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Proper Citation

Arriba (RRID:SCR_025854)

Resource Information

URL: https://github.com/suhrig/arriba/

Proper Citation: Arriba (RRID:SCR_025854)

Description: Software tool for gene fusion detection from RNA-Seq data. Fusion
detection algorithm specifically designed to meet demanding requirements of HTS-
assisted precision oncology. Capable of detecting aberrant transcripts that are not called
by most fusion detection methods but may be clinically relevant. This includes tumor
suppressor genes that are occasionally inactivated by rearrangements within the gene or
by translocations to introns or intergenic regions.

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

Defining Citation: PMID:33441414

Keywords: gene fusion detection, RNA-Seq data, detecting aberrant transcripts,

Funding: Heidelberg Center for Personalized Oncology ;
Dietmar Hopp Foundation ;
Ontario Institute for Cancer Research ;
Government of Ontario

Availability: Free, Available for download, Freely available

Resource Name: Arriba

Resource ID: SCR_025854

License: MIT/Expat License

Record Creation Time: 20241005T053245+0000

Record Last Update: 20260815T042908+0000

https://rrid.site
https://rrid.site/data/record/nlx_144509-1/RRID:SCR_025854/resolver
https://github.com/suhrig/arriba/
https://pubmed.ncbi.nlm.nih.gov/33441414


Ratings and Alerts

No rating or validation information has been found for Arriba.

No alerts have been found for Arriba.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 34 mentions in open access literature.

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