CURRICULUM VITAE

Russ Biagio Altman, MD, PhD

LICENSURE AND CERTIFICATION:

1991
EDUCATION:
1983 A.B.
1989 Ph.D.
1990 M.D.

California State Medical Board, License G072413

Biochemistry and Molecular Biology, Harvard College;
Cambridge, Massachusetts

Medical Information Sciences, Stanford University; Stanford,
California

Stanford University; Stanford, California

POSTDOCTORAL TRAINING:

1990 - 91 Internship, Internal Medicine, Stanford University Medical School;
Stanford, California

1991 - 92 Residency, Internal Medicine, Stanford University Medical
School; Stanford, California

BOARD ELIGIBILITY:

1992 Diplomate, American Board of Internal Medicine, Certificate
#142388

2002 Recertified November, 2002

NON-ACADEMIC APPOINTMENTS:

1982 Undergraduate Research Assistant, Professor William N.
Lipscomb (Nobel Laureate), Department of Chemistry, Harvard
University; Cambridge, Massachusetts

1982 - 83 Undergraduate Research Assistant, Professor Stephen C. Harrison,
Department of Biochemistry and Molecular Biology, Harvard
University; Cambridge, Massachusetts

1984 - 89 Doctoral Research, Preceptors: Professor Bruce G. Buchanan,
Stanford Departments of Computer Science and Medicine; and
Professor Oleg Jardetzky, Stanford Magnetic Resonance
Laboratory; Stanford, California

1987 - 88 Principal Investigator for Pharmalogics Incorporated, Frederick J.
Dotzler, Crosspoint Ventures, C.E.O.; Mountain View, California

1989-92 Research Assistant, Post-Doctoral, Professor Oleg Jardetzky,

7/1/93 — 6/30/96

7/1/96 — 6/30/00

Stanford Magnetic Resonance Laboratory; Stanford, California
Assistant Director, Stanford Medical Scientist Training Program,
Stanford University; Stanford, California

Associate Director, Stanford Medical Scientist Training Program,
Stanford University; Stanford, California
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4/1/00 — Present Director, Stanford Biomedical Informatics Training Program
9/15/00 —Present Director, Stanford Center for Biomedical Computation

ACADEMIC APPOINTMENTS:

9/1/92 - 8/31/95 Assistant Professor of Medicine (General Internal Medicine),
Stanford University School of Medicine, Stanford, CA

1/1/93 - 4/30/99 Assistant Professor of Computer Science (by courtesy), Stanford
University, Stanford, CA.

9/1/95 - 4/30/99 Assistant Professor of Medicine (General Internal Medicine),
Stanford University School of Medicine, Stanford, CA

5/1/99 - 8/31/01 Associate Professor of Medicine (Medical Informatics, General
Internal Medicine) with tenure

5/1/99 - 8/31/02 Associate Professor of Computer Science (by courtesy)

9/1/01 - 11/01/04 Associate Professor of Genetics and Medicine (Medical
Informatics, General Internal Medicine), Stanford University
School of Medicine, Stanford, CA

10/1/02 - 11/1/04 Associate Professor of Computer Science (by courtesy), Stanford
University, Stanford, CA

11/1/04- Professor of Genetics, Medicine & (by courtesy) Computer
Science, Stanford University, Stanford, CA

HONORS AND AWARDS:

1979 Awards for General Excellence, Regis High School; NY, NY.

1979 Award for Excellence in Classical Greek Translation, Regis High
School; New York, NY

1983 Phi Beta Kappa, Harvard College Chapter; Boston, MA

1983 Summa Cum Laude, Harvard College; Boston, MA

1983 Medical Scientist Training Program, NIH Predoctoral Fellowship

1987 Medical Information Sciences, Ph.D. oral exam passed with
distinction

1991 Howard Hughes Institute Post-Doctoral Fellowship

1992 Finalist, Stanford Hospital Medical Resident Teaching Award

1993 Charles E. Culpeper Foundation Medical Scholar

1994 Nominated, Albert Gores University Teaching Award

1996 National Science Foundation CAREER Award

1997 Presidential Early Career Award for Scientists and Engineers

1998 Stanford School of Medicine Hume Faculty Scholar

1998 Western Society for Clinical Investigation, Young Investigator
Award

1998 Fellow, American College of Physicians

1998 Fellow, American College of Medical Informatics

2000 Stanford Graduate Teaching Award (first time awarded)
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MEMBERSHIPS:

1987- American Association for Artificial Intelligence (AAAI)
1991- 1993 Biomatrix Society
1992- 2000 American Federation for Clinical Research (AFCR)
1992- American Medical Informatics Association (AMIA)
1992- American Association for the Advancement of Science (AAAS)
1992- American College of Physicians
1993- Protein Society
1993- Physicians for a National Health Program
1993- California Physician’s Alliance
1994- Association for Computing Machinery
1995- 1996 American Educational Research Association
1995- RNA Society
1996- Institute of Electrical and Electronic Engineers (IEEE)
1997- International Society for Computational Biology (ISCB)
1997-2001 Society for General Internal Medicine (SGIM)
RESEARCH INTERESTS:

