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Phangorn

RRID:SCR_017302
Type: Tool

Proper Citation

Phangorn (RRID:SCR_017302)

Resource Information

URL.: https://cran.r-project.org/web/packages/phangorn/index.html

Proper Citation: Phangorn (RRID:SCR_017302)

Description: Software R package for phylogenetic reconstruction and analysis. Used for
estimation of phylogenetic trees and networks using Maximum Likelihood, Maximum
Parsimony, distance methods and Hadamard conjugation. Allows to compare trees, models
selection and offers visualizations for trees and split networks.

Synonyms: Phangorn R package

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

Defining Citation: DOI:10.1093/bioinformatics/btq706

Keywords: phylogenetic, tree, network, reconstruction, analysis, estimation, Maximum,
Likelihood, Parsimony, distance, method, Hadamard conjugation

Funding: Muséum National D Histoire Naturelle
Availability: Free, Available for download, Freely available
Resource Name: Phangorn

Resource ID: SCR_017302

Alternate IDs: OMICS 12497

Alternate URLSs: https://github.com/KlausVigo/phangorn, https://sources.debian.org/src/r-
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cran-phangorn/
License: GPL v2
Record Creation Time: 20220129T080334+0000

Record Last Update: 20250525T031513+0000

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

No alerts have been found for Phangorn.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 21 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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in a sponge holobiont. Nature communications, 15(1), 8205.
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110829.

Verma S, et al. (2024) Antigen-level resolution of commensal-specific B cell responses can
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origin of the arthropod head and segmentation. Current biology : CB, 32(15), 3302.
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sex determination. Current biology : CB, 32(10), 2325.
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territories of kidney cancer. Cancer cell, 40(12), 1583.
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to early-life markers of allergic sensitization in infancy. Cell reports. Medicine, 3(8), 100713.

De Boeck I, et al. (2021) The nasal mutualist Dolosigranulum pigrum AMBR11 supports
homeostasis via multiple mechanisms. iScience, 24(9), 102978.

Saeedi Saravi SS, et al. (2021) Lifelong dietary omega-3 fatty acid suppresses thrombotic
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Zogopoulos VL, et al. (2021) Arabidopsis Coexpression Tool: a tool for gene coexpression
analysis in Arabidopsis thaliana. iScience, 24(8), 102848.

Shibu P, et al. (2021) Improved molecular characterization of the Klebsiella oxytoca complex
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7(6).
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184(10), 2565.
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phytoplankton. Current biology : CB, 31(24), 5439.
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