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A. Personal Statement
I am the Associate Director of NYU Wireless, the world’s first research center combining wireless, computing, and medical applications.  My current areas of research include work done with biologists on pattern discovery for microarrays, combinatorial design, network inference, and protein docking; work done with physicists, musicians, and professionals in finance on algorithms for time series; and work on database applications in untrusted environments. Other areas of interest include database tuning as well as tree and graph matching.  Dr. Sevick and I recently collaborated on the development of a software application that uses history of dietary choices to optimize nutritional decisions by patients who must attend to multiple nutritional constraints (e.g., heuristic modeling).  While this software is still in the developmental phases, it may serve as the next logical development in technology-supported dietary counseling for hemodialysis patients (e.g., that directs counseling to optimize nutrition, given the patient’s dietary barriers, habits and preferences).  As co-investigator, I will advise Dr. Sevick’s team pertaining to the implementation of the wireless technology with intervention participants.  
B. Positions and Honors:
1984-1990 Assistant Professor, Courant Institute of Mathematical Sciences, New York University.

1990-1995 Associate Professor, Courant Institute of Mathematical Sciences, New York University.

1995-Present
Full Professor, Courant Institute of Mathematical Sciences, New York University.

1992-1993

Invited Professor, INRIA,  Roquencourt, France.
1998-1999

Invited Professor, INRIA,  Roquencourt, France.
2006-2007

Invited Professor, INRIA,  Roquencourt, France.

1993-Present
Co-Editor-in-Chief (with Gottfried Vossen) of Information Systems.  
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D.  Research Support

Ongoing Research Support: 

Title:  A Systems Approach to Regulatory Networks Controlling N-Assimilation
Role on project:  Co-PI


Project dates:  05/01/09 - 04/30/13
This grant aims to use time series approaches to learn the networks controlling nitrogen assimilation.
Title:  N2010: Nitrogen Networks in Plants (NSF) (RENEWAL of above)
Role on project: Co-PI


Project dates:  7/15/09 – 6/30/13


This grant concerns the analysis of genome wide responses to nitrogen treatments, and the use of machine learning and network analysis to make connections between all developmental and physiological processes that are regulated by nitrogen treatments.
Title:  Genomics of Comparative Seed Evolution (NSF)
Role on project: Co-PI


Project dates:  10/1/2004 - 2/28/10
This grant concerns using a phylogenomic approach to identify genes involved in the evolution of seeds.
Title:  Conceptual Data Integration for the VirtualPlant (NSF)
Role on project: Co-PI


Project dates:  6/1/2005 - 11/30/2010
This grant concerns the construction of a web tool called the VirtualPlant that combines a host of features that will enable researchers to mine genomic data using visualization tools which enable analysis and integration of genomic data in a biological context, including networks.
Completed Research Support

Title: Collaborative Research:  A Community Experiment Platform for Reproducibility and Generalizability

Role on project: PI

Project dates: 09/01/10-08/31/12

The goal of this project is to formulate tools to support the reproducibility of computational experiments.

Title:  Arabidopsis 2010: High-Throughput Functional Analysis of Differentiation Network Genes (NSF)

Role on project: Co-PI


Project dates:  09/01/2005 – 08/31/2009

This grant focuses on finding redundant genes through machine learning.  My role is in the development and specification of machine learning techniques.

Title:  Primitives for Online Time Series Analysis (NSF)

Role on project: PI


Project dates:  09/15/05 – 08/31/2009

This grant focuses on fast algorithms for correlation in very large time series.  

Regulation of Amino Acid Biosynthesis Genes in Plants (NSF)

Role on project: Co-PI 


Project dates: 3/1/04-2/28/08

This grant provided much of the preliminary data of the present proposal concerning nitrogen assimilation.

Title:  Plant Genomics Consortium (NYBG)

Role on project: Co-PI


Project dates:  01/01/2001-12/12/2005

This major goal of this project was to do comparative genomics using EST libraries.  My role involved algorithms development and database consulting.

Title:  Arabidopsis 2010: Genomics Approaches to Finding Transcriptional Networks. (NSF-Subaward through Duke University)

Role on project: Collaborator


Project dates:  09/15/2006 – 08/31/2006

This grant focused on transcriptional factor analysis and genomic cell sorting.  My role involved algorithms development.

Title:  N2010: Nitrogen Networks in Plants (NSF)

Role on project: Co-PI


Project dates:  9/1/2005 - 8/31/2010

This grant concerns the analysis of genome wide responses to nitrogen treatments, and the use of machine learning and network analysis to make connections between all developmental and physiological processes that are regulated by nitrogen treatments.

