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VennDiagram

RRID:SCR_002414
Type: Tool

Proper Citation

VennDiagram (RRID:SCR_002414)

Resource Information

URL.: http://cran.r-project.org/web/packages/VennDiagram/

Proper Citation: VennDiagram (RRID:SCR_002414)

Description: Software providing a set of functions to generate high-resolution Venn and
Euler plots. Includes handling for several special cases, including two-case scaling, and
extensive customization of plot shape and structure.

Synonyms: VennDiagram: Generate high-resolution Venn and Euler plots
Resource Type: software toolkit, software resource

Defining Citation: PMID:21269502

Keywords: Venn and Euler plots, mac os X, unix/linux, windows, r
Availability: Free, Available for download, Freely available
Resource Name: VennDiagram

Resource ID: SCR_002414

Alternate IDs: OMICS 05570

Alternate URLSs: https://sources.debian.org/src/r-cran-venndiagram/
License: GNU GPL v2

Record Creation Time: 20220129T080213+0000

Record Last Update: 20260819T044054+0000

Ratings and Alerts


https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_002414/resolver
http://cran.r-project.org/web/packages/VennDiagram/
https://pubmed.ncbi.nlm.nih.gov/21269502

No rating or validation information has been found for VennDiagram.

No alerts have been found for VennDiagram.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 2138 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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Zhao C, et al. (2026) Progranulin promotes glioma progression via interaction with
cathepsin D and serves as a diagnostic and prognostic biomarker. Discover oncology,
17(1), 336.
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Piol D, et al. (2026) Axonal Eif5a hypusination controls local translation and mitigates
defects in FUS-ALS. Nature neuroscience, 29(1), 53.
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e71582.

Abouward R, et al. (2026) LAMP1 and LAMP2A localise to axonal organelles with distinct
motility dynamics and partially overlapping molecular signatures in human neurons.
Journal of cell science, 139(3).
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Gong L, et al. (2026) EPOP restricts PRC2.1 targeting to chromatin by directly modulating
enzyme complex dimerization. Nature communications, 17(1), 1565.

Yang X, et al. (2026) An integrated study combining network toxicology machine learning
and molecular simulation reveals the molecular mechanisms of permanent hair dyes in
breast cancer. Discover oncology, 17(1).

Libera KD, et al. (2026) Metabolic modeling and functional genomics reveal taxa and host
gene interactions in colorectal cancer. bioRxiv : the preprint server for biology.

Kang K, et al. (2026) Combining Spatial Transcriptomics and Machine Learning Unravels
Fibroblast-Related Biomarkers in Ulcerative Colitis. Inflammation, 49(1).

Weber C, et al. (2026) Dysbiotic shift in the oral microbiota of patients with Alzheimer's
disease compared to their healthy life partners-a combinatorial approach and a paired
study design. Alzheimer's research & therapy, 18(1), 23.
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