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Type: Tool

Proper Citation

GoBean - a Java application for Gene Ontology enrichment analysis (RRID:SCR_005808)

Resource Information

URL:
http://ftp://ftp.geneontology.org/pub/go/www/GO.tools_by_type.term_enrichment.shtml#gobean

Proper Citation: GoBean - a Java application for Gene Ontology enrichment analysis
(RRID:SCR_005808)

Description: GoBean is a Java application for gene ontology enrichment analysis. It
utilizes the NetBeans platform framework. Features * Graphical comparison of multiple
enrichment analysis results * Versatile filter facility for focused analysis of enrichment
results * Effective exploitation of the graphical/hierarchical structure of GO * Evidence
code based association filtering * Supports local data files such as the ontology obo file
and gene association files * Supports late enrichment methods and multiple testing
corrections * Built-in ID conversion for common species using Ensembl biomart service
Platform: Windows compatible, Mac OS X compatible, Linux compatible

Abbreviations: GoBean

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

Defining Citation: PMID:22360891

Keywords: java, gene ontology, ontology, gene association, analysis, enrichment, term
enrichment

Availability: Free for academic use

Resource Name: GoBean - a Java application for Gene Ontology enrichment analysis

Resource ID: SCR_005808

Alternate IDs: nlx_149296
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Old URLs: http://neon.gachon.ac.kr/GoBean/

Record Creation Time: 20220129T080232+0000

Record Last Update: 20260727T040403+0000

Ratings and Alerts

No rating or validation information has been found for GoBean - a Java application for
Gene Ontology enrichment analysis.

No alerts have been found for GoBean - a Java application for Gene Ontology enrichment
analysis.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 22 mentions in open access literature.
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