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OrthoFinder

RRID:SCR_017118
Type: Tool

Proper Citation

OrthoFinder (RRID:SCR_017118)

Resource Information

URL.: https://github.com/davidemms/OrthoFinder

Proper Citation: OrthoFinder (RRID:SCR_017118)

Description: Software Python application for comparative genomics analysis. Finds
orthogroups and orthologs, infers rooted gene trees for all orthogroups and identifies all of
gene duplcation events in those gene trees, infers rooted species tree for species being
analysed and maps gene duplication events from gene trees to branches in species tree,
improves orthogroup inference accuracy. Runs set of protein sequence files, one per
species, in FASTA format.

Synonyms: OrthoFinder2, OrthoFinder

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

Defining Citation: PMID:26243257, DOI:10.1101/466201

Keywords: comparative, genomic, analysis, find, orthogroup, ortholog, infer, gene, tree,
duplicate, accuracy, protein, sequence, bio.tools

Funding: Bill and Melinda Gates Foundation ;
UKAID

Availability: Free, Available for download, Freely available

Resource Name: OrthoFinder

Resource ID: SCR_017118

Alternate IDs: biotools:OrthoFinder, OMICS 09733, BioTools:OrthoFinder

Alternate URLSs: https://bio.tools/OrthoFinder, https://bio.tools/OrthoFinder,
https://bio.tools/OrthoFinder



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_017118/resolver
https://github.com/davidemms/OrthoFinder
https://pubmed.ncbi.nlm.nih.gov/26243257
https://dx.doi.org/10.1101/466201

License: GNU GPL v3
Record Creation Time: 20220129T080333+0000

Record Last Update: 20260729T044429+0000

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

No alerts have been found for OrthoFinder.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 2899 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET .
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Revisited. Genome biology and evolution, 18(1).

Gao C, et al. (2026) High-Quality Genome Assembly of Diplocarpon coronariae Unveils
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resources, 26(1), e70070.
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