiting Scientist from CNRF,  
    Gif-sur-Yvette, France 
 1982-1984  Dr. Sandra Dusing (staff scientist, Miles Pharmaceuticals). 
 1985-1986  Dr. Bernard Salles, Fellow of the Association pour la  
    Recherche sur le Cancer (CNRF, Toulouse, France). 
 1985   Dr. Kelly Hughes, National Res. Service Award  
    (faculty Univ. Wash.)  
 1986-1987  Dr. Wu Ying, Visiting Scholar Program with China  
    (Res. Assoc, BCM) 
 1986-1990  Dr. Sarah Highlander (faculty, BCM). 
 1989-1992  Dr. Baldev Sharma (Houston Police Dept. Crime Lab). 
 1990-1991  Dr. Michael Engler, visiting Professor, UTHHSC 
 1991-1992  Dr. Barbara Murray, visiting Professor, UTHHSC 
 1992-1996  Dr. R. Christopher MacKenzie, Clayton Fdn Fellow  
    (Res. Assoc, UTHHSC) 
 1995-2000  Dr. Erica Sodergren, Research Assistant Professor  
    (faculty, BCM) 
 1995-1999  Dr. John Hardham (staff scientist, Pfizer) 
 1998-2001  Dr. David Smajs (faculty Masaryk University,  
    Brno, Czech Republic) 
 2000-2002  Dr. Sangita Pal (Research Assoc, BCM-HGSC) 
 2000-2002  Dr. Mulu Ayele (staff scientist, TIGR) 
 2000-2001  Dr. Carla Bidinost, visiting Professor, Argentina 
 2001-2003  Dr. Qin Xiang (Programmer, BCM-HGSC) 
 2001-2003  Dr. Henry Song (Programmer, BCM-HGSC) 
 2002   Dr. Richard Willson, visiting Professor, UH 
 2002-2003  Dr. George Fox, visiting Professor, UH 
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 2002-2004  Dr. Kirt Martin (postdoc, M.D. Anderson Cancer Center) 
 2002-2004  Dr. Lisa D’Souza (raising family) 
 2002-2005  Dr. Zhengdong Zhang (postdoc, Yale University) 
 2003-2004  Dr. Joe Petrosino (faculty, BCM) 
 2005-2008  Dr. Yue Liu (staff, HGSC, BCM) 
 2005-2010  Dr. Shailaja Yerrapragada 
 2006   Dr. Yang Da, visiting Professor, U. Minn. 
 2006-2008  Dr. Jason Gioia (Zygen, Inc) 
 2006-2008  Dr. Yufeng Shen (postdoc, Columbia) 
 2007-2008  Dr. Carson Jiaxin Qu (staff, HGSC, BCM) 
 2007-2012  Darina Cejkova (Masaryk Univ., Brno, Czech Republic) 
 2008-2009  Dr. Kathie Mihindukulasuriya (staff, GC, WU) 
 2008-2012  Dr. Yanjiao Zhou (staff scientist, Wash. Univ.) 
 2009-2012  Michal Stouhal (Masaryk Univ., Brno, Czech Republic) 
 2009-2012  Guohui Yao  (Information Technology, Shanghai) 
 2009-2013  Kristine Wylie (Instructor, Wash. Univ.) 
 2010, 2014-present Brenda Kwanbana (MRC, The Gambia) 
 2012-2013  Lenka Mikalova 
 2012-2014  Maze Ndonwi 
 2014-Present  Blake Hanson 
 2014-Present  Yanwei Chen 
 2014-Present  Lauren Petersen 
 2014-Present  Samantha Smith 
 2014-Present  Eddy Bautista 
 2014-07-25  Laura Rojas 
 2014-Present  Dan Spakowicz 
 
 TRAINING OF UNDERGRADUATE STUDENTS: 
 
 1985  Adam Quarles 
 1992  Jennifer Reyna 
 1995  Jonathan Mathy 
 1996  Jeff Gralnick, Mack Kuo, Michelle Hibbard 
 2000  Patricia Jimenez, Susan Abramski 
 2003  Fanny Chautin 
 2004  Alexis Beraducci 
 2005  Alexis Beraducci 
 2013  Ying Xue (Zoey) Wang  
 
