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Proper Citation

MaAsLin2 (RRID:SCR_023241)

Resource Information

URL.: https://bioconductor.org/packages/release/bioc/html/Maaslin2.html

Proper Citation: MaAsLin2 (RRID:SCR_023241)

Description: SoftwareR package that identifies microbial taxa correlated with factors of
interest using generalized linear models and mixed models.Used for efficiently determining
multivariable association between clinical metadata and microbial meta'omic features.

Resource Type: software toolkit, software resource

Defining Citation: DOI:10.1371/journal.pchi.1009442

Keywords: Microbiome Multivariable Associations with Linear Models,

Funding: NSF DEB-2028280;
NIAID U19AI1110820;

NHGRI RO1HG005220;
NIDDK R24DK110499;
NIDDK U54DK102557

Availability: Free, Available for download, Freely available
Resource Name: MaAsLin2

Resource ID: SCR_023241

Alternate URLSs: https://huttenhower.sph.harvard.edu/maaslin/
License: MIT license

Record Creation Time: 20230207T050158+0000

Record Last Update: 20260803T040854+0000

Ratings and Alerts


https://rrid.site
https://rrid.site/data/record/nlx_144509-1/RRID:SCR_023241/resolver
https://bioconductor.org/packages/release/bioc/html/Maaslin2.html
https://dx.doi.org/10.1371/journal.pcbi.1009442

No rating or validation information has been found for MaAsLin2.

No alerts have been found for MaAsLin2.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 170 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID .
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origin probiotics cocktail. Scientific reports, 15(1), 1589.
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Chinese men. BMC medicine, 23(1), 25.
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sex-specific microbial heterogeneity within intestinal compartments. Clinical and molecular
hepatology, 31(1), 179.
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inhibitor recipients with advanced solid tumors. Journal for immunotherapy of cancer,
13(3).

Ravelo AD, et al. (2025) Associations between hyperketonemia and the rumen
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Animal microbiome, 7(1), 59.
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