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Resource Information

URL: http://vortex.cs.wayne.edu/projects.htm#Onto-Express

Proper Citation: Onto-Express (RRID:SCR_005670)

Description: The typical result of a microarray experiment is a list of tens or hundreds of
genes found to be differentially regulated in the condition under study. Independently of
the methods used to select these genes, the common task faced by any researcher is to
translate these lists of genes into a better understanding of the biological phenomena
involved. Currently, this is done through a tedious combination of searches through the
literature and a number of public databases. We developed Onto-Express (OE) as a novel
tool able to automatically translate such lists of differentially regulated genes into
functional profiles characterizing the impact of the condition studied. OE constructs
functional profiles (using Gene Ontology terms) for the following categories: biochemical
function, biological process, cellular role, cellular component, molecular function and
chromosome location. Statistical significance values are calculated for each category. We
demonstrated the validity and the utility of this comprehensive global analysis of gene
function by analyzing two breast cancer data sets from two separate laboratories. OE was
able to identify correctly all biological processes postulated by the original authors, as well
as discover novel relevant mechanisms (Draghici et.al, Genomics, 81(2), 2003). Other
results obtained with Onto-Express can be found in Khatri et.al., Genomics. 79(2), 2002.
Custom level of abstraction of the Gene Ontology. User account required. Platform: Online
tool

Abbreviations: OE

Synonyms: Onto-Express (OE)

Resource Type: service resource, data analysis service, database, analysis service
resource, production service resource, data or information resource

Defining Citation: PMID:12620386, PMID:11829497, PMID:15215428

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_005670/resolver
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Keywords: microarray, gene, ontology, gene expression, biochemical function, biological
process, cellular role, cellular component, molecular function, chromosome location, java,
data-mining, browser, visualization, analysis, statistical analysis, term enrichment, search
engine, other analysis, ontology or annotation browser, ontology or annotation search
engine, ontology or annotation visualization, database or data warehouse, custom level of
abstraction of the gene ontology, FASEB list
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Availability: Free for academic use
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Ratings and Alerts

No rating or validation information has been found for Onto-Express.

No alerts have been found for Onto-Express.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 85 mentions in open access literature.
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