STUDENT ADVISORY/EXAMINATION COMMITTEES: 
 
Current Student Advisory Committees: 
                                                      
Xin Zhou   
 
Previous Student Advisory Committees: 
 
Sandeep Agarwal (M.D./Ph.D.) Caleb Gonzalez Jim Mullen  
Michelle Agnew Laura Gumbiner-Russo Linda Oldham (M.S., mentor)  
Lida Anestidou Dawn Hancock (UTHHSC) Jeanine Pennington  
Lisa Armitige (M.D./Ph.D.) Alan Harris Jeff Perkins (MD/PhD, mentor)  
Linda Bachinski Sumera Hashem (UTHHSC) Rebecca Ponder  
Subeena Bacus (Biochemistry, 
BCM) 

Albert He Joye Purser (UTHHSC)  

Wenlong Bai Joe Don Heath (mentor) Svetlana Rashkova  
Katie Bellinghausen Micheal Hebert (UTHHSC) Dean Reardon  
Art Bergh Stephen Henry (Texas A&M) Larry Reiter (CMB, BCM)  
Piero Bianco (mentor) Anne Hodgson Jose Rivera  
Matthew Blankschien Alex Hoffmaster Jill Roberts (MMG, UTHHSC)  
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Gabriela Bowden Laura Houston John Schwartz  
Chris Brauning (mentor) Bradley Johnson Yufeng Shen (mentor, BCM)  
Mark Brenneman (Biochemistry, 
BCM) 

Brandie Jonas (mentor) Bill Smith  

Al Brenner C. Michael Jones (mentor) Monica Smith  
Robert Britton (CMB, BCM) Ken Kalafus Anjana Srivatsan  
Laura Caskey (Microbiology, 
BCM) 

April Kilburn (Biochem, BCM) Qin Sun  

Anne Chang (M.D./Ph.D.) David Kristensen Fang Teng (mentor)  
Shao-Chun Chang (M.D./Ph.D.) Qiao-Xin Li Brian Tseng (M.D./Ph.D.)  
Paul Chastain (Texas A&M) Amanda Jarolimek (M.D./Ph.D.) Pablo Tsukayama (WUSTL)  
Hong Chen (Cell Biology, BCM) Rupashree Jayashankar Jim Versalovic (CMB, BCM)  
Lei Chen (mentor, SCBMC, BCM) Lingxia Jiang (mentor) Mo Villagran  
Shahreen Chowdhury Xiaomei Jin (mentor) Dan Wagner  
Duane Compton Sandor Karpathy (mentor , 

UTHHSC) 
Jian Wang  

Karen Considine Ann Kays Jin Wei (mentor, MHG, BCM)  
Susan Cooper Matthew Lawrenz Jane Weisemann (mentor)  
Tony Costa Bingshan Li Brenda Whaley  
Janet Craig Song-Feng Li Tiffany Williams (mentor, 

MD/PhD, TBMMP, BCM) 
 

Stacey Davis  Hongyun Wu  
Michael Dillon Xiaotao Li (mentor) Jiaqian Wu  
Darrell Dotson Yue Liu (mentor, SCBMB, BCM) Qin Xiang (mentor)  
Melissa Drysdale Daniel Magner Wenbing Xu  
Joseph Duffy Solida Mak (mentor, MMG) Yi Xu (mentor)  
Al Edwards (M.D./Ph.D., BCM) Ann Marie Marciel (MVM, BCM) Chun Yang  
Mark Emmett Michael Marsh (SCBMB, BCM) Vivian Yang (Texas A&M)  
Jesus Eraso (mentor) Cristina Materon (Biochemistry, 

BCM) 
Yun You (mentor)  

Guangwei Fan (mentor, UTHHSC) Gregory McKenzie (Genetics, BCM) Farideh Zamaniyan  
Terry Farmer Matthew McKevitt (Biochem, BCM) Wei Zhang  
Natalie Fonville Mike McLeod (mentor, Keck Fellow, 

UTHHSC) 
Song Qing Zhao  

Trent Fowler Tom McNeill (mentor, UH) Xiaoyan Zhao  
Cindee Funk Brian McWilliams Zheng Zhou (Biochemistry, 

