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EDUCATION:

BS 1978-1981 Plant  Pathology  &  Entomology,  Hunan  Agricultural  University, 
Changsha, China

MS 1982-1984 Mathematical  Ecology,  Hunan  Agricultural  University,  Changsha, 
China, 
Advisor: Prof. Changmin Chen
Thesis:  Mathematical  modeling  and  simulation  of  predator-prey 
systems in agro-ecosystems

Ph.D 
candidate

1986-1988 System  Ecology,  Eco-Environmental  Research  Center,  Chinese 
Academy of Sciences, Beijing China
Advisor: Prof. Shijun Ma (Academician)
Thesis:  Ecological  engineering,  simulation  and  prediction  of 
agroecosystem (Note,  not  obtaining Ph.D  degree  for  being able to 
come to US)

Ph.D 1990-1993 Molecular Biology, Washington State University, Pullman, WA
Advisor: Prof Andris Kleinhofs
Thesis: Molecular evolution of plant nitrate reductases 

PROFESSIONAL EXPERIENCE

2005-present Director of the Institute for Environmental Genomics (IEG), University of 
Oklahoma, Norman, OK

2005-present Presidential Professor, Department of Botany and Microbiology, University of 
Oklahoma, Norman, OK

2006-present Adjunct Senior Scientist, Lawrence Berkeley National Laboratory (LBL)
2011-present Director for Environmental Technology for ENIGMA (Ecosystems and 

Networks Integrated with Genes and Molecular Assemblies), a large scale 
Genomics: GTL Foundational Science Program at Lawrence Berkeley National 
Laboratory.
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2010-present Adjunct Professor, Tsinghua University, Beijing, China
2003-2005 Distinguished R&D Staff Scientist, Environmental Sciences Division, ORNL
2004-2005 Member of Science Council,  Biological and Environmental Sciences Directorate, 

ORNL
2002-2004 Science Leader for Environmental Genomics Program, Biological and 

Environmental Sciences Directorate, ORNL
2001-2002 Senior Staff Scientist, Environmental Sciences Division, ORNL
2000-2001 Science Team Leader for Microbial Genomics and Ecology, Environmental 

Sciences Division, ORNL
1997-2000 Staff Scientist, Environmental Sciences Division, ORNL
1996-1997 Alexander Hollaender Distinguished Postdoctoral Fellow, Environmental 

Sciences Division, ORNL
1993-1995 Research Associate, Laboratory of Dr. James M. Tiedje, NSF Center for 

Microbial Ecology, Michigan State University, East Lansing, MI. Bioreactor 
Subgroup Leader of the Community Analysis Group

1990-1993 Graduate Research and Teaching Assistant, Laboratory of Dr. Andris Kleinhofs, 
Department of Genetics and Cell Biology, Washington State University, Pullman, 
WA

1989 Graduate Research and Teaching Assistant, Laboratory of Dr. Alan Berryman, 
Department of Entomology, Washington State University, Pullman, WA

1988 Visiting Scientist, Department of Biological Sciences, University of Calgary, 
Calgary, Alberta, Canada

1986-1988 Research Associate, Eco-Environmental Research Center, Chinese Academy of 
Sciences, Beijing, China

1985-1986 Lecturer in the Department of Plant Pathology and Entomology, Hunan 
Agricultural University, Changsha, China

1982-1984 Teaching and Research Assistant, Department of Plant Pathology and 
Entomology, Hunan Agricultural University, Changsha, China

TEACHING EXPERIENCE     

2005-present Advanced topics on environmental genomics
2004 A joint course on molecular techniques for microbial ecology for graduate and 

senior undergraduate students. University of Puerto Rico, Mayaguez, Puerto 
Rico. 

1993-1995 Trained 8 graduate and undergraduate students on molecular techniques, 
computer sequence analyses and related software, Michigan State University

1992 General Genetics for senior undergraduate students, Laboratory Teaching 
Assistant, Washington State University

1985-1986 Lecturer, Hunan Agricultural University, Changsha, China 
Courses taught:
Mathematical Ecology for graduate students
General Ecology for senior undergraduate students
Agricultural Pathology and Entomology for junior undergraduate students

1982-1984 General Biology, Laboratory Teaching Assistant, Hunan Agricultural University
General Plant Pathology, Laboratory Teaching Assistant
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General Entomology, Laboratory Teaching Assistant

MAJOR PROFESSIONAL SERVICES

2009 Member of the review Panel, DOE Early Career Research Program on Genomics 
and Systems Microbiology 

2009 Member of Advisory Committee, Max-Planck Institute Partner (MPI) Group 
Between Germany and China

2009-present Member, Nominations Committee for the Promega Biotechnology Award, 
American Academy of Microbiology, American Society of Microbiology

2008-present Member of Steering Committee, International Soil Metagenomics Consortium.
2008 Member of the review panel for NIEHS program on Development and 

Application of Nanotechnology-based Tools to Understand Mechanisms of 
Bioremediation.

2008 Member of the review panel for NSF-USDA Microbial Observatories program.
2007-present Honorary Director for the Committee of Microbial Ecology, Chinese Society 

of Ecology
2007 Honorary Chair for the 3rd Annual Meeting of Microbial Ecology, Chinese 

Society of Ecology
2007-present Member of Academic Committee, Qingdao Institute of Biomass Energy and 

Bioprocessing Technology (QIBEBT), Chinese Academy of Sciences, 
Qiangdao, Shandong, China 

2007-2009 Member of Advisory Committee for the Norman Campus Vice President for 
Research (AC/VPR), University of Oklahoma

2007-present Member of the Oklahoma Bioenergy Center Board appointed by Oklahoma 
Governor

2007 Advisory member of preparing the roadmap for Oklahoma Bioenergy Center 
2007 Member of VPR Task Forces on Centers, Institutes and Consortia, 

University of Oklahoma
2007 Member of the review panel for Genomics:GTL, New Genomic Strategies 

and Technologies for Studying Complex Microbial Communities and 
Validating Genomic Annotations

2006-present Member of ASM International Committee - Task Force on China
2006-2007 Member of National Key Microbial Program Panel, Chinese National Science 

Foundation
2005 Reviewer for 2005 State Natural Science Award of the People's Republic of 

China (The highest achievement award for science and technology in China)
2004-present US Ambassador for International Society of Microbial Ecology.
2004 Member of the review panel for DOE Joint Genome Institute Community 

Sequencing (CSP) program.
2003 Member of the review panel for NSF the Frontiers in Biological Research (FIBR) 

program.
2003-present Specially Invited Oversea Reviewer of Scientific Programs of National Natural 

Science Foundation of China.
2001-present Member of Scientific Advisory Committee on Molecular Environmental studies, 

Scientific Committee on Problems of the Environment (SCOPE), International 
Council of Scientific Union (ICSU)

2001 Panel member for preparing the roadmap for Genomes to Life program, US 
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Department of Energy, in charge of writing Goal 3 on community genomics.
2001 Member of the Advisory Committee for Functional Genomics Initiative, 

Netherlands Institute of Ecology, The Netherlands 
2000-present Associate Director for the Committee of Microbial Ecology, Chinese Society of 

Ecology
2000-2003 Member of Academic Advisory Committee, Northeastern Forestry University, 

Harbin, P. R. China
1998 Member of the review panel for DOE NABIR Biotransformation and 

Biodegradation Element
1994-1995 Member of seminar committee, NSF Center for Microbial Ecology, Michigan 

State University
1990-present Scientific Advisory Committee for the Department of System Ecology, Eco-

Environmental Research Center, Chinese Academy of Sciences
1986-1988 Member of Scientific Advisory Committee of the Population Control Program in 

the Center for National Agricultural Research and Development, State Council, 
PRC

1986-1991 Director of the Ecological Association of Chinese Young Scientists

JOURNAL EDITOR

2009-present Editor for mBio®, A new ASM open source integrated Journal.
2003-present     The American Society for Microbiology journal, Applied and Environmental 

Microbiology (Gold standard journal in this field).
2010-present Associate Editor for Frontiers in Bioleaching
2011 Editor, Analytical Biotech 2012 Section in Current Opinion in Biotechnology 

(COBIOT)  
2008 Guest Associate Editor for PLoS Computational Biology

MEMBER OF EDITORIAL BOARD OF JOURNALS

2008-present Environmental Microbiology and Environmental Microbiology Reports
2007-present Chinese Journal of Biotechnology
2006-present The ISME Journal

2001-2003 The American Society for Microbiology journal, Applied and Environmental 
Microbiology.

2001-2007 Omics: A Journal of Integrative Biology.
2001-present Acta Ecologia Sinica.

PAPER REVIEW

2011 Genome Biology
2009 Global Change Biology
2009 Cold Spring Harbor Protocols
2009 Applied Energy
2008 BMC Genomics
2008 BMC Microbiology
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2006-present The ISME Journal
2006-present Bioinformatics
2006-present Environmental Microbiology
2001-present Reviewer for Applied and Environmental Microbiology
2001-present Reviewer for the Chinese Society of Ecology journal, Ecology 
2001-2007 Reviewer for Omics: A Journal of Integrative Biology
2006-present BMC Bioinformatics
2005 Ad hoc reviewer for Journal of Virological Methods
2005-present Ad hoc reviewer for FEMS Microbiology Ecology
2005 Ad hoc reviewer for Environmental Monitoring and Assessment
2005 Ad hoc reviewer for Trends in Biotechnology
2004 Ad hoc reviewer for Anaerobe
2004 Ad hoc reviewer for Water Research
2004-2005 Ad hoc reviewer for Analytical Chemistry
2004 Ad hoc reviewer for Soil Biology & Biochemistry
2004 Ad hoc reviewer for Pedosphere
2004 Ad hoc reviewer for Trends in Biotechnology
2004-present Ad hoc reviewer for Environmental Sciences & Technology
2003-present Ad hoc reviewer for Biotechniques 
2003 Ad hoc reviewer for Plant and Soil
2003 Ad hoc reviewer for Frontiers in Ecology and the Environment 
2002 Ad hoc reviewer for Cell Biology International
2002-present Ad hoc reviewer for Proceedings of the National Academy of Sciences USA
2002-2003 Ad hoc reviewer for Journal of Clinical Microbiology
2002-present Ad hoc reviewer for Journal of Bacteriology
2001 Ad hoc reviewer for Soil Science Society of America Journal
2001 Ad hoc reviewer for Physiological Genomics
2001 Ad hoc reviewer for Molecular and Cellular Probes
2001-present Ad hoc reviewer for FEMS Microbiology Letter
2000 Ad hoc reviewer for Biogeochemistry
1998 Ad hoc reviewer for Ecological Engineering

AD HOC PROPOSAL REVIEW

2010 NSF Ecosystem Program
2010 Leaders Opportunity Fund, Canada Foundation for Innovation
2010 Natural Environment Research Council
2009 Member of the Panel for Germany-China program on microbial ecology
2009 Swiss National Science Foundation
2009 Netherlands Organisation for Scientific Research
2009 United States-Israel Binational Science Foundation
2008 Geobiology & Low Temperature Geochemistry Program, National Science 

Foundation
2008 Instrumentation and Facilities Program, National Science Foundation 
2008 Israel Science Foundation (ISF)
2006-2008 Chinese National Science Foundation
2008 NSF-USDA Microbial Observatories Program
2007 Energy Biosciences Institute, University of California, Berkeley
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2007 Cellular Systems, National Science Foundation
2007 Ecosystem Science Program, National Science Foundation
2007 Genomics:GTL program, Department of Energy
2007 Environmental Genomics Program, National Science Foundation
2007 Frontier in Biological Research, National Science Foundation
2007 North Carolina Biotechnology Center
2006 The Chilean Research Fund Council
2006 The Environment and Water Industry Development Council, Singapore
2006 National Research Foundation Board of Singapore
2006 Swiss National Science Foundation
2005 Austrian Science Fund
2005 DOE Biological Investigation – Ocean Margin Program (BI-OMP)
2005 NSF Genes and Genome Systems program
2005-present Natural Environment Research Council (NERC), United Kingdom
2005 Netherlands Organization for Scientific Research
2005 Natural Sciences and Engineering Research Council (NSERC) of Canada
2004 NSF Microbial Interactions and Processes program
2004-present NSF Faculty Early Career Development (CAREER) Program
2004 NSF Ocean Sciences Program
2004 European Science Foundation
2004 NSF Ecology Program
2004 Singapore Science & Engineering Research Council
2004 NSF Biogeosciences Program
2004 Competitive Grant, Utah State University
2003-2004 Genome Canada program
2003 Idaho Research Center Grant Program
2002-2004 NSF Biocomplexity in the Environment (BE): Integrated Research and Education 

in Environmental Systems
2003 US Army Research Office,  DOD Young Investigator Program
2003 Reviewer for Tamasek Yong Investigator Award, National University of 

Singapore, Singapore 
2002-present NSF Microbial Observatories Program 
2002 NSF Integrated Research Challenges in Environmental Biology Program
2002 NSF program for International Opportunities for Scientists and Engineers
2002-2005 DOE Small Business Innovation Research and Small Business Technology 

Transfer Programs
2002 National Oceanographic Partnership Program
2001-2003 US Department of Energy EPSCoR Program
1999 Reviewer for award for Natural Environment Research Council, United Kingdom
1995 Reviewer for grants in NSF Young Scientist Program

CONFERENCE AND SYMPOSIUM ORGANIZATION

2010 Member of the Advisory Committee for The 18th International Conference on 
Microbial Genomes, September 12-16, 2010, Lake Arrowhead, CA

2010 Member of the organizing committee for the Roundtable Session on 
TerroGenome at The 13th International Symposium on Microbial Ecology, 
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Seattle, WA, August 22-27, 2010. 
2010 Organizer and Chair for the Roundtable Session on High Throughput 

MetaGenomic Technologies for Complex Microbial Community Analysis at The 
13th International Symposium on Microbial Ecology, Seattle, WA, August 22-27, 
2010., 

2009 Member of the Advisory Committee for The 17th International Conference on 
Microbial Genomes, October 11-15, 2009, Rocky Gap State Park, MD

2009 Chairperson for the Symposium, High Throughput Genomics Technologies for 
Complex Microbial Community Analysis, The 109th  General Meeting of 
American Society for Microbiology, May 17−21, 2009, Philadelphia, PA.

2008 Co-organizer for ASM-CSM (Chinese Society of Microbiology) Joint Workshop 
on Environmental Microbiology and Bioenergy, November 8, 2008, Haikou, 
China.

