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Type: Tool

Proper Citation

Pavian (RRID:SCR_016679)

Resource Information

URL: https://github.com/fbreitwieser/pavian

Proper Citation: Pavian (RRID:SCR_016679)

Description: Software R package for interactive analysis of metagenomics classification
results with a special focus on infectious disease diagnosis. Used for analyzing and
visualization of metagenomics classification results from classifiers such as Kraken,
Centrifuge and MetaPhlAn. Provides an alignment viewer for validation of matches to a
particular genome.

Resource Type: web application, production service resource, software resource, data
analysis service, analysis service resource, service resource

Defining Citation: DOI:10.1101/084715

Keywords: interactive, analysis, metagenomics, classification, result, infectious, disease,
diagnosis, data, visualization, bio.tools

Funding: NHGRI R01 HG006677;
NIGMS R01 GM083873;
U. S. Army Research Office W911NF1410490

Availability: Free, Freely available

Resource Name: Pavian

Resource ID: SCR_016679

Alternate IDs: biotools:pavian

Alternate URLs: https://fbreitwieser.shinyapps.io/pavian/, https://bio.tools/pavian

Record Creation Time: 20220129T080331+0000

Record Last Update: 20260808T190034+0000

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_016679/resolver
https://github.com/fbreitwieser/pavian
https://dx.doi.org/10.1101/084715


Ratings and Alerts

No rating or validation information has been found for Pavian.

No alerts have been found for Pavian.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 33 mentions in open access literature.

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

Han Y, et al. (2026) Co-occurrence of diverse defense systems shapes complex microbe-
virus relationships in deep-sea cold seeps. Nature communications, 17(1), 1427.
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general virology, 107(2).

Morsli M, et al. (2026) Enhancing diabetic foot osteomyelitis diagnosis with metagenomics
next-generation sequencing, proof of concept. Diabetic medicine : a journal of the British
Diabetic Association, 43(4), e70235.
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length 16S rRNA sequencing. Veterinary world, 19(5), 2117.
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in the XROOTS aeroponic-hydroponic system on the International Space Station.
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Cunningham-Oakes E, et al. (2026) Implementing portable, real-time 16S rRNA
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protocols, 6(1), 103546.
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river water and sediment. Scientific reports, 15(1), 16338.
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anodes. NPJ biofilms and microbiomes, 10(1), 17.

Lim FS, et al. (2024) Advancing pathogen surveillance by nanopore sequencing and
genotype characterization of Acheta domesticus densovirus in mass-reared house
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Lu Z, et al. (2024) Diagnosing and reintegrating traceability of infectious diseases via
metagenomic next-generation sequencing: Study of a severe case of Rickettsia japonica
infection. Infectious medicine, 3(1), 100094.

Yu J, et al. (2024) Comparison of metagenomic next-generation sequencing and blood
culture for diagnosis of bloodstream infections. Frontiers in cellular and infection
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