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FastTree

RRID:SCR_015501
Type: Tool

Proper Citation

FastTree (RRID:SCR_015501)

Resource Information

URL.: http://www.microbesonline.org/fasttree/

Proper Citation: FastTree (RRID:SCR_015501)

Description: Source code that infers approximately-maximume-likelihood phylogenetic trees
from alignments of nucleotide or protein sequences. It uses the Jukes-Cantor or generalized
time-reversible (GTR) models of nucleotide evolution and the JTT, WAG, or LG models of
amino acid evolution.

Resource Type: source code, software resource

Defining Citation: PMID:19377059, DOI:10.1371/journal.pone.0009490

Keywords: phylogenetic tree, phylogenetic tree creation, bio.tools

Funding:

Availability: Open source, Available for download

Resource Name: FastTree

Resource ID: SCR_015501

Alternate IDs: biotools:fasttree, OMICS 14703

Alternate URLSs: https://bio.tools/fasttree, https://sources.debian.org/src/fasttree/
Record Creation Time: 20220129T080326+0000

Record Last Update: 20250428T053924+0000



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_015501/resolver
http://www.microbesonline.org/fasttree/
https://pubmed.ncbi.nlm.nih.gov/19377059
https://dx.doi.org/10.1371/journal.pone.0009490

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

No alerts have been found for FastTree.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 5069 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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isolates indicate host adaptation. One health (Amsterdam, Netherlands), 20, 100970.
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