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Proper Citation

ANTIGENpro (RRID:SCR_018779)

Resource Information

URL: http://scratch.proteomics.ics.uci.edu/

Proper Citation: ANTIGENpro (RRID:SCR_018779)

Description: Web tool as sequence-based, alignment-free and pathogen-independent
predictor of protein antigenicity.Predicts likelihood that protein is protective antigen.
Integrated in SCRATCH suite of predictors.

Resource Type: data access protocol, service resource, software resource, web service

Defining Citation: PMID:20934990

Keywords: Protein antigenicity, sequence based predictior, alignment free predictor,
pathogen independent predictor, protein antigenicity predictor, SCRATCH suite, predictor

Funding: Microsoft Faculty Research Award ;
NLM LM 07443;
NSF 0513376;
NSF EIA 0321390

Availability: Free, Freely available

Resource Name: ANTIGENpro

Resource ID: SCR_018779

Record Creation Time: 20220129T080341+0000

Record Last Update: 20260821T194151+0000

Ratings and Alerts

No rating or validation information has been found for ANTIGENpro.

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_018779/resolver
http://scratch.proteomics.ics.uci.edu/
https://pubmed.ncbi.nlm.nih.gov/20934990


No alerts have been found for ANTIGENpro.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 343 mentions in open access literature.

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