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93. Field D, Joint I, Gilbert JA et al. 2008. Towards a richer description of our complete collection of genomes and metagenomes: the “Minimum Information about a Genome Sequence” (MIGS) specification. Nature Biotechnology. 26(5):541-7.
94. Garnham C.P.†, Gilbert JA*, Hartman C†, Campbell RL†, Laybourn-Parry J.‡ and Davies PL. 2008. Ca2+-dependent bacterial antifreeze protein domain has a novel beta-helical ice-binding fold. Biochemistry Journal. 411, 171-180

2007

95. Booth T, Gilbert JA, Neufeld JD, Ball J, Thurston M, Chipman K Joint I & Field D. 2007. Handlebar: a flexible, web-based inventory manager for handling barcoded samples. Biotechniques. 42(3):300-02

2006

96. Scotter AJ, Marshall CB, Graham LA, Gilbert JA, Garnham CP, Davies PL. (2006). The basis for hyperactivity of antifreeze proteins. Cryobiology. 53(2). 229-239.

2005

97. Gilbert, J. A.; Davies, P.L.; Laybourn-Parry, J. (2005). A hyperactive, Ca2+-dependent antifreeze protein in an Antarctic bacterium. FEMS Microbiology Letters. 245(1), 67-72.

2004

98. Gilbert, J. A.; Hill, P. J.; Dodd, C. E. R. and Laybourn-Parry, J. (2004). Demonstration of antifreeze protein activity in Antarctic lake bacteria. Microbiology, 150, 171-180.

2003

99. Tomczak, M. M.; Marshall, C. B.; Gilbert, J. A. and Davies, P. L. (2003). A facile method for determining ice recrystallisation inhibition by antifreeze proteins. Biochemical and Biophysical Research Communications, 311 (4), 1041-1046.

Book chapters:
2014

2013
100. Owens S, Wilkening J, Fessler J, Gilbert JA. 2014. Metagenomics: Biofouling Methods. Wiley and Sons. 
101. Hampton-Marcell JT, Moormann SM, Owens SM, Gilbert JA. 2013. Preparation and metatranscriptomic analyses of host-microbe systems. Methods Enzymol. 2013;531:169-85. doi: 10.1016/B978-0-12-407863-5.00009-5. PMID: 24060121
102. Lopez, J., Cuvelier, M., Gilbert, J. A., Larsen, P., Willoughby, D., Wu, Y., ... & Thurber, V. R. (2013, April). Synergistic Effects of Crude Oil and Corexit Dispersant on a Sponge Holobiont System. In INTEGRATIVE AND COMPARATIVE BIOLOGY (Vol. 53, pp. E130-E130). JOURNALS DEPT, 2001 EVANS RD, CARY, NC 27513 USA: OXFORD UNIV PRESS INC.
2012
103. Gilbert JA, Li L-L, Taghavi S, McCorkle SM, Tringe S, van der Lelie N. 2012. Bioprospecting metagenomics for new glycoside hydrolases. In: Methods in Molecular Biology Vol. 908 – Biomass Conversion. Ed. Himmel, Michael E. Humana Press. ISBN 978-1-61779-955-6
2011
104. Gilbert J.A. and Hughes M. 2011. Gene Expression Profiling: Metatranscriptomics. In: Methods in Molecular Biology, Vol 733: High-throughput Sequencing: Applications to Microbiology. Kwon, Young Min; Ricke, Steven C. (Eds.) Springer. ISBN: 978-1-61779-088-1.
105. Gilbert J.A., Laverock B, Temperton B, Thomas S, Mühling M and Hughes M. Metagenomic protocols. 2011. In: Methods in Molecular Biology, Vol 733: High-throughput Sequencing: Applications to Microbiology. Kwon, Young Min; Ricke, Steven C. (Eds.) Springer. ISBN: 978-1-61779-088-1.
2010
106. Gilbert JA, Field D, Huang Y, Edwards R, Li W, et al. 2010. Detection of Large Numbers of Novel Sequences in the Metatranscriptomes of Complex Marine Microbial Communities. In Volume 2 of “Handbook of Molecular Microbial Ecology II: Metagenomics in Different Habitats” edited by Frans J. de Bruijn. John Wiley & Sons, Inc.
107. Gilbert JA, Zhang K & Neufeld J. 2010. Multiple Displacement Amplification. In: HANDBOOK OF HYDROCARBON AND LIPID MICROBIOLOGY. Ed. Timmis, K. Springer-Verlag Berlin Heidelberg. 10.1007/978-3-540-77587-4_333. 4255-4263
108. Gilbert JA. 2010. Aquatic metagenome library (archive; expression) generation and analysis. In: HANDBOOK OF HYDROCARBON AND LIPID MICROBIOLOGY. Ed. Timmis, K. . Springer-Verlag Berlin Heidelberg.10.1007/978-3-540-77587-4_340. 4347-4352

Peer Reviewed Community Reports:

