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Proper Citation

EnteroBase (RRID:SCR_019019)

Resource Information

URL.: http://enterobase.warwick.ac.uk/

Proper Citation: EnteroBase (RRID:SCR_019019)

Description: Integrated software environment that supports identification of global
population structures within several bacterial genera that include pathogens. Web service for
analyzing and visualizing genomic variation within bacteria. Genome database to enable to
identify, analyse, quantify and visualise genomic variation within bacterial genera including
Salmonella, Escherichia/Shigella, Clostridioides,Vibrio,Yersinia,Helicobacter,Moraxella.

Resource Type: database, web service, data access protocol, software resource, data or
information resource

Keywords: Bacteria, pathogen, genome, lllumina short read, genotype, core genome
multilocus, sequence typing, cgMLST, cgMLST sequence, bacterial strain mapping,
visualizing genomic variation, bio.tools, FASEB list

Funding: Biotechnology and Biological Sciences Research Council ;
Wellcome Trust

Availability: Restricted

Resource Name: EnteroBase
Resource ID: SCR_019019
Alternate IDs: biotools:Enterobase

Alternate URLSs: https://bio.tools/EnteroBase
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License URLSs: https://enterobase.readthedocs.io/en/latest/enterobase-terms-of-use.html
Record Creation Time: 20220129T080343+0000

Record Last Update: 20250503T060829+0000

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

No alerts have been found for EnteroBase.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 192 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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