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Education 
BS: University of Michigan, Ann Arbor, MI, 1983 Botany 

PhD: Cornell University, Ithaca, NY, 1992 Molecular Biology 

 
Professional Experience: 

1993-94 Postdoctoral Fellow, University of Manitoba, Winnipeg, Canada 

1995-96 Postdoctoral Fellow, USDA Plant Genetic Resources Unit, Griffin, GA 

1996 – 2000 Research Assistant Professor, Dept. of Cell Biology, NYU School of 

Medicine, NY, NY 

2000-present Associate Professor, Dept. of Cell Biology, NYU School of Medicine, NY, 

NY 

2000-2008 Director, Research Computing Resource, NYU School of Medicine, NY, NY 

 

Teaching 

Bioinformatics (Course Director), 1997-2009, NYU School of Medicine, NY, NY 

The course, for Ph.D students, is an in depth introduction to sequence analysis 

software including local and internet resources to analyze DNA and protein 

sequences. Annually. approximately 15 studentsregister for this course and other 

students, faculty, and staff audit the lectures or study the course notes and exercises 

on the RCR website. 

Bioinformatics (Course Director), 2003-2009, Fordham University, Dept. of Computer 

Science; 3-credit course in Bioinformatics for computer science majors. 

Medical Genomics (Course Director) 2000-2004; NYU School of Medicine, NY, NY. 

This course was developed for the Master Scholars Program within the medical 

school curriculum to provide medical students with an understanding of the impacts 

that new developments in DNA technologies will have on the practice of clinical 

medicine. 

Genetic Epidemiology (Lecturer) 2007-2009, NYU School of Medicine, NY, NY 

 3-credit course for the Masters in Global Public Health program. 

 
Grant Support (current) 
U54 RR024386-01A1 (B. Cronstein)          7/01/2009 – 6/30/2014 
NIH/NCRR  NYU-HHC Clinical Translation Science Award 
Direct Costs: $4,779,886        Total Costs: $6,134,329 
 Major goal: The purpose of this proposal is to establish a Clinical and Translational 
Science Institute (CTSI) at NYU that will increase collaboration among clinical, 
translational and basic scientists to better determine the relevance and applicability of 
scientific advances to clinical problems 
Role: Director of Bioinformatics Core 30% FTE 

 
UH2CA140233 (Pei)  05/01/2009 – 03/30/2010  
Funding agency: NIH/NCI  
Direct costs: $658,583   
Title: Foregut microbiome in development of esophageal adenocarcinoma 



Major goal: The major goal of this project is to demonstrate that there is a change in the 
foregut microbiome at various stages of reflux disorder developing toward esophageal 
adenocarcinoma.   
Role: co-investigator 20% FTE 

 

UH2 AR057506-01 (Blaser)   5/7/09-4/30/10 
Funding agency: NIH 
Title:  Evaluation of the cutaneous microbiome in psoriasis 
Direct costs: $401,446 
Role: co-investigator 18% FTE 
  
D43 TW007884-01 Carlton (PI) 06/1/07-05/31/12 

NIH/Fogarty International Center  

Promotion of Plasmodium Research and Training in India. 

Direct costs: $624,675 

Role: Trainer 

 

R01 DE13937-04A2 Caufield (PI)  02/15/08 – 12/31/12 

NIH/NIDCR Microbial Diversity and Genetic Characterization of Cariogenic Biofilms 

Direct costs: $242,500 

Role: co-investigator 5% FTE 

 

Other Responsibilities 

NSF SBIR biological informatics grant review panelist, 2003. 

NSF III-FO-SM Data Mining & Bioinformatics panel, 2008. 

NIH Challenge Grant Reviewer, 2009 

Director, Research Computing Resource (RCR), 1996–2008 research. 

Director, NYU GCRC Bioinformatics Core (20% FTE 2004-2009) 

Director, NYU NIEHS Bioinformatics Core (5% FTE 2004-2009) 

American Medical Development Corporation (AMDeC) Bioinformatics Scientific 

Advisory Committee, 2001-2006. 

AMDeC Microarray Resource Center, Committee Chair for microarray database 

technology, 2002-2007. 

WHO Bioinformatics and Functional Genomics Scientific Advisory Committee (2003). 

 

Honors and Awards: 

USDA National Needs Fellowship in Plant Molecular Biology, 1985-1989 

NSERC Postdoctoral Fellowship in Plant Molecular Biology , 1993-1994 

Dean's Citation for Excellence in Medical Education, NYU School of Medicine, 1999 

Burroughs Wellcome Fund visiting Professor in Microbiological Sciences at North 

Carolina Central University, 2002. 

 

Invited Presentations 

WHO Regional Bioinformatics course, Bangkok, Thailand, October, 2003. 

Bioinformatics Short Course, University of Puerto Rico, 2003, 2004, 2005. 

American Society for Microbiology, Annual Biomedical Research Conference for 

Minority Students (ABRCMS).Nov, 2002. 



Bioinformatics Short Course, MARC/RISE Program, CUNY, 2001, 2002-2004. 

ASM Undergraduate Microbiology Education Conference, Univ. of Utah, May, 2002. 

Bioinformatics Short Course, North Carolina Central University, 2002. 

Short Course: Using the Wisconsin Package (GCG) for DNA and Protein Sequence 

Analysis, Cold Spring Harbor Laboratory, March, 2000. 

Computational Biology Short Course, Univ. of Miami School of Medicine, Jan, 2000. 

National Biotechnology Information Facility workshop: Bioinformatics and Advanced 

Molecular Biology Techniques, City College NY, Jan, 2000. 

National Biotechnology Information Facility workshop: Merging Biology and Computer 

Science, North Carolina Central University, Durham, NC, Oct. 1999. 

National Biotechnology Information Facility workshop: Bioinformatics Tools on the 

Internet, Tusgeege Univ, Tuskegee, AL, Nov. 1998. 
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