2008 Member of the Advisory Committee for The 16th International Conference on 
Microbial Genomes, September 14-18, 2008, Lake Arrowhead, CA

2008 Chair and Organizer, The 4  th   SCOPE (The Scientific Committee on Problems of   
the Environment, International Council of Scientific Union) Workshop on 
Microbial Environmental Genomics, Changsha, P.R. China, September 20-24, 
2008. 

2008 Oklahoma Bioenergy Center Workshop, April 23, 2008, Norman, OK
2007 Member of the Advisory Committee for The 15th International Conference on 

Microbial Genomes, September 16−20, 2007, College Park, MA
2006 Member of the Advisory Committee for The 14th International Conference on 

Microbial Genomes, September 24−28, 2006, Lake Arrowhead, CA
2006 “Application of OMICs to Field Bioremediation: Current Status, Challenges and 

Future”. The ERSP Breakout Session 2, Environmental Remediation Science 
Program, Warrenton, VA, April 3, 2006.

2005 Member of the Advisory Committee for The 13th International Conference on 
Microbial Genomes, September 11 – 15, 2005, Madison, WI.

2004 Chair for the session Symposium on Microbial Heterogeneity / Bioremediation, 
American Geophysical Union, San Francisco, CA, December 13−17, 2004.

2004 International Convener for the session on “Impacts of Microarrays and 
Bioinformatics on Microbial Ecology”, The 10th International Symposium on 
Microbial Ecology, August 22-27, 2004, Cancun, Mexico.

2004 Chair for the session on “Advanced technologies for microbial ecology”, The 10th 

International Symposium on Microbial Ecology, August 22-27, 2004, Cancun, 
Mexico.

2004 Member of the Advisory Committee for The 12th International Conference on 
Small Genomes, September 26−30, 2004, Lake Arrowhead, CA

2003-2008 Member of the SCOPE (The Scientific Committee on Problems of the 
Environment, International Council of Scientific Union) Workshop on 
Environmental Genomics. 

2003 Organizer and Chair, The 11  th   International Conference on Microbial Genomes,   
September 28 – October 2, 2003, Durham, NC.

2002 Member of the Advisory Committee for The 10th International Conference on 
Microbial Genomes, September 8−12, 2002, Lake Arrowhead, CA.

2001 Organizer and Chair, The 9  th   International Conference on Microbial Genomes,   
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October 27  −  November 1, 2001, Gatlinburg, TN  .
2001 Organizer for the session on “Application of Microarray Technology to 

Environmental Studies”, The 9th International Symposium on Microbial Ecology, 
August 26−31, 2001, Amsterdam, The Netherlands.

2001 Chairperson for the Symposium, Microarrays and Microfluidics in Microbial 
Ecology, The 101st General Meeting of American Society for Microbiology, May 
20−24, 2001, Orlando, FL.

2001 Session Chair, Bioinformatics and functional genomics, TIGR/ASM Conference 
on Microorganisms, January 28−31, 2001, Monterey, CA.

2000 Member of the Advisory Committee for The 8th International Conference on 
Small Genomes, September 24−28, 2000, Lake Arrowhead, CA

2000 Chair on the session of Bioremediation, The 8th International Conference on 
Small Genomes, September 24−28, 2000, Lake Arrowhead, CA

2000 Co-organizer, The 4th Conference on Molecular Ecology, July 15−18, 2000, 
Harbin, P.R. China

1999 Organizer and Chair, The 7  th   Conference on Small Genomes, November 13  −  17,   
1999, Washington, DC.

1999 Organizer and Chair, DOE NABIR Workshop in Application of Genomic 
Technology to Bioremediation, December 5  −  7, 1999, Washington, DC.  

1999 Co-organizer, The 3rd Conference on Molecular Ecology, August 28−31, 1999, 
Beijing, P.R. China.

1999 Chairperson for the Symposium, Recent Advances in Subsurface Microbial 
Ecology, The 99th General Meeting of American Society for Microbiology, 
Chicago, IL, May 30 − June 3, 1999.

1998 Organizer for the Symposium, Key Issues in Microbial Ecology, the VII 
International Congress of Ecology, July 19−25, 1998, Florence, Italy.

1998 Chairperson on the session of microbial community dynamics, the VII 
International Congress of Ecology, July 19−25, 1998, Florence, Italy.

SPECIALLY INVITED WORKSHOP PARTICIPATION 

2009 ISME-IWA Colloquium on The Engineering of Microbial Communities, 
Singapore, January 18-21, 2009.

2008 “Matasted”, Workshop on the Complete Metagenome Sequencing of a Reference 
Soil, Lyon, France, December 13-14, 2008

2008 “Curation of Biological Specimens, Physical Samples and Associated Data”. 
NMNH (National Museum of Natural History)-NSF NEON Workshop, 
Smithsonian Institution, Washington, DC, October 19-22, 2008.

2008 “Integrating NEON with Microbial Biology”, NSF Workshop, Baton Rouge, 
Louisiana, February 14-16, 2008

2007 “Data-Model Assimilation in Ecology: Techniques and Applications”, NSF 
Workshop, Norman, Oklahoma, October 22-24, 2007

2005 “Molecular Biological Tools Workshop” organized  by the Strategic 
Environmental Research and Development Program (SERDP) and the 
Environmental Security Technology Certification Program (ESTCP), 
Charlottesville, Virginia, August 9-10, 2005.
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2005 “Workshop on Genetic Sensors for Environmental Water Quality”, The Alliance 
for Coastal Technologies (ACT) and the University of South Florida (USF), St. 
Petersburg, FL, January 5-7, 2005.  

2004 “DOE Genomics:GTL Technology Deep-Dive Specification Workshop” 
Arlington, VA, June 14-16, 2004.

2003 “Workshop on Progress and Promise in Systems Microbiology”, The National 
Academies of Sciences, Washington DC, August 19, 2003. 

PROFESSIONAL MEMBERSHIPS

American Society for Microbiology
International Society of Microbial Ecology
American Association for the Advancement of Sciences
Society of Industrial Microbiology

AWARDS AND HONORS

2010-present One-Thousand Talent Scholar (Class B), the highest honor awarded by Chinese 
Government for oversea Chinese Scientists.

2010-present Adjunct Professor, Tsinghua University, Beijing, China (One of the best two 
universities in China)

2010-present Guest Professor, Zhongshan University, Guangzhou, China
2010 ASM Division N Annual Keynote Speech
2010 Innovator of the year, recognizing Oklahoma’s best new products and services by 

The Journal Record
2009 Specially Invited Oversea Chinese American Scientist by the State Government 

for witnessing the Grand Parade in Tian An Men Square for celebrating 60  th   

Anniversary of China. The delegation was received by Chinese President Jindiao 
Hu and Premier Jiabao Wen.

2009 Outstanding Asian American for the Asia Society of Oklahoma
2009 R & D 100 Award for GeoChip development   by R&D Magazine  . (R&D 

magazine presents awards annually to the 100 most innovative scientific and 
technical breakthroughs of the year).

2009-present Guest Professor, Xiamen University, Xiamen, China
2008 Fellow of   American Association for the Advancement of Science  .
2008-present Distinguished Scholar, Qingdao Institute of Biomass Energy and Bioprocessing 

Technology (QIBEBT), Chinese Academy of Sciences, Qiangdao, Shandong, 
China. 

2007-present Guest Professor, Institute of Microbiology, Chinese Academy of Sciences, 
Beijing, China. 

2007-present Guest Professor, Shanghai Institute of Plant Physiology, Chinese Academy of 
Sciences, Shanghai, China. 

2005-present Shenhua Distinguished Professor, Central South University, Changsha, China 
(Highest honor in the university, ranked at top 15 in the nation and top 1 in 
mineral microbiology). 

2007-present Oversea Changjiang Scholar (One of the greatest awards for Oversea Chinese 
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professionals), Chinese Ministry of Education. 
2006 Presidential professor, University of Oklahoma, Norman, OK
2005 Federal Laboratory Consortium (Southeast) award for Excellence in Technology 

Transfer
2005 Fellow of American Academy of Microbiology 
2004 Member of Interview Panel by Chinese Central TV as the only representative of 

oversea Chinese Scientists for memorizing Mr. Xiaoping Deng (Chinese Leader) 
for 100 year of birth for his education reform in China in 1977. 

2004 Outstanding Oversea Young Scientist (Highest award for oversea young 
scientist), Chinese National Science Foundation

2004 Significant Event Award, Oak Ridge National Laboratory
2003 Superior Performance Award, Oak Ridge National Laboratory
2002 Superior Performance Award, Oak Ridge National Laboratory
2001 Presidential Early Career Award for Scientists and Engineers in 2001 from the 

President of the United State of America (The highest honor for young scientists 
and engineers)

2001 DOE Office of Science’s 2001 Early Career Award for Scientists and Engineers.
2001 Significant Event Award, Oak Ridge National Laboratory
2001 Research Accomplishment Award, Oak Ridge National Laboratory
2001 Superior Performance Award, Oak Ridge National Laboratory
2001 Environmental Sciences Division Distinguished Scientific Achievement Award, 

Oak Ridge National Laboratory
2000 Superior Performance Award, Oak Ridge National Laboratory
2000-present Guest Professor, Zhejiang University, Hangzhou, China
1999 Superior Performance Award, Oak Ridge National Laboratory
1999 Most Valuable Player Award, Oak Ridge National Laboratory
1998 Superior Performance Award, Oak Ridge National Laboratory
1998-present Guest Professor, Eco-Environmental Research Center, Chinese Academy of 

Sciences, Beijing, China
1998 Guest Professor, Northeastern Forestry University, Harbin, China
1998 Research Accomplishment Award, Oak Ridge National Laboratory
1997-present Guest Professor, Hunan Agricultural University, Changsha, China
1996 Alexander Hollaender Distinguished Postdoctoral Fellow
1993 First prize from Hunan Science and Technology Committee for the project of 

integrated pest management of rice, Co-PI
1988 Distinguished Young Scientist Fellowship from Chinese Academy of Sciences 
1987 Excellent scientific paper award from the Science and Technology Association of 

Hunan Province 
1979 Excellent Student Award from Hunan Agricultural University

INIVTED SEMINARS

2011 “GeoChip-Based Metagenomics Insights Of Microbial Communities In Response To 
BP Oil Spill”. Invited talk at University of Arkansas at Pine Bluff, Pine Bluff, AR, 
Feburary 22, 2011.

2011 “GeoChip-based Metagenomics Technologies for Monitoring Carbon Cycling 
Processes”. Invited talk at ASLO (American Society of Liminology and 
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Oceanography) Emerging Issues Workshop and The 2nd Meeting of SCOR 
(Scientific Committee for Oceanic Research, International Council for Science) 
WG134, San Juan, Puerto Rico, February 18-21, 2011.

2011 “Metagenomic Analysis of the Feedback Responses of Soil Microbial Communities 
to Elevated CO2”, Inivted talk at Microbial Genome Sequencing and Microbial 
Observatories Programs Awardee Workshop, Plant & Animal Genome XIX, San 
Diego, CA, January 15-19, 2011.

2010 “High Throughput Metagenomics Technologies for Biogeosciences”, Invited talk at 
China University of Geosciences, Beijing, China, December 23, 2010.

2010 “Systems Microbiology: From Genomes to Ecosystems”, Invited talk at Shandong 
University, Jinnan, China, December 13, 2010.

2010 “From Community Structure to Functions: GeoChip Development and 
Applications”. Talk at Soils Metagenomics, Braunschweig, Germany, December 8-
11, 2010

2010 “Metagenomics Insights of The Effects of Long-term Fertilization on Microbial 
Community Functional Structure”. Invited talk at Argonne Soils Metagenomics 
Workshop, Argonne, IL, October  7, 2010

2010 “Recent Advances in Microbial Metagenomics”, Invited talk at Central South 
University, Changsha, September  28, 2010.

2010 “High Throughput Metagenomics Technologies for Microbial Community 
Analysis”, Invited plenary talk at Microbial Metagenomics Workshop, Yonsei 
University, Seoul, South Korea, September  27, 2010.

2010 “Applications of Metagenomics Technologies to Environmental Sciences and 
Engineering”. Invited talk at Academic Salon on Environmental Sciences and 
Engineering, Tsinghua Univ, Beijing, September  25, 2010.

2010 “Microbial Mediation of Carbon Cycle Feedbacks to Climate Change”. Invited 
plenary talk at China-US 2010 Joint Symposium: “Energy, Ecosystem, and 
Environmental  Change (E3C), Beijing, September  22-24, 2010.

2010 “Rapid Genome Evolution and Adaptation to Salt Selection”. The 18th International 
Conference on Microbial Genomes. Lake Arrowhead, CA, September 12-16, 2010.

2010 “GeoChip and BP Oil Spill”. Departmental Seminar, Department of Botany and 
Microbiology, University of Oklahoma, Norman, OK. September 9, 2010.

2010 “Systems Microbiology: From Genomes to Ecosystems”, Invited talk at Washington 
State University, Pullman, WA, August 25, 2010.

2010 “Promoting collaboration between American Society of Microbiology and Chinese 
Society of Microbiology”. Ambassador Meeting for International Symposium on 
Microbial Ecology, Seattle, WA, August 23, 2010 

2010 “Linking community structure to functions: Approaches, Problems Challenges, and 
Strategies”. Roundtable talk at The 13th International Symposium on Microbial 
Ecology, Seattle, WA, August 23, 2010.

2010 “Microbial Mediation of Carbon Cycle Feedbacks to Climate Warming”. Invited talk 
at The 13th International Symposium on Microbial Ecology, Seattle, WA, August 
23, 2010.

2010 “Applications of Metagenomics Technologies to Environmental Sciences and 
Engineering”. Invited keynote talk at Workshop on Key Issues in Environmental 
Sciences, Harbin, China, August 16-17, 2010.

2010 “Metagenomic Insights of microbial Communities in Response to Climate Change”. 
Invited keynote talk at 2010 Annual Meeting on Microbial Ecology, Harbin, China, 
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August 12-13, 2010.
2010 “Systems Microbiology: From Genomes to Ecosystems”. Invited talk at South 

China Sea Institute of Oceanography (SCSIO), Guangzhou, China, July 8, 2010.
2010 “GeoChip: A High Throughput Metagenomics Technology for Characterizing 

Microbial Functional Community Structure”. Invited talk at Guangdong Institute of 
Microbiology, Guangzhou, China, July 8, 2010.

