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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 application, data visualization software, data processing
software, software resource

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 URLs: https://bio.tools/ggtree

License: Artistic-2.0

Record Creation Time: 20220129T080340+0000

Record Last Update: 20260728T043552+0000

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/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 54 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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Newstead L, et al. (2025) Genomic characterization of Pseudomonas aeruginosa from
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Microbial genomics, 11(5).
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Sia CM, et al. (2025) Distinct adaptation and epidemiological success of different
genotypes within Salmonella enterica serovar Dublin. eLife, 13.
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macaques. Nature communications, 15(1), 5093.
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bacteria from the Gulf of Mexico and Antarctica. bioRxiv : the preprint server for biology.
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Kyriacou RG, et al. (2024) GC Content Across Insect Genomes: Phylogenetic Patterns,
Causes and Consequences. Journal of molecular evolution, 92(2), 138.

Ahlstrom CA, et al. (2024) Genomic characterization of highly pathogenic H5 avian
influenza viruses from Alaska during 2022 provides evidence for genotype-specific trends
of spatiotemporal and interspecies dissemination. Emerging microbes & infections, 13(1),
2406291.

Yajima H, et al. (2024) Structural basis for receptor-binding domain mobility of the spike in
SARS-CoV-2 BA.2.86 and JN.1. Nature communications, 15(1), 8574.

Xu Y, et al. (2024) Chromosome-level genome of the poultry shaft louse Menopon gallinae
provides insight into the host-switching and adaptive evolution of parasitic lice.
GigaScience, 13(1).

Beckman RL, et al. (2024) Diverse polysaccharide production and biofilm formation
abilities of clinical Klebsiella pneumoniae. NPJ biofilms and microbiomes, 10(1), 151.

Fleeman R, et al. (2024) Diverse polysaccharide production and biofilm formation abilities
of clinical Klebsiella pneumoniae. Research square.

Li M, et al. (2024) Spatiotemporal and Species-Crossing Transmission Dynamics of
Subclade 2.3.4.4b H5Nx HPAIVs. Transboundary and emerging diseases, 2024, 2862053.

Sun Y, et al. (2024) Integrated multi-omics profiling to dissect the spatiotemporal evolution
of metastatic hepatocellular carcinoma. Cancer cell, 42(1), 135.

Panzera Y, et al. (2023) Detection and genome characterisation of SARS-CoV-2 P.6
lineage in dogs and cats living with Uruguayan COVID-19 patients. Memorias do Instituto
Oswaldo Cruz, 117, e220177.


