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UniParc

RRID:SCR_005818
Type: Tool

Proper Citation

UniParc (RRID:SCR_005818)

Resource Information

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

Proper Citation: UniParc (RRID:SCR_005818)

Description: Database that contains publicly available protein sequences with stable and
unique identifiers (UPI) which are never removed, changed or reassigned. UniParc tracks
seqguence changes in the source databases and archives the history of all changes.
Information other than protein sequence must be retrieved from the UniParc source
databases using the database cross-references.

Synonyms: UniProt Archive
Resource Type: database, data or information resource

Keywords: protein sequence, database, public protein sequence, gold standard, upi, unique
protein identifier, identifier, bio.tools

Funding:

Availability: Public, Entries are available for download

Resource Name: UniParc

Resource ID: SCR_005818

Alternate IDs: SCR_004769, nif-0000-03610, biotools:uniparc, nix_76940

Alternate URLSs: https://bio.tools/uniparc



https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_005818/resolver
http://www.uniprot.org/uniparc/

Record Creation Time: 20220129T080232+0000

Record Last Update: 20250412T055005+0000

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

No alerts have been found for UniParc.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 75 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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