2010 “Systems Microbiology: From Genomes to Ecosystems”. Invited talk at Zhongshan 
University, Guangzhou, China, July 7, 2010

2010 “Rapid Genome Evolution and Adaptation to Salt Stress”. Invited talk at Halophiles 
2010, 9th International Conference on Halophilic Microorganisms, Beijing, China, 
June 29-July 3, 2010

2010 “GeoChip: A High Throughput Metagenomics Technology for Characterizing 
Microbial Functional Community Structure”. Invited talk at Deep Sea Research and 
Earth Systems Science Symposium, Tonji University, Shanghai, June 29, 2010.

2010 “Genomic Insights of Bacterial Stress Responses” Invited talk at Harbin Institute of 
Technology, Harbin, China, June 4, 2010.

2010 “High Throughput Metagenomics Technologies for Microbial Community 
Analysis”, Invited talk at Harbin Institute of Technology, Harbin, China, June 4, 
2010.

2010 “Stress Responses: From Genomes to Ecosystems”, Invited talk at The 110th 

General Meeting of American Society for Microbiology, Division N Talk, San 
Diego, CA,  May 24, 2010

2010 “GeoChip: High Throughput Metagenomics Technologies for BioGeosciences”, 
Invited talk at Workshop: US-China Collaborative Research on Geomicrobiological 
Processes in Extreme Environments, Penn State University, May 18-23, 2010.

2010 “High Throughput Metagenomics Technologies for Microbial Community 
Analysis”, Invited talk at Chinese Academy of Agricultural Sciences, Beijing, China, 
April  12, 2010.

2010 “High Throughput Metagenomics Technologies for Microbial Community 
Analysis”, Invited talk at Institute of Microbiology, Chinese Academy of Sciences, 
Beijing, China, April 7, 2010.

2010 “High Throughput Metagenomics Technologies for Microbial Community 
Analysis”, Invited talk at Tsinghua University, Beijing, China, April  8, 2010.

2010 “High Throughput Metagenomics Technologies for Microbial Community 
Analysis”, Invited talk at Institute of Microbiology, Chinese Academy of Sciences, 
Beijing, China, April  7, 2010.

2010 “Systems Microbiology: From Genomes to Ecosystems”, Invited talk at Zhejiang 
University, Institute of Microbiology, Hangzhou,  China, April  6, 2010.

2010 “Systems Microbiology: From Genomes to Ecosystems”, Invited talk at Zhejiang 
University, Medical School, Hangzhou,  China, April  6, 2010.

2010 “Systems Microbiology: From Genomes to Ecosystems”, Invited talk at Xiamen 
Institute of Urban Environment, Chinese Academy of Sciences, Xiamen, China, 
April 2, 2010.

2010 “High Throughput Metagenomics Technology for Microbial Community Analysis”, 
Invited talk at Xiamen University, Xiamen, China, April  2, 2010.

2010 “GeoChip-based Analysis of Community Structure in Microbial Electrohydrolysis 
Cell”, Invited talk at American Chemical Society (ACS) Annual Meeting, San 
Francisco,  CA, March  21, 2010
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2010 “Systems Microbiology: From Genomes to Ecosystems”, Invited talk at 
Northwestern University, Evanston, IL, January 22, 2010.

2010 “Metagenomic Analysis of the Feedback Responses of Soil Microbial Communities 
to Elevated CO2”, Inivted talk at Microbial Genome Sequencing and Microbial 
Observatories Programs Awardee Workshop, Plant & Animal Genome XVIII, San 
Diego, CA, January 8-13, 2010.

2009 “Metagenomic Analysis of the Feedback Responses of Soil Microbial Communities 
to Elevated CO2”, Invited talk at ASA-CSSA-SSSA, 2009 International Annual 
Meetings,  Pittsburgh, PA, November  1-5, 2009

2009 “Spatial Scaling of Microbial Functional Gene Diversity Across Different Soil 
Ecosystems”, Invited talk at Soil Metagenomics Workshop, Argonne, October 26, 
2009

2009 “Metagenomic Analysis of the Feedback Responses of Soil Microbial Communities 
to Elevated CO2”, Invited talk at DIVERSITAS, Cape Town, South Africa, 
October 13-17, 2009

2009 “Comparative Genomics of Ethanol-Producing Clostridia”, Invited talk at 17th 

Annual Microbial Genomics Conference, Rocky Gap State Park, Cumberland, MD, 
October 11-15, 2009

2009 “GeoChip: Current Development, Challenges, and Applications”, Invited talk in the 
Monsoon Asia Agro-Environmental Research Consortium (MARCO): Toward 
International Research Collaboration, Workshop on Metagenomic approach on 
the rhizosphere soil microbiome. Tsukuba, Japan, October 4-8, 2009

2009 “Systems Microbiology: From Genomes to Ecosystems”, Invited talk at Xiamen 
University, Xiamen, August 17, 2009.

2009 “Random Matrix Theory-based Network Analysis for Microbial Ecology”. Invited 
talk at European Molecular Biology Organization, World Practical Course, 
Computational Biology: From (meta)genomes to phenotype and environment, 
Shanghai Jiaotong University, Shanghai, August  16, 2009

2009 Systems Microbiology: From Genomes to Ecosystems”, Invited talk at Shanghai 
Institute of Plant Physiology and Ecology, Shanghai, August 14, 2009.

2009 “Systems Microbiology: From Genomes to Ecosystems”, Invited talk at Nanjing 
Agricultural University, Nanjing, August 13, 2009.

2009 “Linking Community Structure to Functions: GeoChip Development, Challenges, 
and Applications”, Invited talk at Nanjing Institute of Soil Science, Nanjing Institute 
of Geography and Limnology, Chinese Academy of Science, Nanjing, August 12, 
2009.

2009 “GeoChip: A High Throughput Genomics Technology For Characterizing Microbial 
Functional Community Structure”, Invited talk  at American Phytopathological 
Society (APS) - Annual Meeting 2009, Portland, OR,  August 3, 2009.

2009 “Genomics and Bioenergy”. Invited talk  at 2009 International Conference for 
Bioeconomy (BioEco 2009), Tianjin, China, June 25-28, 2009

2009 “GeoChip: A High Throughput Genomics Technology for Characterizing Microbial 
Functional Community Structure”. The 2nd International Symposium on Applied 
Microbiology and Molecular Biology in Oil Systems (ISMOS-2), Aarhus, Denmark, 
June 17-19, 2009.

2009 “Metagenomic analysis of the feedback responses of soil microbial communities to 
elevated CO2”, The 10th International Symposium on Bacterial Genetics and 
Ecology (Bageco-10), Uppsala, Sweden, June 15-19, 2009. 
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2009 “Key issues in soil metagenomics”. TerraGenome Workshop, Uppsala, Sweden, 
June 14-15, 2009.

2009 “Key issues in soil metagenomics”. TerraGenome Workshop, Uppsala, Sweden, 
June 14-15, 2009.

2009 “GeoChip as a high throughput tool to analyze microbial communities”. Invited 
Seminar in International Organization for Biological Control (IOBC) Workshop on 
Multitrophic Interactions in Soil. Uppsala, Sweden, June 10-13, 2009.

2009 “GeoChip: A High Throughput Metagenomics Tool for Functional Microbial 
Ecology”. Invited Seminar, Eco-Environmental Research Center, Chinese Academy 
of Sciences, Beijing, May 27, 2009.

2009 “GeoChip: A High Throughput Metagenomics Tool for Functional Microbial 
Ecology”. Invited Seminar, International Ecopolis Forum, Huaibei, China, May 23-
26, 2009.

2009 “Linking Community Structure to Functions: GeoChip Development and 
Applications”, The 109th  General Meeting of American Society for Microbiology, 
Philadelphia, PA, May 17−21, 2009.

2009 “GeoChip: Current Development, Challenges, and Applications”. Invited Seminar, 
University of Toronto, Toronto, Canada. May 13-14, 2009.

2009 “Genomics of Cellulose-Degrading and Ethanol-Producing Bacteria”, Invited talk at 
Oklahoma NSF EPSCoR Annual State Conference, Oklahoma City, OK, March 31, 
2009.

2009 “Systems Microbiology: From Genomes to Ecosystems”, Invited Seminar, 
University of Texas, Arlington, TX, March 12-14, 2009.

2009 “Microbial Systems Biology”, Invited Departmental Seminar, Department of 
Mathematics, University of Oklahoma, Norman, OK, February 17, 2009.

2009 “Systems Microbiology: From Genomes to Ecosystems”, Invited Seminar, Louisiana 
State University, Baton Rouge, LO, February 13, 2009.

2009 “Microbial Functional Genomics, Genomic Technologies and Environmental 
Applications”, Invited talk at National University of Singapore, Singapore, January 
22, 2009.

2009 “Microbial Functional Genomics, Genomic Technologies and Environmental 
Applications”, Invited talk at Nanyang Technical University, Singapore, January 21, 
2009.

2009 “GeoChip: A High Throughput Genomics Technology for Characterizing Microbial 
Functional Community Structure”, ISME-IWA Colloquium on The Engineering of 
Microbial Communities, Singapore, January 18-21, 2009.

2009 “Genomics of ethanol-producing microorganisms”, NSF EPSCoR Workshop, 
Oklahoma City, OK, January 12, 2009.

2008 “GeoChip: A High Throughput Genomics Technology for Characterizing Microbial 
Functional Community Structure”, American GeoPhysical Union (AGU) Meeting, 
San Francisco, December 18, 2008.

2008 “Systems Microbiology: From Genomes to Ecosystems”, Invited Departmental 
Seminar, Michigan State University, East Lansing, MI, November 24-26, 2008.

2008 “Target Sequencing Microbial Genes of Interest”, Workshop on the Complete 
Metagenome Sequencing of a Reference Soil, Lyon, France, December 13-14, 2008

2008 “GeoChip: A High Throughput Genomics Technology for Characterizing Microbial 
Functional Community Structure”. Joint Bioenergy Institute (JBEI), Berkeley, CA, 
November 14, 2008.
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2008 “GeoChip: A High Throughput Genomics Technology for Characterizing Microbial 
Functional Community Structure”. Invited talk at Tsinghua University, Beijing, 
China, November 13, 2008.

2008 “Systems Microbiology: From Genomes to Ecosystems”, Invited talk at China 
Agricultural University, Beijing, China, November 13, 2008.

2008 “Random Matrix Theory-based Network Identification”. Invited talk  at Qingdao 
Institute of Biomass Energy and Bioprocessing Technology (QIBEBT), Chinese 
Academy of Sciences, Qiangdao, Shandong, China, November 11, 2008

2008 “Genomics and Bioenergy”. Invited talk at Annual Meeting on Microbial Ecology, 
Ecological Society of China, Changsha, China, November 10, 2008. 

2008 “GeoChip: Recent Development, and its Applications to Global Change Biology”, 
Invited talk at ASM-CSM (Chinese Society of Microbiology) Joint Workshop on 
Environmental Microbiology and Bioenergy, Haikou, China, November 8, 2008.

2008 “Issues related to Long-Term Microbial Sampling and Analysis”. Invited talk at
 “Curation of Biological Specimens, Physical Samples and Associated Data”. 
NMNH (National Museum of Natural History)-NSF NEON Workshop, 
Smithsonian Institution, Washington, DC, October 19-22, 2008.

2008 “GeoChip: Recent Development, and its Applications to Bioenergy and 
Sustainability”.  Invited talk at  the joint annual meeting of Geological Society of 
America (GSA)-Soil Science Society of America (SSSA)-American Society of 
Agronomy (ASA)-Crop Society of America (CSSA), Houston, TX, October 5-9, 
2008. 

2008 “Systems Microbiology: From Genomes to Ecosystems”, Washington University at 
St. Louis, St. Louis, MO, October 3, 2008.

2008 “Genomics-Enabled Microbial Biogeography”.  The 4th SCOPE (The Scientific 
Committee on Problems of the Environment, International Council of Scientific 
Union) Workshop on Microbial Environmental Genomics, Changsha, P.R. China, 
September 20-24, 2008.

2008 “Random Matrix Theory-based Network Identification”.  The 4th SCOPE (The 
Scientific Committee on Problems of the Environment, International Council of 
Scientific Union) Workshop on Microbial Environmental Genomics, Changsha, P.R. 
China, September 20-24, 2008.

2008 “GeoChip: Recent Advances and Applications”.  The 4th SCOPE (The Scientific 
Committee on Problems of the Environment, International Council of Scientific 
Union) Workshop on Microbial Environmental Genomics, Changsha, P.R. China, 
September 20-24, 2008.

2008 “Metagenomics Insights of the Feedback Responses of a Grassland Ecosystem to 
Elevated Atmospheric CO2”. The 16th International Conference on Microbial 
Genomes. Lake Arrowhead, CA, September 14-18, 2008.

2008 “GeoChip: A high throughput genomics technology for linking microbial community 
structure to functions”, Invited talk at the Roundtable session, Emerging 
Ecogenomic Methods: Is one better?, The 12th International Symposium on 
Microbial Ecology, Cairns, Australia, August 17-22, 2008.

2008 “Microbial  Systems  Biology”, Invited  Talk   at  The  University  of  Memphis, 
Memphis, TN,  July  3, 2008

2008 “GeoChip: Current Development, Challenges, and Applications”, Invited talk at 
Biocorrosion Workshop, Norman, OK, June 24-25, 2008.

2008 “Genomics and Bioenergy”, Invited Talk  at National Center for Agricultural Utilization 
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Research (NCAUR),  Peoria, IL, June  24, 2008
2008 “GeoChip: Current Development, Challenges, and Applications”, Invited talk at the US-

EC Workshop on Metabolomics and Environmental Biotechnology,  Palma de Mallorca, 
Spain, June 16-17, 2008.

2008 “GeoChip: Recent Development, and its Applications to Marine Environments”, 
Invited talk at the Academy colloquium: "Assessing marine microbial diversity: 
problems and solutions”, the Royal Netherlands Academy of Arts and Sciences, 
Amsterdam, Netherlands, May 26-30, 2008

2008 “Genomics and Bioenergy”, Talk  at Oklahoma Bioenergy Center, Norman, 
Oklahoma, April 23, 2008

2008 “Genomics and Bioenergy”, Invited talk  at China Summit on Industrial 
Biotechnology Development ● 2008, Tianjin, China, April 18-19, 2008

2008 “Microbial Functional Genomics, Genomic Technologies and Environmental 
Applications”, Invited talk  at Tianjin University, Tianjin, China, April 17, 2008

2008 “Microbial Functional Genomics, Genomic Technologies and Environmental 
Applications”, Invited talk  at Qingdao Institute of Biomass Energy and 
Bioprocessing Technology (QIBEBT), Chinese Academy of Sciences, Qiangdao, 
Shandong, China, April 16, 2008

2008 “From Community Structure to Functions: GeoChip Development and Its 
Applications to Bioremediation”, Invited talk at DOE ERSP Annual PI Meeting, 
Lansdowne, VA, April 7-9, 2008.

