Analyses and Prediction of Antiviral proteins using Support Vector Machine
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Results

Training/testing data set Validation data set

I. Performance of (T145p+145n) (Va6p+16n)

SVM mOdelS during AAC Sen Spec Acc MCC AUC Sen Spec Acc MCC AUC

10-fold cCcross strategy1 99.31 97.93 98.62 0.97 1.00100.00 93.75 96.88 0.94 1.00

lidation on training / Strategy 2 97.93 88.28 93.10 0.87 0.98 87.50 81.25 84.38 0.69 0.90 Re fe rences
va
testing and validation e,

Strategy 1 0.99 100.00
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