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Chemical Translation Service

RRID:SCR_014681
Type: Tool

Proper Citation

Chemical Translation Service (RRID:SCR_014681)

Resource Information

URL.: http://cts.fiehnlab.ucdavis.edu

Proper Citation: Chemical Translation Service (RRID:SCR_014681)

Description: A translation service which contains a registry of pubicly available chemical
information such as structures, chemical names, chemical synonyms, database identifiers,
molecular masses, XlogP and proton-donor/acceptor data for compound-specific,
structure-based cross references. It offers single ID conversion, batch ID conversion,
InChl code conversion, and other services.

Abbreviations: CTS
Synonyms: Chemical Translation Service (CTS)
Resource Type: service resource, database, data or information resource

Keywords: translation service, chemical translation, metabolomics, metabolomics tool,
chemical properties, chemical structure, compound, chemical registry, cross reference

Availability: Available to public, A web GUI is used and a soap-based application-
programming interface was implemented for automated access

Resource Name: Chemical Translation Service
Resource ID: SCR_014681
Record Creation Time: 20220129T080321+0000

Record Last Update: 20260728T043442+0000

Ratings and Alerts

No rating or validation information has been found for Chemical Translation Service.



https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_014681/resolver
http://cts.fiehnlab.ucdavis.edu

No alerts have been found for Chemical Translation Service.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 21 mentions in open access literature.

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