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Pavian

RRID:SCR_016679
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: analysis service resource, service resource, production service resource,
data analysis service, web application, software resource

Defining Citation: DOI:10.1101/084715

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

Funding: NHGRI RO1 HG006677;
NIGMS R0O1 GM083873;
U. S. Army Research Office W911NF1410490

Availability: Free, Freely available
Resource Name: Pavian
Resource ID: SCR_016679

Alternate IDs: biotools:pavian



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

Alternate URLSs: https://fbreitwieser.shinyapps.io/pavian/, https://bio.tools/pavian
Record Creation Time: 20220129T080331+0000

Record Last Update: 20250509T060212+0000

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 18 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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