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Proper Citation

SCOP: Structural Classification of Proteins (RRID:SCR_007039)

Resource Information

URL: http://scop.mrc-Imb.cam.ac.uk/scop/

Proper Citation: SCOP: Structural Classification of Proteins (RRID:SCR_007039)

Description: The Structural Classification of Proteins (SCOP) database is a
comprehensive ordering of all proteins of known structure, according to their evolutionary
and structural relationships. Protein domains in SCOP are hierarchically classified into
families, superfamilies, folds and classes. The continual accumulation of sequence and
structural data allows more rigorous analysis and provides important information for
understanding the protein world and its evolutionary repertoire. SCOP participates in a
project that aims to rationalize and integrate the data on proteins held in several sequence
and structure databases. As part of this project, starting with release 1.63, we have
initiated a refinement of the SCOP classification, which introduces a number of changes
mostly at the levels below superfamily. The pending SCOP reclassification will be carried
out gradually through a number of future releases. In addition to the expanded set of static
links to external resources, available at the level of domain entries, we have started
modernization of the interface capabilities of SCOP allowing more dynamic links with other
databases.

Synonyms: Structural Classification of Proteins database, SCOP database
Resource Type: data or information resource, database

Defining Citation: PMID:14681400

Keywords: bio.tools, FASEB list
Resource Name: SCOP: Structural Classification of Proteins
Resource ID: SCR_007039

Alternate IDs: nlx_94704, biotools:scop
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Record Creation Time: 20220129T080239+0000
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Ratings and Alerts

No rating or validation information has been found for SCOP: Structural Classification of
Proteins.

No alerts have been found for SCOP: Structural Classification of Proteins.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 98 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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