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Type: Tool

Proper Citation

Scansite (RRID:SCR_007026)

Resource Information

URL.: http://scansite.mit.edu/

Proper Citation: Scansite (RRID:SCR_007026)

Description: Scansite searches for motifs within proteins that are likely to be phosphorylated
by specific protein kinases or bind to domains such as SH2 domains, 14-3-3 domains or PDZ
domains. The Motifscanner program utilizes an entropy approach that assesses the
probability of a site matching the motif using the selectivity values and sums the logs of the
probability values for each amino acid in the candidate sequence. The program then
indicates the percentile ranking of the candidate motif in respect to all potential motifs in
proteins of a protein database. When available, percentile scores of some confirmed
phosphorylation sites for the kinase of interests or confirmed binding sites of the domain of
interest are provided for comparison with the scores of the candidate motifs.

Synonyms: Scansite

Resource Type: data or information resource, database

Keywords: binding, kinase, phosphorylate, protein, bio.tools, FASEB list
Funding:

Resource Name: Scansite

Resource ID: SCR_007026

Alternate IDs: biotools:scansite, nif-0000-20914

Alternate URLSs: https://bio.tools/scansite
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Record Creation Time: 20220129T080239+0000

Record Last Update: 20250507T060446+0000

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

No alerts have been found for Scansite.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 295 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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