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NAME 
Gavin Sherlock 

POSITION TITLE 
Assistant Professor (Research) 

EDUCATION/TRAINING  (Begin with baccalaureate or other initial professional education, such as nursing, and include postdoctoral training.) 

INSTITUTION AND LOCATION DEGREE YEAR(S) FIELD OF STUDY 
Manchester University, Manchester, U.K. B.S. 1991 Genetics 
Manchester University, Manchester, U.K. Ph.D. 1994 Molecular Biology 
Cold Spring Harbor Laboratory, NY, USA       1995-1998 Molecular Biology 
Stanford University, Stanford, USA       1998-1999 Bioinformatics 

A. Positions and Honors. 

1990:  Summer Research Assistant: Amersham International Plc.. 
1990-91: Undergraduate Research Assistant: Regional Molecular Genetics Laboratories, Manchester, U.K.. 
1995-1998: Postdoctoral Fellow in Bruce Futcher’s laboratory, Cold Spring Harbor Laboratory. 
1998-1999 Postdoctoral Fellow in David Botstein's laboratory, Stanford University. 
1999-2000 Head, Microarray Informatics, Department of Genetics, Stanford University. 
2000-2003 Director, Stanford Microarray Database. 
2004-  Assistant Professor (Research) in Genetics, Stanford University. 

Other Experience and Professional Memberships 
2001- MGED (Microarray Gene Expression Data Society) steering committee (www.mged.org). 
2001- MGED chairman of normalization working group. 
2002-present TAIR (The Arabidopsis Information Resource) Advisory board (www.arabidopsis.org). 
2002-present MGED board of Directors. 
2003-present NINDS/NIMH Microarray Consortium Steering Committee (http://arrayconsortium.cnmcresearch.org/) 
2003-present Guest Lecturer at Cold Spring Harbor Laboratory Microarray course. 
2003-present Scientific Advisor on NSF plant genome proposal: “A rice oligonucleotide array and identification of genes 

expressed during the rice defense response.” 
2003-present PharmGKB Scientific Advisory Board (http://www.pharmgkb.org/) 
2004-present Member of the American Society for Microbiology (ASM). 

Honors and Awards 
1988-1991 John Buckley Entrance Scholarship for Science. 
1991-1994 Wellcome Trust Prize Studentship. 
1996-1997 Cold Spring Harbor Fellowship. 
1997-1998 Army Breast Cancer Research Fellowship. 
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C. Research Support. 
 
Ongoing Research Support 
 
RO1 HG02732-01   Sherlock (PI) 09/01/02->08/31/05 (final year is a no cost extension) 
NIH 
 
Generic Software Modules for Microarray Data 
 
This grant funds the creation of generic software modules that can be easily reused by Model Organism 
Databases to deal with microarray data. 

 
Role: PI 
 
R01 DE015873   Sherlock (PI) 04/01/04->02/31/09 
 
Genomic Database for Candida albicans 
 
The grant funds the creation and maintenance of a genomic database for Candida albicans, and subsequent 
curation of C. albicans gene products. 
 
Role: PI 

 
S10 RR019375   Sherlock (PI) 09/1/04 – 08/31/07 
 
System for the Stanford Microarray Database 

 
The major goal of this project is to deploy a new hardware system to serve as the production server for the 
Stanford Microarray Database. 
 
Role: PI 

 
 
OTL Research Incentive Fund Award   Sherlock (PI) 06/01/04-08/31/06 
 
Genome Plasticity and Evolution in De Novo Yeast Species 
 
This grant funds the design of a two species microarray, and the genomic characterization of hybrid yeast 
species. 
 
Role: PI 
 
 