BCM) 
 

Sonya Garza Ana Moran Gang Zong (mentor)  
Jason Gioia Julia Hsi Morris Karen Zscheck  
 Stacey Mueller Zhongming Zhao  
  Xi Zhou (mentor, UTHHSC)  
 
 LABORATORY TUTORIALS: 
 
 1984-1985  Jing-Shan Hu 
 1985-1986  Joe Don Heath, Jesus Eraso, Peggy Saydak, Karen Considine 
 1986-1987  Donald Mandel, Li Li, Farideh Zamaniyan 
 1987-1988  Xiao-Mei Jin, Laura Houston 
 1988-1989  Janet Craig, Anne Hodgson, Piero Bianco, Jeff Perkins 
 1989-1990  none (full lab) 
 1990-1991  Gang Zong, Ruo-Dan Zhang, Dan Wagner 
 1991-1992  Haiyan Ma 
 1992-1993  Svetlana Rashkova, Yi Xu, Xiaotao Li, Haiying Zhang 
 1993-1994  on sabbatical leave 
 1994-1995  Lingxia Jiang, Qin Xiang, Chris Brauning 
 1995-1996  Michael McLeod, Fang Teng, Manu Chakravarthy 
 1996-1997  William Shi, Jennifer Bieszke, Stacey Smith, Huy Phan 
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 1997-1998  Yufang Wu, Brandie Jonas, Matthew Lawrenz, Zhenming Yu 
 1998-1999  Melissa Drysdale, Jennifer Givens, Tom McNeill 
 1999-2000  Matthew Dooris, Xinpu Chen, Solida Mak 
 2000-2001  Hui Yao (BCM), Sandor Karpathy (UTHHSC), Yue Liu 
(BCM) 
 2001-2002  Xi Zhou (UTHHSC), Yufeng Shen (BCM) 
 2002-2003  Christopher House, Dustin Edwards, Eryong Huang, Cui Xu 
 2003-2004  Alan Harris, Matthew Ward,  
 2004-2005  Anup Parikh, Bingshan Li 
 2005-2006  April Burant, Jian Li, Tiffany Williams, Brian McWilliams, 
Lei Chen 
 2006-2007  Katie Bellinghausen, Jin Wei, Nelson Hawkins 
 2007-2008  Bryce Daines, Domink Satory, Christian Marin-Mueller 
 2008-2009  (move to Washington University) 
 2009-2010  Lala Motihabi 
 2013   Mo Lee Villagran, Dongdong Han 
 2014   Xin Zhou, Veneta Qendro 
 
PATENTS 
 
1. Michael L. Berman, Thomas J. Silhavy, George M. Weinstock. Open reading frame vectors. Litton 

Bionetics, Inc. Mar 05, 1985: US 4503142. 
2. Peter Berget, Michael Engler, Sarah Highlander, George Weinstock. Pharmaceutical compositions of a 105 

kD P. Haemolytica derived antigen useful for treatment of Shipping Fever. Board of Regents The 
University of Texas System Sep 18, 1990: US 4957739. 

3. Peter Berget, Michael Engler, Sarah Highlander, George Weinstock. Methods and compositions for the 
treatment and diagnosis of shipping fever. Board of Regents The University of Texas System Aug 09, 
1994: US 5336491. 

4. Peter Berget, Michael Engler, Sarah Highlander, George Weinstock. Methods and compositions for the 
treatment and diagnosis of shipping fever. Board of Regents The University of Texas System Aug 03, 
1999: US 5932705. 

5. Steven J Norris, Jing-Ren Zhang, John M Hardham, Jerrilyn K Howell, Alan G Barbour, George M 
Weinstock. VMP-like sequences of pathogenic borrelia. Board of Regents The University of Texas System 
Aug, 20 2002: US 6437116. 

6. Steven J Norris, Jing-Ren Zhang, John M Hardham, Jerrilyn K Howell, Alan G Barbour, George M 
Weinstock. VMP-like sequences of pathogenic Borrelia. Board of Regents The University of Texas System 
Mar, 27 2003: US 20030060618. 