2014
109. [bookmark: _GoBack]Shogan Benjamin D., An Gary C., Schardey Hans M., Matthews Jeffrey B., Umanskiy Konstantin, Fleshman James W. Jr., Hoeppner Jens, Fry Donald E., Garcia-Granereo Eduardo, Jeekel Hans, van Goor Harry, Dellinger E. Patchen, Konda Vani, Gilbert Jack A., Auner Gregory W., and Alverdy John C. 2014. Proceedings of the First International Summit on Intestinal Anastomotic Leak, Chicago, Illinois, October 4–5, 2012. Surgical Infections. doi:10.1089/sur.2013.114.
110. Gilbert JA, Dick GJ, Jenkins B, Heidelberg J, Allen E, Mackey KRM, DeLong EF. 2014. Meeting report: Ocean ‘omics science, technology and cyberinfrastructure: current challenges and future requirements (August 20-23, 2013). Standards in Genomic Science. 2014 9:3. doi:10.4056/sigs.5749944
111. Neil Davies, Dawn Field, Linda Amaral-Zettler, Mesude Bicak, Sarah Bourlat, Jonathan Coddington, John Deck, Alexei Drummond, Jack A Gilbert, Frank Oliver Glöckner, Renzo Kottmann, Chris Meyer, Norman Morrison, Matthias Obst, Robert Robbins, Lynn Schriml, Peter Sterk, Steven Stones-Havas. 2014. Report of the 14th Genomic Standards Consortium Meeting, Oxford, UK, September 17-21, 2012. Standards in Genomic Sciences, 9(3). 
112. Neil Davies, Dawn Field, Linda Amaral-Zettler, Melody S Clark, John Deck, Alexei Drummond, Daniel P Faith, Jonathan Geller, Jack A. Gilbert, Frank Oliver Glöckner, Penny Hirsch, Jo-Ann Leong, Chris Meyer, Matthias Obst, Serge Planes, Chris Scholin, Alfried P Vogler, Ruth D Gates, Rob Toonen, Véronique Berteaux-Lecellier, Michèle Barbier, Katherine Barker, Stefan Bertilsson, Mesude Bicak, Matthew J Bietz, Jason Bobe, Levente Bodrossy, Angel Borja, Jonathan Coddington, Jed Fuhrman et al. 2014. The founding charter of the Genomic Observatories Network. GigaScience 2014, 3:2 doi:10.1186/2047-217X-3-2
113. Field D, Sterk P, Kottmann R, De Smet JW, Amaral-Zettler L, Cochrane G, Cole JR, Neil Davies, Peter Dawyndt, George M. Garrity, Gilbert JA, Frank Oliver Glöckner, Lynette Hirschman, Hans-Peter Klenk, Rob Knight, Nikos Kyrpides, Folker Meyer, Ilene Karsch-Mizrachi, Norman Morrison, Robert Robbins, Inigo San Gil, Susanna Sansone, Lynn Schriml, Tatiana Tatusova, Dave Ussery, Pelin Yilmaz, Owen White, John Wooley, Gregory Caporaso. 2014. Genomic Standards Consortium Projects. Stand. Genomic Sci. 2014 9:3
114. John Alverdy, Jack A. Gilbert, Jennifer R DeFazio, Michael J Sadowsky, Eugene B Chang, Michael J Morowitz, Daniel H Teitelbaum. 2014. Proceedings of the ASPEN-Sponsored Workshop The Interface Between Nutrition and the Gut Microbiome: Implications and Applications for Human Health. Journal of Parenteral and Enteral Nutrition. Published online before print December 30, 2013, doi: 10.1177/0148607113517904. 
2013
115. Benjamin D. Shogan, Daniel P. Smith, Aaron I. Packman, Scott T. Kelley, Emily M Landon, Seema Bhangar, Gary J. Vora, Rachael M. Jones, Kevin Keegan, Brent Stephens, Tiffanie Ramos, Benjamin C. Kirkup, Jr., Hal Levin, Mariana Rosenthal, Betsy Foxman, Eugene B. Chang, Jeffrey Siegel, Sarah Cobey, Gary An, John C. Alverdy, Paula J. Olsiewski, Mark O. Martin, Rachel Marrs, Mark Hernandez, Scott Christley, Michael Morowitz, Stephen Weber, Jack Gilbert. 2013. The Hospital Microbiome Project: Meeting Report for the 1st Hospital Microbiome Project, Chicago, USA, January 15th, 2013. Standards in Genomic Science. 8:3.
116. Lynn Schriml, Ilene Mizrachi, Peter Sterl, Dawn Field, Lynette Hirschman, Tatiana Tatusova, Susanna Sansone, Jack Gilbert, David Schindel, Neil Davies, Chris Meyer, Folker Meyer, George Garrity, Lite Proctor, Marnix Medema, Yemin Lan, Anna Klindworth, Frank Oliver Glöckner, Tonia Korves, Antonia Gonzalez, Peter Dwayndt, Markus Göker, Anjette Johnston, Evangelos Pafilis, Susanne Schneider, Katherine Baker, Cynthia Parr, Granger Sutton, Heather Creasy, Nikos Kyrpides, K Eric Wommack, Patricia L Whetzel, Daniel Nasko, Hilmar Lapp, Takamoto Fujisawa, Adam M Phillippy, Renzo Kottman, Judith A Blake, Junhua Li, Elizabeth M Glass, Petra ten Hoopen, Rob Knight, Susan Holmes, Curtis Huttenhower, Steven L Salzberg, Bing Ma, Owen White. 2013. The 15th Genomic Standards Consortium Meeting. Standards in Genomic Sciences. 8; 1.
117. Smith D, Alverdy J, Coleman M, Garcia-Houchins S, Green J, Keegan K, Kelley S, Kirkup B, Kociolek L, Levin H, Landon E, Olsiewski P, Knight R, Siegel J, Weber S, Gilbert JA. 2013. The Hospital Microbiome Project: Meeting Report for the 1st Hospital Microbiome Project Workshop on sampling design and building science measurements, Chicago, USA, June 7th-8th 2012. Standards in Genomic Science. 8:1.
2012
118. Robbins R, Amaral-Zettler L, Bik H, Blum S, Edwards J, Field D, Garrity G, Gilbert JA, Kottmann R, Krishtalka L, Lapp H, Lawrence C, Morrison N, Tuama EO, Parr C, San Gil I, Schindel D, Schriml L, Vieglas D, Wooley J. 2012. RCN4GSC Workshop Report: Managing Data at the Interface of Biodiversity and (Meta) Genomics, March 2011. Standards in Genomic Sciences 7 (1)
119. Gilbert JA, Bao Y, Wang H, Sansone, S-A, Edmunds, SC, Morrison N, Meyer F, Schriml LM, Davies N, Sterk P, Wilkening J, Garrity GM, Field D, Robbins R, Smith D, Mizrachi I, Moreau C. 2012. Report of the 13th Genomic Standards Consortium Meeting, Shenzhen China, March 4-7th 2012. Standards in Genomic Science. 6(2): 276–286.
120. Amaro F, Gilbert JA, Owens S, Trimble W, Shuman HA. 2012. Whole-genome sequence of the human pathogen Legionella pneumophila Serotype 12 strain 570-CO-H. Journal of Bacteriology. 194 (6), 1613-1614
2011
121. Gilbert JA, Bailey M, Field D, Fierer N, Fuhrman JA, Hu B, Jansson J, Knight R, Kowalchuk GA, Kyrpides NC, Meyer F, Stevens R. 2011. The Earth Microbiome Project: The Meeting Report for the 1st International Earth Microbiome Project Conference, Shenzhen, China, June 13th-15th 2011. Standards in Genomic Science. 5(2).
122. O’Brien SL, Glass EM, Brulc JM, Gilbert JA, Antonopoulos DA, Meyer F. 2011. Meeting Report: The 2nd Annual Argonne Soils Workshop, Argonne National Laboratory, Chicago USA, October 6-8, 2010. Standards in Genomic Science. 5(2) 
123. Amanda Birmingham, Jose C Clemente, Narayan Desai, Jack A. Gilbert, Antonio Gonzalez, Nikos Kyrpides, Folker Meyer, Eric Nawrocki, Peter Sterk, Jesse Stombaugh, Zasha Weinberg, Doug Wendel, Neocles B Leontis, Craig Zirbel, Rob Knight, Alain Laederach. 2011. Meeting report of the RNA Ontology Consortium January 8-9, 2011. Standards in Genomic Science, 4:2.
2010
124. Hirschman L., Sterk P., Field D., Wooley J., Cochrane G., Gilbert JA., Kolker E., Kyrpides N., Meyer F., Mizrachi I., Nakamura Y., Sansone S., Schriml L., Tatusova T., White O. and Yilmaz P. 2010. Meeting Report: “Metagenomics, Metadata and Meta-analysis” (M3) Workshop at the Pacific Symposium on Biocomputing 2010. Standards in Genomic Sciences, Vol 2, No 3
125. Field D, Friedberg I, Sterk P, Kottmann R, Glöckner FO, Hirschman L, Garrity G, Cochrane G, Wooley J, and Gilbert J.A. 2010. Meeting Report: “Metagenomics, Metadata and Meta-analysis” (M3) Special Interest Group at ISMB 2009. Standards in Genomic Science. Vol 1, No 3.
126. Gilbert JA, Meyer F, Knight R, Field D, Kyrpides N, Yilmaz P, Wooley J. 2010. Meeting report: GSC M5 roundtable at the 13th International Society for Microbial Ecology meeting in Seattle, WA, USA, August 22-27th 2010. Standards in Genomic Science. 3:3
127. Gilbert JA, Meyer F, Antonoploulos D, Balaji P, Brown CT, Brown CT, Desai N, Eisen JA, Evers D, Feng W, Huson D, Jasson J, Knight R, Knight J, Kolker E, Kostantindis K, Kostka J, Kyrpides, N, Mackelprang R, McHardy A, Quince C, Raes J, Sczyrba A, Shade A, Stevens R. 2010. Meeting Report.  The Terabase Metagenomics Workshop and the Vision of an Earth Microbiome Project. Standards in Genomic Science. 3:3.
128. Gilbert JA, Meyer F, Jansson J, Gordon J, Pace N, Tiedje J, Ley R, Fierer N, Field D, Kyrpides N, Glockner F-O, Klenk H-P, Wommack KE, Glass E, Docherty K, Gallery R, Stevens R, Knight R. 2010. The Earth Microbiome Project: Meeting report of the “1st EMP meeting on sample selection and acquisition” at Argonne National Laboratory October 6th 2010. Standards in Genomic Science. 3:3.
129. Glass E, Meyer F, Gilbert JA, Field D, Hunter S, Kottman R, Kyrpides N, Sansone S, Schriml L, Sterk P, White O , Wooley J. 2010. Meeting report from the Genomics Satndards Consortium (GSC) workshop 10. Standards in Genomic Science 3:3.
130. Davidsen T, Madupu R, Sterk P, Field D, Garrity G, Gilbert JA, Glöckner F-O, Hirschman L, Kolker E, Kottmann R, Kyrpides N, Meyer F, Morrison N, Schriml L, Tatusova T, Wooley J. 2010. Meeting Report from the Genomic Standards Consortium (GSC) Workshop 9. Standards in Genomic Science. 3:3.

