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Proper Citation

BiNGO: A Biological Networks Gene Ontology tool (RRID:SCR_005736)

Resource Information

URL: http://www.psb.ugent.be/cbd/papers/BiNGO/Home.html

Proper Citation: BiNGO: A Biological Networks Gene Ontology tool (RRID:SCR_005736)

Description: The Biological Networks Gene Ontology tool (BiNGO) is an open-source Java 
tool to determine which Gene Ontology (GO) terms are significantly overrepresented in a set 
of genes. BiNGO can be used either on a list of genes, pasted as text, or interactively on 
subgraphs of biological networks visualized in Cytoscape. BiNGO maps the predominant 
functional themes of the tested gene set on the GO hierarchy, and takes advantage of 
Cytoscape''''s versatile visualization environment to produce an intuitive and customizable 
visual representation of the results. Platform: Windows compatible, Mac OS X compatible, 
Linux compatible, Unix compatible

Abbreviations: BiNGO

Synonyms: Biological Networks Gene Ontology

Resource Type: software resource

Defining Citation: PMID:15972284

Keywords: gene ontology, gene, ontology, statistical analysis, term enrichment, biological 
network, plugin, bio.tools

Funding:

Availability: Open unspecified license - Free for academic use

Resource Name: BiNGO: A Biological Networks Gene Ontology tool

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_005736/resolver
http://www.psb.ugent.be/cbd/papers/BiNGO/Home.html
https://pubmed.ncbi.nlm.nih.gov/15972284


Resource ID: SCR_005736

Alternate IDs: nlx_149196, biotools:bingo

Alternate URLs: https://bio.tools/bingo

Record Creation Time: 20220129T080232+0000

Record Last Update: 20250420T014301+0000

Ratings and Alerts

No rating or validation information has been found for BiNGO: A Biological Networks Gene 
Ontology tool.

No alerts have been found for BiNGO: A Biological Networks Gene Ontology tool.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 765 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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