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Education Ph.D. in Physics, University of California, San Diego, September 1995.
M.S. in Physics, University of California, San Diego, December 1988.
B.S. in Physics, University of Puerto Rico, Mayagliez, May 1986.

Experience

2002-date Research Assistant Professor
UB Buffalo Center of Excellence in Bioinformatics
Buffalo, New York

Topic: protein modeling.

2001-2002 Domain Assistant Member
Laboratory of Computational Genomics
Donald Danforth Plant Science Center
St. Louis, Missouri
Topic: protein modeling.

1999-2000 Postdoctoral Fellow
Laboratory of Computational Genomics
Donald Danforth Plant Science Center
Creve Coeur, Missouri
Topic: protein structure prediction problem.

1996-1999 National Science Foundation Postdoctoral Fellow
Institute for Physical Science and Technology
University of Maryland, College Park
Topics: protein design and assisted folding modeling.
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Teaching

Experience
2003-summer

1992-1995

Research associate
Institute for physical Science and Technology
University of Maryland, College Park

Topic: simulations of protein folding kinetics.

Teaching assistant
Department of Physics, University of California, San Diego
Topic: simulations of protein folding kinetics.

NDSEG fellow summer program
NRaD, San Diego, California
Topics: stochastic resonance and chaos.

NDSEG fellow

Department of Physics, University of California, San Diego

Topics: nonlinear dynamics including spatio-temporal chaos and time
series analysis.

Research assistant
Department of Physics, University of California, San Diego
Topics: fluid dynamics and liquid cavitation.

San Diego Fellowship
Department of Physics, University of California, San Diego

LLNL summer student internship program
Lawrence Livermore National Laboratories , Livermore, California
Participated in computer analysis of electron-pair production experiments.

LLNL summer student internship program
Lawrence Livermore National Laboratories , Livermore, California
Participated in the setup of an experiment for developing a ~-ray laser.

Participant in the NSF Workshop on Solar Energy and Engineering
University of Colorado, Boulder.

Invited speaker at the UB, Center for Computational Research, High School

Summer Program in Computational Science
Assistant Instructor for several physics coursers, such as a graduate level

course in statistical physics.
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Awards National Science Foundation Postdoctoral Fellowship (Maryland,
1996, 1998).
National Defense Science and Engineering Graduate (NDSEG)
Fellow (San Diego, 1989).
San Diego and Graduate Opportunity Research Fellowship (San
Diego, 1986, 1987).
Enrico Fermi Award, physics department top honor student (Mayagiiez,
1986).

Affiliations American Physical Society

Miscellaneous Army National Guard Officer (1991-2003).
Programming experience in Assembler, Pascal, Fortran, C, and C++,
- Objective C, & Perl.

Pending Studies of protein folding by reduced models. Submitted to NIH & NSF.
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