Genome Reports:
2014
131. Erik R Hawley, Stephanie A Malfatti, Ioanna Pagani, Marcel Huntemann, Amy Chen, Brian Foster, Alexander Copeland, Tijana Glavina del Rio, Amrita Pati, Janet R Jansson, Jack A Gilbert, Susannah Green Tringe, Thomas D Lorenson, Matthias Hess. 2014. Metagenomes from two microbial consortia associated with Santa Barbara seep oil. Marine Genomics. DOI: 10.1016/j.margen.2014.06.003.
132. Erik R Hawley, Hailan Piao, Nicole M Scott, Stephanie Malfatti, Ioanna Pagani, Marcel Huntemann, Amy Chen, Tijana Glavina del Rio, Brian Foster, Alex Copeland, Janet Jansson, Amrita Pati, Jack A Gilbert, Susannah Tringe, Thomas D Lorenson, Matthias Hess. 2014. Metagenomic analysis of microbial consortium from natural crude oil that seeps into the marine ecosystem offshore Southern California. Standards in Genomic Science, 9;3.
2013
133. Choudhari S, Smith S, Owens S, Gilbert JA, Shain DH, Dial RJ, Grigoriev A. 2013. Metagenome Sequencing of prokaryotic microbiota collected from Byron Glacier, Alaska. Genome Announcements, 1 (2).
2012
134. Trimble WL, Phung LT, Meyer F, Gilbert JA, Silver S. 2012. Draft Genome Sequence of Agrobacterium albertimagni Strain AOL15. Journal of Bacteriology. 194 (24) 6986-6987.
135. Trimble WL, Phung LT, Meyer F, Silver S, Gilbert JA. 2012. Draft Genome Sequence of Achromobacter piechaudii Strain HLE. Journal of Bacteriology 194 (22), 6355-6355.
136. Phung LT, Trimble WL, Meyer F, Gilbert JA, Silver S. 2012. Draft Genome Sequence of Alcaligenes faecalis subsp. faecalis NCIB 8687 (CCUG 2071). Journal of Bacteriology 194 (18), 5153-5153
137. Phung L, Silver S, Trimble W, Gilbert JA. 2012. Draft genome of Halomonas strain GFAJ-1 (ATCC BAA-2256). Journal of Bacteriology. 194 (7), 1835-1836.
2011
138. Temperton B, Thomas S, Tait K, Parry H, Emery M, Allen M, Quinn J, McGrath J, Gilbert JA. 2011. Permanent draft genome sequence of Vibrio tubiashii strain NCIMB 1337 (ATCC19106). Standards in Genomic Science. 4:2
2010
139. Gilbert JA, Meyer F, Joint I, Mühling M, Field D. 2010. Short Metagenome Report: Metagenomes and metatranscriptomes from the L4 long term coastal monitoring station in the Western English Channel. Standards in Genomic Science. Vol 3 (2).


