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Supplementary Table S1. The statistical differences of four measurements between any two methods. P-values with Bold Font indicate the 

statistical difference. 

Methods CNN-SVM CNN-KNN CNN-PNN SVM-KNN SVM-PNN KNN-PNN 

MCC 0.000  0.000  0.000  0.210  0.557  0.463  

Accuracy 0.046  0.006  0.015  0.437  0.755  0.613  

Sensitivity 0.007  0.313  0.117  0.077  0.288  0.526  

Specificity 0.082  0.000  0.002  0.001  0.044  0.197  
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Supplementary Table S2. The statistical differences of the EFs between any two methods. P-values with Bold Font indicate the statistical 

difference. 
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Enrichment 

Factor 0.020  0.054  0.024  0.007  0.025  0.275  0.998  0.223  0.882  0.377  0.040  0.403  0.338  0.906  0.233  

 


