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PICRUS

RRID:SCR_016855
Type: Tool

Proper Citation

PICRUSt (RRID:SCR_016855)

Resource Information

URL.: https://picrust.github.io/picrust/

Proper Citation: PICRUSt (RRID:SCR_016855)

Description: Software package to predict metagenome functional content from marker
gene (e.g., 16S rRNA) surveys and full genomes. Used to predict which gene families are
present and then combines gene families to estimate the composite metagenome.

Abbreviations: PICRUSt

Synonyms: Phylogenetic Investigation of Communities by Reconstruction of Unobserved
States, PICRUSt

Resource Type: software application, simulation software, software resource

Defining Citation: PMID:23975157

Keywords: predict, metagenome, functional, content, DNA, sample, marker, gene,
sequence, data, microbiome, 16S, RNA

Funding: Canadian Institutes of Health Research ;
Canada Research Chairs program ;
Howard Hughes Medical Institute ;

NIDDK P01 DK078669;

NHGRI U01 HG004866;

NHGRI RO1 HG004872;

Crohn’s and Colitis Foundation of America ;
Sloan Foundation ;

NHGRI R0O1 HG005969;

NSF CAREER DBI1053486;

ARO W911NF1110473

Availability: Free, Available for download, Freely available



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_016855/resolver
https://picrust.github.io/picrust/
https://pubmed.ncbi.nlm.nih.gov/23975157

Resource Name: PICRUSt

Resource ID: SCR_016855

Alternate IDs: SCR_016856

License: GNU GPL v3

Record Creation Time: 20220129T080332+0000

Record Last Update: 20260812T044322+0000

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

No alerts have been found for PICRUSL.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 45 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET .
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