FUNDING

Past:
1.  PI: J A Gilbert. My Role: PI. Arthur P Sloan Foundation (2011-6-05). Total Direct Costs: $145k. Title: “How personal is your home microbiome? Unraveling the relationship between human-associated and home-associated microbial signatures”. Annual Salary recovery or effort: 20%. Period: 01/08/11-30/09/12.
2.  PI: J A Gilbert. My Role: PI. Doe Travel Award GSC13. Total Direct Costs: $15k. Title: Travel award for the Genomic Standards Consortium’s 13th annual meeting. Annual salary recovery or effort: 0%. Period: 01/02/12-30/09/12.
3. PI: J A Gilbert. My Role: PI. U.S. Dept. of Energy (DE-AC02-06CH11357) – Total Direct costs: $1.8M. Title “Simultaneous ecological assessment and characterization of novel proteins from a soil microbial community”. Annual salary recovery or effort: 100%. Projected period 01/08/10-30/07/13
4. PI: J A Gilbert. My Role: PI. DDRCC-Gilbert. Total Direct Costs: $20k. Title: “A Metagenomic Understanding of the Causes of Acute Appendicitis”. Annual Salary Recovery or Effort: 0%. Period. 01/06/11-30/05/13.
5. PI: J A Gilbert. My Role: PI. Arthur P Sloan Foundation (2012-3-25). Total Direct Costs: $17.5k. Title “Convening a working group to design a sampling scheme, and building metadata acquisition, to characterize the source and succession of microbial and viral communities in a new hospital”. Annual salary recovery or effort: 0%. Projected Period: 01/06/12-30/08/13.

