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Microbiology. Kwon, Young Min; Ricke, Steven C. (Eds.) Springer. ISBN: 978-1-61779-
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91. 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 
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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. 

 
Current: 

1. 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 

3. PI: J A Gilbert. My Role: PI. U.S. Dept. of Energy (2012-016-N0). Total Direct Costs: 
$100k. 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.  

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. 

6. PI: Folker Meyer. My Role: Co-PI. Gordon and Betty Moore Foundation. Total Direct 
Costs: $450k. Title: “METAZen”. Annual salary recovery or effort: 0%. Projected 
Period: 01/03/12-28/02/15. 

7. 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. 

8. 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. 

 
Pending: 

1. PI: J A Gilbert. My Role: PI. NSF Macrosystems Ecology (Submitted April 18th 2012). 
Total Direct Costs: $6.5M. Title: “Collaborative Research: Creating a continent-scale 
terrestrial microbial bioclimatic envelope model for the US”. Annual Salary Recovery: 
5%. Project Period: 01/03/2013-28/02/18. 

 
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. 
 
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 Ph.D. Committee member for Matthew Perisin, Ecology and Evolution, 

University of Chicago. Still in Program. 
 
Postdoctoral 
2010 Daniel Smith (PhD Oregon State University, USA). Projected to complete 

postdoc in 2014. 
2011 Iratxe Zarraonaindia (PhD University of the Basque Country, Spain). 

Projected to complete postdoc in 2015. 
2013 New postdoc – yet to be named. Project to complete postdoc in 2015. 
 
PRESENTATIONS 
I have given >50 invited seminars, 20 offered talks, 5 television interviews, 10 radio 
interviews over the last 5 years, including:  
• 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 
 
AFFILIATIONS: 

http://www.bbc.co.uk/bang/


 
• I am senior editor for the ISME Journal. 
• I am an academic editor for PLoS ONE. 
• I am a member of the American Geophysical Union, Society for General 

Microbiology, the American Society for Microbiology, and the International 
Society for Microbial Ecology 

• I am an associate editor for “Standards in Genomic Science” and “Microbial 
Informatics and Experimentation”. 

• I am an associate editor for Frontiers in Marine Science 
• I am on the board for the Genomic Standards Consortium non-for-profit organization. 
• I am Co-PI for the Earth Microbiome Project. 
• Special guest editor for Environmental Microbiology Reports, and Marine Drugs 

edition. 
 


