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NAME 
Brutlag, Douglas L. 
eRA COMMONS USER NAME 
brutlag.douglas 

POSITION TITLE 

Professor of Biochemistry, Medical Informatics, 
& Computer Science (by courtesy)  
 

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

INSTITUTION AND LOCATION DEGREE 
(if applicable) YEAR(s) FIELD OF STUDY 

Calif. Institute of Technology, Pasadena, CA B.S. 1968 Biology 
Stanford University, Stanford, CA Ph.D. 1972 Biochemistry 

 
A. Positions and Honors. 
 
Positions and Honors: 
6/72 - 6/74     Research Scientist at the CSIRO, Canberra Australia. 
9/74 - 1980    Assistant Professor of Biochemistry, Stanford University. 
9/80 – 9/97    Associate Professor of Biochemistry, Stanford University. 
9/97 – present    Professor of Biochemistry, Stanford University 
9/96 – present    Professor of Medicine (by courtesy) Stanford University 
9/2001-present Honorary Professor of Bioinformatics, Keio University 
1975    Elected to Federation of American Societies for Experimental Biology 
1976    Member, American Society of Biological Chemists 
1981    Guggenheim Fellowship, (declined). 
1981 - 82   NIH Senior Fogarty International Fellow 
1986    Elected Fellow of the American Assoc. for the Advancement of Science 
1992    Computerworld-Smithsonian Award for Best Computer Application in Science 
 
Public Service: 
5/1978    National Institutes of Health, Cell Biology Study Section 
5/1979    National Institutes of Health, Molecular Cytology Section 
1982 - 1986  National Institutes of Health, Genetics Study Section 
1985 - 1986  National Library of Medicine, Long-range Planning Committee 
1989 - 1993  National Library of Medicine, Board of Scientific Counselors 
1985 - 1989  BIONET National Computer Resource for Molecular Biology, Investigator 
1987 - 1992  Consultant to NIH GenBank Database 
1989 - 1992  Course organizer, Computer Applications in Molecular Biology, UNIDO 
1993 - 1995  Course organizer, Computer Applications in Molecular Biology, ANGIS 
1993    Editorial Board, Journal of Computational Biology 
6/96 - pres.  Cofounder International Society for Computational Molecular Biology 
9/97 - pres.           Chairman Scientific Advisory Board of TimeLogic Inc. 
3/03 – 6/06    Scientific Advisory board, Pathwork Informatics 
6/03 – 6/09       Presidential Scientific Advisory Board, Max Planck Institutes 
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Brutlag, D. L. (1998). Genomics and computational molecular biology. Curr Opin Microbiol, 1(3), 340-345. 
Tomita, M., Shimizu, N., & Brutlag, D. L. (1996). Introns and reading frames: correlation between splicing sites and their codon 

positions. Mol Biol Evol, 13(9), 1219-1223. 
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receptors? Proc Natl Acad Sci U S A, 86(1), 42-45. 
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