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Proper Citation

Anvi'o (RRID:SCR_021802)

Resource Information

URL: https://anvio.org

Proper Citation: Anvi'o (RRID:SCR_021802)

Description: Open source software analysis and visualization platform for microbial omics
including genomics, metagenomics, metatranscriptomics, pangenomics,
metapangenomics, phylogenomics, and microbial population genetics in integrated
fashion through extensive interactive visualization capabilities.

Synonyms: Anvi’o

Resource Type: data processing software, data analysis software, data visualization
software, software resource, software application

Keywords: analysis, visualization, integrated omics, metagenomics, pangenomics,
phylogenomics, microbial omics

Funding: Simons Foundation ;
Alfred P. Sloan Foundation ;
Marine Biological Laboratory ;
University of Chicago ;
Helmholtz Institute for Functional Marine Biodiversity ;
W. M. Keck Foundation

Availability: Free, Available for download, Freely available

Resource Name: Anvi'o

Resource ID: SCR_021802

Alternate IDs: biotools:anvio

Alternate URLs: https://github.com/merenlab/anvio, https://bio.tools/anvio

https://scicrunch.org/precise-tbi
https://scicrunch.org/precise-tbi/data/record/nlx_144509-1/RRID:SCR_021802/resolver
https://anvio.org


License: GNU General Public License v3.0

Record Creation Time: 20220129T080357+0000

Record Last Update: 20260731T043055+0000

Ratings and Alerts

No rating or validation information has been found for Anvi'o.

No alerts have been found for Anvi'o.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 20 mentions in open access literature.

Listed below are recent publications. The full list is available at PRECISE-TBI .
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100713.
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