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Type: Tool

Proper Citation

QIIME2 (RRID:SCR_021258)

Resource Information

URL: https://qiime2.org/

Proper Citation: QIIME2 (RRID:SCR_021258)

Description: Software tool as next generation microbiome bioinformatics platform that is
extensible, free, open source, and community developed.Enables researchers to start
analysis with raw DNA sequence data and finish with publication quality figures and
statistical results. Used to analyze and interpret nucleic acid sequence data from fungal,
viral, bacterial, and archaeal communities.

Synonyms: Quantitative Insights Into Microbial Ecology 2

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

Keywords: Nucleic acid sequence data, nucleic acid sequence, fungal data, viral data,
bacterial data, archaeal data, data analysis

Availability: Free, Available for download, Freely available

Resource Name: QIIME2

Resource ID: SCR_021258

Alternate URLs: https://github.com/qiime2/qiime2, https://sources.debian.org/src/q2-
sample-classifier/

License: BSD 3-Clause "New" or "Revised" License

Record Creation Time: 20220129T080354+0000

Record Last Update: 20260811T043646+0000

Ratings and Alerts

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_021258/resolver
https://qiime2.org/


No rating or validation information has been found for QIIME2.

No alerts have been found for QIIME2.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 1929 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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Howells AEG, et al. (2026) Pushing the upper temperature limit of methanotrophy in
continental hydrothermal ecosystems, active biological methane oxidation in hot springs of
Yellowstone National Park. Frontiers in microbiology, 17, 1736896.
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and Resistance Profile via Divergent Pseudonatural Dissolved Organic Matter. Advanced
science (Weinheim, Baden-Wurttemberg, Germany), 13(3), e14529.
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