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Type: Tool

Proper Citation

Cufflinks (RRID:SCR_014597)

Resource Information

URL: http://cole-trapnell-lab.github.io/cufflinks/cuffmerge/

Proper Citation: Cufflinks (RRID:SCR_014597)

Description: Software tool for transcriptome assembly and differential expression
analysis for RNA-Seq. Includes script called cuffmerge that can be used to merge together
several Cufflinks assemblies. It also handles running Cuffcompare as well as automatically
filtering a number of transfrags that are likely to be artifacts. If the researcher has a
reference GTF file, the researcher can provide it to the script to more effectively merge
novel isoforms and maximize overall assembly quality.

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

Defining Citation: DOI:10.1038/nbt.1621

Keywords: transcriptome, rna-seq, rna seq, cuffmerge, cufflink, cuffcompare, transfrags,
artifacts, gtf file, transcriptome assembly, expression analysis, bio.tools, bio.tools

Availability: Acknowledgement requested, Source code available on GitHub

Resource Name: Cufflinks

Resource ID: SCR_014597

Alternate IDs: biotools:cufflinks, OMICS_01304, SCR_013307

Alternate URLs: https://github.com/cole-trapnell-lab/cufflinks, https://bio.tools/cufflinks,
https://sources.debian.org/src/cufflinks/

Record Creation Time: 20220129T080321+0000

Record Last Update: 20260810T040608+0000

Ratings and Alerts

https://scicrunch.org/T1D
https://scicrunch.org/T1D/data/record/nlx_144509-1/SCR_014597/resolver
http://cole-trapnell-lab.github.io/cufflinks/cuffmerge/
https://dx.doi.org/10.1038/nbt.1621


No rating or validation information has been found for Cufflinks.

No alerts have been found for Cufflinks.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 9083 mentions in open access literature.

Listed below are recent publications. The full list is available at T1D .
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