Current:
6. PI: J A Gilbert. My Role: PI. U.S. Dept. of Energy (2012-016-N0). Total Direct Costs: $300k. Title “Knowledge discovery in microbial community composition and metabolite turnover using satellite remote sensing data”. Annual Salary recovery or effort: 10%. Project Period 01/10/11-30/09/14. 
7. PI: Folker Meyer. My Role: Co-PI. Gordon and Betty Moore Foundation. Total Direct Costs: $450,000. Title: “METAZen”. Annual salary recovery or effort: 0%. Projected Period: 01/03/12-28/02/15.
8. PI: J A Gilbert. My Role: PI. Arthur P Sloan Foundation (2012-11-01). Total Direct Costs $850,000. Title “The Hospital Microbiome Project”. Annual salary recovery or effort: 10%. Project Period: 01/11/12-31/10/14.
9. PI: J A Gilbert. My Role: PI. Gulf of Mexico Research Institute. Total Direct Costs: $266,000. Title “Creating a Predictive Model of Microbially Mediated Carbon Remediation in the Gulf of Mexico”. Annual salary recovery or effort: 10%. Project Period: 01/01/13-31/12/14.
10. PI: Cristina Negri. My Role: Co-PI. Municipal Water Research Division. Total Direct Costs: $1.98M. Title “Creating a predictive model of microbial dynamics in the Chicago water ways. Annual Salary Recovery 10%. Project Period: 04/01/13-03/31/19.
11. PI: Rob Knight. My Role: Co:PI. Keck Foundation. Total Direct Costs: $1M. Title “The Earth Microbiome Project”. Annual Salary Recovery 0%. Project Period. 07/01/13-06/30/15.
12. PI: Jack A Gilbert. My Role: PI. UChicago-Argonne Coordination Program. Total Direct Costs: $200,000. Title “Inference for pathogen interactions”. Annual Salary Recovery 0%. Project Period. 11/01/13-10/31/15.
13. PI: Meltem Urgun-Demirtas. My Role: CoPI. UChicago-Argonne-BenGurion Collaboration on Water Research. Total Direct costs: $350k. Title: “Membrane-biofilm nexus:  Advanced membrane autopsy as a tool for revealing membrane biofouling and development of new membranes materials and structures”. Annual Salary Recovery 0%. Project Period. 12/01/13-11/30/15.
14. PI: Flynn Picardl (U Indiana). My Role: Co-PI. NSF. Total Direct Costs $140,000. Title Collaborative Research: Biogenic Methanogenesis and Biodegradation of Organic Matter in Coals. Annual Salary Recovery 2.5%. Project Period 01/01/15-12/31/16.
15. PI: Pam Solstis (U Florida). My Role: Co-PI. NSF. Total Direct Costs $400,000. Title: Dimensions US-China: Collaborative Research: How historical constraints, local adaptation, and species interactions shape biodiversity across an ancient floristic disjunction. Annual Salary Recovery 5%. Project Period. 01/01/15-12/31/19.

MANAGEMENT TRAINING
2007		Basic Management – matrix management (Plymouth Marine Laboratory)
2008		Group Management Strategies (Plymouth Marine Laboratory)
2009		Advanced Management Practice (Plymouth Marine Laboratory)
2012	Strategic Laboratory Leadership program (Chicago Booth School of Business)

EDUCATION
The College (B.A., B.S.):
2011-2011	BIOS 13129, " Environmental Science: a Microbiology Toolkit for the Modern Age ", Spring Quarter, 20 lecturers, no discussion sections or laboratories, ~40 students
2011-2011	BIOS 20150, “Introductory Biology”, Spring Quarter, 1 lecture, 300 students

Graduate programs (Ph.D.):
2009	Masters in Bioinformatics, 5 lectures, Oxford University, Zoology Department, 24 students.
2010	Masters in Bioinformatics, 3 lectures, Oxford University, Zoology Department, 19 students.
2012	Ph.D. graduate course on bioinformatics and manuscript writing, 20 lectures, University of Chicago, Ecology and Evolution, 8 students.
2013	PhD. Graduate course on bioinformatics and manuscript writing, 20 lectures, University of Chicago, Ecology and Evolution, 8 students

Research trainees:
Graduate (Ph.D.)
2006-2009	Principal supervisor for Bonnie Laverock, PhD 2010. Currently: Postdoctoral Associate, University of Western Australia.
2006-2009	Principal supervisor for Simon Thomas, PhD 2010. Currently Senior Principle Researcher, Plymouth Marine Laboratory, UK.
2007-2010	Principal supervisor for Ben Temperton, PhD 2011. Currently: Postdoctoral Associate, Oregon State University, USA.
2011	Principle supervisor for Sean Gibbons, Biophysical program, University of Chicago. Still in program.
2012	Principle supervisor for Simon Lax, Ecology and Evolution, University of Chicago. Still in program.
2009-2012	Ph.D. Committee member for Anna Klindworth (MPI Bremen), Jacobs University, Germany. PhD. 2012.
2011-2014	Ph.D. Committee member for Matthew Perisin, Ecology and Evolution, University of Chicago. Still in Program.
2012-2014	Ph.D. Committee member for Benjamin Rubin. The Field Museum. Still in Program.
2011-2014	Ph.D. Committee member for Orissa Moulton. Department of Ecology and Evolution, University of Chicago. Still in Program.

