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Proper Citation

AntiJen (RRID:SCR_001750)

Resource Information

URL: http://www.ddg-pharmfac.net/antijen/AntiJen/antijenhomepage.htm

Proper Citation: AntiJen (RRID:SCR_001750)

Description: Database with quantitative binding data for peptides binding to various cells
including MHC Ligand, TCR-MHC complexes, T-cell epitopes, TAP, B-cell, and
immunological protein-protein interactions. Information in each entry includes peptide
libraries, copy numbers, and diffusion coefficient data.

Synonyms: AntiJen Database, AntiJen - A Kinetic, Thermodynamic and Cellular
Database, AntiJen Database v2.0, AntiJen v2.0

Resource Type: data or information resource, database

Defining Citation: PMID:11934742, PMID:12870921

Keywords: peptide, binding, antigen, antibodies, cellular, kinetic, diffusion coefficient

Funding: GlaxoSmithkline ;
BBSRC ;
MRC ;
UK Department of Health

Availability: Free, Freely available

Resource Name: AntiJen

Resource ID: SCR_001750

Alternate IDs: nif-0000-02551

Old URLs: http://www.darrenflower.info/AntiJen/

Record Creation Time: 20220129T080209+0000

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/RRID:SCR_001750/resolver
http://www.ddg-pharmfac.net/antijen/AntiJen/antijenhomepage.htm
https://pubmed.ncbi.nlm.nih.gov/11934742
https://pubmed.ncbi.nlm.nih.gov/12870921


Record Last Update: 20260829T182913+0000

Ratings and Alerts

No rating or validation information has been found for AntiJen.

No alerts have been found for AntiJen.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 18 mentions in open access literature.

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