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Proper Citation

ggtree (RRID:SCR_018560)

Resource Information

URL.: https://bioconductor.org/packages/ggtree/

Proper Citation: ggtree (RRID:SCR_018560)

Description: Software R package for visualization and annotation of phylogenetic trees
with their covariates and other tree like structures with their annotation data. Can import
evolutionary data from different tree file formats and analysis programs as well as other
associated data from experiments so that various sources and types of data can be
displayed on tree for comparison and further analyses.

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

Defining Citation: DOI:10.1111/2041-210X.12628

Keywords: Phylogenetic tree visualization, phylogenetic tree annotation, data, bio.tools
Funding: Seed Funding Programme for Basic Research

Availability: Free, Available for download, Freely available

Resource Name: ggtree

Resource ID: SCR_018560

Alternate IDs: biotools:ggtree

Alternate URLSs: https://bio.tools/ggtree

License: Artistic-2.0

Record Creation Time: 20220129T080340+0000

Record Last Update: 20260808T190119+0000



https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_018560/resolver
https://bioconductor.org/packages/ggtree/
https://dx.doi.org/10.1111/2041-210X.12628

Ratings and Alerts
No rating or validation information has been found for ggtree.

No alerts have been found for ggtree.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 61 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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genomes. Current biology : CB, 36(13), 3354.

Serna C, et al. (2025) Global dissemination of npmA mediated pan-aminoglycoside
resistance via a mobile genetic element in Gram-positive bacteria. Nature
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variant. Nature communications, 15(1), 1176.
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