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Abstract:

Anticancer peptides (ACPs) have emerged as a new class of therapeutic agent for
cancer treatment due to their lower toxicity as well as greater efficacy, selectivity and
specificity when compared to conventional small molecule drugs. However, the
experimental identification of ACPs still remains a time-consuming and expensive
endeavor. Therefore, it is desirable to develop and improve upon existing computational
models for predicting and characterizing ACPs. In this study, we present a
bioinformatics tool called the ACPred, which is an interpretable tool for the prediction
and characterization of the anticancer activities of peptides. ACPred was developed by
utilizing powerful machine learning models (support vector machine and random forest)
and various classes of peptide features. It was observed by a jackknife cross-validation
test that ACPred can achieve an overall accuracy of 95.61% in identifying ACPs.
Finally, for the convenience of experimental scientists, the ACPred web server was

established and made freely available online at http://codes.bio/acpred/.
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