2008 “Genomics of Ethanol-Producing Bacteria”, Invited talk at Oklahoma NSF EPSCoR 
Annual State Conference, March 7, 2008.

2008 “Microbial Functional Genomics, Genomic Technologies and Environmental 
Applications”, Invited talk  at University of California, Davis, CA, March 2-4, 2008

2008 “GeoChip: Current status, challenges and future perspectives”, Invited talk at  NSF 
Workshop, Integrating NEON with Microbial Biology, Baton Rouge, Louisiana, 
February 14-16, 2008

2007 “Most recent development in metagenomics”, Invited talk at Tsinghua University, 
Beijing, China, December 19, 2007

2007 “Microbial Functional Genomics, Genomic Technologies and Environmental 
Applications”, Invited talk  at Peking University, Beijing, China, December 19, 2007

2007 “Microbial ecology in current genome era”, Invited talk at Annual Meeting on 
Microbial Ecology, Ecological Society of China, Henan, China, December 16-18, 
2007.

2007 “Metagenomics: Current Status, Challenges, and Future Perspectives”, Invited talk 
at Central South University, Changsha, China, December 14, 2007

2007 “Metagenomics: Current Status, Challenges, and Future Perspectives”, Invited talk 
at Harbin Institute of Technology, Harbin, China, December 12, 2007

2007 “GeoChip: Current Development, Challenges, and Applications”, Invited talk at 
Harbin Institute of Technology, Harbin, China, December 11, 2007

2007 “Systems Genome Biology: Current Status, Challenges and Future Perspectives”, 
Invited talk at Harbin Institute of Technology, Harbin, China, December 10, 2007

2007 “Molecular Microbial Ecology”, Invited talk at Harbin Institute of Technology, 
Harbin, China, December 9, 2007

2007 “Linking Community Structure To Functions: GeoChip-based Analysis Of Microbial 
Communities In Uranium Bioremediation And Hydrogen Production”, Invited talk 
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at The 3rd SCOPE Meeting on Microbial Environmental Genomics,  Lyon, France, 
November 29-December 2, 2007

2007 “GeoChips: A comprehensive arrays for studying various biogeochemical, 
ecological and environmental processes”, University of Minnesota, St Paul, MN 
November 19-20, 2007 

2007 “Microbial Functional Genomics, Genomic Technologies and Environmental 
Applications”, Invited talk  at Oklahoma State University, Stillwater, OK, 
November 12, 2007

2007 “Microbial Functional Genomics, Genomic Technologies and Environmental 
Applications”, Invited talk  at Montana State University, Bozeman, MT, November 
1-2, 2007

2007 “Genomics and Ecology: Challenges and future perspectives”, Invited talk  at  NSF 
Workshop: Data-Model Assimilation in Ecology: Techniques and Applications, 
Norman, Oklahoma, October 22-24, 2007

2007 “Microbial Functional Genomics, Genomic Technologies and Environmental 
Applications”, Invited talk at University of Southern California, Los Angelis, CA, 
October 17-20, 2007.

2007 “Genomics of ethanol-producing bacteria”, The 2nd  Annual Grow: Oklahoma 
Biofuels Conference, October 15-17, 2007

2007 “GeoChips: A comprehensive arrays for studying various biogeochemical, 
ecological and environmental processes”, Invited talk, The 15th International 
Conference on Microbial Genomes, College Park, MA, September 16-20, 2007 

2007 “Recent updates of GeoChips for environmental applications”, Invited talk  at 
Rothamsted Experimental Station, Harpenden, UK,  September 7, 2007

2007 “GeoChips: A comprehensive arrays for studying various biogeochemical, 
ecological and environmental processes”, Invited talk, 161st Meeting, Society for 
General Microbiology, University of Edinburgh, Edinburgh, UK, September 3-6, 
2007 

2007 “Applications of Genomics to Ecology and Bioenergy”, Invited talk at Institute of 
Botany, Chinese Academy of Sciences, Beijing, China, July 30, 2007

2007 “Microbial Functional Genomics, Genomic Technologies and Environmental 
Applications”, Invited talk  at  The University of Sciences and Technology of China, 
Anfei, Hefei, China, July 23, 2007

2007 “Ecosystem Genomics: Current Status, Challenges and Future Perspectives”, Invited 
talk at Shanghai Institute of Plant Physiology and Ecology, Shanghai, China, July 
19, 2007.

2007 “GeoChip development and its applications”, Invited talk at Shanghai Institute of 
Plant Physiology and Ecology, Shanghai, China, July 19, 2007

2007 “Systems Genome Biology: Current Status, Challenges and Future Perspectives”, 
Invited talk at The Third Institute of Oceanography, Xiamen, China, July 13, 2007

2007 “Genomics and Bioenergy”, Invited talk at Hunan Agricultural University, 
Changsha, China, July 17, 2007

2007 “Genomics and Bioenergy”, Invited talk at The Third Institute of Oceanography, 
Xiamen, China, July 13, 2007

2007 “Ecosystem Genomics: Current Status, Challenges and Future Perspectives”, Invited 
talk at The Third Institute of Oceanography, Xiamen, China, July 13, 2007

2007 “Systems Genome Biology: Current Status, Challenges and Future Perspectives”, 
Invited talk at The Third Institute of Oceanography, Xiamen, China, July 13, 2007
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2007 “Microbial Functional Genomics, Genomic Technologies and Environmental 
Applications”, Invited talk  at Yunnan University, Kuming, Yunnan, China, July 9, 
2007

2007 “Community Genomics: Current Status, Challenges and Future Perspectives”, 
Invited talk at Tsinghua University, Beijing, China, July 5, 2007

2007 “Genomics and Bioenergy”, Invited talk at Institute of Microbiology, Chinese 
Academy of Sciences, Beijing, China, July 4, 2007

2007 “Ecosystem Genomics: Current Status, Challenges and Future Perspectives”, Invited 
talk at Institute of Microbiology, Chinese Academy of Sciences, Beijing, China, July 
4, 2007

2007 “Systems Genome Biology: Current Status, Challenges and Future Perspectives”, 
Invited talk at Institute of Microbiology, Chinese Academy of Sciences, Beijing, 
China, July 4, 2007

2007 “Microbial Functional Genomics: Current Status, Challenges and Future 
Perspectives”, Invited talk at Tsinghua University, Beijing, China, July 3, 2007

2007 “Applications of Functional Gene Arrays for Environmental Studies”, Invited talk at 
Tsinghua University, Beijing, China, July 3, 2007

2007 “Development of Functional Gene Arrays for Microbial Community Analysis”, 
Invited talk at Tsinghua University, Beijing, China, July 2, 2007

2007 “Molecular Microbial Ecology”, Invited talk at Tsinghua University, Beijing, China, 
July 2, 2007

2007 “Microbial Functional Genomics, Genomic Technologies and Environmental 
Applications”, Invited talk  at 2007 International Conference for Bioeconomy, 
Tianjin, China, June 27, 2007

2007 “Microbial Functional Genomics, Genomic Technologies and Environmental 
Applications”, Invited talk  at East China Normal University, Shanghai, June 25, 
2007

2007 “GeoChip: Development and Applications for Microbial Community Analysis”, 
Conferences Jacques-Monod: Environmental Genomics: from individual genomes to 
genomes of complex communities, Roscoff, France, June 11, 2007

2007 “Genomics-enabled Microbial Ecology: Current Status, Challenges and Future 
Perspectives”, Central South University, May 29, 2007.

2007 “Microbial Ecology at Genome Era: Current Status, Challenges and Future 
Perspectives” Keynote talk  at The 3rd International Ecosummit, Beijing, May 26, 
2007

2007 “Microbial Functional Genomics, Genomic Technologies and Environmental 
Applications”, Invited talk  at Auburn University, Auburn, AL, May 1, 2007

2007 “Genomics of ethanol-producing bacteria”, The 29th  Symposium on Biotechnology 
for Fuels and Chemicals, Denver, Co, April 29, 2007

2007 “Functional Gene Arrays: Current Status, Challenges and Future”, University of 
Oklahoma, April 4, 2007

2007 “Genomics of ethanol-producing bacteria”, The First Annual Oklahoma Biofuels 
Symposium, Ponca City, OK, March 10, 2007

2007 “Microbial Functional Genomics, Genomic Technologies and Environmental 
Applications”. Robert M. and Mary Haythornthwaite Distinguished Lecture, 
College of Engineering, Temple University, Philadelphia, PA, February 23, 2007.

2006 “Microbial Functional Genomics, Genomic Technologies and Environmental 
Applications”. Invited talked, Genomcs Division, Los Alamos National Laboratory, 
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Los Alamos, November 7, 2006.
2006 “Microbial Functional Genomics, Genomic Technologies and Environmental 

Applications”. Invited talked, Department of Genetics and Biochemistry, Clemson 
University, Clemson, SC. October 27, 2006.

2006 “Microbial Functional Genomics, Genomic Technologies and Environmental 
Applications”. Lawrence Berkeley National Laboratory, Berkeley, CA. September 
29, 2006.

2006 “Development and Application of Functional Gene Arrays for Assessing Microbial 
Community Structure and Functions in Natural Settings”, Department of 
Environmental Sciences, Policy and Management, University of California, 
Berkeley, CA. September 28, 2006.

2006 “Genomics of ethanol-producing bacteria”. The 14th International Conference on 
Microbial Genomes. Lake Arrowhead, CA, September 24-28, 2006.

2006 “Functional Gene Arrays: Current Status, Challenges and Future”. The 4th Okazaki 
Biology Conference, Okazaki, Japan, September 10-15, 2006.

2006 “Development and Applications of Functional Gene Arrays to Understanding 
Microbial Diversity, Distribution and Dynamics in Groundwaters, Soils and Marine 
Sediments”, Invited talk  at Rothamsted Experimental Station, Harpenden, UK, 
August 25, 2006

2006 “Development and Application of Functional Gene Arrays for Assessing Microbial 
Community Structure and Functions in Natural Settings”, Invited talk at The 11th 

International Symposium on Microbial Ecology, Vienna, Austria, August 20-25, 
2006

2006 “Functional Gene Arrays: Current Status, Challenges and Future”, Invited talk  at 
Central South  University, Changsha, China, August 19, 2006

2006 “Microbial Genomics, Genomic Technologies and Environmental Applications”, 
Keynote speech  at The 9th National Symposium on Environmental Microbiology, 
Hangzhou, China, August 15, 2006

2006 “Microbial Genomics, Genomic Technologies and Environmental Applications”, 
Invited talk  at Institute of Microbiology, Chinese Academy of Sciences, Beijing, 
China, August 7, 2006

2006 “Functional Gene Arrays: Current Status, Challenges and Future”, Invited talk  at 
Tsinghua University, Beijing, China, August 7, 2006

2006 “Microbial Genomics, Genomic Technologies and Environmental Applications”, 
Invited talk  at Zhejiang University, Hangzhou, China, August 4, 2006

2006 “Microbial Genomics, Genomic Technologies and Environmental Applications”, 
Invited talk  at Shanghai Jiaotong University, Shanghai, China, August 2, 2006

2006 “Challenges and Trends in Contemporary Microbial Ecology”, Keynote speech at 
2006 Annual Symposium of Chinese Society of Ecology, August 3, 2006.

2006 “GeoChip: A Comprehensive Microarrays for Studying Geochemical, Ecological 
and Environmental Processes”, Distinguished seminar at the Institute of Applied 
Ecology, Chinese Academy of Sciences, Shenyang, China, July 31, 2006.

2006 “Development and Application for Understanding Spatial Variation in Soil Microbial 
Communities”, Keynote speech at the 18th World Congress of Soil Science, 
Philadelphia, PA, July 10-14, 2006.

2006 “Functional Gene Arrays for Environmental Studies: Current Status, Challenges and 
Future”, Keynote speech at the International Symposium on Environmental 
Biotechnology, Leipzig, Germany, July 10-13, 2006.
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2006 “Challenges in Metagenomics and Microarray-based Functional Analysis of 
Microbial Communities at Contaminated Sites”. The ERSP PI Meeting, 
Environmental Remediation Science Program, Warrenton, VA, April 3, 2006.

2006 “Development and Use of Integrated Microarray-Based Genomic Technologies for 
Monitoring Microbial Community Dynamics in groundwaters and marine 
sediments”, Keynote speech at the 6th International Symposium on Global 
Renaissance by Green Energy Revolution, The 21st Century COE (Center of 
Excellence) Program, Nagaoka, Japan, January 26-28, 2006. 

2005 “Microbial Genomics, Genomic Technologies and Environmental Applications”, 
Keynote talk at the 2nd International Symposium on Environmental Chemistry and 
Toxicology, Hong Kong, December 26-29, 2005.  

2005 “Physiological and Genomic   Diversity of Thermophilic Iron-Reducing Bacteria 
from the Deep Subsurface” The 8th International Thermophiles Conference - From 
Evolution to Revolution, Gold Coast, Queensland, Australia, September 18-22, 
2005.

2005 “Microbial community diversity at the NABIR Field Research Center, Oak Ridge, 
TN”, The 13th International Conference on Microbial Genomes, Madison, WI, 
September 11−15, 2005.

2005 “Use of  Microarray-based Genomic Technologies for Assessing Microbial 
Community Composition and Dynamics in Contaminated Groundwater” The Joint 
International Symposia for Subsurface Microbiology (ISSM 2005) and 
Environmental Biogeochemistry (ISEB XVII), Jackson Hole, Wyoming; August 14-
19, 2005.

2005 “Application of Microarrays to Microbial Community Analysis”, Eco-Environmental 
Research Center, Chinese Academy of Sciences, Beijing, China, July 7, 2005.  

2005 “Genomic Technologies, And Their Applications”, Institute of Zoology, Chinese 
Academy of Sciences, Beijing, China, July 7, 2005.  

2005 “Microbial Functional Genomics, Genomic Technologies and Environmental 
Applications”, China Agricultural University, Beijing, China, July 6, 2005.  

