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Proper Citation

vegan (RRID:SCR_011950)

Resource Information

URL: http://cran.r-project.org/web/packages/vegan/index.html

Proper Citation: vegan (RRID:SCR_011950)

Description: Ordination methods, diversity analysis and other functions for community and 
vegetation ecologists.

Abbreviations: vegan

Synonyms: vegan: Community Ecology Package

Resource Type: software resource

Funding:

Resource Name: vegan

Resource ID: SCR_011950

Alternate IDs: OMICS_01523

Alternate URLs: https://sources.debian.org/src/r-cran-vegan/

Record Creation Time: 20220129T080307+0000

Record Last Update: 20250420T014602+0000

Ratings and Alerts

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_011950/resolver
http://cran.r-project.org/web/packages/vegan/index.html


No rating or validation information has been found for vegan.

No alerts have been found for vegan.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 5420 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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Srinivas M, et al. (2025) Evaluating the efficiency of 16S-ITS-23S operon sequencing for 
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Calderón-Osorno M, et al. (2025) The influence of depth on the global deep-sea 
plasmidome. Scientific reports, 15(1), 2959.

Dobrzy?ski J, et al. (2025) Non-native PGPB consortium consisting of Pseudomonas sp. 
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bacterial community. Scientific reports, 15(1), 3248.

Li HR, et al. (2025) Differential responses of root and leaf-associated microbiota to 
continuous monocultures. Environmental microbiome, 20(1), 13.

Özcan E, et al. (2025) Dietary fiber content in clinical ketogenic diets modifies the gut 
microbiome and seizure resistance in mice. Nature communications, 16(1), 987.
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Nature, 637(8044), 167.
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e40955.

Chan DTC, et al. (2025) Fine-Tuning Genetic Circuits via Host Context and RBS Modulation. 
ACS synthetic biology, 14(1), 193.

Battistolli M, et al. (2025) The circadian clock gene period regulates the composition and 
daily bacterial load of the gut microbiome in Drosophila melanogaster. Scientific reports, 
15(1), 1016.

Feng Y, et al. (2025) Regional antimicrobial resistance gene flow among the One Health 
sectors in China. Microbiome, 13(1), 3.
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11(1), 6.

Bromaghin JF, et al. (2025) The importance of method selection when estimating diet 
composition with quantitative fatty acid signature analysis. PloS one, 20(1), e0308283.

Hussain U, et al. (2025) Peptide nucleic acid (PNA) clamps reduce amplification of host 
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rRNA gene profiling analysis of oak-associated microbiota. Environmental microbiome, 
20(1), 14.
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evolutionary changes in gene expression. Proceedings. Biological sciences, 292(2039), 
20242631.

Biguenet A, et al. (2025) Genomic epidemiology of third-generation cephalosporin-resistant 
Escherichia coli from companion animals and human infections in Europe. One health 
(Amsterdam, Netherlands), 20, 100971.

Wang M, et al. (2025) Fecal Microbiome and Metabolomic Profiles of Mixed-Fed Infants Are 
More Similar to Formula-Fed than Breastfed Infants. Microorganisms, 13(1).


