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Education
Damon Runyon Postdoctoral Fellow, Department of Biochemistry, University of Washington, Laboratory of David Baker, 1999 - 2002
Ph.D. in Chemistry, Department of Chemistry, State University of New York at Stony Brook, Laboratory of Daniel Raleigh, 1993-1998

B.A. in Chemical Physics, Rice University, Houston, TX, 1988-1992  
Professional Experience

2008 - current 
Associate Professor, Department of Biochemistry and Biophysics, University of North Carolina at Chapel Hill.  Computational Protein Design.

2002 - 2008 
Assistant Professor, Department of Biochemistry and Biophysics, University of North Carolina at Chapel Hill.  Computational Protein Design.

2003 - present
Member, Biophysics Curriculum and Training Program, UNC – Chapel Hill

2003 - present
Member, Carolina Center for Genome Sciences
Awards and Honors

W.M.Keck Foundation Distinguished Young Scholar in Medical Research, 2005-2010
Searle Scholar, 2004-2007.
Beckman Young Investigator, 2004-2007
AAAS Newcomb Cleveland Prize, 2004
Foresight Institute Feynman Prize in Nanotechnology, 2004 


Alfred P. Sloan Fellow, 2004

Damon Runyon-Walter Winchell Cancer Research Fund Postdoctoral Fellowship, 1999-2001.
Stony Brook President’s award for excellence in research, 1998.


Sigma Chi honor society, 1998.


Stony Brook President’s award for excellence in teaching, 1995.
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Invited Presentations (un-refereed)

Department of Chemistry, University of Massachusetts, April 2010

Protein Interactions Gordon Conference, Galveston, January 2010

Meeting on Light Activatable Proteins, Ringberg, Germany, October 2009

Albert Einstein College of Medicine, Biochemistry, March 2009
Department of Computer Science, NYU, February 2009

Protein Society, San Diego, July 2008

Department of Chemistry, NC A&T, NC, April 2008

Protein Design Processes – DARPA, Islamorada, FL December 2007
Beckman Institute, University of Illinois at Urbana-Champaign, November 2007

Department of Biochemistry, University of Utah, October 2007

Proteins Gordon Conference, Holderness School, NH, June 2007

Department of Biochemistry, University of Pennsylvania, March 2007
Molecular Modeling Group, Merck Pharmaceuticals, March 2007
Department of Biochemistry, University of Chicago, February 2007

Department of Biological Engineering, MIT, December 2006

Department of Biochemistry, University of Arizona, November 2006

5th International NCCR Symposium on New Trends in Structural Biology, ETH Zurich, September 2006

Department of Chemistry, Vanderbilt, March 2006
Proteins Gordon Conference, Holderness School, NH, June 2005
US Japan Symposium on Protein Folding and Design, Philadelphia, PA, May 2005
Workshop on Protein Design, Jerusalem, Isreal, May 2005
Triangle Biophysics Symposium, Durham, NC, November 2004

Duke Computational Biology Symposium, Duke University, May 2004

Department of Physics, George Washington University, April 2004

Department of Chemistry and Biochemistry, University of Delaware, April 2004 

Department of Biochemistry, Duke University, September 2003

Proteins Gordon Research Conference, NH, June 2003 

Department of Chemistry, UNC Chapel Hill, February 2003

Triangle Biophysics Symposium, UNC Chapel Hill, November 2002

Teaching record

Course: First year biochemistry for medical students, 2003-
Contact hours: 4 hours of lecture, 7.5 hours case conference preceptor
Role: teacher
Course: Bioc 156, Structural bioinformatics for graduate students, 2005-

Contact hours: 15 hours of lecture

Role: teacher, course organizer
Research supervision
Graduate students:


Bryan Der, Biophysics graduate student, 2009-

Ben Stranges, Biophysics graduate student, 2008-

Oana Lungo, Biophysics graduate student, 2007-
Steven Lewis, Biophysics graduate student, 2007-

