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Resource Information

URL.: http://edge.oncology.wisc.edu/edge.php
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Description: THIS RESOURCE IS NO LONGER IN SERVICE, documented on July 15,
2013. EDGE is a scientific resource for toxicology-related gene expression information.
The site contains databases and analyses of gene expression studies following exposure
to a variety of chemicals or physiological changes. The ultimate goal of the EDGE is to
map transcriptional changes from chemical exposure that will someday be used as a
diagnostic fingerprint to predict toxicity as well as provide valuable insights into the basic
molecular changes responsible. EDGE gives you the ability to easily answer the following
fundamental questions about your data 1. Can | compare transcriptional profiles across
treatments? 2. What genes respond to my treatment? 3. What influences my favorite
gene(s)? One of the major objectives of toxicology is to understand the adverse health
effects that result from exposure to foreign chemicals. The traditional method for
assessing the toxicity of a test chemical is very resource intensive; requiring the
commitment of large amounts of money, time, and animals. According to the National
Toxicology Program (NTP), each chemical study requires between 2 and 4 million dollars
and several years to complete. Due to the cost and labor intensive nature of these studies,
the number of chemicals currently tested by the NTP stands at less than 500. Given these
statistics and the fact that there are approximately 70,000 chemicals in commerce today, it
is increasingly apparent that alternative methods for assessing toxic potential must be
explored if a significant portion of the remaining chemicals is to be tested. One potential
solution is to develop a comprehensive database that describes alterations in gene
expression resulting from chemical exposure. The pattern of transcriptional activity will not
only be highly sensitive indicator of chemical exposure, but that this pattern will be
diagnostic for mechanistically linked toxicants. In our laboratory, we have chosen to
address this problem through a combination of high throughput sequencing of expressed
sequence tags (ESTs) and construction of custom toxicology-related cDNA microarrays
derived from the unique ESTs identified in the sequencing effort. By using this approach,
we can simultaneously develop a quantitative gene expression profile using ESTs and the
reagents for further analyzing these changes in a rapid, highly parallel manner. In addition,
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the expression profiles are not biased for preselected favorite genes. The resulting gene
expression pattern can then be used as diagnostic fingerprint to predict toxicity and/or
carcinogenicity as well as provide valuable insight into the basic biochemical and
molecular changes responsible for toxicity. Submission of total RNA for Bradfield Lab
Microarray Microarray comparisons are made between untreated, control animals and
animals treated with ONE treatment. Please make sure the RNA submitted adheres to this
experimental design. Necessary information is available on the site.
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Ratings and Alerts

No rating or validation information has been found for EDGE: Environment, Drugs and
Gene Expression.

No alerts have been found for EDGE: Environment, Drugs and Gene Expression.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 13 mentions in open access literature.
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