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	INSTITUTION AND LOCATION
	DEGREE

(if applicable)
	YEAR(s)
	FIELD OF STUDY

	Duke University, Durham, NC
	B.A.
	1974
	Zoology & Chem.

	Harvard University, Cambridge, MA
	Ph.D.
	1984
	Biochem. & Mol. Biol.


Professional Experience:

1984
Scientist, Biogen Research Corporation, Cambridge, MA

1985-1986
Research Fellow, Anatomy, Univ. Calif., San Francisco

1986-1998
Assistant/Associate Professor of Genetics, Harvard Medical School

1997-present
Director of the Lipper Center for Computational Genetics

1998-present
Professor of Genetics, Harvard Medical School

2002-present 
Director of the Harvard/MIT DOE Genomes-to-Life Center

2004-present 
Director of the Harvard/MIT/WashU NHGRI CEGS
2006-present
Senior Associate of Broad Inst. of Harvard & MIT (1990 Genome Center Co-founder) 
Honors, Awards, & Scientific Memberships:  

1974-1975
National Science Foundation Predoctoral Fellow 

1985-1986
Life Sciences Research Foundation Fellow

1976
National Science Foundation Program Project Grant Review Committee

1986-1997
Howard Hughes Medical Institute

1988,1992,1994
Department of Energy Genome Project Grant Review Committee

1990
NIH Genome Study Section Grant Review 

1990
Co-founder of MIT, Stanford, & GTC Genome Sequencing Centers

1994-1997
National Center for Human Genome Research  Review Committee 

2001-present
NIH BISTI, Pioneer, DOE Sloan Fellow grant review committees

Editorial Boards
Nature/EMBO-MSB, Genome Biology, Omics, BioMedNet

Editorial Reviewer
Nature (&NG, NB), Science, PNAS, Genome Research, NAR

Scientific Boards
Helicos, Genomatica, Codon Devices, DNAdirect, PharmoRx, ReceptorBiologix
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	Name of Individual:
	Church, George M.

	Active/Pending
	Active

	Project # (Principal Investigator):
	(P.I. George Church, Harvard/MIT)

	Source:
	DOE-GTL

	Title of Project (and/or Subproject):
	Microbial Ecology, Proteogenomics & Computational Optima

	Dates of Approved/Proposed Project:
	2/01/03-1/31/08

	 Our role in this project is to study proteomics and cell models for Prochlorococcus  and Pseudomonas.

	Overlap (for each individual):
	There is no overlap with other grants.

	Active/Pending
	Active

	Project # (Principal Investigator):
	 (P.I. Dale Larson., HMS)

	Source:
	NIH

	Title of Project (and/or Subproject):
	Development of an unlabeled macromolecule detector

	Dates of Approved/Proposed Project:
	07/01/02-06/30/07

	Our role is providing macromolecules for testing nm-resolution optics

	Overlap (for each individual):
	There is no overlap with other grants.

	Active/Pending
	Active

	Project # (Principal Investigator):
	(P.I Leonard Zon, The Children's Hospital)

	Source:
	NIH  

	Title of Project (and/or Subproject):
	Comparative Approach to the Hematopoietic Stem Cell

	Dates of Approved/Proposed Project:
	9/30/02-8/31/05

	Our role  is to do the computational functional genomics
	

	Overlap (for each individual):
	There is no overlap with other grants.
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	Approved

	Project #(Principal Investigator):

Source:
	P50 GM068763-01 (P.I. Andrew Murray)

NIH NIGMS

	Title of Project (and/or Subproject):
	Modular Systems biology 

	Dates of Approved/Proposed Project:
	4/01/03-3/31/08

	 Our role  is to develop novel modeling methods for yeast gene expression networks..

	Overlap (for each individual):
	There is no overlap with other grants.
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	Approved

	Project #(Principal Investigator):

Source:
	(P.I. George Church)

NIH NHGRI

	Title of Project (and/or Subproject):
	Molecular and Genomic Imaging Center

	Dates of Approved/Proposed Project:
	4/01/04-3/31/09

	Our role  is to develop polony technology for resequencing of DNA and RNA in stem cells

	Overlap (for each individual):
	There is no overlap with other grants.
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	Approved

	Project #(Principal Investigator):

Source:
	(P.I. Jay Keasling)

NSF

	Title of Project (and/or Subproject):
	Synthetic Biology Engineering Research Center (SynBERC)

	Dates of Approved/Proposed Project:
	9/01/06-8/31/11

	Our role  is to develop synthetic bacterial genome ‘chasses’ for safe use in mammals

	Overlap (for each individual):
	There is no overlap with other grants.
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