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PROSITE

RRID:SCR_003457
Type: Tool

Proper Citation

PROSITE (RRID:SCR_003457)

Resource Information

URL: http://prosite.expasy.org/

Proper Citation: PROSITE (RRID:SCR_003457)

Description: Database of protein families and domains that is based on the observation
that, while there is a huge number of different proteins, most of them can be grouped, on
the basis of similarities in their sequences, into a limited number of families. Proteins or
protein domains belonging to a particular family generally share functional attributes and
are derived from a common ancestor. It is complemented by ProRule, a collection of rules
based on profiles and patterns, which increases the discriminatory power of profiles and
patterns by providing additional information about functionally and/or structurally critical
amino acids. ScanProsite finds matches of your protein sequences to PROSITE
signatures. PROSITE currently contains patterns and profiles specific for more than a
thousand protein families or domains. Each of these signatures comes with documentation
providing background information on the structure and function of these proteins. The
database is available via FTP.

Abbreviations: PROSITE
Synonyms: PROSITE - Database of protein domains families and functional sites

Resource Type: production service resource, data or information resource, database,
service resource, data analysis service, analysis service resource

Defining Citation: PMID:23161676, PMID:19858104, PMID:12230035

Keywords: protein domain, protein family, functional site, protein, structure, function,
pattern, profile

Funding: Swiss Federal government through the Federal Office of Education and Science

European Union contract FELICS 021902RII3;
European Union contract IMPACT 213037;



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_003457/resolver
http://prosite.expasy.org/
https://pubmed.ncbi.nlm.nih.gov/23161676
https://pubmed.ncbi.nlm.nih.gov/19858104
https://pubmed.ncbi.nlm.nih.gov/12230035

FNS 315200-116864

Availability: Free, Freely available

Resource Name: PROSITE

Resource ID: SCR_003457

Alternate IDs: nif-0000-03351, OMICS_01699

Old URLSs: http://www.expasy.org/prosite, http://www.expasy.ch/prosite/
Record Creation Time: 20220129T080219+0000

Record Last Update: 20260803T040358+0000

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

No alerts have been found for PROSITE.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 2165 mentions in open access literature.

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