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SDAP: Structural Database of Allergenic Proteins

RRID:SCR_012806
Type: Tool

Proper Citation

SDAP: Structural Database of Allergenic Proteins (RRID:SCR_012806)

Resource Information

URL: http://fermi.utmb.edu/SDAP

Proper Citation: SDAP: Structural Database of Allergenic Proteins (RRID:SCR_012806)

Description: A database of allergenic proteins. It contains various computational tools
that can assist structural biology studies related to allergens. SDAP is an important tool in
the investigation of the cross-reactivity between known allergens, in testing the FAO/WHO
allergenicity rules for new proteins, and in predicting the IgE-binding potential of
genetically modified food proteins. Using this Internet service through a browser, it is
possible to retrieve information related to an allergen from the most common protein
sequence and structure databases (SwissProt, PIR, NCBI, PDB), to find sequence and
structural neighbors for an allergen, and to search for the presence of an epitope other the
whole collection of allergens.

Abbreviations: SDAP

Synonyms: Structural Database of Allergenic Proteins

Resource Type: database, data or information resource

Resource Name: SDAP: Structural Database of Allergenic Proteins
Resource ID: SCR_012806

Alternate IDs: nif-0000-03446

Record Creation Time: 20220129T080312+0000

Record Last Update: 20260819T044333+0000

Ratings and Alerts


https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_012806/resolver
http://fermi.utmb.edu/SDAP

No rating or validation information has been found for SDAP: Structural Database of
Allergenic Proteins.

No alerts have been found for SDAP: Structural Database of Allergenic Proteins.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 21 mentions in open access literature.
Listed below are recent publications. The full list is available at dkNET .
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