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Proper Citation

Cancer Genome Interpreter (RRID:SCR_023752)

Resource Information

URL: https://www.cancergenomeinterpreter.org/home

Proper Citation: Cancer Genome Interpreter (RRID:SCR_023752)

Description: Platform that systematizes interpretation of cancer genomes and makes it
automatic. Web tool to annotate genomic alterations and interpret their possible role in
tumorigenesis and in response to anti cancer therapies. Used to support identification of
tumor alterations that drive disease and/or which may be therapeutically actionable.
Analyses mutations including single nucleotide changes and small insertions/deletions,
copy number alterations including gene amplifications and deletions and translocations.

Abbreviations: CGI

Resource Type: web service, software resource, data access protocol

Defining Citation: DOI:10.1101/140475

Keywords: cancer genomes, annotate genomic alterations, tumor alterations
identification, mutations analysis, single nucleotide change, copy number alteration, gene
amplifications, gene deletions, gene translocation,

Funding: European Union Horizon 2020 ;
European Research Council ;
Spanish Ministry of Economy and Competitiveness ;
CERCA

Availability: Free, Freely available

Resource Name: Cancer Genome Interpreter

Resource ID: SCR_023752

License: Creative Commons Attribution-NonCommercial 4.0 (BY-NC) license
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Record Creation Time: 20230706T050207+0000

Record Last Update: 20260812T044430+0000

Ratings and Alerts

No rating or validation information has been found for Cancer Genome Interpreter.

No alerts have been found for Cancer Genome Interpreter.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 21 mentions in open access literature.

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