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CIRCexplorer

RRID:SCR_016893
Type: Tool

Proper Citation

CIRCexplorer (RRID:SCR_016893)

Resource Information

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

Proper Citation: CIRCexplorer (RRID:SCR_016893)

Description: Software tool as a combined strategy to identify junction reads from back
spliced exons and intron lariats. Computational pipeline to precisely identify junction reads
from Circularized Exons. Used to identify circular RNAs (circRNAs and ciRNAS).

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

Defining Citation: PMID:25242744

Keywords: identify, read, back, spliced, exon, intron, lariat, junction, circularized,
circRNA, ciRNA

Funding: CAS;
MOST ;

NSFC ;
SIBS

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

Resource ID: SCR_016893

Alternate IDs: SCR_016894

Alternate URLSs: http://yanglab.github.io/CIRCexplorer/
License: MIT licence

Record Creation Time: 20220129T080332+0000



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_016893/resolver
https://github.com/YangLab/CIRCexplorer
https://pubmed.ncbi.nlm.nih.gov/25242744

Record Last Update: 20260808T190038+0000

Ratings and Alerts

No rating or validation information has been found for CIRCexplorer.

No alerts have been found for CIRCexplorer.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 24 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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RNAs via back and canonical forward splicing. Nucleic acids research, 47(20), e123.

Chen S, et al. (2019) Widespread and Functional RNA Circularization in Localized
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