Postdoctoral Fellows.
2010-2013	Daniel Smith (PhD Oregon State University, USA). Currently at Baylor College of Medicine with Joe Petrisano.
2011-2014	Iratxe Zarraonaindia (PhD University of the Basque Country, Spain). Currently at University of the Basque Country, Spain.
2012	Nicole Scott (Ph.D. University of Chicago). Project to be completed in 2015.
2013	Kim Handley (Ph.D. University of California, Berkeley). Project to be completed in 2015.
2013	Chris Marshall (Ph.D. University of Southern Carolina). Project to be completed in 2015.

PRESENTATIONS
I have given >35 Keynote lectures and >110 invited seminars, 40 offered talks, 10 television interviews, >30 radio interviews over the last 5 years, including: 
· David A. Relman, Jack A. Gilbert, Rob Knight. 2014. The promise of the microbiome: Function and dysfunction in humans and beyond. Science 11 July 2014: Vol. 345 no. 6193 p. 226. DOI: 10.1126/science.345.6193.226-c
· Consortium for Foreign Relations, DC, May 2014
· Institute for the Future, Keynote, May 2014
· AgriBio GRDC Key note, April 2014.
· AAAS Built Environment Microbiome Meeting, March 2014
· AAAS Congressional Symposium, March 2014
· Exxon Mobil Science of the Future Lecture Series Invited speaker, March 2014
· Invited Speaker, ASLO 2014 
· Invited Speaker, Lausanne Genomic Days, February 2014
· Invited Speaker – Field Museums A Watson Armour III Research Seminar, Feb 5th 2014
· Rotary Club of Naperville Special Guest Speaker, January 2014
· Invited Speaker, Monsanto Microbiome Symposium, January 2014
· Invited Speaker, AGU, December, 2013
· Invited Speaker, University of Colorado at Boulder, December 2013
· Invited Speaker, Illumina Microbiology Experts Meetings, November 2013
· Invited Speaker, Hope College, MI., October 2013
· A.S.P.E.N. Los Angeles, Keynote Speaker October 2013.
· Keynote Speaker, Brazilian Microbiome Association, September 2013.
· Invited speaker at ICG Americas 2 meeting, Sacramento, USA, Sept 2013.
· Keynote speaker at International Environmental Omics Synthesis symposium, UK, Sept 2013.
· Keynote speaker at the Gordon Research Conference on Applied and Environmental Microbiology, July 2013.
· Keynote speaker at Ningbo and Hangzhou symposia on microbial ecology, Chinese Academy of Sciences. July 2013.
· Keynote speaker at University of Chicago center in Beijing’s international conference on surgical microbiology. May 2013.
· Invited speaker at Alfred P Sloan Foundation Symposium on the built Environment, May 2013.
· Invited speaker and session organizer, American Society for Microbiology, May 2013.
· Keynote speaker at Join PI meeting for Terrestrial Ecosystems Science and Subsurface Biogeochemistry DOE, May 2013.
· Invited speaker at SMBE satellite meeting, April 2013.
· Keynote speaker at the Genomic Standards Consortium’s 15th meeting, DC April 2013.
· Invited speaker at Michigan State University, April 2013
· Invited speaker at Northwestern University, April 2013.
· Invited speaker at University of Oslo, March 2013
· Invited speaker at EMBL Heidelberg, March 2013
· Invited speaker at University of Minnesota, March 2013
· Keynote speaker at Nanjing Soil Microbiology Conference, Chinese Academy of Sciences, February 2013.
· Invited Speaker at EU-US Microbial Community Dynamics Workshop, November 2012
· Invited Speaker at Loyola University, Chicago, IL, October 2012
· Invited Speaker at the SLOAN workshop, Boulder, Co, October 2012
· Invited Speaker at the Max Planck Institute, Bremen, Germany, October 2012 
· Invited Speaker at University of Chicago, Gleecher Center, October 2012
· Invited Speaker at the GSC14, Oxford, UK, September 2012
· Invited Speaker at the Microbiota Conference, Basel, Switzerland, September 2012
· Invited Speaker at the SGM Conference, University of Warwick, UK, September 2012
· Invited Speaker at ISME14, Denmark, Copenhagen, August 2012
· Invited Speaker at MBL STAMPS Workshop, Falmouth, Ma, August 2012
· Invited Speaker at the Gordon Research Conference, Naples, Italy, June 2012
· Invited Speaker at the IOM forum on Microbial Threats, Washington, DC, June 2012
· Invited Speaker at KAUST, Jeddah, Saudi Arabia, June 2012
· Invited Speaker at the Research Triangle Institute, Raleigh NC, May 2012
· Invited Speaker at the Frontiers in Metagenomics Symposium, Columbia, Mo, 
      May 2012
· Invited Speaker at the Bio Vision Alexandria, Alexandria, Egypt, April 2012
· Invited Speaker at the EMBRC workshop, Heidelberg, Germany, March 2012
· GSC13, Shenzhen China, March 2012  
· Panel participant at the AAAS Annual Meeting, February 2012
· Invited Speaker at the BPC Seminar, December 2011
· Invited Speaker at the International Congress of Genomics, Shenzhen, China, November 2011
· Invited Speaker at Roche, New Delhi, India, November 2011
· Invited Speaker at GSC12, September 2011
· Invited Speaker at Max Planck Institute for Marine Microbiology, Bremen, September 2011
· Invited Speaker at CeBiTec Conference in Bielefeld University, July 2011
· Invited Speaker at ICiS Conference in Utah, July 2011.
· Invited Seminar for the 1st International EMP Conference, June 2011
· Plenery Lecture for Biogeography at ASM2011, April 2011
· Invited lecture for Oregon State University expert series, April 2011
· Special session, Waterloo University, Canada, April 2011
· GSC11, Wellcome Trust Campus, Cambridge, UK, March 2011
· CAMERA Inspirational Lecture Series – UCSD, January 2011
· BIOTA10 – Sao Paolo, Brazil, December 2010
· Soil Metagenomics 2010 – Braunschweig Germany, December 2010
· ICG V Shenzhen China, November 2010
· Departmental Seminar Miami University, Ohio, October 2010
· Departmental Seminar Colorado University Boulder, October 2010
· GSC10 – ANL, October 2010
· US-EU Special Taskforce meeting, Washington DC, October 2010
· Challenger Conference, UK – Invited Talk, September 2010.
· ISME 13 – Chair of Roundtable and Invited talk, August 2010
· Cambridge Next Generation Sequencing Bioinformatics Meeting, March 2010
· Metatranscriptomics for Microbes, REAL meeting, IGB Berlin, January 2010
· Genomic standards on microbial ecology, PSB10, January 2010
· 2nd Next Generation Sequencing Retreat 14th– Metagenomics, December 2009
· BBC Panorama – Britain’s Dirty Beaches, August 31st 2009
· AIMS Seminar Series, August 22nd 2009
· INTERCOL-10 – Genes in the Night, August 20th 2009
· BBC “Bang Goes the Theory” Science show http://www.bbc.co.uk/bang/ - Dr. Venter in UK Waters, June 2009
· ICoMM meeting – Microbial biodiversity using pyrosequencing, April 2009
· “Using 16S rDNA pyrosequencing tag technology to investigate bacterial diversity changes over one year in the Western English Channel” offered speaker – ASLO, 2009.
· “Metagenomics and Metatranscriptomics in real world experiments” – invited speaker, Metagenomics, 2008
· “Metatranscriptomics and Ocean Acidification” – invited speaker, ISME, 2008
· “Phosphonate utilization in marine bacteria” – invited speaker, SGM, 2008