Bioinformatics

Biomedical Informatics

Pharmacogenomics

Structural genomics

Physics-based simulation

RNA structure

Functional genomics

Malaria genomics

Probabilistic representations of molecular structure
Structured representations of the biomedical literature
Analysis of biological structures

High performance computing

COMMITTEES, BOARDS, AND CONSULTANTSHIPS:

1991
1991-1992

1991-

1992-1998
1992-2001

1993-1997

1993-1997
1993-1994

Committee for Residency Training and Clinical Service
Physicians Advisory Committee to Stanford Hospital Information
Systems

Admissions Committee, Stanford Medical Information Sciences
Training Program (now Biomedical Informatics Training Program)
Consultant, Medicus Venture Partners; Menlo Park, California
Admissions Committee, Stanford Medical Scientist Training
Program

Stanford University Department of Medicine Credentials
Committee

Steering Committee, San Diego Supercomputer Center
Organizing Committee, International Symposium on NMR (in
honor of Oleg Jardetzky)
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1993-1994

1994-1995

1995-1997
1995-1997

1995-1997
1995-1997
1995-1998
1995-1997

1996-
1996

1997

1997
1997

1997-

1997-2000

1997-1998
1998-2001

1998-
1998-2002

1999-2000
2000-
2000-2002
2000-

2000

2000-2001
2001-
2003-
2003-

Organizing Committee, Second International Conference on
Intelligent Systems for Molecular Biology; Stanford CA
Organizing Committee, Third International Conference on
Intelligent Systems for Molecular Biology; Cambridge, England
Executive Committee, San Diego Supercomputer Center
University Senate Committee on Computing and Academic
Information Systems

Advisory Committee to Chairman of Department of Medicine
Steering Committee, Intelligent Systems for Molecular Biology
Faculty Senate Committee on Academic Information Systems (C-
ACIS)

President’s Commission on Technology in Teaching and Learning,
Stanford University

Organizing Committee, Pacific Symposium on Biocomputing
LCME Accreditation Project, Library and Computer Resources
Subcommittee & Graduate Education Subcommittee

Organizer, RNA Society Workshop on Online Resources for RNA
Science

Dean’s Task Force on Alumni, Stanford Medical School
Dean’s Task Force on the Future of PhD Education, Stanford
Medical School

Board of Directors, International Society for Computational
Biology

Chairman, Publications Committee, International Society for
Computational Biology

Program Committee, AMIA Fall Symposium, 1998

Editorial Board, Journal of American Medical Informatics
Association

Editorial Board, Bioinformatics

Thrust Leader, Molecular Sciences, NSF NPACI grant to San
Diego Supercomputer Center

Member, National Research Council panel on Internet & Health
Associate Editor, Bioinformatics

President, International Society for Computational Biology
Steering Committee member, NIH Pharmacogenetics Research
Network and Database Initiative.

Review panel, Burroughs Wellcome Functional Genomics
Initiative

Advisor, Cambridge HealthTech Inc. Professional Meetings.
Editor, Pharmacogenetics

Associate Editor, Briefings in Bioinformatics

Associate Editor, Genomics
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CURRENT GRANTS AND AWARDS:

National Institutes of Health (T15 LM007033)

PI: Russ B. Altman

Term: 7/01/02-6/30/07

Title: Graduate Training in Biomedical Informatics.

This is a pre- and post-doctoral training grant for biomedical informatics.

National Institutes of Health (T32 GM063495)

PI: Russ B. Altman

Term: 7/01/01-6/30/04

Title: Predoctoral Training Bioinformatics/Computational Biology
This is a Predoctoral Training grant for biomedical computation.

National Institutes of Health (5 U01 GM61374)

PI: Russ B. Altman

Term: 04/01/00-03/31/05

Title: The Stanford Pharmacogenetics Knowledge Base

The major goal of this project is to create a national repository of genotype and
phenotype information related to pharmacogenomics, http://www.pharmgkb.org/

National Institutes of Health (5)

PI: Dan Herschlag (Altman, Co-PI on 2 component projects)

Term: 06/06/03-5/31/08

Title: Folding of Tetrahymena Group 1 Ribozyme

The major goal of this project is to combine computational and experimental approaches
to understand RNA folding, particularly of the tetrahymena group I intron.

National Institutes of Health (5 RO1 LM05652)

PI: Russ B. Altman

Title: Annotating functional sites in 3D biological structures.

Term: 09/15/04— 09/15/09

The major goal of this project is to extend the understanding of structure representation
and manipulation in the context of biological macromolecules.

National Institutes of Health (U54 GM072970)

PI: Russ B. Altman

Title: Physics-based simulation of biological structure

Term: 09/15/04—09/15/09

The goal of this project is to build a National Center for Biomedical Computing (NCBC)
under the NIH roadmap program focusing on physics-based modeling of structure at all
scales, from atoms to organisms. The Simbios project will build a toolkit called SImTK
(http://simbios.Stanford.edu).

