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Proper Citation

CATH: Protein Structure Classification (RRID:SCR_007583)

Resource Information

URL.: http://www.cathdb.info/

Proper Citation: CATH: Protein Structure Classification (RRID:SCR_007583)

Description: CATH is a hierarchical classification of protein domain structures, which
clusters proteins at four major levels: Class (C), Architecture (A), Topology (T) and
Homologous superfamily (H). The boundaries and assignments for each protein domain are
determined using a combination of automated and manual procedures which include
computational techniques, empirical and statistical evidence, literature review and expert
analysis Users can search CATH by ID/Sequence/text. They can also browse CATH from
the top of the hierarchy, or download CATH data.

Synonyms: CATH
Resource Type: data or information resource, database

Keywords: architecture, class, homologous superfamily, protein cluster, protein domain
structure, topology, bio.tools, FASEB list

Funding:

Resource Name: CATH: Protein Structure Classification
Resource ID: SCR_007583

Alternate IDs: nif-0000-02640, biotools:cath

Alternate URLSs: https://bio.tools/cath
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https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_007583/resolver
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Record Creation Time: 20220129T080242+0000

Record Last Update: 20250426T055941+0000

Ratings and Alerts
No rating or validation information has been found for CATH: Protein Structure Classification.

No alerts have been found for CATH: Protein Structure Classification.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 109 mentions in open access literature.

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