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Proper Citation

CLEAR (RRID:SCR_021663)

Resource Information

URL.: https://github.com/YangLab/CLEAR

Proper Citation: CLEAR (RRID:SCR_021663)

Description: Software tool as computational pipeline for circular and linear RNA
expression analysis from ribosomal-RNA depleted RNA-seq. CIRCexplorer3-CLEAR is
CLEAR pipeline for direct comparison of circular and linear RNA expression.

Synonyms: CLEAR/circExplorer3, Circular and Linear RNA Expression Analysis from
Ribosomal-RNA depleted (Ribo???) RNA-seq, CIRCexplorer3-CLEAR

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

Defining Citation: PMID:31904419, DOI:10.1101/668657

Funding: Strategic Priority Research Program of Chinese Academy of Sciences ;
National Natural Science Foundation of China ;
Howard Hughes Medical Institute International Program

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

Resource ID: SCR_021663

License: GPLv3

Record Creation Time: 20220129T080356+0000

Record Last Update: 20260804T043736+0000

Ratings and Alerts


https://rrid.site
https://rrid.site/data/record/nlx_144509-1/SCR_021663/resolver
https://github.com/YangLab/CLEAR
https://pubmed.ncbi.nlm.nih.gov/31904419
https://dx.doi.org/10.1101/668657

No rating or validation information has been found for CLEAR.

No alerts have been found for CLEAR.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 15 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID .
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