2005 “Application of Microarrays to Microbial Community Analysis”, Tsinghua 
University, Beijing, China, July 4, 2005.  

2005 “Microbial Functional Genomics, Genomic Technologies and Environmental 
Applications”, Hunan Normal University, Changsha, China, June 30, 2005.  

2005 “Microbial Functional Genomics, Genomic Technologies and Environmental 
Applications”, Hunan Agricultural University, Changsha, China, June 29, 2005.  

2005 “Microbial Functional Genomics, Genomic Technologies and Environmental 
Applications”, Northwestern University, Xian, China, June 24, 2005.  

2005 “Microbial Functional Genomics, Genomic Technologies and Environmental 
Applications”, Chinese Academy of Sciences, Beijing, China. Special keynote talk at 
Chinese Academy of Sciences under the special seminar series, "Sciences and 
China", sponsored by Chinese Academy of Sciences, National Academy of Sciences, 
National Academy of Engineering, Ministry of Science and Technology, Ministry of 
Education, and Chinese Association of Sciences and Technologies. June 21, 2005.  

2005 “Microbial Functional Genomics, Genomic Technologies and Environmental 
Applications”, Central South University, Changsha, China, June 21, 2005.  

2005 “Microbial Functional Genomics, Genomic Technologies and Environmental 
Applications”, Medical School, Zhejiang University, Hangzhou, China, June 17, 
2005.  
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2005 “Using functional gene arrays to assess microbial community diversity in marine 
sediments from Gulf of Mexico,” The 2nd International Workshop on Microbial 
Environmental Genomics, Shanghai, China, June 11−16, 2005.

2005 “Functional gene arrays: current status, challenges and future,” The 105th General 
Meeting of American Society for Microbiology, Atlanta, GA, June 4 − June 9, 2005.

2005 “Microarrays-based functional analysis of stress responses”. The 5th Annual 
Northwestern Gene Expression Conference, University of Washington, Seattle, May 
25-27, WA, 2005. 

2005 “Microarrays-based functional analysis of stress responses”. Departmental Seminar, 
Plant Science, University of Tennessee at Knoxville, Knoxville, TN, April 28, 2005.

2005 “Development and application of integrated genomic technology for microbial 
community analysis”. The 8th Annual PI Meeting, Natural and Accelerated 
Bioremediation Program (NABIR), Warrenton, VA, April 17−20, 2005.

2005 “Microarrays-based Genomic Technologies for Environmental and Microbial 
Community Analysis”, New England BioLabs, Beverly, MA, March 23-24, 2005.  

2005 “Microbial Functional Genomics, Genomic Technologies and Environmental 
Applications”, Medical School, Southern Illinois University, Springfield, IL, March 
10-12, 2005.  

2005 “Novel Random Matrix Theory-Based Approach for Identifying  Gene  Interaction 
Network”, Departmental Seminar, Department of Mathematics, University of 
Tennessee at Knoxville, Knoxville, TN, February 21, 2005.  

2004 “Microbial Functional Genomics, Genomic Technologies and Environmental 
Applications”, Departmental Seminar, Environmental and Civil Engineering, 
Stanford University, Stanford, December 15, 2004.  

2004 “Microbial Functional Genomics, Genomic Technologies and Environmental 
Applications”, Departmental Seminar, Environmental and Civil Engineering, 
University of Tennessee at Knoxville, Knoxville, TN, November 3, 2004.  

2004 “Application of Functional Gene Arrays for Analyzing Community Structure at 
NABIR Field Research Center”.  DOE Natural and Accelerated Bioremediation 
Program (NABIR) Workshop, Oak Ridge, TN, October 18-19, 2004.

2004 “Microarray-Based Genomic Technologies for Microbial Community Analysis”. 
Great Lakes and Central States Ecological Observatory (GLACEO) Workshop on 
Building a Regional Ecological Observatory: Sensors, Tools, and Networking, 
University of Michigan Biological Station, Pellston, MI, October 15-17, 2004.

2004 “Novel random matrix theory-based approach for identifying modular network”, 
The 12th International Conference on Microbial Genomes, Lake Arrowhead, CA, 
September 26−30, 2004.

2004 “Microbial Functional Genomics, Genomic Technologies and Environmental 
Applications”, Argonne National Lab, September 20, 2004  

2004 “Microbial Functional Genomics, Genomic Technologies and Environmental 
Applications”, Brookhaven National Lab, Upton, NY, September 17-18, 2004  

2004 “Microbial Functional Genomics, Genomic Technologies and Environmental 
Applications”, Medical School, University of Alabama at Birmingham, Birmingham, 
AL, September 7-8, 2004  

2004 “Functional gene arrays for environmental studies”, The 10th International 
Symposium on Microbial Ecology, Cancun, Mexico, August 22-27, 2004

2004 “Microarrays-based analysis of stress responses”. The 10th International Symposium 
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on Microbial Ecology, Cancun, Mexico, August 22-27, 2004
2004 “Genomics-based stress responses of meta-reducing bacteria”. Workshop on Stress 

in Metal-Reducing Bacteria: Ecology, Functional Genomics, Bioinformatics at the 
Society of Industrial Microbiology Annual Meeting, Anaheim, CA, July 25-29, 2004

2004 “Microarrays for bacterial detection and community analysis”, National Institute of 
Biological Monitoring and Quarantine,  Beijing, China, September 15, 2004  

2004 “Microbial Functional Genomics, Genomic Technologies and Environmental 
Applications”, Chinese National Sciences Foundation, Beijing, China, September 14, 
2004  

2004 “Microarrays for bacterial detection and microbial community analysis”, Workshop, 
Nucleic Acids-based Technologies, Amplifications Amplified. Cambridge Health 
Tech Institute, McLean, VA, June 21-23, 2004. 

2004 “Functional Genomics of Environmentally Important Model Microorganisms”, The 
South East Structural Genomics Workshop on Frontier in Biology, The University 
of Georgia, Athens, GA, May 20-21, 2004.  

2004 “Microarray-Based Genomic Technologies for Environmental Studies”. The 2nd 

International Workshop in Biochips and Environmental Biosensors, Gwangju, 
Korea, May 1-2, 2004.

2004 “Integrated Functional Analysis Of Environmentally Important Microorganisms”. 
The 5th International Symposium on Advanced Environmental Monitoring, Seoul, 
Korea, April 29-30, 2004.

2004 “Microarray-Based Functional Analysis of the Radiation-Resistant Bacterium, 
Deinococcus radiodurans”. 2004 European Symposium on Environmental 
Biotechnology, Oostende, Belgium, April 27-29, 2004.

2004 “DOE genomics programs”. The 1st International Workshop on Microbial 
Environmental Genomics, Wageningen, The Netherlands, April 18−20, 2004.

2004 “Microarray-Based Genomic Technologies for Environmental Studies”. The 1st 

International Workshop on Microbial Environmental Genomics, Wageningen, The 
Netherlands, April 18−20, 2004.

2004 “Functional Gene Arrays for Studying Microbial Community Structure”. The 7th 

Annual PI Meeting, Natural and Accelerated Bioremediation Program (NABIR), 
Warrenton, VA, March 14−16, 2004.

2004 “Microbial functional genomics, genomic technology and environmental 
applications”, The University of Georgia, Athens, GA, February 10, 2004.  

2004 “Molecular Microbial Ecology And Community Genomics”, Savannah River 
Ecology Laboratory, Aiken, SC, February 12, 2004.  

2004 “Functional genomic analysis of Shewanella oneidensis MR-1”, The University of 
Georgia, Athens, GA, February 11, 2004.  

2004 “Microbial functional genomics, genomic technology and environmental 
applications”, The University of Georgia, Athens, GA, February 10, 2004.  

2004 “Microbial functional genomics, genomic technology and environmental 
applications”, Zhongshan University, Guangzhou, China, January 1, 2004.  

2003 “Microbial functional genomics, genomic technology and environmental 
applications”, Central South University, Changsha, China, December 25, 2003.  

2003 “Microbial functional genomics, genomic technology and environmental 
applications”, Hunan Agricultural University, Changsha, China, December 24, 2003. 

2003 “Future Perspectives of Microbial Ecology: Ecological Genomics Beyond Single 
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Cells”, Eco-Environmental Research Center, Chinese Academy of Sciences, Beijing, 
China, December 24, 2003.  

2003 “Microarray-based functional analysis of environmentally important microorganisms 
and communities”, Tsinghua University, Beijing, China, December 23, 2003.  

2003 “Microarray-based functional analysis of environmentally important microorganisms 
and communities”, Chinese Academy of Forestry Sciences, Beijing, China, 
December 23, 2003.  

2003 “Microbial functional genomics, genomic technology and environmental 
applications”, Keynote speaker, The 5th National Symposium on Microbial Ecology, 
Beijing, China, December 22, 2003.  

2003 “Extremophilic metal-reducing bacteria”, NASA Astrobiology Workshop: Looking 
into the Extremes of Life, American Society for Gravitational and Space Biology 
(ASGSB), Huntsville, AL, November 12-15, 2003.  

2003 “Application microarray-based genomic technology to environmental studies”, 
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Geochimica et Cosmochimica Acta. 65: 2257-2271.
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2001.  Biotransformations  and  biodegradation  in extreme  environments.  P.  549-571.  In 
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(eds. Singh, V. P. and Stapleton, R. D.). Elsevier, London.

214. Gruntzig, V., S. C. Nold, J.-Z. Zhou, and J. M. Tiedje. 2001. Pseudomonas stutzeri nitrite 
reductase  gene  abundance in environmental samples measured  by real-time PCR.  Appl. 
Environ. Microbiol. 67: 760-768.
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environments. Journal of Applied Microbiology 90: 96-105.

216. Zhou, J.-Z. and A. V. Palumbo. 2000. Sequence to function: The 7th Conference on Small 
Genomes. Genetica 108: vii-ix.

217. Tiedje J. M., J. Cho, A. Murray, D. Treves, B. Xia, and J.-Z. Zhou. 2001. Soil Teaming 
with Life:  New Frontiers for Soil Science. p. 393-412. In Sustainable Management of Soil 
Organic Matter (eds, R. M. Rees, B. C. Ball, C. D. Campbell and C. A. Watson), CABI 
International.
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218. Nold, S. C., J.-Z. Zhou,  A. H. Devol, and J. M. Tiedje. 2000. Pacific Northwest marine 
sediments contain-Proteobacterial ammonia oxidizing bacteria. Appl. Environ.  Microbiol. 
66: 4532-4535.

219. Xu, D., Y. Xu, G. Li, and  J.-Z. Zhou. 2000.  A computer program for generating gene-
specific fragments for microarrays. P. 3-4, In Miyano, S., R. Shamir, and T. Takagi (eds), 
Currents  in  Computational  Molecular  Biology,  Universal  Academy Press,  Inc,  Tokyo, 
Japan.

220. Zhou, J.-Z., B. Xia, L.. Wu, R. V. ONeill, A. V. Palumbo, and J. M. Tiedje. 2000. Unusual 
diversity in soil microbial communities.  The  6th Chinese Society of  Ecology.  P.  29-40, 
(Invited)

221. Braker, G.,  J.-Z. Zhou,  L.  Wu, A. H. Devol, and J. M. Tiedje. 2000. Nitrite Reductase 
Genes  (nirK and  nirS)  as  Functional  Markers  to  Investigate  Diversity  of  Denitrifying 
Bacteria in Marine Sediment Communities. Appl. Environ. Microbiol. 66: 2096-2104.

222. Xia,  B.,  J.-Z.  Zhou,  J.  M.  Tiedje.  2000,  Structure  of  bacterial  community  in  soil 
environment and its ecological characteristics, Acta Ecologica Sinica 20(4): 1201-1209.

223. Zhang C., R. Stapleton, J.-Z. Zhou, A. V. Palumbo, and T. J. Phelps. 1999. Iron reduction 
by psychrophilic enrichment cultures. FEMS Microbial Ecology 30: 367-371.
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225. Li,  G.,  and  J.-Z  Zhou.  1999.  Genomics,  microarray-based  genomic  technology  and 
potential ecological applications. The 3rd Conference on Molecular Ecology, Beijing, P. 29-
40, (Invited).
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Conference on Environmental Remediation Science and Technology.  Battelle Press, pp. 
195-202.
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282: 281-284.
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Appl. Biochem. Biotechnol. 80: 243-253.
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230. Zhou, J.-Z.,
 
S. V.  Liu, C., Zhang, A. V. Palumbo, and T. J. Phelps. 1998. Extremophilic 
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The Third Symposium of Chinese Young Scientists, p. 47-52, Beijing, P. R. China.

231. Xia, B., J.-Z. Zhou, J. M. Tiedje 1998.  Effect of vegetation on structure of soil microbial 
community. Chinese Journal of Applied Ecology 9(3): 296-300
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234. Zhou, J.-Z.,  M. E.  Davey, J. B. Figueras, E.  Rivkina, D. Gilichinsky, and J. M. Tiedje. 
1997. Phylogenetic diversity of a bacterial community determined from Siberian tundra soil 
DNA. Microbiology 143:3913-3919.
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patterns of soil microbial diversity. P.  35-41. In Martins, M. T.  et  al. (eds).  Progress in 
Microbial Ecology, Brazilian Society for Microbiology, Sao Paulo. 
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Appl. Environ. Microbiol. 63: 2384-2390.

237. Massol-Deya, A., R. Weller, L. Rio-Hernandez, J.-Z. Zhou, R. F. Hickey, and J. M. Tiedje. 
1997. Succession and convergence of biofilm communities in fixed-film reactors  treating 
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composition. Appl. Environ. Microbiol. 62: 316-322. (Among the most highly cited 20 
papers for all papers published in Applied and Environmental Microbiology, since 
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245. Zhou,  J.-Z.,  and J.  M. Tiedje.  1995.   Development  of phylogenetic probes  specific to 
Burkholderia cepacia G4. pp. 65-75. In Hinchee, R. E.,  Douglas, G. S. and Ong, S. K. 
(eds), Monitoring and Verification of Bioremediation, Battle Press, Columbus.
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BOOKS

Zhou, J.-Z., D.K. Thompson, Y. Xu, and James M. Tiedje. 2004. Microbial Functional 
Genomics. 624pp. John Wiley & Sons, Hoboken, New Jersey. (Was the first 
comprehensive book in this field) 

PATENTS & PETENT APPLICATIONS

1. Zhou, J.-Z., L. Wu, and X. Liu. 2010. Method for analyzing microbial communities. US 
Patent No. 7,759,057.

KEY MANUSCRIPTS SUBMITTED FOR REVIEW 

1. Zhou, J.-Z., J. P. Xie, L. Y. Wu, K. Xue, Z. H. He, YiQ. Luo. Microbial Mediation of 
Carbon Cycle Feedback to Climate Warming (Under review in Science)

2. Zhou, J.-Z., L. Wu, Y. Deng, X.Y. Zhi, Y.H. Jiang, Q.C. Tu, J.P. Xie, J. D. Van 
Nostrand, Y.F. Yang, and  Z.L. He. 2010. Reproducibility and Quantitation of Amplicon 
Sequencing-Based Detection. The ISME J.

