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Proper Citation

Rcorrector (RRID:SCR_022011)

Resource Information

URL: https://github.com/mourisl/Rcorrector

Proper Citation: Rcorrector (RRID:SCR_022011)

Description: Software tool as kmer based error correction method for RNAseq data. Can
also be applied to other types of sequencing data where read coverage is nonuniform,
such as single cell sequencing. Used for error correction for Illumina RNAseq reads.

Synonyms: RNA-seq error CORRECTOR

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

Defining Citation: DOI:10.1186/s13742-015-0089-y

Keywords: RNA-seq, k-mer, random sequencing errors correction, kmer based error
correction, RNA-seq data, sequencing data, nonuniform read coverage, Illumina RNAseq
reads error correction

Funding: NSF ABI1159078;
NSF ABI1356078

Availability: Free, Available for download, Freely available

Resource Name: Rcorrector

Resource ID: SCR_022011

License: GPL v 3.0

Record Creation Time: 20220421T050138+0000

Record Last Update: 20260813T055239+0000

Ratings and Alerts

https://rrid.site
https://rrid.site/data/record/nlx_144509-1/SCR_022011/resolver
https://github.com/mourisl/Rcorrector
https://dx.doi.org/10.1186/s13742-015-0089-y


No rating or validation information has been found for Rcorrector.

No alerts have been found for Rcorrector.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 39 mentions in open access literature.

Listed below are recent publications. The full list is available at RRID .
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description of ocean life. Science advances, 10(3), eadj4960.
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serrata treated with aluminium chloride. Frontiers in plant science, 15, 1412189.
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