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Associate Professor of Molecular Biology
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	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

	Yale University, New Haven, CT
	B.S.
	1984
	Molecular Biophysics &
     Biochemistry

	Stanford University, Stanford, CA
	Ph.D.
	1990
	Biochemistry

	Harvard University, Cambridge, MA
	Postdoctoral Fellow
	1990-1994
	Biochemistry


A. Positions and Honors. 

Positions and Employment

1984-1990
Graduate Fellow, Stanford Department of Biochemistry


Robert L. Baldwin, advisor.  Research: protein folding.

1990-1994
Postdoctoral Fellow, Harvard Dept. of Biochemistry & Molecular Biology


Don C. Wiley, advisor.  Research:  X-ray crystal structure of low-pH hemagglutinin.

1994-2002
Assistant Professor of Molecular Biology, Princeton University

2002-
Associate Professor of Molecular Biology, Princeton University

2006-
Director, HHMI Undergraduate Science Education Program at Princeton

Honors

1983
Sigma Xi

1984
Summa cum laude, Yale University

1984-1987
NSF Predoctoral Fellowship

1990-1994
Helen Hay Whitney Postdoctoral Fellowship

1991-1994
Harvard Board of Tutors

1995-1998
Searle Scholar

1995-1997
Beckman Young Investigator

2001-
Member, Faculty of 1000

2003-
Editorial Board, PLoS Biology
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C. Research Support

Ongoing Research Support

R01 AI054442

Hughson (PI)



3/1/2003 - 2/29/2013
NIH - NIAID

Structure-Function Analysis of AI-2 Quorum Sensing

This project is focused on studies of bacterial signaling via AI-2 and CAI-1. Goals are mechanistic studies of

LuxPQ as a model for two-component signaling; discovery and mechanistic studies of LuxPQ antagonists and

agonists; determination of the mechanism of CAI-1 synthesis; and studies of the recognition and transduction

of the CAI-1 signal.  Co-investigators are Bonnie Bassler and Martin Semmelhack, both at Princeton

University.
R01 GM071574
Hughson (PI)



3/1/2005 - 2/28/2009

NIH - NIGMS

Structural Analysis of Golgi Trafficking Proteins

This project is focused on elucidating the overall architecture of the conserved oligomeric Golgi (COG)

complex, identifying COG-interacting proteins, determining the structure of the yeast Cog2 subunit, and

determining the structures of other COG subunits as well as larger subassemblies.
Completed Research Support

AHA 0355657T
Hughson (PI)



7/1/2003 – 6/30/2006

American Heart Association Heritage Affiliate Grant-In-Aid

Structure of Yeast Cog2p

The main goal of this grant was to use NMR spectroscopy to initiate characterization of yeast Cog2 protein.
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