INVITED, ELECTED, OR APPOINTED EXTRAMURAL SERVICE
2009 – Invited to write an article for Annual Reviews in Marine Science
2010 – Editorial Board for ISME Journal: Marine Drugs
2010 – Invited Academic Editor for PLoS ONE
2010 – Invited to editorial board of Frontiers in Marine Science
2011 – Editorial Board for Marine Genomics, BMC: Microbial Informatics and Experimentation
2011 – Editor for Special Issue of Environmental Microbiology
2012 – Senior Editor for ISME Journal
2012 – Invited to Faculty of 1000
2013 – Senior Section Editor for PLoS ONE.
2013 – Senior Editor for Environmental Microbiology, Environmental Microbiology Reports
Various – Reviewer for Science, Nature, African Journal of Microbiology, Applied and Environmental Microbiology, Applied Soil Ecology, Briefing in Bioinformatics, Environmental Microbiology, Genome Biology, GigaScience, ISME Journal, Journal of Applied Microbiology, Journal of Bacteriology, Journal of Microbial Methods, Limnology and Oceanography, Letters in Applied Microbiology, Microbial Ecology, Molecular Biology and Evolution, Molecular Ecological Resources, Nature Climate Change, Nature Methods, Nature Reviews Microbiology, Nature Science Reports, Nucleic Acids Research, PloS ONE, PNAS, Standards in Genomic Science, Trends in Microbiology, Water Research.

PRESS COVERAGE, TESTIMONY, ETC.

I have been very engaged with the media for the last 5-6 years, having taken 3 courses in media relations, and how to communicate science effectively in this forum. Here is a selection of the websites that feature aspects of my research:

NPR – Indoor Microbiome
http://hereandnow.wbur.org/2013/11/01/microbiologist-avoid-flu

BBC Naked Scientists – Stopping the Superbugs
http://www.thenakedscientists.com/HTML/podcasts/naked-scientists/show/20131020-1/

