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Proper Citation

MLST (RRID:SCR_010245)

Resource Information

URL: http://www.mlst.net/

Proper Citation: MLST (RRID:SCR_010245)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on March 17,
2022. A nucleotide sequence based approach for the unambiguous characterisation of
isolates of bacteria and other organisms via the internet. The aim of MLST is to provide a
portable, accurate, and highly discriminating typing system that can be used for most
bacteria and some other organisms. It is envisaged that this approach will be particularly
helpful for the typing of bacterial pathogens. To achieve this aim we have taken the proven
concepts of multilocus enzyme electrophoresis (MLEE) and have adapted them so that
alleles at each locus are defined directly, by nucleotide sequencing, rather than indirectly
from the electrophoretic moblity of their gene products. MLST was developed in the
laboratories of Martin Maiden, Dominique Caugant, lan Feavers, Mark Achtman and Brian
Spratt. This site is hosted at Imperial College with funding from the Wellcome Trust. The
location of the subsites for the individual species are shown on their respective front pages.

Resource Type: data or information resource, database
Funding: Wellcome Trust

Availability: THIS RESOURCE IS NO LONGER IN SERVICE.
Resource Name: MLST

Resource ID: SCR_010245

Alternate IDs: nlx_156883



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_010245/resolver
http://www.mlst.net/

Record Creation Time: 20220129T080257+0000

Record Last Update: 20250521T061338+0000

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

No alerts have been found for MLST.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 1213 mentions in open access literature.

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