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Proper Citation
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Resource Information

URL.: https://CRAN.R-project.org/package=ape

Proper Citation: ape (RRID:SCR_017343)

Description: Software R package for analysis of phylogenetics and evolution. Environment
for modern phylogenetics and evolutionary analyses in R.

Synonyms: ape 3.0, ape 5.0, Analysis of Phylogenetics and Evolution

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

Defining Citation: PMID:30016406, PMID:14734327, PMID:22495750

Keywords: analysis, phylogenetics, evolution, bio.tools
Funding:

Availability: Free, Available for download, Freely available
Resource Name: ape

Resource ID: SCR_017343

Alternate IDs: biotools:ape

Alternate URLSs: https://cran.r-project.org/web/packages/ape/ape.pdf, http://ape-
package.ird.fr/, https://bio.tools/ape

License: GPLv3
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Record Creation Time: 20220129T080334+0000
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Ratings and Alerts
No rating or validation information has been found for ape.

No alerts have been found for ape.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 31 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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1067.
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IR841 in Benin. Rice (New York, N.Y.), 16(1), 48.
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14, 1071379.
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the Northwest Plateau. BMC genomics, 24(1), 568.
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protocols, 4(4), 102567.
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targeted single-cell DNA sequencing. Cell genomics, 3(1), 100215.
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wildcat was recent and accelerated by disease. Current biology : CB, 33(21), 4761.
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genomics, 8(4).

Gulyaeva A, et al. (2022) Discovery, diversity, and functional associations of crAss-like
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Wang Z, et al. (2022) A chromosome-level reference genome of Ensete glaucum gives
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GigaScience, 11.
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echolocation in bats. Current biology : CB, 31(7), 1353.




