Resource Summary Report

Generated by NIF on Apr 20, 2025

deFuse

RRID:SCR_003279
Type: Tool

Proper Citation

deFuse (RRID:SCR_003279)

Resource Information

URL.: https://bitbucket.org/dranew/defuse

Proper Citation: deFuse (RRID:SCR_003279)

Description: Software package for gene fusion discovery using RNA-Seq data. It uses
clusters of discordant paired end alignments to inform a split read alignment analysis for
finding fusion boundaries.

Resource Type: software toolkit, sequence analysis software, data analysis software,
software application, software resource, data processing software

Defining Citation: PMID:21625565

Keywords: rna sequencing, gene fusion, paired end alignment, split read, fusion boundary,
bio.tools

Funding: British Columbia Cancer Foundation ;

Vancouver General Hospital Foundation ;

Genome Canada ;

Michael Smith Foundation for Health Research ;

Canadian Breast Cancer Foundation ;

Canadian Institutes of Health Research'’s Bioinformatics Training Program

Availability: Free, Available for download
Resource Name: deFuse

Resource ID: SCR_003279



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_003279/resolver
https://bitbucket.org/dranew/defuse
https://pubmed.ncbi.nlm.nih.gov/21625565

Alternate IDs: biotools:defuse, OMICS_01345

Alternate URLSs: https://sourceforge.net/projects/defuse/,
http://compbio.bccrc.ca/software/defuse/, https://bio.tools/defuse

Old URLs: http://sourceforge.net/apps/mediawiki/defuse/index.php?title=Main_Page
License: Creative Commons Attribution License
Record Creation Time: 20220129T080218+0000

Record Last Update: 20250420T014138+0000

Ratings and Alerts

No rating or validation information has been found for deFuse.

No alerts have been found for deFuse.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 92 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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