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SUPERFAMILY

RRID:SCR_007952
Type: Tool

Proper Citation

SUPERFAMILY (RRID:SCR_007952)

Resource Information

URL.: http://supfam.org/SUPERFAMILY/

Proper Citation: SUPERFAMILY (RRID:SCR_007952)

Description: SUPERFAMILY is a database of structural and functional protein annotations
for all completely sequenced organisms. The SUPERFAMILY annotation is based on a
collection of hidden Markov models, which represent structural protein domains at the SCOP
superfamily level. A superfamily groups together domains which have an evolutionary
relationship. The annotation is produced by scanning protein sequences from over 1,700
completely sequenced genomes against the hidden Markov models.

Synonyms: Superfamily - HMM library and genome assignments server
Resource Type: database, data or information resource

Defining Citation: PMID:11697912

Keywords: protein, hmm, hidden markov model, genome, structure, homology, model,
FASEB list

Funding:

Resource Name: SUPERFAMILY
Resource ID: SCR_007952
Alternate IDs: nif-0000-03511

Old URLSs: http://supfam.org, http://stash.mrc-Imb.cam.ac.uk/SUPERFAMILY
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https://pubmed.ncbi.nlm.nih.gov/11697912

Record Creation Time: 20220129T080244+0000

Record Last Update: 20250430T055542+0000

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

No alerts have been found for SUPERFAMILY.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 302 mentions in open access literature.

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