7. Steven J Norris, Jing-Ren Zhang, John M Hardham, Jerrilyn K Howell, Alan G Barbour, George M 
Weinstock. VMP-like sequences of pathogenic Borrelia. Board of Regents The University of Texas System 
May, 15 2003: US 20030092903. 

8. Steven J Norris, Jing-Ren Zhang, John M Hardham, Jerrilyn K Howell, Alan G Barbour, George M 
Weinstock. Vmp-like sequences of pathogenic borrelia. Board of Regents The University of Texas System 
Mar, 4 2004: US 20040044192. 

9. Steven J Norris, Jing-Ren Zhang, John M Hardham, Jerrilyn K Howell, Alan G Barbour, George M 
Weinstock. VMP-like sequences of pathogenic Borrelia. Board of Regents The University of Texas System 
Apr, 13 2004: US 6719983. 

10. Steven J Norris, Jing-Ren Zhang, John M Hardham, Jerrilyn K Howell, Alan G Barbour, George M 
Weinstock. VMP-like sequences of pathogenic borrelia. Board of Regents The University of Texas System 
May, 25 2004: US 6740744. 

11. Steven J Norris, Jing-Ren Zhang, John M Hardham, Jerrilyn K Howell, Alan G Barbour, George M 
Weinstock. VMP-like sequences of pathogenic Borrelia. Oct, 28 2004: US 20040214225. 

12. Steven J Norris, Jing-Ren Zhang, John M Hardham, Jerrilyn K Howell, Alan G Barbour, George M 
Weinstock. Vmp-like sequences of pathogenic Borrelia. Board of Regents The University of Texas System 
Apr, 12 2005: US 6878816. 

13. Rebecca L Rich, Bernd Kriekemeyer, Rick T Owens, Magnus Hook, Barbara E Murray, Sreedhar R 
Nallapareddy, George M Weinstock. Collagen-binding proteins from enterococcal bacteria. The Texas 
A&M University System Jun, 21 2005: US 6908994. 

14. Rebecca L Rich, Bernd Kriekemeyer, Rick T Owens, Magnus Hook, Barbara E Murray, Sreedhar R 
Nallapareddy, George M Weinstock. Collagen-binding proteins from Enterococcal bacteria. Aug, 18 2005: 
US 20050180986. 
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15. Steven J Norris, Jing-Ren Zhang, John M Hardham, Jerrilyn K Howell, Alan G Barbour, George M 
Weinstock. VMP-like sequences of pathogenic Borrelia. Board of Regents The University of Texas System 
Nov, 14 2006: US 7135176.  

16. Steven J Norris, Jing-Ren Zhang, John M Hardham, Jerrilyn K Howell, Alan G Barbour, George M 
Weinstock. VMP-like sequences of pathogenic Borrelia. May, 24 2007: US 20070117970. 

17. Rebecca L Rich, Bernd Kriekemeyer, Rick T Owens, Magnus Hook, Barbara E Murray, Sreedhar R 
Nallapareddy, George M Weinstock. Collagen-binding proteins from enterococcal bacteria. The Texas A & 
M University System Dec, 29 2009: US 7638135. 

18. Steven J Norris, Jing-Ren Zhang, John M Hardham, Jerrilyn K Howell, Alan G Barbour, George M 
Weinstock. VMP-like sequences of pathogenic Borrelia. Board of Regents The University of Texas System 
Aug, 31 2010: US 7785597. 

19. Steven J Norris, Jing-Ren Zhang, John M Hardham, Jerrilyn K Howell, Alan G Barbour, George M 
Weinstock. VMP-Like Sequences Of Pathogenic Borrelia. Dec, 16 2010: US 20100317026. 

20. Steven J Norris, Jing-Ren Zhang, John M Hardham, Jerrilyn K Howell, Alan G Barbour, George M 
Weinstock. VMP-like sequences of pathogenic Borrelia. Board of Regents The University of Texas System 
Dec, 6 2011: US 8071109. 

21. Steven J Norris, Jing-Ren Zhang, John M Hardham, Jemlyn K Howell, Alan G Barbour, George M 
Weinstock. VMP-Like Sequences of Pathogenic Borrelia. May, 17 2012: US 20120122238. 
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