Updated: 4/29/04



PREVIOUS GRANTS AND AWARDS:

Stanford/Edinburgh Link Program

PI: Russ B. Altman

Term: 10/1/02-9/30/04

Title: Enhancing the ability of the biomedical literature to support biomedical discovery
The goal of this grant is to collaborate with U. Edinburgh on the application of natural
language processing technology in functional genomics.

National Institutes of Health (P20 GM064782)

PI: Russ B. Altman

Term: 09/20/01-08/31/04

Title: Planning the Stanford Center for Biomedical Computation

The major goal of this project is to prepare and organize Stanford for a Biomedical
Computation Center of Excellence.

National Institutes of Health (1 RO1 LM06244)

PI: Russ B. Altman

Term: 05/15/95 — 04/14/00, 2 year no-cost extension awarded

Title: Representing Biological Data for Molecular Modeling

The goal of this project is to build a system called RiboWeb to focus on the structure of
the 30S ribosomal subunit in procaryotes, to make this resource available to our
collaborators in the field of ribosomal structural biology on the internet, and to test it by
creating new models of the 30S subunit that better integrate the existing body of
structural data.

National Science Foundation (NSF DBI-9600637)

PI: Russ B. Altman

Term: 08/15/96 — 07/31/01

Title: Representing Biological Structure Information for Multiple Uses

This project extends the model for how structural databases are constructed providing a
model for how information resources should be built to support scientific progress.

Burroughs Wellcome Fund

PI: Russ B. Altman

Term: 7/1/99-6/30/03

Title: Bioinformatics for malaria functional genomics

The major goal of this project is to create online resources to support understanding the
metabolic pathways in malaria, and identify novel drug targets.

National Science Foundation (UCSD 10152756)

(Subcontract to Stanford from University of California, San Diego)

PI: Sidney Karin

Subcontract PI: Russ Altman

Term: 10/01/97 — 09/30/02

Title: National Partnership for Advanced Computing Infrastructure: Stanford
Subcontract to Molecular Science Thrust
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A major goal of this collaborative project is to test the ability of the San Diego
SuperComputer software framework to accommodate the Stanford representation of
computational tools for analyzing protein sites.

Stanford Presidential Commission on Technology in Teaching and Learning

PI: Russ B. Altman

Term: 06/01/97 — 05/31/99

Title: Methods for tailoring course content for multiple audiences

This is a two-year pilot project to deliver bioinformatics content for biologists, computer
scientists, and mathematicians using multimedia.

Sun Microsystems, Incorporated

PI: Russ B. Altman

Term: 03/01/98 — 02/28/00

Title: SUN hardware grant

This is a grant of a multiprocessor server with extended memory and hard disk capacity
to support Dr. Altman’s work in Bioinformatics computing.

Culpeper Foundation

PI: Russ B. Altman

Term: 06/01/93 —05/31/96

Title: Culpeper Foundation Medical Scholar Award

This three year unrestricted grant from the Culpeper Foundation supported Dr. Altman’s
research efforts.

IBM Corporation

PI: Russ B. Altman

Term: 06/01/96 —05/31/98

Title: IBM Faculty Scholar Award

This grant of funds and hardware supported work in the area of knowledge base
development and deployment in biology.
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Altman, R. and Brinkley, J. (1993). Probabilistic Constraint Satisfaction with
Structural Models: Application to Organ Modeling by Radial Contours. In: C.
Safran (ed.), Proceedings of the Seventeenth Annual Symposium on Computer
Applications in Medical Care (pp. 492-496). New York: McGraw-Hill.

Sujansky, W. and Altman, R. (1994). Bridging the representational heterogeneity
of clinical databases. In: Proceedings of the AAAI Spring Symposium on
Artificial Intelligence in Medicine (pp. 157-161), Menlo Park: AAAI Press.
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INVITED LECTURES AND PRESENTATIONS (6 from over 100):
“Al in Medicine: Challenges from managed care to molecular medicine.” Annual
Conference of American Association for Artificial Intelligence, Invited Talk, Madison,

W1, July 29, 1998.

“Bioinformatics in support of molecular medicine.” Annual Conference of the American
Medical Informatics Association, Invited Talk, Orlando, FL, November 9, 1998.

“Challenges for Discovery in Molecular Biology” Knowledge Discovery and Data
Mining Conference, 2001, San Francisco, CA, August 28, 2001.

“Challenges for Knowledge Management in Bioinformatics” IEEE Computer Society
Bioinformatics Conference, August 16, 2002.

"Finding pharmacogenetics knowledge in odd places" Vanderbilt University,
Department of Medicine Grand Rounds, Sep 12, 2002.

"Building a genotype-phenotype database" University of Pennsylvania, Program in
Bioinformatics, Dec. 9, 2003.
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