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RRID:SCR_013080
Type: Tool

Proper Citation

phyloseq (RRID:SCR_013080)

Resource Information

URL: http://www.bioconductor.org/packages/2.12/bioc/html/phyloseq.html

Proper Citation: phyloseq (RRID:SCR_013080)

Description: Software for handling and analysis of high-throughput microbiome census
data.

Abbreviations: phyloseq
Resource Type: software resource

Defining Citation: DOI:10.1371/journal.pone.0061217

Keywords: bio.tools

Resource Name: phyloseq

Resource ID: SCR_013080

Alternate IDs: OMICS_01520, biotools:phyloseq

Alternate URLSs: https://bio.tools/phyloseq, https://sources.debian.org/src/r-bioc-phyloseq/
Record Creation Time: 20220129T080314+0000

Record Last Update: 20260725T190747+0000

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

No alerts have been found for phyloseq.

Data and Source Information


https://scicrunch.org/kravitz2
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/RRID:SCR_013080/resolver
http://www.bioconductor.org/packages/2.12/bioc/html/phyloseq.html
https://dx.doi.org/10.1371/journal.pone.0061217

Source: SciCrunch Registry

Usage and Citation Metrics
We found 2774 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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Hautefeuille S, et al. (2026) Free-range versus conventional: A comparison of microbial
composition and Campylobacter contamination in broiler carcasses after chilling. Poultry
science, 105(1), 106111.
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Santiago-Borges JM, et al. (2025) Uropathogenic Escherichia coli niche occupancy
determines the effects of mucosal vaccine against FimH. Cell reports, 44(8), 116077.
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