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Proper Citation

Virus Pathogen Resource (ViPR) (RRID:SCR_012983)

Resource Information

URL: http://www.viprbrc.org/brc/home.do?decorator=vipr

Proper Citation: Virus Pathogen Resource (ViPR) (RRID:SCR_012983)

Description: Provides searchable public repository of genomic, proteomic and other
research data for different strains of pathogenic viruses along with suite of tools for
analyzing data. Data can be shared, aggregated, analyzed using ViPR tools, and
downloaded for local analysis. ViPR is an NIAID-funded resource that support the
research of viral pathogens in the NIAID Category A-C Priority Pathogen lists and those
causing (re)emerging infectious diseases. It provides a dedicated gateway to SARS-CoV-
2 data that integrates data from external sources (GenBank, UniProt, Immune Epitope
Database, Protein Data Bank), direct submissions, analysis pipelines and expert curation,
and provides a suite of bioinformatics analysis and visualization tools for virology
research.

Abbreviations: ViPR

Synonyms: Virus Pathogen Resource, ViPR

Resource Type: software application, service resource, data or information resource,
data repository, database, software resource, data processing software, data visualization
software, storage service resource

Keywords: flu, gene, bioinformatic, database, diagnostic, genomic, health, human,
influenza, pathogen, protein, research, strain, therapeutic, tool, vaccine, virus,
visualization, FASEB list

Related Condition: COVID-19

Funding: NIAID

Availability: Restricted
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Resource Name: Virus Pathogen Resource (ViPR)

Resource ID: SCR_012983

Alternate IDs: nif-0000-25312, DOI:10.35083, DOI:10.35084, DOI:10.17616/R30P93,
DOI:10.25504/FAIRsharing.2qx8n8

Alternate URLs: http://www.viprbrc.org/, https://doi.org/10.17616/r30p93,
https://doi.org/10.35083/, https://doi.org/10.35084/, https://dx.doi.org/10.35083/,
https://dx.doi.org/10.35084/, https://fairsharing.org/10.25504/FAIRsharing.2qx8n8

License URLs: https://www.viprbrc.org/brc/home.spg?decorator=vipr,
http://bit.ly/2umuSBz

Record Creation Time: 20220129T080313+0000

Record Last Update: 20260729T044309+0000

Ratings and Alerts

No rating or validation information has been found for Virus Pathogen Resource (ViPR).

No alerts have been found for Virus Pathogen Resource (ViPR).

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 140 mentions in open access literature.
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