Coverage of one of my articles by Science Daily:
http://www.sciencedaily.com/releases/2010/05/100526111244.htm 
Coverage of the Earth Microbiome Project:
 http://www.genomeweb.com/sequencing/earth-microbiome-pilot-project-sequence-10000-microbes-en-route-200000 
http://www.microbemagazine.org/index.php?option=com_content&view=article&id=4373:beyond-metagenomics-how-soil-microbes-and-climate-interact&catid=926:02-2012-current-topics&Itemid=1193 
http://www.uchicago.edu/features/20120305_bacterial_frontiers_could_yield_future_cures/ 
http://chicagotonight.wttw.com/2012/04/10/scientific-chicago-neil-shubin
http://www.anl.gov/articles/earth-microbiome-project-catalogue-world-s-microbes
http://www.igsb.org/news/Earth-Microbiome-Project-to-catalogue-worlds-microbes/ 	
http://www.thenakedscientists.com/HTML/content/interviews/interview/1772/
http://www.nature.com/nature/podcast/v482/n7386/nature-2012-02-23.html
Coverage of interview at the AAAS annual meeting (2012) on work I am doing in UChicago Hospitals: 
Patients leave a microbial mark on hospitals. Beth Mole, NATURE. May 23rd 2013. 
http://www.nature.com/news/patients-leave-a-microbial-mark-on-hospitals-1.13057
Sampling protocols on You Tube 
http://www.youtube.com/watch?v=G_oFrIBlURY
Hospital microbiome Project, Built Environment Research Group. 
http://built-envi.com/portfolio/hospital-microbiome-project/
Hospital Microbiome Project, Chicago Tribune, January 2013, 
http://articles.chicagotribune.com/2013-01-02/news/ct-met-microbiome-20130102_1_human-microbiome-bacteria-human-life
Hospital Microbiome Project: What patients leave behind. The Advisory Board Company, May 2013. 
http://www.advisory.com/Daily-Briefing/2013/05/28/Hospital-Microbiome-Project-What-patients-leave-behind
Microbiologists Will Watch As Bacteria Take Over This Hospital. Business Insider. November 7th 2012. 
http://www.businessinsider.com/investigating-the-bacteria-that-plague-a-hospital-2012-10
Bacteria Before and After: Mapping the Microbiome of a New Hospital. Science Life, Chicago. November 19th 2012. 
http://sciencelife.uchospitals.edu/2012/11/19/bacteria-before-and-after-mapping-the-microbiome-of-a-new-hospital/
‘We are 90% bacteria,’ says researcher for Hospital Microbiome Project. LimaOhio.com. 
http://www.limaohio.com/lifestyle/health/article_5520f55a-5ba5-11e2-beef-001a4bcf6878.html?mode=image&photo=0; 
Toledo Blade 
http://www.toledoblade.com/Medical/2013/01/28/We-are-90-percent-bacteria-says-a-researcher-for-Hospital-Microbiome-Project.html; 
LifeExtension.org 
http://www.lef.org/news/LefDailyNews.htm?NewsID=17906&Section=Nutrition; 
'We are 90% bacteria,' says researcher for Hospital Microbiome Project. Microbe World. January 5th 2013. 
http://www.microbeworld.org/component/jlibrary/?id=9899&view=article
The Hospital Microbiome Project: Bacteria Colonization Tracked by Supercomputers. Wanderlistmind.com November 2012. 
http://wanderlustmind.com/2012/11/25/the-hospital-microbiome-project-bacteria-colonization-tracked-by-supercomputers/
Microbiome Project Kicks Off with Aim of Understanding Ecology Behind Hospital-Acquired Infections. Genome Web. January 2nd 2013.
http://www.genomeweb.com/sequencing/microbiome-project-kicks-aim-understanding-ecology-behind-hospital-acquired-infehttp://www.telegraph.co.uk/health/healthnews/9091633/Florence-Nightingale-approach-could-help-fight-infection-in-modern-hospitals.html 
http://www.guardian.co.uk/science/2012/feb/20/open-hospital-windows-stem-infections 
http://www.nursingtimes.net/nursing-practice/clinical-zones/infection-control/sterile-wards-may-be-wiping-out-friendly-microbes/5041713.article 
http://www.sciencenewsdaily.org/microbiology-news/cluster136687712
http://www.independent.ie/health/health-news/florence-nightingales-treatment-of-bugs-has-lessons-for-modern-medicine-3024687.html
http://topnews.us/content/246370-fresh-air-good-patients-says-jack-gilbert
http://www.timesofmalta.com/articles/view/20120227/world/How-Florence-Nightingale-had-beaten-the-bugs.408694
http://www.webmd.boots.com/nhs/news/20120222/open-hospital-windows-to-cut-risk-of-bacterial-infection
http://deskarati.com/2012/02/20/open-hospital-windows-to-stem-spread-of-infections/
Interviewed and performed analyses for BBC Panorama in the UK:
http://www.bbc.co.uk/programmes/b00mg5cg 
Interview and editorial on Nature Methods paper for predicting microbial community structures in the English Channel:
http://phys.org/news/2012-04-microbial-weather.html
http://www.nature.com/nmeth/journal/v9/n6/full/nmeth.2041.html
Interacting and educating in schools:
http://www.mcs.anl.gov/news/detail.php?id=758
Interviews on Home and Hospital Microbiome Projects:
http://www.microbe.net/2012/10/24/people-behind-the-science-inverview-videos-jack-gilbert-built-environment-microbes-and-hospitals/
Work on making microbial music from ecological patterns:
http://blogs.plos.org/toothandclaw/2012/10/03/the-music-of-microbes/ 
Work on Western English Channel time series:
http://phylogenomics.blogspot.com/2011/08/get-to-know-jack-story-behind-paper-by.html 
Interviews on the Arsenic-Life Controversy:
http://sciencelife.uchospitals.edu/2010/12/08/life-on-arsenic/ 
Work on the Phones and Shoes Microbiome:
http://cosmiclog.nbcnews.com/_news/2012/02/24/10499512-whats-living-on-your-smartphone?lite
Featured Speaker on a live AAAS Science Webinar:
http://webinar.sciencemag.org/webinar/archive/harnessing-power-metagenomics
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