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UniProtKB Keywords (RRID:SCR_004313)

Resource Information

URL: http://www.uniprot.org/keywords/

Proper Citation: UniProtKB Keywords (RRID:SCR_004313)

Description: UniProtKB entries are tagged with keywords that can be used to retrieve 
particular subsets of entries. There are 10 categories of keywords: Biological process 
Cellular component Coding sequence diversity Developmental stage Disease Domain 
Ligand Molecular function Post-translation modification Technical term You may browse by 
hierarchy, search in Keywords, or list all keywords. By default, searching the keywords will 
look for matches in both name and definition.

Abbreviations: SP KW

Resource Type: data or information resource, database, controlled vocabulary, ontology

Funding:

Resource Name: UniProtKB Keywords

Resource ID: SCR_004313

Alternate IDs: nlx_32497

Record Creation Time: 20220129T080223+0000

Record Last Update: 20250508T064859+0000

Ratings and Alerts

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_004313/resolver
http://www.uniprot.org/keywords/


No rating or validation information has been found for UniProtKB Keywords.

No alerts have been found for UniProtKB Keywords.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 262 mentions in open access literature.

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