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Proper Citation

IntOGen (RRID:SCR_027727)

Resource Information

URL: https://github.com/bbglab/intogen-plus

Proper Citation: IntOGen (RRID:SCR_027727)

Description: Software tool for automatic and comprehensive knowledge extraction based
on mutational data from sequenced tumor samples from patients. Summarizes somatic
mutations, genes and pathways involved in tumorigenesis.

Synonyms: , Intogen Plus, IntOGen-mutations platform

Resource Type: source code, software application, software resource

Defining Citation: PMID:24037244

Keywords: Cancer Genes, SNV, indel, knowledge extraction based on mutational data,
sequenced tumor samples from patients data,

Availability: Free, Available for download, Freely available

Resource Name: IntOGen

Resource ID: SCR_027727

Alternate URLs: https://bitbucket.org/intogen/intogen-plus/src/master

License URLs: https://github.com/bbglab/intogen-plus?tab=License-1-ov-file#readme

Record Creation Time: 20251209T055452+0000

Record Last Update: 20260815T183307+0000

Ratings and Alerts

https://rrid.site
https://rrid.site/data/record/nlx_144509-1/RRID:SCR_027727/resolver
https://github.com/bbglab/intogen-plus
https://pubmed.ncbi.nlm.nih.gov/24037244


No rating or validation information has been found for IntOGen.

No alerts have been found for IntOGen.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 48 mentions in open access literature.

Listed below are recent publications. The full list is available at RRID .
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smokers. Nature communications, 16(1), 4711.
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Espinoza-Ferrao S, et al. (2025) Global analysis of actionable genomic alterations in
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