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RRID:SCR_027320
Type: Tool

Proper Citation

IsoformSwitchAnalyzeR (RRID:SCR_027320)

Resource Information

URL:
https://www.bioconductor.org/packages/release/bioc/html/IsoformSwitchAnalyzeR.html

Proper Citation: IsoformSwitchAnalyzeR (RRID:SCR_027320)

Description: Software R package to identify, annotate and visualize isoform switches with
functional consequences from both short- and long-read RNA-seq data. Analysis of
alternative splicing and isoform switches with predicted functional consequences (e.qg.
gain/loss of protein domains etc.) from quantification of all types of RNASeq by tools such
as Kallisto, Salmon, StringTie, Cufflinks/Cuffdiff etc.

Resource Type: software toolkit, software resource

Defining Citation: PMID:30989184

Keywords: ldentify, Annotate, Visualize, Isoform Switches with Functional
Consequences, short- and long-read RNA-seq data,

Funding: Lundbeck Foundation ;
Independent Research Fund Denmark

Availability: Free, Available for download, Freely available
Resource Name: IsoformSwitchAnalyzeR

Resource ID: SCR_027320

Record Creation Time: 20250815T054452+0000

Record Last Update: 20260810T040925+0000

Ratings and Alerts


https://rrid.site
https://rrid.site/data/record/nlx_144509-1/SCR_027320/resolver
https://www.bioconductor.org/packages/release/bioc/html/IsoformSwitchAnalyzeR.html
https://pubmed.ncbi.nlm.nih.gov/30989184

No rating or validation information has been found for IsoformSwitchAnalyzeR.

No alerts have been found for IsoformSwitchAnalyzeR.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 12 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID .
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