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SUMMARY

¥ Broad administrative background at a top research university, including service as
program director, chair, and dean of research and graduate education.

¥ Substantial experience in the planning and development of major research facilities
at both Johns Hopkins and NIH.

¥ Extensive history of personal and group research funding, including single-
investigator, career development, equipment, program project, training, and shared
instrumentation grants. Strong background in crystallography.

¥ Strong, interdisciplinary scientific training and background. Able to communicate
effectively with a wide scientific constituency and to provides integrative expertise in
the development of multidisciplinary programs.

¥ Consensus-building management style emphasizing transparency and motivating
faculty to work together.

EDUCATION
B.A. Harvard College 1962. Chemistry and Physics
Ph.D. Johns Hopkins University 1969. Biophysics

ADMINISTRATIVE EXPERIENCE

¥ Dean of Research and Graduate Education 2004 P present. Administers School®
$60 million research budget. Responsible for compliance programs such as IRB
and export controls. Develops new interdepartmental and interdivisional
initiatives. Helps faculty develop new grant support mechanisms and new
programs.

¥ Chair Department of Biophysics 1996 2004. Oversaw a dramatic expansion of
the department to 8 faculty and with a doubling of grant support.

¥ Program Director and Training Grant Pl of Graduate Training Program in
Molecular Biophysics (1990D1997). Program grew dramatically during this period.

¥ Co-director Institute for Biophysical Research on Macromolecular Assemblies,
Johns Hopkins University; co-Pl on NSF Center grant ($3 million) supporting it
(1988-1993). This Center still forms the backbone of the highly successful,
interdivisional biophysics program at Hopkins.

¥ Director of Admissions for Program In Biochemistry, Cellular and Molecular
Biology (! 100 students) 1983-1988. This position entailed creating a whole new
recruiting structure fro graduate students, and significantly raised the quality of
admitted students.
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ACADEMIC AND RESEARCH EXPERIENCE
JHU Faculty positions Johns Hopkins University 1977 -
Professor of Biophysics School of Arts & Sciences 1996-
Professor of Biophysics School of Medicine 1989-1996
Associate Professor of Biophysics 1983-1989
Assistant Professor of Biophysics 1977-1983
Adjunct Assistant Professor of Biology Brandeis University 1977
Fellow, Laboratory for Structural Biology Brandeis University 1974-1976
Post-doctoral Fellow Max Planck Institute for 1974
Biochemistry
Post-doctoral Fellow, Associate Johns Hopkins University 1970-1974
Graduate student Johns Hopkins University 1962-1969

Pre-doctoral fellow (NIH)
Junior Instructor

SELECT ADVISORY AND EDITORIAL EXPERIENCE

¥ Member Scientific Advisory Board, Blanchette Rockefeller 2001 - 2007
Neurosciences Institute

¥ Member Oversight Committee for NIGMS Protein Structure 2001 - present
Initiative

¥ Member National Advisory General Medical Sciences Council 2001 - 2004

¥ Candidate for President Biophysical Society for 2002-03 term 2001

¥ Member NIH Advisory Committee for BioCAT 1998 - 2000

¥ Member Oversight Committee for NIGMS/NCI APS Beamline 1999 - 2001
Project

¥ Member Advisory Committee X-ray Microscopy Facility, 1994 - 1999

Brookhaven National Laboratory

¥ Member Board of Governors, Consortium of Advanced Radiation 1992 - 1996
Sources, University of Chicago

¥ Editor-in-chief journal Proteins: Structure, Function, and Genetics 1991 -

¥ Member and chair NIH Biomedical Sciences Study Section 1982 - 1987

MAJOR SERVICE RESPONSIBILITIES

¥ Member, Academic Council, School of Arts and Sciences. This elected body gives
final approval to all faculty appointments and promotions, and carries out
departmental reviews.

¥ Member Tenure Policy Review Committee, School of Arts and Sciences. This

committee spent a year drafting and communicating to the faculty a document that

made a major change in the Hopkins appointments and promotions system.

Member Dean Search Committee, School of Arts and Sciences.

Member Committee on the Status of Women, School of Arts and Sciences.

Co-organizer 1996, 1999 and 2001 Johns Hopkins Protein Folding Meetings.

Member series of Committees dealing with Computation at the School of Medicine.
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MAJOR SERVICE RESPONSIBILITIES

¥ Vice-chairman Medical School Council, elected faculty body. 1983. Four terms on
Council.

RESEARCH INTERESTS

K K K K K

Crystallographic studies of stability and function mutants of staphylococcal nuclease
Protein electrostatics

Protein folding

Development and improvement of methods in protein crystallography

Drug design

Projects in these and other areas have been supported by NIH and NSF for about 30
years, with cumulative awards exceeding $4 million.
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