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Circos

RRID:SCR_011798
Type: Tool

Proper Citation

Circos (RRID:SCR_011798)

Resource Information

URL: http://circos.ca/

Proper Citation: Circos (RRID:SCR_011798)

Description: A software package for visualizing data and information. It visualizes data in
a circular layout - this makes Circos ideal for exploring relationships between objects or
positions.

Abbreviations: Circos
Resource Type: software resource

Defining Citation: DOI:10.1101/gr.092759.109

Keywords: bio.tools

Resource Name: Circos

Resource ID: SCR_011798

Alternate IDs: biotools:circos, OMICS 00932

Alternate URLSs: https://bio.tools/circos, https://sources.debian.org/src/circos/
Record Creation Time: 20220129T080306+0000

Record Last Update: 20260808T185953+0000

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

No alerts have been found for Circos.



https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_011798/resolver
http://circos.ca/
https://dx.doi.org/10.1101/gr.092759.109

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 5669 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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Friske JD, et al. (2026) A Conserved Enhancer Locus in Extrachromosomal DNA and
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Mao C, et al. (2026) Chromosome-level genome assembly and transcriptomes of the leaf
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cucumber growth. Microbiome, 14(1).
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Gaire BP, et al. (2026) Identification of Chlamydia pneumoniae and NLRP3 inflammasome
activation in Alzheimer's disease retina. Nature communications, 17(1), 771.
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Tian W, et al. (2026) Genetic alternative splicing regulation mapping of cartilage and
synovium reveals tissue-specific mechanisms of joint-related traits. Nature
communications, 17(1).

Xue T, et al. (2026) Pan-genomic analysis and abiotic stress expression of eight TPS
gene families in Brassica napus. BMC plant biology, 26(1).
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Responsive SNARE Genes in Quinoa (Chenopodium quinoa Willd.). Biology, 15(5).
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genomics, 27(1).
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structural features, RNA editing, and evolutionary insights. BMC plant biology, 26(1).

Ebeed HT, et al. (2026) Integrative gene duplication and genome-wide analysis
characterize Peroxinll gene family in wheat. BMC genomics, 27(1).

Jani J, et al. (2026) Atypical El Tor Vibrio cholerae from the second major global seventh-
pandemic cholera wave is endemic in Sabah, Malaysia. Microbiology spectrum, 14(3),
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