Available Issues | Japanese Publisher Site
Author: ADVANCED

Addto dd iste
A orte/gravon  EMEReRe Sl Reser P ismce

TOP > Available I ssues > Table of Contents > Abstract

ONLINE ISSN : 1349-0923
PRINT ISSN : 1348-589X

Journal of Pesticide Science
Vol. 31 (2006) , No. 3 pp.289-292

_(..'.lr:'{,l'
JSFLink Canter

[PDF (324K)] [References]

The VANTED softwar e system for transcriptomics, proteomics and
metabolomics analysis

Christian KlukasY, Bjérn H. Junker? and Falk Schreiber?)

1) Leibniz Institute of Plant Genetics and Crop Plant Research
2) Brookhaven National Laboratory, Biology Department

(Received: May 24, 2006)

Abstract:

Current research in biology generates data sets of increasing size that are very difficult to
manage and analyze manually. Bioinformatics tools are necessary to facilitate statistical
analysis and visualization of the data. While multiple tools exist for this purpose, they are
often limited to specific kinds of data or alow only certain types of analyses. Recently, we
have reported on the development of VANTED, a software system that allows mapping of
multi-dimensional data sets onto relevant biological networks. VANTED provides a variety
of functions for network editing, data mapping and processing, statistical analysis, and
visudization. This review summarizes the main features of VANTED.
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