3. Zhou, J.-Z.,Y. Deng, Feng Luo, and Z.L. He. Phylogenetic Molecular Ecological 
Networks in Response to Elevated CO2. Nature Climate Change

4. Hemme, C. L., M. W. Fields, Q. He, Y. Deng, L. L., Qichao Tu, H. Mouttaki, X.Y. Feng, 
Z.  Zuo, B.D. Ramsey, Z.L. He, K. Barry, E. Saunders, H. Sun, M. Land, Y.J. Chang, 
L.Y Wu, J. Van Nostrand, L. Hauser, A. Lapidus, C. S. Han,  J. Xu, Y.J. Tang, J. Wiegel, 
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T. J. Phelps, E. Rubin, and J.Z. Zhou. Comparative Genomics of Ethanol-Producing 
Thermoanaerobacter Species. Nature Communications, under review.

5. Lu, Z.M., Y. Deng, J. D. Van Nostrand, Z.-L. He, J. Voordeckers, A.F.  Zhou, Y.-J. Lee, 
O. Mason, E. Dubinsky, K. Chavarria, L. Tom, J. Fortney, R. Lamendella, J. K. Jansson, 
P. D’haeseleer, T. C. Hazen, and J.-Z. Zhou. Rapid Succession and Adaptation of 
Microbial Community Functional Structure Response to Oil Plume. PNAS, under review

6. He, Z.H., Y. Piceno, Y. Deng, M.Y.  Xu, Z.M. Lu, T. DeSantis, G. Andersen, S. Hobbie, 
P. Reich, and J.-Z. Zhou. Phylogenetic diversity, composition and structure of soil 
microbial communities in response to elevated CO2. The ISME J,

7. Hemme, C. L., P. A. Lawson, S. Lucas, A. Copeland, A. Lapidus, T. Glavina del Rio, H. 
Tice, E. Saunders, T. Brettin,  C. Detter, C. S. Han, L. Goodwin, S. Pitluck, Miriam 
Land, L. Hauser, N. Krypides, N. Mikhailova, Z. He,  L.Wu, J. van Nostrand, Eddy 
Rubin, and J.-Z. Zhou. 2010. Phylogenomic Analysis of Clostridia. Submitted to BMC 
Genomics

8. Liang, Y., J. Wang, J. D. Van Nostrand, J.-Z. Zhou, X. Zhang, G. Li. Microarray-based 
functional gene analysis of soil microbial communities in ozonation and biodegradation of 
crude oil. (Submitted, Chemosphere.)  

9. Mason, O. U., T. Nakagawa, M. Rosner, J. D. Van Nostrand, J.-Z Zhou, A. Maruyama, 
M. R. Fisk, S. J. Giovannoni, and the Integrated Ocean Drilling Program Expeditions 
304/305 Science Party. 2010. Hydrocarbon utilizing prokaryotes in plutonic ocean crust 
sampled from the Atlantis Massif, 30 °N, 42 °W. (Submitted, Environ. Microbiol.)

10. Liang Y., J. D. Van Nostrand, L. A. N’Guessan, A. D. Peacock, Y. Deng, P. E. Long, C. 
T. Resch, L. Wu, Z. He, T. C. Hazen, G. Li, D. R. Lovley, and J.-Z Zhou. Microarray-
based functional analysis of microbial communities for in-situ uranium reduction under 
sulfate-reducing vs. Fe-reducing conditions. (To be submitted to Environ Sci & Technol).

11. Leigh, M. B., E. Cardenas, W.-M. Wu, O. Uhlik, J. Carley, S. Carroll, T. Gentry, T. L. 
Marsh,  J.-Z. Zhou,  P.  Jardine, C. S.  Criddle, and J. M. Tiedje. Ethanol-biostimulated 
microbial communities  in  aquifer  sediments  active  in  uranium  (VI)  bioreduction. 
(Submitted to Microbial Ecology)

12. Ning, J., J. Liebich, L. Dai, N. Li, S., Leder, M. Kästner, J.-Z. Zhou, and A. Schäffer, and 
P. Burauel. Seasonal influence on the bacterial community structure and functions in a 
planted constructed wetland. To be submitted to FEMS Microbiology Ecology

13. Fang, Z., H. He, H. Jiang, C. Hemme, Z. He, J.-Z Zhou. Ehanced Ethanol Production 
from Cellulose Fermentation by Thermophilic Co-cultures. (To be submitted to AEM)

14. Neslihan Tas, N., M. H.A. van Eekert, J. D. Van Nostrand, Y. Deng, L. Wu, Z.H. He, J.-
Z.  Zhou  and H. Smidt.  Magnifying glass for ecosystems: Functional gene array analysis 
of polluted river sediments. (To be submitted to AEM).

15. Yergeau, E., S. Bokhorst, S.  Kang, W. H. van der Putten, J.-Z. Zhou,  and G. A. 
Kowalchuk.  Rapid functional responses of Antarctic soil microorganisms to simulated 
global warming. (To be submitted to ISME J).

16. Yin, H, L.H Cao,  G.Z. Qiu, M. Xie, Q.J. Chen, Z.L. He, L.Y.  Wu, D. Z. Wang, J.-Z. 
Zhou, and X.D. Liu.. Microarray-based analysis of microbial communities at nine sites 
associated with acid mine drainages. (To be submitted to The ISME J.). 

17. Fang, Z.G.,  Q. He, H.L. Jiang, C. Hemme, Z.L. He, J.-Z. Zhou. Enhanced Ethanol 
Production from Cellulose Fermentation by Thermophilic Co-cultures. (To be submitted, 
Appl Environ Microbiol)
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18. Wang, J.,Y. Zhou, J. D. Von Nostrand, X. Zhang,  J.-Z.  Zhou, G. H. Li. Effects of 
ozonation on residual oils, soil organic matters and indigenous microorganisms in 
bioremediated soil. (To be submitted to EST)

PROJECTS 

Currently funded projects

1. Experimental Macroecology: Effects of Temperature on Biodiversity.  NSF 
Macrosystems, Co-PI with James Brown, Mike Kaspari et al ($4.5M in total, $1.8M for J. 
Zhou) (July 1, 2011 to June 30, 2015),

2. HuMiChip to detect and characterize the human microbiome.  Co-PI with He.  OCAST, 
$300K (February 1, 2011 to January 31, 2014)

3. From Community Structure to Functions: Metagenomics-Enabled Predictive 
Understanding of Temperature Sensitivity of Soil Carbon Decomposition to Climate 
Warming, Department of Energy, PI, $3M (July 1, 2010 - June 30, 2013)

4. Plant Stimulation of Soil Microbial Community Succession: How Sequential Expression 
Mediates Soil Carbon Stabilization and Turnover, Department of Energy, Co-PI with 
Mary Firestone et al, $0.5M  for J. Zhou (July 1, 2010 - June 30, 2013)

5. Development of Microarrays-based Metagenomics Technology for Monitoring Sulfate-
Reducing Bacteria in Subsurface Environments. PI, DOE STTR/SBIR, $100K (June 19, 
2010- March 18, 2011)

6. Development of Novel Random Network Theory-Based Approaches to Identify Network 
Interactions Among Nitrifying Bacteria. PI,  DOE STTR/SBIR, $100K (June 19, 2010- 
March 18, 2011)

7. Institute for Environmental Genomics, PI with Z.L. He, $375K (January 1, 2008 --- 
December 31, 2013).

8. Microbial Enhanced Hydrocarbon Recovery (MEHR) Systems Biology Program. Energy 
BioSciences Institute, Co-PI with Hazen et al, $1.5M for J. Zhou (Oct 1, 2008 – Sept 30, 
2017). 

9. Extending Knowledge of Anaerobic Hydrocarbon Metabolism: Linking Metabolism, 
Functional Gene Molecular Markers and the GeoChip. ConoPhilipps, Co-PI with Joseph 
Suflita et a ($2 M in total)l, $ $403K for J. Zhou (Oct 1, 2008 –December 30, 2010)

10. Oklahoma EPSCoR Research Infrastructure Improvement Plan Building Oklahoma’s 
Leadership Role in Cellulosic Bioenergy. NSF EPSCoR Program ($8.7M in total), PI with 
Ray Huhnke (Director) et al, $2,117K for  J. Zhou (Oct 1, 2008-Sept 30, 2013)

11. Characterization of an H2 Producing Biological System operating at 1 nM H2 

Concentration. Co-PI with Krumholtz et al ($900K in total). DOE BES, $250K for J. 
Zhou (Oct 1, 2008-Sept 30, 2011)

12. Whole genome DNA arrays for bacterial identification and detection, Co-PI with Wu et al. 
OCAST, $300K (February 1, 2008 to January 31, 2011)

13. Isolation and characterization 
of novel microbial catalysts for direct fermentation of lignocellulose to ethanol. PI with 
Liyou Wu, Zhili He, Oklahoma Bioenergy Center, $400K (February 1, 2008, January 31, 
2011)
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14. Genomics-enabled 
understanding of microbial interactions and regulatory networks of microbial consortia for 
efficient cellulosic ethanol production. Co-PI with Zhili He, Liyou Wu et al, Oklahoma 
Bioenergy Center, $830K (February 1, 2008, January 31, 2011)

15. Linking community structure to 
functions: Metagenomic analysis of Feedstock-Related Microbial Communities using 
GeoChip and Pyrosequencing. Co-PI with Liyou Wu, Zhili He, Yiqi Luo, Oklahoma 
Bioenergy Center, $1030K (February 1, 2008, January 31, 2010)

16. The Joint BioEnergy Institute 
(JBEI) ($125M in total), $400K for J. Zhou (October 1, 2007 − September 30, 2012) 

17. Trajectories of microbial 
community function in response to accelerated remediation of subsurface metal 
contaminants. Co-PI with Mary Firestone et al. DOE ERSP program, ~ $1350 K (October 
1, 2007 − September 30, 2010), $210K for J. Zhou.

18. MO: A Genomics-enabled FACE Microbial Observatory: Changes in Microbial Diversity 
and Functions in responding to elevated CO2, Nitrogen Deposition and Plant Diversity. 
NSF-USDA Microbial Observatories Program, PI with Zhili He, $866K (July 1, 2007 – 
June 30, 2011).

19. Rapid Deduction of Stress Response Pathways in Metal and Radionuclide Reducing 
Bacteria Phase 2: Molecular Determinants of Community Activity, Stability and Ecology 
(MDCASE) (ESPP 2),  DOE Genomics:GTL Program ($35M in total), PI with Adam 
Arkins (Director), Terry Hazen, Judy Wall, David Stahl, et al, $4,000K (October 1, 2007 
– September 30, 2012).

20. Metagenomics-enabled 
understanding of the functions and activities of microbial communities at ERSP Field 
Research Center at Oak Ridge, TN. Co-PI with Tiedje and Marsh. DOE NABIR program, 
~ $1500 K (October 1, 2006 − March 30, 2012), $750K for J. Zhou.

21. Integrated genome-based studies of Shewanella ecophysiology. DOE Genomics:GTL 
program ($15M) PI with  J. Fredrickson (Director), K. Nealson, J.M Tiedje,  and et al.) , 
$1000K (October 1, 2006– September 30, 2009). DOE Genomics:GTL program, October 
1, 2006– September 30, 2012

22. Multiscale Investigations on the Rates and Mechanisms of Targeted Immobilization and 
Natural Attenuation of Metal, Radionuclide and Co-Contaminants in the Subsurface. Co-
PI with Jardine, Watson, Criddle, Gu et al. $15M, (October 1, 2006 --- September 30, 
2011), $150K for Zhou.

Funded projects in China

1. The Fund for Foreign Scholars in University Research and Teaching Programs supported by 
The Ministry of Education of China and The State Administration of Foreign Experts Affairs 
of China, $5M Chinese yuan (Januray 1, 2007 --- December 31, 2011)

2. Special award for Oversea Young Scientist, $120K Chinese Yuan (July 1, 2004 --- June 30, 
2007). 
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Ongoing genome sequencing projects: 

1. Genomic Sequencing of Multiple Species of Class Clostridia Relevant to the Production of 
Bioethanol from Cellulosic Feedstocks. 2006. (PI with Hemme, He et al). The genome will be 
sequenced by DOE Joint Genome Institute.

2. Sequencing Clostridium cellulolyticum to advance understanding plant biomass degradation 
and energy production, 2005. (Qing He, and J.-Z. Zhou).  The genome will be sequenced by 
DOE Joint Genome Institute. 

3. Genome  sequencing  of  multiple  Anaeromyxobacter  species:   comparative  genomics  for 
insight into the ecophysiology, genetics and evolution of metal-reducing and halorespiring 
bacteria. 2005. (Robert A. Sanford, Matthew W. Fields, Frank E. Löffler, John R. Kirby, J.-
Z.  Zhou,  James  K.  Fredrickson,  and  Alexander  S.  Beliaev).    Three  genomes  will be 
sequenced by DOE Joint Genome Institute.  

4. Genome-level understanding of the diversity and structure of a groundwater microbial 
community in the NABIR Research Field Research Center. 2004. (Zhou, PI, Fields, co-PI). 
The entire community with about 20 species in highly contaminated site will be sequenced by 
DOE Joint Genome Institute in 2005.

5. Whole-genome sequence determination of novel, extremophilic, metal-reducing bacteria 
important to bioremediation and energy production. 2003. (Fields, Zhou). 3 gram-positive 
extremephilic iron reducing bacteria isolated at ORNL are under sequencing. 

6. Sequence multiple strains of Shewanella to advance understanding their metal-reducing 
physiology and ecological potential. 2004.  (Fredrickson, Nealson, DiChristina, Tiedje, Zhou 
et al.). 16 Shewanella strains are under sequencing by JGI. Two of these strains were isolated 
at ORNL.

