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LeafCutter

RRID:SCR_017639
Type: Tool

Proper Citation

LeafCutter (RRID:SCR_017639)

Resource Information

URL: https://github.com/davidaknowles/leafcutter/

Proper Citation: LeafCutter (RRID:SCR_017639)

Description: Software tool for identifying and quantifying RNA splicing variation. Used to
study sample and population variation in intron splicing. Identifies variable intron splicing
events from short read RNA-seq data and finds alternative splicing events of high
complexity. Used for detecting differential splicing between sample groups, and for
mapping splicing quantitative trait loci (SQTLS).

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

Defining Citation: PMID:29229983, DOI:10.1038/s41588-017-0004-9

Keywords: ldentify, quantitate, RNA, splicing, variation, intron, short, read, RNAseq, data,
mapping, trait, loci, SQTL

Funding: CEHG Fellowship ;
Howard Hughes Medical Institute ;
NHGRI HG007036;

NHGRI HG008140;

NHGRI HG009431;

NIMH RO1 MH107666

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

Resource ID: SCR_017639

License: Apache License 2.0

Record Creation Time: 20220129T080336+0000
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Record Last Update: 20260728T043532+0000

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

No alerts have been found for LeafCutter.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 29 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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