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Proper Citation

Structural Antibody Database (RRID:SCR_022096)

Resource Information

URL: http://opig.stats.ox.ac.uk/webapps/newsabdab/sabdab/

Proper Citation: Structural Antibody Database (RRID:SCR_022096)

Description: Database containing all antibody structures available in the PDB, annotated 
and presented in consistent fashion.Each structure is annotated with number of properties 
including experimental details, antibody nomenclature (e.g. heavy-light pairings), curated 
affinity data and sequence annotations. You can use the database to inspect individual 
structures, create and download datasets for analysis, search the database for structures 
with similar sequences to your query, monitor the known structural repetoire of antibodies.

Abbreviations: SAbDab

Resource Type: database, data or information resource

Defining Citation: DOI:10.1093/nar/gkt1043

Keywords: antibody structure, annotated structure, Protein Data Bank

Funding: Engineering and Physical Sciences Research Council ;
UCB Pharma ;
Roche GmbH

Availability: Free, Freely available

Resource Name: Structural Antibody Database

Resource ID: SCR_022096

https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_022096/resolver
http://opig.stats.ox.ac.uk/webapps/newsabdab/sabdab/
https://dx.doi.org/10.1093/nar/gkt1043


Record Creation Time: 20220421T050138+0000

Record Last Update: 20250420T015703+0000

Ratings and Alerts

No rating or validation information has been found for Structural Antibody Database .

No alerts have been found for Structural Antibody Database .

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 23 mentions in open access literature.

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