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Proper Citation

OmicCircos (RRID:SCR_003292)

Resource Information

URL: http://www.bioconductor.org/packages/devel/bioc/html/OmicCircos.html

Proper Citation: OmicCircos (RRID:SCR_003292)

Description: An R software application and package used to generate high-quality
circular plots for visualizing genomic variations, including mutation patterns, copy number
variations (CNVs), expression patterns, and methylation patterns.

Synonyms: OmicCircos: High-quality circular visualization of omic data

Resource Type: software resource

Defining Citation: PMID:24526832

Keywords: standalone software, unix/linux, mac os x, windows, r, annotation, statistical
method, visualization

Availability: Free, Available for download, Freely available

Resource Name: OmicCircos

Resource ID: SCR_003292

Alternate IDs: OMICS_04659

Alternate URLs:
http://www.bioconductor.org/packages/release/bioc/html/OmicCircos.html

Record Creation Time: 20220129T080218+0000

Record Last Update: 20260725T190538+0000

Ratings and Alerts

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_003292/resolver
http://www.bioconductor.org/packages/devel/bioc/html/OmicCircos.html
https://pubmed.ncbi.nlm.nih.gov/24526832


No rating or validation information has been found for OmicCircos.

No alerts have been found for OmicCircos.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 79 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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shared biological pathway between IS and epilepsy. PloS one, 18(10), e0286426.

Sahm K, et al. (2023) Concurrent gliomas in patients with multiple sclerosis.
Communications medicine, 3(1), 186.

Zhang Y, et al. (2023) Identification of oxidative stress-related genes differentially
expressed in Alzheimer's disease and construction of a hub gene-based diagnostic model.
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