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Proper Citation

REDItools (RRID:SCR_012133)

Resource Information

URL: https://code.google.com/p/reditools/

Proper Citation: REDItools (RRID:SCR_012133)

Description: A suite of python scripts to perform high-throughput investigation of RNA
editing using next-generation sequencing data.

Resource Type: software resource

Defining Citation: PMID:23742983

Keywords: standalone software, illumina, roche, pacific biosciences, life technologies,
python, bio.tools

Availability: MIT License

Resource Name: REDItools

Resource ID: SCR_012133

Alternate IDs: biotools:reditools, OMICS_05860

Alternate URLs: https://bio.tools/reditools

Record Creation Time: 20220129T080308+0000

Record Last Update: 20260725T190728+0000

Ratings and Alerts

No rating or validation information has been found for REDItools.

No alerts have been found for REDItools.

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_012133/resolver
https://code.google.com/p/reditools/
https://pubmed.ncbi.nlm.nih.gov/23742983


Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 141 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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Joore IP, et al. (2025) Correction of pathogenic mitochondrial DNA in patient-derived
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Cui J, et al. (2025) Mitochondrial Genome Insights into Evolution and Gene Regulation in
Phragmites australis. International journal of molecular sciences, 26(2).

Cai W, et al. (2025) Mammary gland multi-omics data reveals new genetic insights into
milk production traits in dairy cattle. PLoS genetics, 21(4), e1011675.
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Independent Zebrafish Genome Editing. Advanced science (Weinheim, Baden-
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model. Nature communications, 16(1), 11212.

Xu P, et al. (2025) A loss-of-function human ADAR variant activates innate immune
response and promotes bowel inflammation. Nature communications, 16(1), 8560.
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Zhu T, et al. (2025) Editome Disease Knowledgebase v2.0: an updated resource of
editome-disease associations through literature curation and integrative analysis.
Bioinformatics advances, 5(1), vbaf012.

He Y, et al. (2025) RPS 2.0: an updated database of RNAs involved in liquid-liquid phase
separation. Nucleic acids research, 53(D1), D299.

Zhang Y, et al. (2025) DirectRM: integrated detection of landscape and crosstalk between
multiple RNA modifications using direct RNA sequencing. Nature communications, 16(1),
9450.

Qin PP, et al. (2025) Programming ADAR-recruiting hairpin RNA sensor to detect
endogenous molecules. Nucleic acids research, 53(1).
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Nesta A, et al. (2025) Alternative splicing of transposable elements in human breast
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Gupta AK, et al. (2025) Comprehensive characterization of the RNA editing landscape in
the human aging brains with Alzheimer's disease. Alzheimer's & dementia : the journal of
the Alzheimer's Association, 21(7), e70452.


