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RRID:SCR_006563
Type: Tool

Proper Citation

ViralZone (RRID:SCR_006563)

Resource Information

URL.: http://viralzone.expasy.org/

Proper Citation: ViralZone (RRID:SCR_006563)

Description: ViralZone is a SIB Swiss Institute of Bioinformatics web-resource for all viral
genus and families, providing general molecular and epidemiological information, along with
virion and genome figures. Each virus or family page gives an easy access to
UniProtKB/Swiss-Prot viral protein entries. ViralZone project is handled by the virus program
of SwissProt group. Proteins popups were developed in collaboration with Prof. Christian von
Mering and Andrea Franceschini, Bioinformatics Group , Institute of Molecular Life Sciences,
University of Zurich, Winterthurerstrasse 190, CH-8057 Zurich, Switzerland, funded in part by
the SIB Swiss Institute of bioinformatics. All pictures in ViralZone are copyright of the SIB
Swiss Institute of Bioinformatics.

Abbreviations: ViralZone
Synonyms: Viral Zone
Resource Type: database, data or information resource

Defining Citation: PMID:20947564

Keywords: dna virus, rna virus, virus, dna, rna, genomic, proteomic, sequence, reference
strain, image, virion, retro-transcribing virus, genome, bibliographic, bio.tools

Funding: Swiss Institute of Bioinformatics

Resource Name: ViralZone



https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_006563/resolver
http://viralzone.expasy.org/
https://pubmed.ncbi.nlm.nih.gov/20947564

Resource ID: SCR_006563

Alternate IDs: biotools:viralzone, nix_144372
Alternate URLSs: https://bio.tools/viralzone

Old URLSs: http://www.expasy.org/viralzone/
Record Creation Time: 20220129T080236+0000

Record Last Update: 20250412T055106+0000

Ratings and Alerts

No rating or validation information has been found for ViralZone.

No alerts have been found for ViralZone.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 117 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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Reveal Highly Diverse Viromes. Pathogens (Basel, Switzerland), 13(2).
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