Accomplished projects

1. Development of Comprehensive Functional Gene Arrays for Microbial Community Analysis, 
Co-PI with He.  OCAST, $300K (October 1, 2006 to Sept 30, 2009)

2. Microarray analysis and functional assays to assess microbial ecology and disease suppression 
in soils under organic or sustainable management. Co-PI with Louws and Hu, USDA,  $160K 
(October 1, 2006 ---September 30, 2008)

3. Development of microbial consortia for efficient ethanol production from plant biomass, PI, 
Department of Energy, Oklahoma, $200K (April 1, 2007  --- March 31, 2009)

4. Identification of Molecular and Cellular Responses of Desulfovibrio vulgaris Biofilms under 
Culture Conditions Relevant to Field Conditions for Bioreduction of Heavy Metals, Co-PI 
with Matthew Fields, Judy Wall, DOE ERSP Program, $300K (October 1, 2005 to Sept 30, 
2008).

5.  Deduction and analysis of the interacting stress response pathways of metal/radionuclide-
reducing bacteria, DOE Genomics:GTL Program, PI with Adam Arkins (Director), Terry 
Hazen, Judy Wall, David Stahl, et al ($30M in total), $5,010K for J. Zhou (July 1, 2002 – 
September 30, 2007).

6. Molecular Approaches to Understanding C and N Dynamics and their Role in the Global 
Carbon Cycle. Co-PI, with Tiedje, Devol, and Massol-Deya, DOE Biotechnological 
Investigations  Ocean Margin Program. ~ $1,500 K (October 1, 2003 – September 30, 
2006). $600K for J. Zhou.
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7. Towards Understanding Population Dynamics of Metal and Radionuclide Reducers at Field 
Remediation Sites. Co-PI with Tiedje and Treves. DOE NABIR program, ~ $900 K (October 
1, 2003 − September 30, 2006), $450K for J. Zhou.

8. Development and Use of Integrated Microarray-based Genomic Technologies for Assessing 
Microbial Community Composition and Dynamics. PI, DOE NABIR program, ~ $900 K 
(October 1, 2003 − September 30, 2006). 

9. Elucidating the Molecular Basis of Chromium(VI) Reduction by Shewanella oneidensis MR-1 
and Resistance to Metal Toxicity Using Integrated Biochemical, Proteomic, and Comparative 
Genomics Approaches. Co-PI with Thompson and Hettich. DOE NABIR program, ~ $820 K 
(October 1, 2003 − September 30, 2006). 

10. Integrated analysis of protein complexes and regulatory networks involved in anaerobic 
energy metabolism of Shewanella oneidensis MR-1, PI, with Larimer, Nealson, Thompson, 
et al., DOE Microbial Cell Project, $4,500K (October 1, 2001– September 30, 2006).

11. Field-scale evaluation of biostimulation for remediation of uranium–contaminated 
groundwater at a proposed NABIR Field research center in Oak Ridge TN, Co-PI, with 
Criddle, Jardine,  Kitanidis, Hopkins. DOE NABIR program, ~ $3,250 K (October 1, 2000 − 
September 30, 2004). $540K for J. Zhou.

12. Center for research on enhancing carbon sequestration in terrestrial ecosystems (Co-PI, with 
Jacobs et al.) ($10M in total), $900K for J. Zhou (October 1, 1999 − September 30, 2005).

13. The Rhodopseudomonas palustris Microbial Cell Project, Co-PI, with Tabita, Thompson, et 
al., DOE Microbial Cell Project ($2.1M in total), $150K for J. Zhou (October 1, 2001– 
September 30, 2006).

14. The dynamics of cellular stress responses in Deinococcus radiodurans, Co-PI, with Mike 
Daly et al., DOE Microbial Cell Project ($900K in total), $240K (October 1, 2001– 
September 30, 2004).

15. Microbially mediated immobilization of contaminants through in situ biostimulation: Scale up 
of EMSP project 55267, Co-PI with Jardine and Brooks, DOE EM Science Program, 
$1,427K (October 1, 2000 − September 30, 2004). $140K for J. Zhou.

16. Use of DNA Microarrays for Understanding the Genetic and Metabolic Regulation of Carbon 
Dioxide Fixation and Hydrogen Production in Rhodopseudomonas palustris. Co-PI with 
Harwood and Thompson. DOE Microbial Genome Program ($1.8M in total), $750K for J. 
Zhou (October 1, 2001– September 30, 2004).

17. Gene Expression Profiles in Nitrosomonas europaea, an Obligate Chemolitho- autotroph. Co-
PI with Arp and Klotz, DOE Microbial Genome Program, $600K for J. Zhou (October 1, 
2001– September 30, 2004).

18. Genomic Characterization of Belowground Ecosystem Responses to Climate Change. Co-PI 
with DiFazio, Fields, et al., ORNL Laboratory Directed Development and Research Program, 
$545K (October 1, 2002– September 30, 2004).

19. Community-Wide Analysis of Unique Sequences and Functions from Uncultured 
Microorganisms, Co-PI with Fields, ORNL Laboratory Directed Development and Research 
Program, $500K, (October 1, 2001– September 30, 2003).

20. Coupling process and microbial community studies to understand the mechanisms controlling 
carbon preservation and nitrogen loss in marine sediments. Co-PI, with Tiedje, Devol, 
Massol-Deya and Palumbo, DOE Biotechnological Investigations  Ocean Margin Program. 
~ $1,650 K (October 1, 2000 – September 30, 2003). $600K for J. Zhou.
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21. Understanding the roles of spatial isolation and carbon in microbial community structure 
dynamics, and activity for bioremediation, Co-PI with Tiedje and Treves. DOE NABIR 
program, ~ $1,250 K (October 1, 2000 − September 30, 2003), $650K for J. Zhou.

22. Development and use of 16S rRNA gene-based oligonucleotide microarrays for Assessing 
Microbial Community Composition and Dynamics. PI with Thompson, Hurt, Xu and Xu, 
DOE NABIR program, ~ $1,200 K (October 1, 2000 − September 30, 2003). $900K for J. 
Zhou.

23. Enhancing carbon sequestration and reclamation of degraded lands with fossil fuel combustion 
byproducts, Co-PI with Palumbo et al., DOE Fossil Energy Program, ~1,100K (October 1, 
2000 – September 30, 2003).

24. Computational structure characterization of metal-reduction proteins in microbe, Co-PI with 
Ying Xu, Dong Xu et al., DOE Experimental and Computational Structural Biology, ~ 
$1,100K (October 1, 2000 – September 30, 2003).

25. Shewanella putrefaciens: Regulation of the genes and proteins involved in metal reduction 
pathways, Co-PI with Carol Giometti, DOE NABIR Program, $210K (October 1, 1999 − 
September 30, 2002). 

26. Linking genomics to cellular responses and mechanisms for radiation resistance in 
Deinococcus radiodurans, PI, with Hettich, Burlage, Beliaev, and Thompson, Laboratory 
Directed Research and Development Program, Oak Ridge National Laboratory, $867K 
(October 1, 2000 – September 30, 2002).

27. Development of microchip-based detection methods: a high throughput microbial detection 
tool for bioremediation and carbon sequestration. PI, Seed Money Program, Oak Ridge 
National Laboratory, 100K (February 1, 2000 − September 30, 2001).

28. Exploring whole genome sequence information for defining the functions of unknown genes 
and regulatory networks in dissimilatory metal reduction pathways. PI, with Nealson and 
Tiedje, DOE Microbial Genome Program, $1,350K (October 1, 1998 − September 30, 2001).

29. Noncompetitive diversity patterns in soils: their causes and implications. Co-PI with Tiedje, 
O’Neill and Palumbo, DOE NABIR program, ~ $1,100 K (October 1, 97 − September 30, 
2000)

30. Linking process and population studies to understand the nitrogen loss mechanisms of Pacific 
Northwest marine sediments. Co-PI with Tiedje, Devol, Massol-Deya and Palumbo, DOE 
Biotechnological Investigations  Ocean Margin Program. ~ $1,300 K (October 1, 1997 − 
September 30, 2000).

31. Rapid gene probe for microorganisms monitoring by novel MS approaches. Co-PI with W. 
Chen, DOE NABIR program, ~ $800 K (October 1, 1999 − September 30, 2002).

32. Isolation of Proteins Involved in Metal Reduction from Shewanella oneidensis MR-1 with 
Mass Spectrometry, LDRD Program, Oak Ridge National Laboratory, $50K (March 1, 2000 
− September 30, 2000)

33. Development and testing of molecular probes that distinguish effective TCE-cooxidizers from 
ineffective TCE-cooxidizers: a potential tool for site assessment and management. Co-PI with 
Tiedje, Department of Defense, $150K (September 1, 1996 to September 1, 1998).

34. Enzymes from extremophiles in bioremediation and bioprocessing. Co-PI with Woodward and 
Palumbo et al., Oak Ridge National Laboratory, ~ $800K (September 1, 1996 to August 31, 
1998).

35. Development of gene probes for nitrate reductase in environmental media: a tool to evaluate 
nitrogen retention in watersheds. Co-PI with Mulholland and Garten, Oak Ridge National 
Laboratory, 92K (January 1, 1998 to December 30, 1998).
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Current staff

From Time Position
Zhili He Australian National 

Univ, Australia
2005.11 Research Assocaite 

Professor
Liyou Wu Hunan Agricultural 

Univ
2005.11 Research Assocaite 

Professor
Missy Lee 2007.5 Adminstrative 

Assistant

Current postdoc

Postdoctorals From Start time
Aifen Zhou Shandong Univ 2005.12
Joy Van Nostrand Univ of South 

Carolina Medical 
School

2006.4

Sanghoon Kang Univ of Virginia 2004.9
Christopher Hemme Univ of Missouri, 

Columbus
2003.4

Ye Deng Zhejiang  Univ 2007.11
Dongru Qiu Keo Univ, Japan 2008.4
Kai Xue Cornell Univ 2009.1
Ping Zhang University of 

Arkansas
2009.8

Youngjin Lee University of Georgia 2009.8
James Voordeckers Rutgers University 2009.8
Yi-Huei Jiang National Tsinghua 

University, Taiwan
2009.8

Lei Chen North Carolina State 
Univ

2010.5

Tong Yuan University of 
Oklahoma

2010.7

Jin Zhang Iowa State Univ 2010.10

Current graduate students

From Start time
Wenbin Liu Central South Univ, 

China
2008.1 Ph.D candate

Feifei Liu Central South Univ, 
China

2008.1 Ph.D candate

Qichao (Philloid) Tu Zhejiang Univ 2008.8 Ph.D  candidate
Min Xie Central South Univ 2009.1 Ph.D  candidate
Yue Wang Shanghai Institute of 

Plant Physiology and 
2009.1 Ph.D  candidate
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Ecology
Yujia Qin Harbin Institute of 

Technology
2009.1 Ph.D  candidate

Rong Song Virginia Tech 2010.6- Ph.D candidate
Zhou Shi Yunnan Univ 2010.8- Ph.D candidate
Su Xu Wuhan Univ 2010.8- Ph.D candidate
Mark H. Pinkerton Drexel Univ 2010.8-

Current visiting scholars and students

From Start
Zhengmei Lu Zhangjiang Univ 2008.12 Associate Professor
Linfang Gao Harbin Institute of 

Technoloy
2009.1 Ph.D candidate

Shijie Bai Xiamen University 2009.10 Ph.D candidate
Pigang Liu Harbin Institute of 

Technology
2009.11 Associate Professor

Master students mentored

Patricia J. Waldron Univof Massachusetts 2006.8-2000.1
Jingrong Chen Nanjing Univ, China 2006.8-2009.5 MS  
Yunyu (Irene) Chen Nanjing Agricultural 

Univ
2007.8-2010.9 MS 

POSTDOCTORAL TRAINED

Postdoctorals From Time period Present position
Raymond D. 
Stapleton

Univ of Tenn, Knox 1998.4-1999.8 Staff Scientist, Merck 
& Co Pharmaceutical 
Company, VA

Guangshan (Gary) Li Virginia Tech 1998.10-2000.9 Staff Scientist, Dow 
Corning, NY

Richard Hurt Univ of Tenn, Knox 1998.4-2001.9 Staff Scientist, Atomic 
Sciences, Oak Ridge, 
TN

Dorothea Thompson Univ of Maryland 1999.12-2001.9 Assistant Prof, Purdue 
Univ

Gina Holguin Univ of Waterloo 2000.12-2001.6 Staff Scientist, 
Centrode 
Investigaciones Biolo
´gicasdel No-roeste, 
CIBNOR, LaPaz 
23090, BCS, Mexico

Mathew Fields Cornell Univ 2000.12-2000.9 Assistant Prof, 
Montanna State Univ
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Christopher Bagwell Univ of South 
Carolina

2001.3-2002.8 Staff Scientist, 
Savannah River 
National Lab, Aiken, 
SC.

Alex Beliaev Univ of Massettutes 1999.12-2002.9 Staff Scientist, Pacific 
Northwest National 
Laboratory, Richland, 
WA

Adam Leaphart Univ of South 
Carolina

2002.6-2003.9 Staff Scientist, State 
Department of Health, 
SC.

Sonia Maraya Tiquia Univ of Hongkong 2001.9-2003.8 Assistant Profe, Univ 
of Michigan, 
Dearborne, MI.

Sung-Keun Rhee Rutgers University 2002.3-2003.8 Staff Scientist, 
Biotechnology Center, 
South Korea.