Ron Jacak, Biophysics and Bioinformatics graduate student, 2006-

Grant Murphy, Chemistry graduate student, 2006-

Ramesh Jha, Biophysics graduate student, 2005-

Doug Renfrew, Biophysics graduate student, 2004-2009

Xiaozhen Hu, Biophysics graduate student, 2004-2008

Deanne Sammond, Biophysics and Bioinformatics graduate student, 2003-2008

Ziad Eletr, Biophysics graduate student, 2003-2007

Postdoctoral fellows:

Eun Jung Choi, PhD, California Institute of Technology, 2007-

Andrew Leaver-Fay, PhD, UNC Chapel Hill, 2006-2007

Gurkan Guntas, PhD, Johns Hopkins, 2005-

Xavier Ambroggio, PhD, California Institute of Technology, 2004-2008

Glenn Butterfoss, PhD, UNC Chapel Hill, 2004-2006

Undergraduate Students:

Markita Landry, Chemistry Major, 2003-2005

Rick Baker, Biology Major, 2005-2008
Active Grants
Young Investigator award
Kuhlman (PI)



8/01/05 – 8/01/10

W.M. Keck Foundation

De Novo Design of Protein-Protein Interactions

Direct costs per year to Kuhlman: $200,000

Percent effort: 20%

1R01GM073960

Kuhlman (PI)



6/01/05 – 6/01/10
NIH/NIGMS

Designing Affinity and Specificity at Protein Interfaces
Direct costs per year to Kuhlman: $159,760

Percent effort: 35%

2R01AG015430


Hahn (PI)


07/01/07-06/30/11


Versatile scaffolds to visualize and modulate protein activity in living cells
Co-PI: Kuhlman

Direct costs per year to Kuhlman: $40,000

Percent effort: 5%

1R01 GM073151    

Kuhlman (PI)



3/01/05 – 3/01/09
NIH/NIGMS

Co-PIs: Gray (Johns Hopkins University) and Baker (University of Washington)

Rosetta: An integrated protein structure modeling suite
Direct costs per year to Kuhlman: $80,000

Percent effort: 10%

Protein Design Processes:  BAA0412

Baker (PI)

9/01/05 – 9/01/11



DARPA
This is a multi-institutional grant.

New Technology for Inside-Out Design of Novel Enzyme Catalysts
Direct costs per year to Kuhlman: $180,000 
Percent effort: 10%

Completed Grants
R21 GM070597                      Kuhlman (PI) 



7/01/04 - 6/30/06

NIH/NIGMS

Identifying Ubiquitin E3 Substrates with Redesigned E3s
Direct costs per year: $125,000
New Investigator Award
Kuhlman (PI)



5/01/04 – 4/30/06
Alfred P. Sloan Foundation


Direct costs per year: $20,000




New Investigator Award
Kuhlman (PI)



7/01/04 - 6/30/07

Searle Scholars Program                     








Computer-based Design of Protein-Protein Interactions in the Ubiquitination Pathway
Direct costs per year: $72,000
New Investigator Award        
Kuhlman (PI)       


9/01/04 – 8/31/07 

Beckman Young Investigator








Computer-based Design of Protein-Protein Interactions in the Ubiquitination Pathway

Direct costs per year: $80,000
Professional Service
Within UNC Chapel Hill
Committee Chairman Graduate Admissions, 2010-

Search committee for Biophysics faculty, 2007-
BBSP Quantitative Biology graduate admissions committee, 2007-2008

Department of Biochemistry Equipment committee, 2007-

Bioinformatics and Computational Biology curriculum committee, 2007-

Search committee for Assistant Dean of Education, 2006-2007
Biochemistry graduate admissions committee, 2003-2005

Outside UNC Chapel Hill

NIH, Computational Biology Study Section, May 2007

NIH, Computational Biology Study Section, September 2005

Reviewer for Faculty of 1000, 2005-

Regular reviewer for manuscripts in PNAS, J. Mol Biol, Proteins, Protein Science and Journal of Computational Biology

We have developed a web server for our protein design software (rosettadesign.med.unc.edu).  Users upload PDB files, and the server redesigns user specified residues.  Over 10,000 design simulations have been performed for the research community over the last 2 years.    
