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Proper Citation

ggVennDiagram (RRID:SCR_026950)

Resource Information

URL: https://cran.r-project.org/web/packages/ggVennDiagram/readme/README.html

Proper Citation: ggVennDiagram (RRID:SCR_026950)

Description: Software R package to generate Venn diagram.'ggplot2' implement of Venn
Diagram.

Resource Type: source code, software resource, software toolkit

Defining Citation: PMID:34557218

Keywords: generate Venn diagram,

Funding: National Natural Science Foundation of China ;
Royal Society-Newton Advanced Fellowship ;
National Key Research Program of China ;
Wuhan Applied Foundational Frontier Project ;
Fundamental Research Funds for the Central Universities

Availability: Free, Available for download, Freely available

Resource Name: ggVennDiagram

Resource ID: SCR_026950

Alternate URLs: https://github.com/gaospecial/ggVennDiagram

License: GNU GPL v3

Record Creation Time: 20250517T055756+0000

Record Last Update: 20260728T043745+0000

Ratings and Alerts

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_026950/resolver
https://cran.r-project.org/web/packages/ggVennDiagram/readme/README.html
https://pubmed.ncbi.nlm.nih.gov/34557218


No rating or validation information has been found for ggVennDiagram .

No alerts have been found for ggVennDiagram .

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 37 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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