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Proper Citation

ToxinPred (RRID:SCR_018542)

Resource Information

URL: http://crdd.osdd.net/raghava/toxinpred/

Proper Citation: ToxinPred (RRID:SCR_018542)

Description: Software package for peptides designing and prediction. In silico approach
for predicting toxicity of peptides and proteins. Used for predicting peptide toxicity or non
toxicity, minimum mutations in peptides for increasing or decreasing their toxicity, toxic
regions in proteins.

Resource Type: software toolkit, production service resource, software resource, service
resource, analysis service resource

Defining Citation: PMID:29300301

Keywords: Toxin, toxicity, toxicity prediction, peptide toxicity prediction, peptide design,
protein, peptide mutation, toxic region, protein toxic region

Funding: Department of Biotechnology Govt. of India ;
Council of Scientific and Industrial Research Govt. of India

Availability: Free, Freely available

Resource Name: ToxinPred

Resource ID: SCR_018542

Record Creation Time: 20220129T080340+0000

Record Last Update: 20260815T182554+0000

Ratings and Alerts

No rating or validation information has been found for ToxinPred.

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_018542/resolver
http://crdd.osdd.net/raghava/toxinpred/
https://pubmed.ncbi.nlm.nih.gov/29300301


No alerts have been found for ToxinPred.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 244 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET .
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sciences, 13(2).
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colonization through degrading antimicrobial peptide LL-37. Science advances, 12(21),
eaee1996.
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vaccine candidate against Mycobacterium tuberculosis via TLR3 immunomodulation. BMC
immunology, 27(1).
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