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Proper Citation

Clinker (RRID:SCR_016140)

Resource Information

URL.: https://github.com/Oshlack/Clinker/wiki

Proper Citation: Clinker (RRID:SCR_016140)

Description: Software for a bioinformatics pipeline that generates a superTranscriptome
from popular fusion finder outputs (JAFFA, tophatFusion, SOAP, deFUSE, Pizzly, etc).
They can be then be either viewed in genome viewers such as IGV or through the
included plotting feature developed with GViz.

Synonyms: Clinker - Fusion Super Transcript generator and Plotter

Resource Type: data processing software, data visualization software, software
application, software resource

Keywords: fusion, chimeric, gene, bioinformatics, transcriptome, viewer, plotting, graph,
visualization

Funding: Murdoch Children's Research Institute
Availability: Free, Available for download
Resource Name: Clinker

Resource ID: SCR_016140

Record Creation Time: 20220129T080329+0000

Record Last Update: 20260805T044350+0000

Ratings and Alerts
No rating or validation information has been found for Clinker.

No alerts have been found for Clinker.



https://rrid.site
https://rrid.site/data/record/nlx_144509-1/SCR_016140/resolver
https://github.com/Oshlack/Clinker/wiki

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 286 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID .
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