Xiufeng Wan Univ of Missippi 2001.12-2003-11 Staff Scientist, Center 
for Disease Control, 
Atlanta, GA

Yongqing Liu Noble Foundation, 
OK

2000.3-2003.12 Research Assist Prof, 
University of 
Louisville, Louisville, 
KY

Ting Li, Univ of Kenturky 2002.3-2003.12 Postdoc, Univ of 
Georgia, Athens, GA

Song Chong Oregon Polytech 2002.3-2003.9 Scientist, private 
company, Korea

Jost Liebich 2003.1-2004.7 Postdoc, Institute of 
Chemistry and 
Dynamics of the 
Geosphere IV, 
Forschungszentrum 
Jülich GmbH, 
Germany

Crystal Bickley 
McAlvin

Univ of Tenn, Knox 2003.3-2004.11 Postdoc, Univ of 
Tenn, Knox

Yunfeng (David) 
Yang

Albert Einstein 
College of Medicine, 
Bronx, NY

2003.2-2005.11 Staff Scientist, Oak 
Ridge National Lab

Christopher Schadt Univ of Colorado 2003.1-2005.11 Staff Scientist, Oak 
Ridge National Lab

Steve Brown Univ of Otago, 
Dunedin, New 
Zealand

2002.10-2005.11 Staff Scientist, Oak 
Ridge National Lab

Terry Gentry Univ of Arizona 2003.8-2005.11 Assist Prof, Texas 
A&M Univ

54



Xichun Zhou Univ of Singapore 2001.8-2005.11 Staff Scientist, 
Adatech Inc, Denver, 
CO

Haichun Gao Purdue Univ 2002.2-2008.4 Professor, Zhejiang 
Univ

Zhili He Australian National 
Univ, Australia

2003.2-2005.11 Research Assist Prof, 
Univ of Oklahoma

Weimin Gao Penn State Univ 2001.9-2005.3 Staff Scientist, 
Brookheaven National 
Lab

Soumitra Barua Nagoya Univ 
Graduate School of 
Medicine

2003.9-2006.9 Postdoc, Univ of 
Oklahoma Medical 
School

Qiang He Univ of Illinois at 
Urbana-Champaign

2003.8-2005.8 Assist Prof, Univ of 
Tenn, Knoxville

Amudhan 
Venkateswaran

Uniformed Services 
University of the 
Health Sciences 
(USUHS), Bethesda, 
Maryland

2003.1-2004.2 Postdoc, Oak Ridge 
National Lab

Tingfen Yan Northeastern Forestry 
Univ., Harbin China

2003.1-2005.11 Postdoc, Oak Ridge 
National Lab

Youlboong Sung Georgia Institute of 
Technology

2004.8-2006.8 Staff Scientist, 
Biotechnology Center, 
South Korea.

Gene Wickam Univ of Indianna 2003.8-2005.11 Private firm
Laurie Kellogg Univ of Minnesota 2005.12-2007.9 Law School, Univ of 

Minnesota
Hongchen  Jiang Miami Univ 2007.11-2008.10 Assistant Professor, 

China GeoSciences 
University

Helong Jiang Univ of Singapore 2006.9-2008.10 One Hundred Scholar, 
Professor, Institute of 
Lake and River, 
Chinese Academy of 
Science

Housna  Mouttaki Univ of Oklahoma 2007.11-2008.10 France
Aihua Liu Tohoku University, 

Japan
2008.11-2009.10 Chinese Academy of 

Sciences
Yuting Liang Tsinghua University 2009.8-2010.7 Changzhou 

Technology Univ, 
China

Postmasters or BS trained

From Current position
Heshu Huang Univ of Georgia 1997.3-2000.4 Private firm
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Xiaoyun Qiu Fudan Univ, China 1998.8-1999.9 Ph.D candidate, Mich 
State Univ

Julia Stair Univ of Tennessee 2001.5-2001.11 Research scientist, 
Univ of Tennessee

Debra Beth Arnett Univ of Tennessee 2001.4-2002.5 Private firm
Hongbin Pan 2003.4-2004.9 Oak Ridge National 

Lab
Dawn Stanek Univ of Georgia Research scientist, 

Oak Ridge National 
Lab

Lisa Fagan BS, Univ of 
Tennessee

2002.1-2003.12 Technician, Oak Ridge 
National Lab

Joy M. Pelfrey BS, Univ of 
Oklahoma

2006.1-2007.1 Private firm

Past visitng Ph.D or MS students mentored (Did thesis in my lab)

From Time periods Present position
Xueduan Liu Ph.D, Central South 

Univ
2000.8-2003.11 Shenhua scholar, 

Central South Univ
Liyou Wu Ph.D, Hunan 

Agricultural Univ
1997.11-2001.12 Research assistant 

Prof, Univ of 
Oklahoma

Huaquang Hua Central South Univ 2004.5-2007.5 Assistant prof, Central 
South Univ

Laurel Crosby Stanford Univ Postdoc, Stanford 
Univ

Xiaohu Wang Baylor College of 
Medicine

Postdoc, Baylor 
College of Medicine

Yi Wen Stanford Univ Stanford Univ
Feng Luo University of Texas, 

Dallas
Clemson Univ, SC

Qi Ye Univ of Georgia Univ of Georgia
Ye Deng Zhejiang Univ 2005.12-2007.12 Postdoc at OU
Qichao (Philloid) Tu Zhejiang Univ 2007.8-2008.8 Ph.D student at OU

Yili Liang Central South Univ 2006.3-2009.1 Central South Univ
Yuting Liang Tsinghua Univ 2006.12-2009.3 Tsinghua Univ
Jian Wang Tsinghua Univ 2008.10-2009.9 Ph. D Candidate at 

Tsinghua Univ
Xiaoyang Zhi Yunnan Univ 2008.11-2010.5 Ph. D Candidate at 

Yunnan Univ
Lin Lu Qingdao Institute of 

Biomass Energy and 
2008.7-2010.6 Ph.D candidate
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Bioprocessing 
Technology, Chinese 
Academy of Sciences

Shengmu Xiao Donghua University 2009.4-2010.2 Donghua University, 
Shanghai

Yanfei Chen Zhejiang Univ 2010.2-2010.8 Ph.D candidate
Jianping Xie Central South Univ 2007.5-2010.9 Ph.D candidate
Wenzhong Liu Harbin Institute of 

Technoloy
2008.4-2010.10 Ph.D candidate

Hao Yu Harbin Institute of 
Technoloy

2008.9-2010.10 Ph.D candidate

Jinbo Xiong Huazhong 
Agricultural Univ

2008.9-2010.9 Ph. D Candidate

Ph.D committee member

From Time periods Current position
Xiaoyun Qiu Michigan State Univ Postdoc, Harvard 

Univ
Laurel Crosby Stanford Univ Postdoc, Stanford 

Univ
Wim De Windt Ghent University, 

Belgium
Private firm, Belgium

Past visiting scholars and students

From Time periods Current position
Beicheng Xia Zhongshan Univ 1998.8-2000.9 Prof, Zhongsha Univ
Zhijian Wang, Zhongshan University 2004.8-2005.10 Assistant Prof, 

Zhongshan University
Huiwen Zhang Institute of Applied 

Ecology, Chinese 
Academy of Sciences

2004.11-2005.11 Institute of Applied 
Ecology, Chinese 
Academy of Sciences

Wen-Tso Liu, Singapore  University 2004.1-2004.4 Prof, Singapore 
University

Yimin Wang Savannah River Ecology 
Laboratory, Aiken, SC.

2004.1-2004.12 Private firm

Zhiyong Huang Univ of Georgia 2004.4-2004.8 Univ of Georgia
Tingfen Yan Northeastern Forestry 

University, Harbin, China
2000.11-2004.4 Oak Ridge National Lab

Lara Martin Virginia Tech 1998.8-1999.8
Matthew 
Wallenstein

Duke Univ 2002.6-2003.8

Fengping Wang The 3rd Institute of 
Oceanography

2006.11-2007.3 The 3rd Institute of 
Oceanography

Etienne Yergeau Netherlands Institute of 2005.12-2006.2 Netherlands Institute of 
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Ecology, The 
Netherlands

Ecology, The 
Netherlands

Neslihan Tas Wageningen Univ, The 
Netherlands

2006.12-2007.5 Wageningen Univ, The 
Netherlands

Gina La Spada Istituto Sperimentale 
Talassografico, CNR, 
Messina, Italy

2006.12-2007.5 Istituto Sperimentale 
Talassografico, CNR, 
Messina, Italy

Aijie Wang Harbin Institute of 
Technology

2007.7-2007.8 Professor, Harbin 
Institute of Technology

Olivia Mason Oregon State Univ 2007.9-2007.10 Oregon State Univ
Yuting Liang Tsinhua Univ, Beijing, 

China
2006.12-2007.12 Tsinhua Univ, Beijing, 

China
Zhiguo Fang Eco-Environmental 

Research Center Chinese 
Academy of Science

2006.8-2008.4 Associate Professor, 
Hangzhou Industrial 
Univ

Di Liu Institute of 
Microbiology, Chinese 
Academy of Science 
(CAS)

2008.2-2008.5 Scientist, CAS,

Jie Yu Chinese Academy of 
Science (CAS)

2008.3-2008.5 CAS

Manuela di Lorenzo Centre for Terrestrial 
Ecology, Netherlands 
Institute of Ecology

2008.5-2008.5 Centre for Terrestrial 
Ecology, Netherlands 
Institute of Ecology

Lur Epelde Netherlands Institute of 
Ecology, The 
Netherlands

2008.7-2008.7 Netherlands Institute of 
Ecology, The 
Netherlands

Eiko Kuramae Netherlands Institute of 
Ecology, The 
Netherlands

2008.7-2008.7 Netherlands Institute of 
Ecology, The 
Netherlands

Guochun Ding Julius Kühn-Institut 
Bundesforschungsinstitut 
für Kulturpflanzen
Institut für 
Epidemiologie und 
Pathogendiagnostik

2008.6-2008.7 Julius Kühn-Institut 
Bundesforschungsinstitut 
für Kulturpflanzen
Institut für 
Epidemiologie und 
Pathogendiagnostik

Zhiguo Fang Eco-Environmental 
Research Center, 
Chinese Academy of 
Sciences

2006.8-2008.5 Assistant Professor, 
Zhejiang Industrial Univ

Meiying Xu Guangzhou Institute of 
Microbiology

2006.8-2008.9 Associate Professor, 
Guangzhou Institute of 
Microbiology

Tuyong Yi Huanan Agri Univ 2008.9-2009.12 Associate Professor
Xinyu Li Shengyang Institute of 

Ecology, CAS
2010.4-2010.9 Assocaite Professor

Jiangtao Li Tongji University 2010.10-12 Lecturer
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Fabiana Paula University of Sao Paulo 2010.10-12 Ph.D candidate

Past visiting undergraduate students and interns

Patrick E. McDonel University of Indiana 
at South Bend

1998.8-1999.8 Ph.D candidate, Univ 
of Calif, Berkeley

Zakee Sabree Florida A&M Univ 1998.8-1998.12 Univ of Wisconsin, 
Madison, WI

Jestus Kim Emory University 1999.6-1999.8 Emory Univ
Nicholas Laszio 2001.9-12
Jon Brooks Boroughs 2000.6-2000.8 High School Teacher
Daree Russell 2000.4-2001.3
Roshitha V. Dunstan 2001.6-2001.8
Shreni Keniya 2001.8-2001.12
Katie Bergman 2001.6-2001.8
Samantha Danielle 2002.5-2002.8
Scott J. Pesek Univ of Tennessee 2003.8-2003.12 Univ of Tennessee
Funjun Zhou Univ of Tennessee 2004.8-2004.12 Univ of Tennessee
Kevin Kuhaida 2000.10-2000.12
Rachel Lynch 2004.5-2004.8
Melissa Schuyler 2004.5-2004.8
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	TEACHING EXPERIENCE     

	“GeoChip: Current Development, Challenges, and Applications”, Invited talk in the Monsoon Asia Agro-Environmental Research Consortium (MARCO): Toward International Research Collaboration, Workshop on Metagenomic approach on the rhizosphere soil microbiome. Tsukuba, Japan, October 4-8, 2009
	Zhou, J.-Z., Z.H.  He, J. D. Van Nostrand, L.Y. Wu, and Y. Deng. 2010. Applying GeoChip Analysis to Disparate Microbial Communities. Microbe, 5:60-64. 
	Gao, W.M., T. J.Gentry, T. L. Mehlhorn, S. L. Carroll,, P. M. Jardine, and J.-Z. Zhou. 2010. Characterization of Co(III) EDTA reducing bacteria in metal- and radionuclide-contaminated groundwater. Geomicrobiology Journal, 27: 93-100.
	Bretschger, O., A Obraztsova, C. A. Sturm, I. Chang, Y. A. Gorby, S. B. Reed, D. E. Culley, C. L. Reardon, S.Barua, M.F. Romine, J.-Z. Zhou, A.S. Beliaev, R. Bouhenni, D. Saffarini, F. Mansfeld, B.H. Kim, J. K. Fredrickson, and K.H. Nealson. 2007. An exploration of current production and metal oxide reduction by Shewanella oneidensis MR-1 wild-type and mutants. Appl. Environ. Microbiol., 73:7003-7012. 
	Bender, K.S., H.  Yen, C. L. Hemme, Z Yang, Z. He, Q. He, J.-Z. Zhou, K. Huang, E. J. Alm, T. C. Hazen, A. P. Arkin, and J. D. Wall. 2007. Analysis of a Ferric Uptake Regulator (Fur) Mutant of Desulfovibrio vulgaris Hildenborough. Appl. Environ. Microbiol. 73: 5389-5400.

	Zhou, X., and J.-Z. Zhou. 2006. The Arts for fabricating protein microarray. Pp. 257-270. Rampal, J. (ed), in Microarrays: Methods and Protocols, Methods in Molecular Biology, The Humana Press Inc, New Jersey, USA (Invited)
	Wu, W.M., J. Carley, T. Gentry, M. A. Ginder-Vogel, M. Fienen, T. Mehlhorn, H. Yan, S. Caroll, J. Nyman, J. Luo, M. E. Gentile, M. W. Fields, R. F. Hickey, D. Watson, S. Fendorf, J.-Z. Zhou, P. Kitanidis, P. M. Jardine, and C. S. Criddle. 2006. Field-scale bioremediation of uranium in a highly contaminated aquifer II: geochemical control of U(VI) bioavailability and evidence of U(VI) reduction. Environ. Sci. & Tech. 40: 3986-3995.
	Gao, W., Y. Liu, J.-Z. Zhou, and  H. Pan. 2005. Effects of a Strong Static Magnetic Field on Bacterium Shewanella oneidensis: An Assessment by Using Whole Genome Microarray. Bioelectromagnetics, 26:2-6.
	Qiu, X., R. A. Hurt, L.. Wu, C. Chen, J. M. Tiedje, and J.-Z. Zhou. 2004. Detection and quantification of copper-denitrifying bacteria by quantitative competitive PCR. J. Microbiol Methods, 59:199-210.

	Zhou, J.-Z., B. Xia, H. Huang, D. S. Treves, L. J. Hauser, R. J. Mural, A. V. Palumbo, and J. M. Tiedje. 2003. Bacterial phylogenetic diversity and a novel candidate division of two humid region, sandy surface soils. Soil Biology and Biochemistry, 35:915-924. 
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