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Proper Citation

Multivariate Analysis of Transcript Splicing (RRID:SCR_013049)

Resource Information

URL: http://rnaseq-mats.sourceforge.net/

Proper Citation: Multivariate Analysis of Transcript Splicing (RRID:SCR_013049)

Description: Software tool to detect differential alternative splicing events from RNA-Seq
data. Calculates P value and false discovery rate that difference in isoform ratio of gene
between two conditions exceeds given user defined threshold. Can automatically detect
and analyze alternative splicing events corresponding to all major types of alternative
splicing patterns. Handles replicate RNA-Seq data from both paired and unpaired study
design.

Abbreviations: MATS

Synonyms: RNAseq MATS, RMATS, rMATS, MATS, RNA MATS

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

Keywords: Differential alternative splicing events, splicing events calculation, RNA-Seq
data, gene isoform ratio, alternative splicing patterns, patterns detection, patterns analysis,
replicate RNA-Seq data

Availability: Free, Available for download, Freely available

Resource Name: Multivariate Analysis of Transcript Splicing

Resource ID: SCR_013049

Alternate IDs: OMICS_01336, SCR_020941

License: 2-Clause BSD License

Record Creation Time: 20220129T080314+0000

Record Last Update: 20260810T040556+0000

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_013049/resolver
http://rnaseq-mats.sourceforge.net/


Ratings and Alerts

No rating or validation information has been found for Multivariate Analysis of Transcript
Splicing.

No alerts have been found for Multivariate Analysis of Transcript Splicing.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 203 mentions in open access literature.

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