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A.
Personal Statement 

Dennis Shasha is a professor of computer science at the Courant Institute of New York University where he works with biologists on pattern discovery for network inference; with computational chemists on algorithms for protein design; and on computational reproducibility. Other areas of interest include database tuning as well as tree and graph matching. Because he likes to type, he has written six books of puzzles about a mathematical detective named Dr. Ecco, a biography about great computer scientists, and a book about the future of computing. He has also written four technical books about database tuning, network inference, time series, DNA computing, and statistics. He has co-authored over sixty journal papers, seventy conference papers, and fifteen patents. He has written the puzzle column for various publications including Scientific American.

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. 

Publisher: Elsevier North Holland

2003-Present: Distinguished Science Advisor, New York Hall of Science
C.
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D.
Research Support

Ongoing Research Support

5R01 GM032877-28 

Coruzzi (PI)





05/01/09 - 04/30/13

A Systems Approach to Regulatory Networks Controlling N-assimilation

Our goal is to develop Systems Biology approaches to identify transcriptional networks regulating N-assimilation into amino acids, as a model metabolic regulatory network in plants.
Role: Co-Investigator

MCB-0929338



Coruzzi (PI)





07/15/09 - 06/30/13

Arabidopsis 2010:  Nitrogen Networks in Plants

This grant concerns the mechanisms by which nitrogen signaling mediates genome-wide changes affecting plant growth and development, with a special emphasis on root development explored using ecotypes.

Role:  Co-Investigator

IOS-0922738



Coruzzi (PI)





08/01/10 - 07/31/14

Genomics of Comparative Seed Evolution

The objectives of this project are to develop datasets (deep-transcriptome), bioinformatic resources, and informatic pipelines that will enable functional trait-to-gene predictions based on genome-wide phylogenies and/or machine learning approaches.  This project largely focuses on plants from the Gymnosperm clade of the seed plants and is performed is in collaboration with the NYBG, AMNH and CSHL.

Role:  Co-Investigator

IIS – 1050388



Shasha (PI)





09/01/10 - 08/31/12

Collaborative Research:  A Community Experiment Platform for Reproducibility and Generalizability

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

Role:  PI

MCB-1158273



Coruzzi (PI)





04/01/12 - 05/31/15

A Systems Approach to the NPK Nutriome and its Effect on Biomass

This proposal explores the molecular underpinnings of the nitrate, phosphate, potassium (NPK) effect and tests the hypothesis that the enhancement of biomass under low-N conditions is the result of NPK interactions at the signaling level.

Role Co-Investigator


Completed Research Support

DBI-0445666



Coruzzi (PI) 





06/01/05 - 11/30/11

Conceptual Data Integration for the Virtual Plant

The long-term goal of this project was to enable researchers to integrate, analyze, and visualize genomic data using the web tool VirtualPlant to understand how internal and external perturbations affect processes and networks controlling plant growth and development. More broadly, this web tool allows researchers to mine genomic data using visualization tools which enable analysis and integration of genomic data in a biological context, including gene networks.

Role Co-Investigator

PHS 398/2590 (Rev. 09/04)
Page     
Biographical Sketch Format Page
PHS 398/2590 (Rev. 06/09)
Page   1  
Biographical Sketch Format Page

