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CBS Prediction Servers

RRID:SCR_002874
Type: Tool

Proper Citation

CBS Prediction Servers (RRID:SCR_002874)

Resource Information

URL.: http://www.cbs.dtu.dk/services/

Proper Citation: CBS Prediction Servers (RRID:SCR_002874)

Description: A portal to the on-line prediction services at Center for Biological Sequence
Analysis. All of the servers are available as interactive input forms, and most of the servers
are also available as stand-alone software packages with the same functionality. Ready-to-
ship packages exist for the most common UNIX platforms. In addition, for some servers,
programmatic access is provided in the form of SOAP-based Web Services.

Resource Type: data access protocol, data analysis service, service resource, web service,
software resource, analysis service resource, production service resource

Keywords: nucleotide sequence, amino acid sequence, prediction service, web service,
biological sequence analysis, data analysis service, stand alone software

Funding: Center for Biological Sequence Analysis

Availability: Free for academic users, For other users free but limited use
Resource Name: CBS Prediction Servers

Resource ID: SCR_002874

Alternate IDs: nif-0000-25555

Record Creation Time: 20220129T080215+0000

Record Last Update: 20250521T060905+0000



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_002874/resolver
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Ratings and Alerts
No rating or validation information has been found for CBS Prediction Servers.

No alerts have been found for CBS Prediction Servers.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 454 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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Huang L, et al. (2023) A brown fat-enriched adipokine, ASRA, is a leptin receptor antagonist
that stimulates appetite. bioRxiv : the preprint server for biology.
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