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UniRef

RRID:SCR_010646
Type: Tool

Proper Citation

UniRef (RRID:SCR_010646)

Resource Information

URL: http://www.uniprot.org/help/uniref

Proper Citation: UniRef (RRID:SCR_010646)

Description: Databases which provide clustered sets of sequences from UniProt
Knowledgebase and selected UniParc records, in order to obtain complete coverage of
seguence space at several resolutions while hiding redundant sequences from view. The
UniRef100 database combines identical sequences and sub-fragments with 11 or more
residues (from any organism) into a single UniRef entry. The sequence of a representative
protein, the accession numbers of all the merged entries, and links to the corresponding
UniProtKB and UniParc records are all displayed in the entry. UniRef90 and UniRef50 are
built by clustering UniRef100 sequences with 11 or more residues such that each cluster
is composed of sequences that have at least 90% (UniRef90) or 50% (UniRef50)
sequence identity to the longest sequence (UniRef seed sequence). All the sequences in
each cluster are ranked to facilitate the selection of a representative sequence for the
cluster.

Synonyms: UniProt Reference Clusters
Resource Type: data or information resource, database

Defining Citation: PMID:17379688

Keywords: database, protein sequence, sub-fragment, sequence cluster, clustered set
Funding: NHGRI UO1 HG02712

Availability: Updated biweekly

Resource Name: UniRef

Resource ID: SCR_010646

Alternate IDs: nlx_66133, r3d100011518



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/RRID:SCR_010646/resolver
http://www.uniprot.org/help/uniref
https://pubmed.ncbi.nlm.nih.gov/17379688

Record Creation Time: 20220129T080259+0000

Record Last Update: 20260729T044257+0000

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

No alerts have been found for UniRef.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 277 mentions in open access literature.

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