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A. Positions: 
1984 Scientist, Biogen Research Corporation, Cambridge, MA

1985-1986 Research Fellow, Anatomy, Univ. Calif., San Francisco, CA
1986-1998 Assistant/Associate Professor of Genetics, Harvard Medical School, Boston, MA
1997-present Director of the Lipper Center for Computational Genetics, Boston, MA
1998-present Professor of Genetics, Harvard Medical School, Boston, MA
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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C.  Research Support:
Ongoing:
DE-FG02-03ER63445 (GTL)  


2/01/2003 – 1/31/2011  





DOE-GTL       









PI: George Church Lab

Title: Microbial Ecology, Proteogenomics & Computational Optima

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

P50 HG003170 (CEGS)   



5/01/2004 – 4/30/2009  





NIH - NHGRI      

PI: George Church 

Title: Molecular and Genomic Imaging Center

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

SA5283-11210 (NSF)       



7/01/2006 – 6/30/2011  





NSF        
PI: Jay Keasling ( UC Berkeley)
Title: Synthetic Biology Engineering Research Center (SynBERC)

Our role is to develop synthetic bacterial genome “chasses” for safe use in mammals

5U24CA126554 (CGCC)   



9/28/2006 – 8/31/2009  






NIH - NIC       

PI: Raju Kucherlapati  (BWH)

Title: Cancer Genome Characterization Centers

Our role is to quantitate RNA for cancer by using polony sequencing

W911NF-08-1-0254 (DARPA)

     6/27/2008 - 4/30/2010












PI: Neil Gershenfeld
(MIT)




Title:” Milli-Biology: Programmed Assembly of Engineered Materials”

51784 Grand Challenges Explorations (GATES)
Bill & Melinda Gates Foundation
     

10/01/2008 - 9/30/2009





PI: George Church 


      

Title: Structural and Functional Metagenomics of the Antibiotic Resistome

Goal: Goal is to identify, study and limit emerging drug resistance using a combined  high-throughput

experimental and computational strategy.

RO1 HL 094963- 01 (NHLBI)

NIH - NHLBI







9/30/2008 - 6/30/2010



PI: George Church 



Title: Targeted 2nd generation sequencing in phenotyped Framingham & PGP populations

Goal: We propose to develop, demonstrate, and validate a pipeline for high-throughput, low-cost targeted resequencing of all human exons based on next-generation (gen2) sequencing techniques in support of the long term goal of enabling sequencing to be used routinely to characterize genotypes and genetic variation in genome-wide medical targets for large populations of individuals
AG-SS-2084-08 (Ellison)

  


11/01/2008 -10/30/2012




The Ellison Medical Foundation




PI: George Church 




Title: Establishment and Functional Characterization of a Large DNA Fragment Resource from the Long-lived Naked Mole-Rat for Comparison with Mice.

The main goal of this project is the identification and characterization of naked mole-rat genes that contributed to the evolution of a long lifespan in this species.

OVERLAP: None
Completed:
5291613-03 (SPARC)





1/01/2007 – 12/31/2007





Broad/MIT


 





PI: George Church 
Title: Personal Genome Project (PGP)

Our role is sequencing personal genomes with new technology
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