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Proper Citation

SAS - Sequence Annotated by Structure (RRID:SCR_004635)

Resource Information

URL: http://www.ebi.ac.uk/thornton-srv/databases/sas/

Proper Citation: SAS - Sequence Annotated by Structure (RRID:SCR_004635)

Description: SAS is a tool for applying structural information to a given protein sequence.
It uses FASTA to scan a given protein sequence against all the proteins of known 3D
structure in the Protein Data Bank (PDB). The resultant multiple alignment can be colored
according to different structural features and the matching 3D structures can be
superimposed and viewed in RasMol. Use the form to identify your protein sequence of
interest by: a) providing a PDB code, b) providing a UniProt code or accession number, c)
pasting in your sequence, or d) uploading a PDB file. By default the whole PDB will be
searched, but you can restrict the search using the Search Option box at the bottom.

Abbreviations: SAS

Synonyms: Sequence Annotated by Structure

Resource Type: analysis service resource, service resource, data analysis service,
production service resource

Keywords: gold standard

Resource Name: SAS - Sequence Annotated by Structure

Resource ID: SCR_004635

Alternate IDs: nlx_63340

Record Creation Time: 20220129T080225+0000

Record Last Update: 20260728T043205+0000

Ratings and Alerts

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_004635/resolver
http://www.ebi.ac.uk/thornton-srv/databases/sas/


No rating or validation information has been found for SAS - Sequence Annotated by
Structure.

No alerts have been found for SAS - Sequence Annotated by Structure.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 19 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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