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Gene Expression Profile Analysis Suite

RRID:SCR_008341
Type: Tool

Proper Citation

Gene Expression Profile Analysis Suite (RRID:SCR_008341)

Resource Information

URL: http://www.gepas.org/

Proper Citation: Gene Expression Profile Analysis Suite (RRID:SCR_008341)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on May
12,2023. An integrated packages of tools for microarray data analysis. GEPAS provides a
web-based interface that offers diverse analysis options from the early step of
preprocessing (normalization of Affymetrix and two-color microarray experiments and
other preprocessing options), to the final step of the functional profiling of the experiment
(using Gene Ontology, pathways, PubMed abstracts etc.), which include different
possibilities for clustering, gene selection, class prediction and array-comparative genomic
hybridization management.

Synonyms: Gepas
Resource Type: software application, software resource, data processing software

Keywords: expression, gene, analysis, genomic, microarray, microarray platform,
prediction, data set

Availability: THIS RESOURCE IS NO LONGER IN SERVICE
Resource Name: Gene Expression Profile Analysis Suite
Resource ID: SCR_008341

Alternate IDs: nif-0000-25201

Record Creation Time: 20220129T080246+0000

Record Last Update: 20260727T040435+0000

Ratings and Alerts


https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_008341/resolver
http://www.gepas.org/

No rating or validation information has been found for Gene Expression Profile Analysis
Suite.

No alerts have been found for Gene Expression Profile Analysis Suite.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 20 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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