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Proper Citation

STAR-Fusion (RRID:SCR_025853)

Resource Information

URL: https://github.com/STAR-Fusion/STAR-Fusion

Proper Citation: STAR-Fusion (RRID:SCR_025853)

Description: Software tool to leverage chimeric and discordant read alignments identified
by STAR aligner to predict fusions. Component of Trinity Cancer Transcriptome Analysis
Toolkit. Used to identify candidate fusion transcripts supported by Illumina reads. Maps
junction reads and spanning reads to reference annotation set.

Resource Type: software resource, source code

Defining Citation: PMID:31639029

Keywords: identify candidate fusion transcripts, predict fusions, leverages chimeric and
discordant read alignments, chimeric, discordant, read alignment,

Funding: Howard Hughes Medical Institute ;
Klarman Cell Observatory ;
NCI R21CA209940;
NCI R50CA211461;
NCI U01CA214846;
NCI U24CA180922

Availability: Free, Available for download, Freely available

Resource Name: STAR-Fusion

Resource ID: SCR_025853

License: BSD-3-Clause license

Record Creation Time: 20241005T053245+0000

Record Last Update: 20260912T200453+0000

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_025853/resolver
https://github.com/STAR-Fusion/STAR-Fusion
https://pubmed.ncbi.nlm.nih.gov/31639029


Ratings and Alerts

No rating or validation information has been found for STAR-Fusion.

No alerts have been found for STAR-Fusion.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 47 mentions in open access literature.

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