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GenVisR

RRID:SCR_027559
Type: Tool

Proper Citation

GenVisR (RRID:SCR_027559)

Resource Information

URL.: https://bioconductor.org/packages/release/bioc/html/GenVisR.html

Proper Citation: GenVisR (RRID:SCR_027559)

Description: Software R package for visualizing genomics data. Provides a user-friendly,
flexible and comprehensive suite of tools for visualizing complex genomic data in three
categories (small variants, copy humber alterations and data quality) for multiple species
of interest.

Resource Type: software toolkit, software resource

Defining Citation: PMID:27288499

Keywords: visualizing genomics data, genomics, genomics data, small variants, copy
number alterations, data quality, multiple species,

Funding: NHGRI K9Q9HG007940;
NCI K22CA188163

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

Resource ID: SCR_027559

License: GNU GPL v3

Record Creation Time: 20251017T060948+0000

Record Last Update: 20260729T044712+0000

Ratings and Alerts


https://scicrunch.org/precise-tbi
https://scicrunch.org/precise-tbi/data/record/nlx_144509-1/SCR_027559/resolver
https://bioconductor.org/packages/release/bioc/html/GenVisR.html
https://pubmed.ncbi.nlm.nih.gov/27288499

No rating or validation information has been found for GenVisR.

No alerts have been found for GenVisR.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 41 mentions in open access literature.

Listed below are recent publications. The full list is available at PRECISE-TBI .
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