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Proper Citation

EGAN: Exploratory Gene Association Networks (RRID:SCR_008856)

Resource Information

URL: http://akt.ucsf.edu/EGAN/

Proper Citation: EGAN: Exploratory Gene Association Networks (RRID:SCR_008856)

Description: Exploratory Gene Association Networks (EGAN) is a software tool that
allows a bench biologist to visualize and interpret the results of high-throughput
exploratory assays in an interactive hypergraph of genes, relationships (protein-protein
interactions, literature co-occurrence, etc.) and meta-data (annotation, signaling pathways,
etc.). EGAN provides comprehensive, automated calculation of meta-data coincidence
(over-representation, enrichment) for user- and assay-defined gene lists, and provides
direct links to web resources and literature (NCBI Entrez Gene, PubMed, KEGG, Gene
Ontology, iHOP, Google, etc.). EGAN functions as a module for exploratory investigation
of analysis results from multiple high-throughput assay technologies, including but not
limited to: * Transcriptomics via expression microarrays or RNA-Seq * Genomics via SNP
GWAS or array CGH * Proteomics via MS/MS peptide identifications * Epigenomics via
DNA methylation, ChIP-on-Chip or ChIP-Seq * In-silico analysis of sequences or literature
EGAN has been built using Cytoscape libraries for graph visualization and layout, and is
comparable to DAVID, GSEA, Ingenuity IPA and Ariadne Pathway Studio. There are pre-
collated EGAN networks available for human (Homo sapiens), mouse (Mus musculus), rat
(Rattus norvegicus), chicken (Gallus gallus), zebrafish (Danio rerio), fruit fly (Drosophila
melanogaster), nematode (Caenorhabditis elegans), mouse-ear cress (Arabidopsis
thaliana), rice (Oryza sativa) and brewer's yeast (Saccharomyces cerevisiae). There is
now an EGAN module available for GenePattern (human-only). Platform: Windows
compatible, Mac OS X compatible, Linux compatible

Abbreviations: EGAN

Synonyms: Exploratory Gene Association Networks, Exploratory Gene Association
Networks (EGAN)

Resource Type: software application, software resource, data processing software, data
analysis software

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_008856/resolver
http://akt.ucsf.edu/EGAN/


Defining Citation: PMID:19933825

Keywords: gene, gene association, network, protein-protein interaction, pathway,
interaction, annotation, signaling pathway, enrichment, cytoscape, visualization

Funding: NCI P30 CA92103

Availability: Free for academic use

Resource Name: EGAN: Exploratory Gene Association Networks

Resource ID: SCR_008856

Alternate IDs: nlx_149222

Record Creation Time: 20220129T080249+0000

Record Last Update: 20260728T043313+0000

Ratings and Alerts

No rating or validation information has been found for EGAN: Exploratory Gene
Association Networks.

No alerts have been found for EGAN: Exploratory Gene Association Networks.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 8 mentions in open access literature.
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